Supplemental table 1: list of the proteins identifed from the total protein fraction of Amborella trichopoda isolated embryo by shot gun

Proteins have been analyzed by mono-dimensional electrophoresis and identified by mass spectrometry LC/MS-MS. The protein spots were analysed by LC-MS/MS on the PAPPSO plateform (Benoit Valot, Thierry Balliau, Michel Zivy, INRA Moulon, France; http://pappso.inra.fr). Based on the
spectrum generated, proteins were identified using the X-Tandem software. “NCBI accession number" is the accession number in NCBI database. "Protein name". "Organism" relates to the organism from which the identied protein comes from for functional analysis - efforts were focus on
Arabidopsis thaliana as a plant model. " "AGI". "Function category" and "Function description" relate to the functional categories defined according to the ontological classification of Bevan et al. [Bevan et al. (1998) Nature 391:485-488]. "log(Evalue) identification” reflects the statistical
power of the identification by BLAST (performed on TAIR or BLAST). "Identity™ indicates in % the recovery of the Amborella protein sequence against the identified protein. "Compartement” indicates if the identification is found in the embryo (emb.), the endosperm (end.) or both (emb./end.).

"Description" was taken from the Amborella EVM 27 Predicted Proteins (http://www.amborella.org). The "log (E value)" is a statistical parameter that represents the number of peptides present at random in the database. It was calculated by the product of the Evalue of unique peptides
identified in the protein spot (Valot et al., 2011). “Coverage" refers to the recovery rate of the protein by the identified peptides, expressed in %. "MW" relates to the molecular weight expressed in kDa. "Spectra™ corresponds to the number of spectra which allowed the protein identification
from 2DE protein single spot. "Specifics" corresponds to the number of specific spectrum corresponding to the identification among the other identifications of the group. "Uniques" refers to the number of unique peptides (different sequences) that led to the protein identification. "PAI" is the

protein abundance index in the spot. "Peptide sequences” displays identified peptides for each protein spot. "Relative abundance" relates to the number of spectra identifing the description among all the spectra.

- — GMTAQVLVQK
A1L4Y4 NADF(;H"}“'”""e A’t‘l’vb’l‘."’ps’s AT5G61510 | 11 Disease/defence | 11.06 Detoxification | e-136 82 emb. e;’rg—”'?"lggg’mgg -26,24484 40,1 TYPLSQAAQA | 0,003138
reductase allana V1.9 _scafio - 27 1 0,785714|HTDLESR

. . - . evm_27.model. AmTr_| TATPEEMER
BODGE6 b 3 (stress inducible prot A’tib’l‘,"’ps’s AT4G12400 | %6 P'°‘ed‘"tdes"”a"°” 06.01 f"gﬂ.‘?g and 0 79 emb.  [v1.0_scaffold00011.15| 21,0117 65 GELSPEELKE | 0,001141
allana and storage stability 3 11 4 0.210526 R
Arabidopsis evm_27.model. AmTr_| AVCMISNNTAV
BIDHQO Tubulin abopsis | AT5G19780 | 09 Cell structure | 09.04 Cytoskeleton | 000E+00 | 92 emb. | v1.0_scaffold00068.4| -17,26013 495 AEVFSR 0,000856
5 9 3 0,166667|IHFMLSSYAPY
Adenine nucleotide . . LGLSAVIMGSR|
C0z201 | alpha hydrolases-like A’;"’,‘?"fs‘s AT1G11360 | 11 Disease/defence 1:'05 Sn"ess 3,00E-59 | 63 emb. ‘\’,‘f*(‘]—”'"fffde&ﬁ)“;g'; -10,81531 26,3 ATDLAQPLVEA| 0,000571
protein (similar to alana esponses -0_scafiol : 4 2 0,068966|QIPFK
. . . . evm_27.model. AmTr_| AVLDAATIAGL
FAHQD4 HSP70 Arabidopsis | aT1G7ggzo | 00 Proten destination| 06.01 Felding and | g gog00 | 85 emb. v1.0_scaffold00078.7| -67,40158 94,4 HPLR 0,001427
aliana and storage stability 98 28 5 0,357143|QGDPIEER
. : : . . evm_27.model. AmTr_| LDEHDRDSPN
FAHWF8 N“C'bei'rf d?rf'd/';gfe'?r?"de A’;f:ﬁ:ﬁ;’s AT1G21320 | 04 Transcription 0422 MRANA | go0Eat | 57 emb. v1.0._scaffold00041.8| -3,76904 27 LR 0,001997
9 P! P 9 14 7 0,291667|VIRDTESLGAS
L . . evm_27.model. AmTr_| IVYSSGNEK
FAHWRO Dess'Cargf:i:e'ated Ar;‘:,‘f:,f:’s AT1G47980 | 11 Disease/defence 126'25 ;1:5: 6-109 82 embJend. | v1.0_scaffold00016.3 | -98,60413 334 GGPPPIGATK | 0,000571
p P 15 9 2 0 TILYEQANK
Arabidopsis evm_27.model. AmTr_| VVFVGVPGAF
F41D64 Peroxiredoxin {haliar‘:a AT1G65980 | 11 Disease/defence | 11.06 Detoxification | 7,00E-31 72 emb. v1.0_scaffold00109.9| -3,133713 15,7 TPTCSSK 0,000571
0 5 2 0,090909|VGDSIPDGFES|
. . . . evm_27.model. AmTr_| NITVNEAQSR
FAIHK9 Ggﬁ'(;‘i‘z"'”r‘o';'i“n’*' Arabldopsis | AT2G21660 | 04 Transcription 0422 MRNA | 300E36 | 94 emb. v1.0_scaffold00030.7| -16,67531 157 DAIEGMNGQT | 0,002282
9P P! 9 27 59 8 1,333333[L DGR
- . . evm_27.model. AmTr_| DAIEGMNGFT
F4IHK9 Ggﬁ'(;‘.ﬁ"'c’r‘of‘e'.“rf' A’;f:ﬁ:ﬁ;’s AT2G21660 | 04 Transcription 0422 MRANA | 300E36 | 89 emb. v1.0_scaffold00030.7| -17,09232 15,9 LDGR 0,002282
inding protel ! P o 35 38 8 1,333333| ASSDVEYR
. . evm_27.model. AmTr_| QTNSIHPCSPT|
FAHL4  |Uncharacterized protein Ar;‘:,‘f:,f:’s AT2621720 e el 9,00E-95 | 64 emb. v1.0_ scaffold00004.9| -6,361511 59,1 SILR 0,000571
cla: Ifcation Cla ification 3 7 2 0.333333 LKAWWDSIPV
. . o evm_27.model. AmTr_| RKPIVSTEFGR
F41QK5 Cupin-like protein A’;‘;’,‘j’:ﬁ:‘s AT2G18540 | %6 Pf;i‘ggf:gga"c’“ Oe'gfof‘e‘f;fge 800E-82 | 62 emb.end. | v1.0_scaffold00059.6 | -112,3561 44,1 DNRKPIVSTEF| 0,000856
4 3 3 0.083333|GR
Metallopeptidase M24 . . . evm_27.model. AmTr_|
FaJaJ3 domain-containing | A"@PIdOPSIS | xragsiggq |06 Protein destination| - oq 43 proteoiysis | e-143 86 emb. v1.0_scaffold00007.7| -9,744727 353 VILNVSNPETR | 5 550556
N thaliana and storage FPIMPFTAR
protein 30 19 3 0,375
. . | Arabidopsis 12 Unclear 12 Unclear evm_27.model. AmTr_| SYDAEYGGFG
F4J163 Uncharacterized protein thaliana AT4G03200 P P 0 75 emb. v1.0_scaffold00057.2| -10,9393 90,4 SAPK 0,000571
classification classification s ; ) 0090909 SPRVEIGLEL
. . . evm_27.model. AmTr_| VLNDLIQEDAD
F4JVN6 | Subtilase family protein A’;‘;’I‘i’;’:j’s AT4G20850 | %° Pr;’;z";g‘r’:“gam” 06.13 Proteolysis 0 79 emb./end. | v1.0_scaffold00009.2 | -78,98093 1438 PPK 0,000571
9 58 6 2 0,095238|YALLIVTQER
Transducin/WD40 . . evm_27.model. AmTr_| CGCSGIHLKG
FAK108 | repeat-like superfamily A’;‘;’,‘j’:ﬁ:‘s AT5G12920 Cﬂazsggg';;rn C: azsgzgz'ftf(’:n 037 53 emb. v1.0_scaffold00140.4| -38,6634 103 CGCSGIHLK | 0,000571
protein 1 7 2 0,222222|SSLTVWAGPG
Arabidopsis evm_27.model. AmTr_| YGQIPVTDVYV,|
FaK1P9 | Protein SKUS similar | 3PP | AT5G48450 | 09 Cel structure 09.01 Cell wall 0 82 emb. | v1.0_scaffold00163.2| -13,32809 66.4 LLNR 0,000856
2 10 3 075 |DQIGSFFYFPS
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Branched-chain-amino-

evm_27.model. AmTr_|

.. VLTAESGESIP
F4K4A7 | acid aminotransferase- A’t‘,’vb’/‘."’ps’s AT5G27410 | 01 Metabolism 01.01 Amino Acid 0 81 emb. v1.0_scaffold00025.11 -25,4947 62,2 HTE 0,036234
like protein aliana 5 73 127 - 38 |7,470588|AEKEVEVIHS
) ] ) Arabidopsis 01.02 Nitrogen and evm_27.model. AmTr_| CGVTAIRPTFG
F4K6N3 | Amidase family protein thali AT5G07360 01 Metabolism Ioh 0 81 emb. v1.0_scaffold00016.2 | -26,44326 67,1 TVAR 0,007418
aliana sulphur 85 46 26 - 18 |0,896552| GAEELNVPAF
. . evm_27.model. AmTr_| ASEPPSSGQF
F4KH28 | O-Glycosyl hydrolase Aﬁ‘:ﬁ:"]’;’s AT5G24318 | 01 Metabolism 016?55 asg'f:;fl dae”sd e-144 69 emb. v1.0_scaffold00012.1 | -14,13921 51,6 R 0,005991
poly 42 37 21 - 14 0.7 _|SLHTALVNR
Ribulose bisphosphate . . TFQGPPHGIQ
003042 carboxylase (large A’;‘é’z’;’:’ﬁ’;‘s ATCGO0490 02 Energy 02.30 Photosynthesis| 0,00E+00 | 94 emb. ‘\’,‘q’*(‘]—zs;"f}gfd%&“;& -17,66324 52,7 VER 0,002568
chain) - : 27 9 - 7 |0,692308|GGLDFTKDDE
Late embryog_ene5|s Arabidopsis 11.05 Stress evm_27.model. AmTr_| IPEPGPITAK
003983 | abundant protein (LEA)| “E>PPS'S | AT1G01470 | 11 Disease/defence oo 5,00E-50 74 emb. v1.0_scaffold00053.1| -6,188425 16,5 IPEPGPITAK | 0,000571
(cvtosol) P 74 3 2 - 2 |0,057143|KGELKLPTLSD|
] ] Arabidopsis 11.05 Stress evm_27.model. AmTr_| DNQGKPLPSR
004005 1-Cys peroxiredoxin thaliana AT1G48130 | 11 Disease/defence responses 1,00E-88 82 emb./end. | v1.0_scaffold00045.3 | -148,7976 242 ALHIVGPDKR | 0,000571
i p 7 1 2 - 2 0,25 |ALHIVGPDK
. . . . . evm_27.model. AmTr_| TRPHTFSSISG
004331 .r"’r:"b";”. | Ar;b’l‘."’ps’s AT5G40770 | %8 P“"Z‘” tdes“”a""” R fogfjl.'t"g and | g qqq 83 emb. v1.0_scaffold00079.7 | -18,10965 30,6 TK 0,001427
(mitochrondrial) aliana and storage stability 18 5 ~ 3 0.714286] GSQAAVSELT
. . . o . evm_27.model. AmTr_| LLECGIHPIR
004450 T-complex protein | - Arabidopsis | xrygo451q |06 Protein destination| 06.01 Folding and 0 93 emb. v1.0_scaffold00049.7| -6,79588 67,8 MLYIEQCANS | 0,001141
(Chaperonin) thaliana and storage stability
62 26 4 - 3 05 |[R
. . evm_27.model. AmTr_|
004486 Ras-related protein Aﬁ‘;’ﬁ:ﬁ:’s AT1G09630 | 08 Intracellular traffic | 08.07 Vesicular | 2,00E-94 91 emb. v1.0_scaffold00068.1 | -13,02541 23,7 VVLIGDSGVGK| 0,000856
01 12 3 - 3 03
. . evm_27.model. AmTr_|
004486 | Ras-related protein | A722I9PSIS | AT1G00630 | 08 Intracellular traffic|  08.07 Vesicular | 3.00E-99 | 85 emb. | v1.0_scaffold00071.2| -10,74398 2.4 IVLIGDSGVEK | - 400856
thaliana e 15 3 B 2 06 |VLIGDSGVGK
. . . . evm_27.model. AmTr_| GPIFESNAIAR
004487  |Elongation factor 1-beta|  Arabidopsis | ar1G00640 | 05 Protein synthesis | 0204 Translation | 7 goe 78 | g3 emb. v1.0_ scaffold00019.4| -24,19019 49,1 VDINDETQKE | 0,001427
gamma thaliana factors
42 15 5 - 4 |o277778|R
Arabidopsis evm_27.model. AmTr_| ILFLGLDNAGK
004834 GTP-binding protein thali ,‘: AT4G02080 | 08 Intracellular traffic 08.07 Vesicular 1,00E-85 83 emb./end. v1.0_scaffold00003.2 | -26,25288 21,8 LVQHQPTQYP | 0,000856
aliana 4 9 3 - 3 |0,142857|TSEELSIGK
Fasciclin-like Arabidopsis evm_27.model. AmTr_| VATSGDEVTL
022126 bincestaet e praig AT2G45470 | 09 Cell structure 09.01 Cell wall e-101 79 emb. v1.0_scaffold00069.2 | -41,82212 433 DTGVDK 0,000856
arabinogalactan protein aliana 06 13 3 - 3 |0,166667| AATGPVSTLAS]|
. : " . . - . evm_27.model. AmTr_| DVTVLTADNFE
022263 Th""edr‘;f;’i‘nfam"y A’;f:ﬁ:ﬁ:’s AT2G47470 | 0 Proten destination| 0601 Feldhng and | ¢ 45 86 emb. v1.0_scaffold00057.4| -19,31785 39,8 QEVGKDR 0,001427
p 9 y 27 5 - 4 1 |TAEALAEFVNT
Arabidopsis evm_27.model. AmTr_| RIPIGRPEEAR
022588 Agquaporin thaliarl:a AT1G17810 09 Cell structure 09.25 Vacuole 4,00E-85 73 emb. v1.0_scaffold00171.2 | -36,82234 26,8 IPIGRPEEAR 0,000571
8 5 2 - 2 |0,083333| AFGPALVGWR
Transducin/WD40 . AGQPSVDER
022607 | repeat-like superfamily A’;"’C."’ps‘s AT2G19520 12 Unclear 12 Unclear 0,00E+00| 82 emb.  |8vm-27.modelAmTr_| g 55805 51,8 VAAAEHISQFN| 0,000571
! aliana classification classification v1.0_scaffold00136.8
protein 6 2 - 2 0,105263|EEAR
. . . . . . evm_27.model. AmTr_| EIDVGGHR
oz3029 | AWPMA9ke family Arabidopsis | aT1Go4seo | 00 Proten destination| 06.01 Felding and | 5 g0e50 | 77 emb./end. | v1.0_scaffold00039.1 | -45,07803 186 DPDYGAGAAA| 0,001427
protein allana and storage stability 23 4 5 - 5 0,102041 DPAAPK
Serine Arabidopsis evm_27.model. AmTr_| LCDLCNITVNK
023254 | hydroxymethyltransfera thali P AT4G13930 01 Metabolism 01.01 Amino Acid 0 91 emb. v1.0_scaffold00013.2 | -8,739928 51,6 TPLEAVDTEIY | 0,009986
se alana 79 67 35 14 20 | 2.1875 |DLIEKEK
S- Arabidopsis evm_27.model. AmTr_| LVGVSEETTT
023255 | Adenosylhomocysteine thaliarl:a AT4G13940 01 Metabolism 01.01 Amino Acid 0 92 emb. v1.0_scaffold00013.2 | -44,47913 53 GVKR 0,102996
hvdrolase 77 72 361 - 57 12,89286|LVGVSEETTT
Pyruvate, phosphate Arabidopsis evm_27.model. AmTr_| NNGAQGIGLC
023404 dik?'n ('rﬁ ; p| " pry ,‘7’ AT4G15530 02 Energy 02.30 Photosynthesis 0 90 emb. v1.0_scaffold00025.1 | -8,065744 1039 R 0,002853
ase (chloroplastic) aliana 63 20 10 - 10 0,333333|L SEVNPMLGF
023708 Arabidopsis 06 Protein destination . evm_27.model. AmTr_| EGFEGQISGK
proteasome (alpha subu thali AT1G16470 d st 06.13 Proteolysis 1,00E-25 81 emb. v1.0_scaffold00029.5| -10,37551 8,2 NIEIGIIGPEPD | 0,001141
aliana and storage 6 4 - 4 0,121212|pK
Arabidopsis 06 Protein destination . evm_27.model. AmTr_| QAQQYYR
023708  [proteasome (alpha subu thali AT1G16470 d st 06.13 Proteolysis 1,00E-54 95 emb. v1.0_scaffold00029.5 | -5,476306 17,7 AADGVVIATEK| 0,001141
allana and storage 12 4 - 4 0,222222|KLPSILVDESS
. . . evm_27.model. AmTr_| NGIPLTTAATA
023714 | 208 proteasome (beta A’;"’,‘.m”s’s AT3G22630 | %° P’“‘Z‘”t"es“”a""” 06.13 Proteolysis | e-99 93 emb. V1.0 scaffold00002.6| -16,9567 228 NFTR 0,001141
subunit D-1) alana and storage 60 1 4 - 4 |0,173913|L MGASGESGD)|
. . o evm_27.model. AmTr_| HSGMAVAGLA
023715 |08 psrzfj;:’gi()a'pha A’;‘:,‘;’:,f;‘s AT2627020 | %6 Pfgi‘gg‘f:"ga"c’“ 06.13 Proteolysis | e-123 % emb. v1.0_ scaffold00095.8 | -34,44231 271 ADGR 0,000571
g 5 7 2 1 2 0,1 _|AVDNSGTVIGI
26S proteasome Arabidopsis 06 Protein destination evm_27.model. AmTr_| LAALQGLDAR
024412 (regulatory subunit P AT5G05780 i 06.13 Proteolysis | e-162 95 emb. v1.0_scaffold00029.3| -12,74473 347 VIVHPLVLLSIV| 0,000571
ron8) aliana and storage 46 9 2 1 2 |0,222222| DNYNR




Glyoxalase Il Arabidopsis evm_27.model. AmTr_| VYCGHEYTVK
024496 (Hydroxyacylglutathion tha/iarllja AT3G10850 | 11 Disease/defence | 11.06 Detoxification e-114 86 emb. v1.0_scaffold00077.1| -15,60412 28,8 VDLPQLQAHL | 0,000571
e hvdrolase) 52 4 2 2 0,090909| GYSSPVEALT
024616 20S proteasome (alpha| Arabidopsis AT 06 Protein destination . 121 90 b evm_27.model. AmTr_| 11.72 > ALLEVVESGG 00856
subunit D-2) thaliana 5G66140 and storage 06.13 Proteolysis e- emb. v1.0_scaffold00062.7 | -11,72308 7 K 0,00085¢
27 modeT AT = : B B e o2
. . . . evm_27.model. AmTr,
024653 | Reb G'.Di.db'.?s"c'a“"” A’;"’,‘.m”s’s AT3G59920 | 08 Intracellular traffic|  08.99 Others 0 92 emb. v1.0_ scaffold00066.7 | -18,24642 49,8 AR 0,000856
inhibitor alana 7 9 3 2 05 |VVCDPSYLPN
Arabidopsis evm_27.model. AmTr_| FLVDKEGHVV
048646 Glutathione peroxidase thaliana AT4G11600 | 11 Disease/defence | 11.06 Detoxification | 2,00E-77 89 emb. v1.0_scaffold00009.2 | -22,40532 18,6 DR 0,000571
76 5 2 2 0,125 |ASGSDQTSVH
Arabidopsis evm_27.model. AmTr_| TVAAAVAAAPE
049006 Pectinesterase inhibitor thaliana AT3G14310 09 Cell structure 09.01 Cell wall 0 78 emb. v1.0_scaffold00129.2| -5,966576 61,2 K 0,000856
0 9 3 2 0,2 |DITFQNTAGPS
Arabidopsis evm_27.model. AmTr_| LSGTGSEGATI
049299 Phosphoglucomutase thaliana AT1G23190 02 Energy 02.01 Glycolysis 0 89 emb./end. | v1.0_scaffold00010.1 | -81,34531 63,7 R 0,004280
23 48 15 7 1,875 #EAI’EEIIED'%QKP
049447 | ADPIATP translocase | - Arabidopsis | ar4g300 | 07 Transporters 0716 e-152 78 emb.  |8vm-27.modelAmTr_| g 50879 424 MMMTSGEAVK| 0,000856
(mitochondria) thaliana Purine/pyrimidines v1.0_scaffold00183.4 10 3 3 0.130435|LLIQNQDEMIK
. . . . . evm_27.model. AmTr, ARPHLVESTS
049460 Prohibitin Arabidopsis | arycogs1g |06 Protein destination| - 06.01 Foldingand | o 444 89 emb. v1.0_scaffold00071.7| -9,029188 30 GSR 0,001427
(mitochrondrial) thaliana and storage stability 26 17 5 5 0.416667| QIAAQEAER
049485 Phosphoglycerate Arabidopsis ] evm_27.model. AmTr_| LAVQLVAGGS
dehydrogenase thaliana AT4G34200 01 Metabolism 01.01 Amino Acid 0 82 emb. v1.0_scaffold00051.5 | -6,086186 65,2 GVK 0,009130
ydrog 32 32 7 4,571429|LGEAGLELLR
Arabidopsis evm_27.model. AmTr_| VEPQMSGGG
049543 Cysteine desulfurase thaliana AT5G65720 01 Metabolism 01.01 Amino Acid 0 84 emb. v1.0_scaffold00078.1| -7,89449 50,4 QER 0,018545
ST moda AT = = S R
. . . evm_27.model. AmTr,
049595 N“°'e°s°"l‘j’°fh“;ma“” A’;"’,‘.m”s’s AT3G51880 | 04 Transcription | 04.1904 Specific TFs | 2,00E-34 | 67 emb. V1.0 scaffold00029.4 | -8,841638 18,9 EFR 0,002282
assemBly factor allana 12 17 8 8 |0.266667|RPPSAFFVFLE,
5- Arabidopsis evm_27.model. AmTr_| YGAGIGPGVY
050008 | methyltetrahydropteroyl lhaliar‘:a AT5G17920 01 Metabolism 01.01 Amino Acid 0 92 emb./end. v1.0_scaffold00004.9 | -20,86621 84,5 DIHSPR 0,023110
triglutamate- 9 76 81 22 7,363637|GISGFGFDLVR|
064586 Pollen Ole_ el _(Putatlve Arabidopsis 12 Unclear 12 Unclear evm_27.model. AmTr_| ATDLHGGITGS
proline-rich thaliana AT2G34700 classification classification 4,00E-29 61 emb./end. v1.0_scaffold00068.1| -30,91422 18,6 PLR 0,000571
alvcoprotein) 22 7 2 2 0,095238| VFLASSPLATC
064644 Hi Arabidopsis - 04.1907 Chromatin evm_27.model AmTr_| AAVAEAQQSR
istone deacetylase thaliana AT2G45640 04 Transcription modification 9,00E-49 86 emb. v1.0_scaffold00001.1 | -7,443698 17,6 LSFAFVYPDKN| 0,002282
93 10 8 7 0,222222|GR
. . . . evm_27.model. AmTr, TAFESMR
064866 h;ﬂi‘;ﬁ:mg‘%r’f};n A;i‘:ﬁ:,’]’:’s AT2G44310 |10 Signal transduction| ~ 10.99 Others | 2,00E-47 | 83 emb. v1.0_ scaffold00024.1| -41,13548 153 DSSGSVDMGE| 0,000571
61 7 2 2 0,105263|FR
RNA polymerase I Arabidopsis evm_27.model. AmTr_| QTDEDHAGSE
065154 transcriptional lhaliar‘:a AT5G09250 04 Transcription 04.1901 General TFs| 2,00E-26 75 emb. v1.0_scaffold00017.2| -7,903785 12 GDSEGVAPPA | 0,002282
coactivator KIWI 38 20 8 8 0,444444|R
. . . . . evm_27.model. AmTr AGAQVVYSK
065282 Chapeg’”";gzo KDa. | Arabidopsis | xtsGaorao |06 Froten destination) 06,01 Foldingand | ¢ 497 83 emb. v1.0_scaffold00007.3 | -8,239577 26,4 TGGGILLPTTA | 0,001141
pn21) alana and storage steofily 83 18 4 4 |0,363636|QSKPQGGEVV,
065390 A . . Arabidopsis 06 Protein destination . evm_27.model. AmTr_| LSSMPNVAFTI
spartic proteinase thaliana AT1G11910 and storage 06.13 Proteolysis 0 80 emb./end. | v1.0_scaffold00106.4 | -30,43041 55 GGK 0,001141
9 8 21 4 4 0,571429|VGEGAAAQCI
. . . evm_27.model. AmTr, DQAFIEATR
065390 Aspartic proteinase Ar;b’l‘."’ps’s aT1G11910 | %8 P“"Z‘” tdes“”a“"” 06.13 Proteolysis 0 79 emb. v1.0_scaffold00045. 11| -12,92203 55,2 TQILEYANQLC| 0,001141
aliana and storage 12 4 4 o ER
. . . evm_27.model. AmTr. ITSFLDPDGW
065398 "Ia°t°y:%('”tath'°'.1e A’i"’f"’ps‘s AT1G11840 | 11 Disease/defence | 11.06 Detoxification | e-130 87 emb./end. | v1.0_scaffold00037.1 | -44,35327 37,2 K 0,000571
yase-like protein thaliana 06 6 2 2 0,142857|LVTQELGGK
Arabidopsis evm_27.model. AmTr_| GNLDIFSGR
065660 Lipase thaliana AT4G39730 01 Metabolism 01.06 Lipid and sterol| 4,00E-46 72 emb. v1.0_scaffold00010.1| -7,410274 19,8 GNLDIFSGR 0,004280
52 57 15 10 25 DAYPYELTAIR
. : . . evm_27.model. AmTr AFVVHELEDD
o831 | Superoxide dismutase | - Arabidopsis | xroGog190 | 11 Disease/defence | 11.06 Detoxification | 6,00E-70 76 emb. v1.0_scaffold00102.3| -19,01323 22,4 LGK 0,000571
(Cu/Zn) thaliana 11 2 2 0,125 | AFVVHELEDD
. . . evm_27.model. AmTr, LVSGLIPDAGTI
080576 atj;i:ﬂb%‘:g;‘”ﬁz;) Aﬁ‘:ﬁ:"]’;’s AT2G44060 | 11 Disease/defence 126'25;‘:? e-118 86 emb. v1.0_scaffold00066.8 | -10,29912 36,2 R 0,000571
P o 0 9 2 2 |0,166667|IKVDLIVDVPVF]
Arabidopsis evm_27.model. AmTr_| RLFELQGFPTL|
080763 Nucleoredoxin thaliana AT1G60420 |10 Signal transduction| 10.99 Others e-169 64 emb. v1.0_scaffold00131.8 | -15,86646 68,4 TVIGPDGK 0,000571
5 9 2 2 0,181818| MPWLAIPFSD
208 proteasome Arabidopsis 06 Protein destination . evm_27.model. AmTr_| ATEIEVGVVR
081147 bunit aloha A-2 thali AT2G05840 d st 06.13 Proteolysis e-131 96 emb. v1.0_scaffold00147.4 | -29,90146 27,4 HITIFSPEGR 0,001141
(subunit alpha A-2) aliana and storage 7 18 4 3 [0,444444]1 YQVEYAFK




evm_27.model. AmTr,

TTIFSPEGR

osiiag | Proteasome 25(‘)’2“"" Arabidopsis | aTaGaz11p | 08 Protein destination) o6 13 proreolysis | e-118 87 emb. v1.0_scaffold00010.4| -10,14503 27,5 AAAIGANNQA | 0,001141
9 31 11 4 4 |0,173913|AQSMLK
Proteasome subunit Arabidopsis 06 Protein destination . evm_27.model. AmTr_| TTIFSPEGR
081148 e 20a aislS | AT3G22110 ol 06.13 Proteolysis | e-105 83 emb. v1.0_scaffold00045.1 | -10,14503 337 AAAIGANNQA | 0,001141
9 99 16 4 2 05 _|AQSMLK
. . . . evm_27.model. AmTr_| NLAPVNEGGG
081235 S“pe’“'?&r:’)'sm“‘ase A;i‘:ﬁ:,’]’:’s AT3G10920 | 11 Disease/defence | 11.06 Detoxification | 8,00E-76 | 79 emb./end. | v1.0_scaffold00077.2 | -47,63932 224 EPPK 0,000571
6 3 2 2 |0,068966|GDASSTVALQ
081826 Histone H2A.3 Arabidopsis | aT4G27230 | 09 Cell structure | 09.13 Chromosomes | 2,00E-40 | 80 emb,  |8Ym-27-modelAmTr_| 4554443 137 VGAGAPVYLA/ 0,000571
thaliana v1.0_scaffold00115.21 14 2 2 0.25
. . . . . evm_27.model. AmTr_| AVVSQVADNY
os2204 | 608 ”b‘(’fggj‘;")p“"e'” Arabidopsis | AT2G19730 | 05 Protein synthesis 05‘0;::;2“’”55"’“3' 900E-52 | 82 emb. v1.0_scaffold00036.7 | -8,182699 23 YRPDLK 0,001712
31 43 6 2 2 |QFGNGSAMY
Adenine nucleotide Arabidopsis 11.05 Stress evm_27.model. AmTr_| NVLCEAVEK
082240 alpha hydrolases-like thal'ar?a AT2G47710 | 11 Disease/defence rés onses 3,00E-50 77 emb. v1.0_scaffold00045.3 | -21,21112 17,4 HQATMLAVGS | 0,000571
orotein ! P 18 6 2 2 |0.117647|HGYGAIK
. . evm_27.model. AmTr_|
082662 | Succinyl-CoAligase | A™@Pid9PSis | AraGo0420 02 Energy 0210 TCA pathway | e-178 a2 emb. v1.0_scaffold00067.9 | -5,845272 406 LNFDDNAAYR |5 507853
thaliana o 31 10 o |os588205 TTAGPLIACR
Arabidopsis evm_27.model. AmTr_| THPMNFLNER
P06525 | Alcohol dehydrogenase thali ,‘: AT1G77120 02 Energy 02.16 Fermentation e-162 80 emb./end. v1.0_scaffold00071.6 | -110,6495 411 THPMNFLNER | 0,002853
alana 5 35 10 6 | 1,111111 [ THPMNFLNER
Arabidopsis evm_27.model. AmTr_| FITHSVPFSEIN|
P06525 | Alcohol dehydrogenase tha/ianpa AT1G77120 02 Energy 02.16 Fermentation e-168 81 emb. v1.0_scaffold00071.6 | -42,55006 411 K 0,002853
48 10 8 1__|DYDKPVQEVL
. . . . L evm_27.model. AmTr_| VGGEGQQQQ
pisass | 128 G'““'}S (eruciferin A’;f:ﬁ:ﬁ:’s AT5G44120 | %6 Pfgz‘"st‘;f:"ga""” 06'2?0158“"’1':99 1,00E-70 52 emb./end. | v1.0_scaffold00067.1 | -271,8854 53 GIKDR 0,000856
9 P 2 8 3 3 02 |RGQEEGQQE
. . . . . evm_27.model. AmTr_| AGQESHTAITE
p17004 | 608 ”b‘ﬁ_‘g’ff)' protein A;i‘:ﬁ:,’]’:’s AT1G43170 | 05 Protein synthesis 05'°1r§::%55°ma' 0 91 emb.  |v1.0_scaffold00060.11| -14,02393 443 FDRTEK 0,001712
P 2 26 6 5 06 |TLNTVWAQHL
. . . . evm_27.model. AmTr_| NMITGAAQMD
p17745 | FElongationfactorTu | Arabidopsis | ,r4x50360 | 05 Protein synthesis | 0204 Transiation 0 88 emb. v1.0_scaffold00049.2 | -23,50897 52,1 GAILVVSGADG| 0,001141
(chloroplasti thalian: factor:
chloroplastic) aliana actors 75 18 4 3 |0,444444|PMPQTK
. . . . evm_27.model. AmTr_| ETDNAHIIK
p1ooss | HSP174 (class | small| - Arabidopsis | apagag3q | 06 Protein destination| 06.01 Foldingand | 5 5o 49 | 74 emb./end. | v1.0_scaffold00165.3 | -136,3294 18,1 LPENGKVDEV | 0,000571
heat shock protein) thaliana and storage stability = 6 7 2 2 0125 |K
—— — - ETDDAHMFK
P19037 HSP18.1 (small hgat Arablqopsls AT5G59720 06 Protein destination| 06.01 Folq_lng and 1,00E-46 77 emb Jend. evm_27.model. AmTr_| 1192814 178 KDEVKVELED | 0,001427
shock protein family) thaliana and storage stability v1.0_scaffold00136.4
18 5 4 |0,384615|GR
— MPSAVGYQPT
P19366 ATP synthase, Arabidopsis | xrc500480 02 Energy 02.13 Respiration 0 98 emb.  |8vm-27.modelAmTr_| 7 45648 496 LSTEMGSLQE | 0,003138
chloroplastic thaliana v1.0_scaffold00334.5 33 1 6 11 R
) . . evm_27.model. AmTr_| YYTVLFGVSR
P20115 %:;"e;y:g:f’sle A’;"’,‘;"’,‘:S‘S AT2G44350 02 Energy 02.10 TCA pathway 0 88 emb. v1.0_scaffold00131.1| -13,96738 53,4 VHLGNITVDM | 0,001427
ochondrial) alana 9 16 5 5  |0.416667|VIGGMR
Chaperonin . . . . evm_27.model. AmTr_| NAGVNGSVVT
P21240 | (Chaperonin-60kD, | ATaBIORSIS | xrqGgsagq |06 Protemn destination) 0601 Folding and 0 92 emb. v1.0_scaffold00106.9| -8,055517 65 EK 0,001427
ch60. CPN60) 9 Y 1 14 5 5 |0,227273|VVAAGANPVQI
Arabidopsis evm_27.model. AmTr_| AAVPSGASTG
P25696 Enolase thal'ar?a AT2G36530 02 Energy 02.01 Glycolysis 0 93 emb./end. | v1.0_scaffold00041.3 | -148,7665 47,9 VYEALELR 0,003138
" 4 32 11 10 |0,647059| AAVPSGASTG
— ENNFKQPGDR
P25819 Catalase 2 Ar;b’l‘."’ps’s AT4G35090 | 11 Disease/defence | 11.06 Detoxification 0 91 emb./end. e\gné,27.nf1foiideé$rg1Tr7, -76,36057 56,7 SHIQENWR 0,000571
aliana v1.0_scatio : 3 2 2 |0,060606|TFAYGDTQR
— GPILLEDYHLV
P25819 Catalase 2 A’;‘é’z’;’:’ﬁ’;‘s ATAG35090 | 11 Disease/defence | 11.06 Detoxification 0 94 emb. ‘\’,‘f*(‘]fzsza"f}gfd%&“grg -44,40526 56,8 EK 0,000571
0 : 4 2 2 |0,055556|GPILLEDYHLY
Glyceraldehyde-3- Arabidopsis evm_27.model. AmTr_| AGIALNDNFM
P25858 phosphate tha/ianpa AT3G04120 02 Energy 02.01 Glycolysis 5,00E-48 87 emb./end. v1.0_scaffold00177.2| -51,87639 1.8 K 0,004565
dehvdroaenase 70 16 7 2 VIDLICHMASV
Glyceraldehyde-3- Arabidopsis evm_27.model. AmTr_| AGIALNDHFM
P25858 phosphate thaliar?a AT3G04120 02 Energy 02.01 Glycolysis 5,00E-26 98 emb. v1.0_scaffold00177.2| -14,09152 8,1 K 0,003709
dehvdroaenase 3 43 13 5 26 |GILGYTEDDVYV|
. . o . evm_27.model. AmTr_| ADLVNNLGTIA
P27323 HSP90 Ar;b’l‘."’ps’s AT5G52640 |6 P“"Z‘” tdes“”a“"” 06.01 fogfjl.'t"g and 0 84 emb./end. | v1.0_scaffold00001.8 | -97,96773 81 R 0,001141
alana and storage stabllity 7 8 4 4 |0,235294|GVvVDSDDLPL
Arabidopsis evm_27.model. AmTr_|
P28188 Ras-related protein lhaliar‘:a AT1G02130 | 08 Intracellular traffic 08.07 Vesicular e-105 95 emb. v1.0_scaffold00111.12| -5,08831 22,2 NATNVEQAFM, 0,000856
7 33 3 3 05
Chaperonin . . . . evm_27.model. AmTr_| LLEQDNPDLG
P20197 | (Chaperonin-60kD, | A"aPOPSIS | xragagggq |06 Protemn destination)  06.01 Folding and 0 93 emb./end. | v1.0_scaffold00003.2 | -94,10696 61,2 YDAAK 0,000571
ch60, CPN60) 9 4 61 6 2 2 0,125 |AAVEEGIVPG




evm_27.model. AmTr_|

—— — - MEQVGVIIPCH
P29448 Thioredoxin A’t‘,’vb’/‘."’ps’s AT3G51030 |6 P""Z‘” tdes“”a""” 06.01 f";f’l."”g and | 9 00E-37 78 emb. v1.0_scaffold00002.3 | -38,81908 134 TK 0,001427
alana and storage Steofily 33 13 5 0,277778| MEQVGVIIPCH
. Arabidopsis evm_27.model. AmTr_|
P29514 Tubulin thaliana AT5G12250 09 Cell structure 09.04 Cytoskeleton 0 96 emb. v1.0_scaffold00010.7 | -22,96072 50,1 NSSYFVEWIPN 0,000856
11 3 0,1875
Arabidopsis evm_27.model. AmTr_|
P29516 Tubulin alS | AT5G23860 | 09 Cellstructure | 09.04 Cytoskeleton 0 % emb. v1.0_scaffold00009.2 | -22,96072 50 NSSYFVEWIPN 0,000856
83 8 3 0166667
) Arabidopsis evm_27.model. AmTr_|
P29516 Tubulin thaliana AT5G23860 09 Cell structure 09.04 Cytoskeleton 0 94 emb. v1.0_scaffold00032.3 | -25,37089 o 49,8 s 0142857 INVYYNEASGC| 0,000856
5
Arabidopsis evm_27.model. AmTr_| AEQPKPVTQK
P29525 Oleosin type 1 eS| AT4G25140 | 09 Cell structure 09.99 Others 1,00E-25 82 emb. v1.0_scaffold00056.1 | -19,34313 154 LEAEEKPPTS | 0,000571
69 4 2 0,08 |HQAVK
P29525 Oleosi Arabidopsis evm_27.model. AmTr_| RSQLALSR
eosin type 1 thaliana AT4G25140 09 Cell structure 09.99 Others 4,00E-18 67 emb. V1.0 scaffold00111.94| -9,730487 4 14 ) 0095938 AQDLKEQYAS | 0,000571
o : HTQSQ
HSP17.6 (class Il heat . . . . evm_27.model. AmTr_| AMAATPADIK
P29830 shock protein) A’;"’,‘.m”s’s AT5G12020 | %° P’“‘Z‘”t"es“”a""” R f"gfjl.'t"g and | 50042 | 71 emb. V1.0 scaffold00146.1 | -37,11984 16,8 AMAATPADIKE| 0,001427
(cvtoplasm) alana and storage stability - S— 29 5 0,384615 YPNSYVEIDM
. . . . . evm .model.AmIr
P29830 Hspgrlfk(c':‘;ziu)hea‘ Arabidonsis | aTsG12020 | 0° Proten destination) - 06.01 Folaingand | 4 gog.39 | g0 emb. | v1.0_scaffold00146.1 | -32,79142 17,2 AISAVYHDGVL| 0,001427
p ge stability 6 15 5 0,333333|TVTVQK
P30184 Leucine Arabidopsis 06 Protein destination . evm_27.model. AmTr_| 112.4282 4 TIEVNNTDAEG 1141
aminopeptidase thaliana AT2G24200 and storage 06.13 Proteolysis 0 78 emb./end. v1.0_scaffold00065.2 | -112,428: 54,8 R 0,00
04 11 4 0,235294| GFGEAVASSA
Arabidopsis 11.05 Stress evm_27.model. AmTr_| GLFGHHHPET
P31168 Dehydrin thaliana AT1G20440 | 11 Disease/defence rés onses 2,00E-06 52 emb. v1.0_scaffold00001.2 | -12,76548 233 PEQK 0,000571
- ST AT . 2 O e
. . L . evm_27.model.AmTr.
P31170 | HSP25.3 (chloroplast) | A@PIdOPSIS | aryco7670 | 06 Protein destination|  06.01 Foldingand | g gop 34 | 56 emb. V1.0 scaffold00049.6| -22,6356 26,2 TPWDIQETDE | 0,000571
thaliana and storage stability 1 5 2 0.117647|EFR
Translationally- . . evm_27.model. AmTr_| VVDIVDTFR
P31265 | controlled tumor protein| A"22I99PSIS | xraGig640 08 Cell 0326 Growth | g 00E75 | 88 emb. v1.0_scaffold00045.3| -12,27278 19 EGATDPTFLYF| 0,002282
homoloa thaliana growth/division regulators 19 30 8 0.470588| AYGLK
P34066 20S proteasome (alpha| Arabidopsis 06 Protein destination . evm_27.model. AmTr_| HVVLASVNK
subunit F-1) thaliana AT5G42790 and storage 06.13 Proteolysis e-119 90 emb. v1.0_scaffold00003.1 | -19,08291 29,3 NQYDTDVTTW| 0,001141
38 17 4 0,307692| SPAGR
. . . . . evm_27.model. AmTr. VLNTNVDGR
p3s7es | 408 ”b"ss";ga' protein A’tf,b’l‘,"’ps’s ATA4G09800 | 05 Protein synthesis | °°07 RP950mal | 3.00e.64 | 90 emb. v1.0_scaffold00078.7| -25,97266 175 IMFALTSIK 0,001997
( ) aliana proteins 75 37 7 0.5 gg\‘/’l",\%ggK
P34795 Ph‘i’:gnrl‘;?;“sce"se Aﬁ‘:ﬁ:"]’;’s AT5G42740 02 Energy 02.01 Glycolysis 0 90 emb./end. 5;’“3{;’%‘;23'6‘1\;225 -52,01955 63 FSPHIQQVSM | 0,003994
0 : 44 14 2,333333| ESNGK
Nucleoside Arabidopsis evm_27.model. AmTr_| NVIHGSDSVE
P39207 diphosphate kinase thaliana AT4G09320 (10 Signal transduction|  10.0404 Kinases 4,00E-63 83 emb. v1.0_scaffold00002.2 | -30,88658 16,1 SAK 0,000571
phosp! - 26 6 2 0,125 |NVIHGSDSVE
Arabidopsis evm_27.model. AmTr_| YNKKPTITSR
P40283 Histone H2B.11 s | AT5G59910 | 09 Cell structure | 09.13 Chromosomes | 5,00E-48 86 emb. v1.0_scaffold00010.2 | -13,77436 16,5 AMGIMNSFIND| 0,000856
58 18 3 0,1875 |IFEK
Arabidopsis evm_27.model. AmTr_| YNKKPTITSR
P40283 Histone H2B.11 thaliana AT5G59910 09 Cell structure 09.13 Chromosomes | 5,00E-48 86 emb. v1.0_scaffold00012.2 | -13,77436 16,4 AMGIMNSFIND| 0,000856
6 5 3 0,103448|IFEK
Arabidopsis evm_27.model. AmTr_| YNKKPTITSR
P40283 Histone H2B.11 thaliana AT5G59910 09 Cell structure 09.13 Chromosomes | 5,00E-48 86 emb. v1.0_scaffold00012.3 | -13,77436 15,3 AMGIMNSFIND| 0,000856
8 3 075 |IFEK
Arabidopsis evm_27.model. AmTr_| YNKKPTITSR
P40283 Histone H2B.11 thaliana AT5G59910 09 Cell structure 09.13 Chromosomes | 5,00E-48 86 emb. v1.0_scaffold00012.3 | -13,77436 16,4 AMGIMNSFIND| 0,000571
9 8 2 0,166667|IFEK
. . . . . evm_27.model. AmTr.
pat1z7 | 08 ”b"f;’g“;" protein | - Arabidopsis | AT3G49010 | 05 Protein synthesis | %01 RIbosomal | 5 00g.78 | g9 emb. v1.0_scaffold00022.3| -3,829152 238 ANLVVFPR 0,001141
(L13-1) aliana proteins 39 13 4 0,285714
. . . . . evm_27.model. AmTr.
pat1z7 | B0S ribosomal protein | - Arabidopsis | xrac49010 | 05 Protein synthesis | 0201 Ribosomal | 4 goe 75 | g4 emb. v1.0_scaffold00029.7| -7,488251 238 SLEGLQTNVQH 0,001141
(L13-1) thaliana proteins 20 13 4 0.333333
o . . . evm_27.model. AmTr SRDHTVSATH
P41376 E“karyf"“f'”ma"°” Ar;b’l‘."’ps’s AT3G13920 | 05 Protein synthesis 05'°4fT'f”S'a“°” 0 % emb. v1.0_scaffold00036.9 | -47,45055 46,7 GDMDQNTR | 0,001712
actor alana actors . 13 6 0,230769 DHTVSATHGD
Lo . . evm .model.AmIr
P41916 GTP'b'"d'{‘g nuclear A’;"’,‘?"’ps‘s AT5G20010 | 08 Intracellular traffic|  08.01 Nuclear e-112 98 emb. v1.0_ scaffold00009.1 | -25,94122 25,1 LVIVGDGGTG | 0,000856
protein aliana 35 14 3 0375 |K
. . . . . evm_27.model. AmTr, VILFIDEIHLVL
P42730 %}agjmﬂglfr%i'” Arabidopsis | aT1G74310 | 06 Proten destination| - 06.01 Folding and 0 91 emb. v1.0_scaffold00086.6 | -63,38146 101 GAGR 0,001427
PB1( ) aliana and storage stability 4 24 5 0,384615| TAVWEGLAQR




evm_27.model. AmTr_|

SIMASSGFQA

pazraz | 208 F’S'Séian?t";“%(be“” Arabidopsis | aageoszo | 00 Proten destinalion| g4 43 proteolysis | e-109 92 emb. v1.0_scaffold00055.7| -19,45213 24,9 DVK 0,001141
- o€ 68 15 4 4 |0,153846|MSTGYSILTR
. . . . . evm_27.model. AmTr.
pazres | 408 ”bgﬂ"s’"a: protein A’tf,b’,‘,"’ps’s AT5G59850 | 05 Protein synthesis | °°07 RP9S0mal | 4 g0e68 | 97 emb. v1.0_scaffold00010.7| -9,665868 147 HGYIGEFEIVDI| 0,001997
(S15a-1) aliana proteins 73 26 7 3 14
pag7gg | 40S ribosomal protein | - Arabidopsis | xr5asegsg | 05 Protein synthesis | 0201 Ribosomal 1 5 60e 69 | g9 emb,  |8vm-27modelAmTr_i ;4 7557 189 HGYIGEFEYVD| 0,001712
(S15a-1) thaliana proteins v1.0_scaffold00168.6 18 6 6 0.333333
. . o evm_27.model. AmTr, AVAHQPVSVAI
P43297 | Cysteine proteinase A’;"’,‘?"’ps‘s AT1G47128 | %6 P""Z‘”fes“”a"c’“ 06.13 Proteolysis | e-168 78 emb. v1.0_scaffold00051.3| -17,5397 59,1 EAAGR 0,001141
aliana and storage 1 6 4 3 0,166667| AVAHQPVSVAI
Aspartate Arabidopsis evm_27.model. AmTr_| VATVQGLSGT
P46644 aminotransferase tha/ianpa AT5G11520 01 Metabolism 01.01 Amino acid | 0,00E+00 88 emb. v1.0_scaffold00109.5 | -17,11962 49 GSLR 0,008274
(chloroplastic) 3 52 29 14 |2,230769|QAEQLLINDGS|
Arabidopsis 01.02 Nitrogen and evm_27.model. AmTr_| LEGMEPCSSV
P47998 Cysteine synthase thaliar?a AT4G14880 01 Metabolism : sul hgur e-129 82 emb. v1.0_scaffold00004.3 | -11,63078 34,8 K 0,007418
P 7 58 26 20 1__|AFGAELVLTDP
Triosephosphate Arabidopsis evm_27.model. AmTr_| VATPAQAQEV
P48491 et 'S | AT3G55440 02 Energy 02.01 Glycolysis e-114 87 emb./end. | v1.0_scaffold00012.1| -71,36359 273 HFELR 0,003994
64 36 14 6 |4,666667|SLLNETNEFV
. . . . . evm_27.model. AmTr, NIVEQAAVR
P4g206 | 408 ”b°ss°£“a' protein A’i"’f"’ps‘s AT2G40590 | 05 Protein synthesis | 0201 Ribosomal 1 5 50p 34 79 emb. v1.0_scaffold00077.2 | -7,511449 14,1 NIVEQAAVR | 0,001141
(526) thaliana proteins 5 13 4 3 |0,333333|DVQEACVYDG
P49209 60S ribosomal protein |  Arabidopsis " " 05.01 Ribosomal evm_27.model AmTr_| VDAWEGSR
(Lo-1) thaliana AT1G33140 | 05 Protein synthesis proteins 3,00E-86 89 emb. v1.0_scaffold00018.6 | -8,736127 21,4 TAISHVQNLIT | 0,001712
39 6 6 04 |GVTK
" . . . . evm_27.model. AmTr. VMPAVIVR
Pagggo | 60S ribosomal protein | - ArabIOPSIS | 73604400 | 05 Protein synthesis | 0201 KIbosomal | 3 00m67 | g emb. | v1.0_scaffold00067.2| -11,52288 134 VMPAVIVR 0,001141
(L23) thaliana proteins 29 13 4 3 |0,363636|MSLGLPVAAT
. . . . . evm_27.model. AmTr_ HSGNISLDDVI
psogs3 | 605 ”b‘ffg‘?' protein A’;"’,‘.m”s’s AT2G37190 | 05 Protein synthesis | 2207 R;b"s"ma' 400E-82 | 96 emb. v1.0_ scaffold00105.2 | -14,46781 177 EIAR 0,001997
(L12-1) alana proteins 3 26 7 3 1.4 |HSGNISLDDVI
60S ribosomal protein | Arabidopsis . . 05.01 Ribosomal evm_27.model AmTr_|
P50883 121 o rabsiS | AT2G37190 | 05 Protein synthesis orotain 1,00E-81 % emb. | rafoldo0 146,11 385599 ” 17,7 , , e HSGNVSLDDVI| 0,001997
. . . . . evm_27.model. AmTr, INPYMSSPCHI
psia13 | 608 ribosomal protein | - Arabidopsis | AT1G67430 | 05 Protein synthesis | 0207 RPOSOMal | 5 gop g5 | 91 emb. v1.0_scaffold00013.7| -7,632458 20,6 ELILSEK 0,001427
(L17-2) aliana proteins 47 22 5 3 |0,714286|GLDVDTLFISH
P51413 60S ribosomal protein |  Arabidopsis AT1G67430 . . 05.01 Ribosomal OE-8 1 b evm_27.model. AmTr_| 6324 20.6 INPYMSSPCHI 114
(L17-2) thaliana 05 Protein synthesis proteins 1,00E-85 9 emb. v1.0_scaffold00013.1| -7,632458 0, ELILSEK 0,001141
. . . . . evm_27.model.AmTr.
p51413 | 608 ”b‘ff;";' protein Af;"’,‘.mps’s AT1G67430 | 05 Protein synthesis | 2207 R;bmma' 9,00E-74 | 91 emb. v1.0_scaffold00013.7| -7,632458 20,6 ELILSEK 0,001712
N . . . " evm .model.AmIr
ps1413 | 608 r"’°ff;“g' protein A’;"’f"’ps‘s AT1G67430 | 05 Protein synthesis | °207 R:bosoma' 7,00E-86 | 92 emb. v1.0_scaffold00013.7| -7,632458 20,6 ELILSEK 0,001712
(L17-2) aliana proteins 66 8 6 5  |0,176471|GLDVDTLFISH
Arabidopsis evm_27.model. AmTr_| AGFAGDDAPR
P53492 Actin 7 thaliana AT5G09810 09 Cell structure 09.04 Cytoskeleton 0 99 emb./end. v1.0_scaffold00018.1| -77,59848 41,6 AEYEESGPSIV| 0,000856
04 18 3 3 |0214286|HR
P54904 Pyrroline-5-carboxylate | Arabidopsis AT . evm_27.model. AmTr_| LLVSIAAGIR
reductase thaliana 5G14800 01 Metabolism 01.01 Amino Acid 3,00E-92 75 emb. v1.0_scaffold00053.2 | -4,422508 28,8 EVLSELKPFLS| 0,011412
5 80 40 19 [2:352041|K
Arabidopsis evm_27.model. AmTr, KKLDATADELS
P57106 | Malate dehydrogenase| “E2"PSS | AT5G43330 02 Energy 02.10 TCA pathway | 6,00E-49 84 emb. O o Taga. 7| -28/50888 12,3 EEK 0,003138
0 : 11 11 10 |0,255814|KL DATADELSE
. . o evm_27.model. AmTr, LQHTHATFVR
P57681 | Famesylcysteine lyase A’;"’,‘?"’ps‘s AT5G63910 | %6 P""Z‘”fes“”a"c’“ 06.13 Proteolysis | e-149 73 emb. v1.0_scaffold00186.1 | -15,94746 53,6 YGFSLLR 0,001141
alana and storage 6 8 4 4 |0,129032|GVLNPGYFGL
P57751 UDP-glucose Arabidopsis 01.05 Sugars and evm_27.model. AmTr_| ANPANPSIELG
il e EoroPsIS | AT5G17310 | 01 Metabolism ougare 0 87 emb.fend. | v1.0_scaffold00044.4 | -123,1749 52,2 PEFK 0,003424
pyrophosphoryl poly; 26 12 9 |0,571429|FFDQAIGINVP
. . ; . . evm_27.model. AmTr. IQDKEGIPPDQ
Psozag | Ubiauiin-408 rbosomall - ArabIODSIS | xraGe5550 | 05 Protein synthesis | 0201 Kibosomal | 300e68 | 8 emb. | v1.0_scaffold00017.3| -20,20835 17,7 QR 0001712
protein thaliana proteins 5 10 6 4 |0,315789|TLADYNIQK
Arabidopsis evm_27.model. AmTr_| DAVTYTEHAR
P59259 Histone H4 oiohss | AT5GS9970 | 09 Cell structure | 09.13 Chromosomes | 3,00E-41 | 100 emb. v1.0_scaffold00001.4 | -22,56048 1,3 DNIQGITKPAIR| 0,000571
89 13 2 2 |0,166667|ISGLIYEETR
Arabidopsis evm_27.model. AmTr_| DAVTYTEHAR
P59259 Histone H4 thaliana AT5G59970 09 Cell structure 09.13 Chromosomes | 3,00E-41 100 emb. v1.0_scaffold00003.1 | -22,56048 1,3 DNIQGITKPAIR| 0,000856
87 17 3 3 06 |ISGLIYEETR
Arabidopsis evm_27.model. AmTr_| DAVTYTEHAR
P59259 Histone H4 eooPsIS | AT5GS9970 | 09 Cell structure | 09.13 Chromosomes | 3,00E-41 | 100 emb. v1.0_scaffold00003.3 | -22,56048 1,3 DNIQGITKPAIR| 0,000856
16 22 3 2 05 |ISGLIYEETR




Arabidopsis evm_27.model. AmTr_| DAVTYTEHAR
P59259 Histone H4 thaliana AT5G59970 09 Cell structure 09.13 Chromosomes | 3,00E-41 100 emb. v1.0_scaffold00007.1| -22,56048 1.3 DNIQGITKPAIR| 0,000856
51 " 3 0,230769|ISGLIYEETR
Arabidopsis evm_27.model. AmTr_| DAVTYTEHAR
P59259 Histone H4 thaliana AT5G59970 09 Cell structure 09.13 Chromosomes | 3,00E-41 100 emb. v1.0_scaffold00019.2 | -22,56048 1,3 DNIQGITKPAIR| 0,000856
76 40 3 0,75 |[ISGLIYEETR
Arabidopsis evm_27.model. AmTr_| DAVTYTEHAR
P59259 Histone H4 thaliana AT5G59970 09 Cell structure 09.13 Chromosomes | 3,00E-41 100 emb. v1.0_scaffold00019.2 | -22,56048 11,3 DNIQGITKPAIR| 0,000856
78 15 3 03 [ISGLIYEETR
Arabidopsis evm_27.model. AmTr_| DAVTYTEHAR
P59259 Histone H4 thaliana AT5G59970 09 Cell structure 09.13 Chromosomes | 3,00E-41 100 emb. v1.0_scaffold00019.2 | -22,56048 1,3 DNIQGITKPAIR| 0,000856
80 14 3 0,333333|ISGLIYEETR
Arabidopsis evm_27.model. AmTr_| DAVTYTEHAR
P59259 Histone H4 thaliana AT5G59970 09 Cell structure 09.13 Chromosomes | 3,00E-41 100 emb. v1.0_scaffold00032.4 | -22,56048 1.3 DNIQGITKPAIR| 0,000856
16 3 0,375 |ISGLIYEETR
Arabidopsis evm_27.model. AmTr_| DAVTYTEHAR
P59259 Histone H4 thaliana AT5G59970 09 Cell structure 09.13 Chromosomes | 3,00E-41 100 emb. v1.0_scaffold00059.1 | -22,56048 1,3 DNIQGITKPAIR| 0,000856
ST Todal AT = : S Ve o
. . . . . evm_27.model. AmTr,
Pe004g | 80S ribosomal protein | - Arabidopsis | \r> 541250 | 05 Protein synthesis | 0201 Ribosomal g 5op g6 78 emb. v1.0_scaffold00061.2 | -22,10278 28,5 NR 0,001712
(L7-2) thaliana proteins 12 18 6 0.3 EYQEQELELV
ATP synthase Arabidopsis evm_27.model. AmTr_| VGLTGLTVAEH
P83483 mitochondrialy thaliana AT5G08690 02 Energy 02.13 Respiration 0 88 emb. v1.0_scaffold00006.1 | -85,84645 59,9 FR 0,003138
7 18 " 0,392857| MLSPHILGQD
Arabidopsis evm_27.model. AmTr_| YHNIGDTGVGK
P92963 Ras-related protein thaliana AT4G17170 | 08 Intracellular traffic 08.07 Vesicular e-108 91 emb. v1.0_scaffold00061.11| -23,66726 231 LQIWDTAGQE | 0,000856
5 8 3 0,130435[SFR
. . . . evm_27.model. AmTr RPASAFFVFM
Posoay | Nucleosomelahromatin| - ArabIdopSis | xr1Googe6 | 04 Transcription | 041907 Shiomatin | 5 o0e.35 | 75 emb. | v1.0_scaffold00044.1| -13,16115 17,5 EEFRK 0,002282
assembly factor aliana modification 2 70d i 35 s 08 -'?EQ?S&E%’;M
. . evm_27.model. AmTr,
P94078 Alpha-mannosidase Ar;b’l‘."’ps’s AT3G26720 | 01 Metabolism 01.05 Sugars and 0 81 emb. v1.0_scaffold00016.6 | -48,99678 14,9 ITEMSLSANQE| 0,006847
aliana polysaccharides 8 80 24 4 R
Arabidopsis 11.05 Stress evm_27.model. AmTr_| QGETVVPGGT
Q02973 Em-like protein GEA6 thaliana AT2G40170 | 11 Disease/defence rés onses 2,00E-33 92 emb. v1.0_scaffold00007.1 | -43,95663 10,2 GGK 0,000571
P 24 3 2 0,057143|REQLGTEGYQ
Desiccation-responsive Arabidopsis 11.05 Stress evm_27.model. AmTr_| SLGESENLSA
Q04980 protein rd29B (Low- tha/iasa AT5G52300 | 11 Disease/defence rés onses 1,00E-22 42 emb. v1.0_scaffold00009.2 | -14,32239 51 ESDKR 0,000571
temperature-induced 65| P 90 14 2 0,222222 NDQASEISQPQ
. . evm_27.model. AmTr ADAN AKP
Q05212 DNA-damage. il AEodopsis | AT3G04880 08 Cel Recome e 1S 75 emb. | v1.0_scaffold00007.7| -20,50897 34 K 0,002568
repair/toleration protein aliana growth/division ecombination/repair 60 30 9 05625 |SINDCNVLALG
. ’ Arabidopsis . | 05.01 Ribosomal evm_27.model. AmTr_ ENVSSEALEA
Q08770  |S ribosomal protein( L10| thaliana AT1G26910 | 05 Protein synthesis . roteins e-109 93 emb. v1.0_scaffold00077.1| -21,562743 251 AR 0,001997
RNA-binding KH . 27 55d |.AMT = ! 14 ?gsé(%ﬁ)i\éLéE\Elg
-binding . . evm_27.model.AmTr_|
QOWNX3 | domain-containing | A729OPSIS | arsgqsg7g | 12 Undear 12 Unclear 120 64 emb. | v1.0_scaffold00010.5| -19,13608 58,5 LLADETPGEE | 0,000571
protein alana n n 13 8 2 0,133333| GDDTNSQNVT.
Arabidopsis evm_27.model. AmTr_| TEPPVEGR
Q1PER6 Ascorbate peroxidase thaliana AT3G09640 | 11 Disease/defence | 11.06 Detoxification | 3,00E-99 79 emb./end. | v1.0_scaffold00023.2 | -75,35624 27,8 YAADEDAFFA | 0,000571
36 5 2 0,133333| DYAEAHLK
Glyceraldehyde-3- Arabidopsis evm_27.model. AmTr_| VQACTQEEVN
Q1WIQ6 phosphate thaliar?a AT2G24270 02 Energy 02.01 Glycolysis 0 94 emb. v1.0_scaffold00065.1 | -23,84917 54,2 K 0,003709
dehvdrogenase 46 43 13 26 ;\é%l’l;lCPEIR
Qavact Non-specifio lpid- | Arabidopsis | ATaG33355 | 09 Cell structure 09.99 Others | 1,00E-18 | 58 emp. | SvM2Trodel AMTL 17 54514 16,5 GAYNQFPGIK | 0,000856
transfer protein thaliana v1.0_scaffol . 12 3 0.333333| GAYNQEPGIK
. . . evm_27.model. AmTr. EAVPESDGNQ
Q38798 Calnexin homolog A’;"’,‘?"’ps‘s AT5G07340 | %6 P""Z‘” destination 06'1°C°Ep'ex 6172 71 emb. v1.0_scaffold00016.2| ~10,08197 60,4 GTSAENEDEN| 0,001141
aliana and storage assembly 79 1 4 08 |EKEDAAAPR
. . . . evm_27.model. AmTr. VVMELFSDITP
Q38867 Cyclophilin Arabidopsis | aTagse07o | 06 Proten destination) 0601 Folding and | 5 gog.75 | g2 emb. v1.0_scaffold00009.7| -5,364516 186 K 0,001141
alana and storage steofily 09 17 4 0,363636|VEFDILIGK
Q38882 Phospholipase D (alpha| Arabidopsis AT . . 0.00E+00 8 b evm_27.model. AmTr_| o o ILTNESVNPR 00!
1) thaliana 3G15730 |10 Signal transduction| 10.99 Others X + 7 emb. v1.0_scaffold00078.2| -31,05755 9 SGEYAPQEQP| 0,000571
25 2 0,666667| EPDTDYER
. . . . evm_27.model. AmTr, NTNGSQFFICT]
Q38900 | Rotamase cyclophilin-3| A™@2id9PSis | Arogqggaq | 06 Protein destination|  06.01 Foldingand | 4 gop 74 | g3 emb.end. | v1.0_scaffold00041.1| -47,90715 18,1 AK 0,001427
thaliana and storage stability 79 25 5 0.5 |VFFDMEIGGY
. . . . evm_27.model. AmTr, EFCSGGDCTG!
Q38900 | Rotamase cyclophilin-3 A’;"’,‘?"’ps‘s AT2G16600 | %° P""Z‘”fes“”a"c’“ 06.01 fogfjl.'tng and | g00E-55 | 74 emb. v1.0_scaffold00041.1 | 23,2916 26,8 GESIYGGK 0,001141
alana and storage stebiy 82 21 4 1,333333|VFFDITIGGVK
Vacuolar-processing Arabidopsis 06 Protein destination . evm_27.model. AmTr_ GIINHPQGED
Q39044 enzyme thaliana AT1G62710 and storage 06.13 Proteolysis e-179 79 emb. v1.0_scaffold00002.2| -9,66254 50,3 VYAGVPK 0,000856
4 9 62 9 3 0.2 |HQADVCHAYQ




evm_27.model. AmTr_|

GIIINHPQGED

Qagoaq | Vacuolarprocessing | Arabidopsis | arqgga7qg | 00 Proten destinalion)  gg 13 proteolysis | e-100 81 emb. v1.0_scaffold00002.2| -9,66254 30,1 VYAGVPK 0,000856
4 9 63 29 3 - 2 0,6 _|HQADVCHAYQ
Arabidopsis evm_27.model. AmTr_| KMHESGGHM
Q39165 Oleosin type 2 thaliar?a AT5G40420 09 Cell structure 09.99 Others 1,00E-22 63 emb./end. | v1.0_scaffold00014.1| -47,09798 15,5 GQQVGQR 0,000571
22 4 2 - 2 |0,076923|MHESGGHMG
. . . . . evm_27.model. AmTr_| MQNEEGQNM
Q3ego2 | 408 ”b‘(’gg;“_;')pm‘e'” A;i‘:ﬁ:,’]’:’s AT5G27700 | 05 Protein synthesis 05'°1r§::%55°ma' 3,00E-37 | 91 emb. v1.0_ scaffold00016.3| ~10,47289 9,1 DLYIPR 0,001712
P 41 22 6 - 4 |0,461538|GQFTTFALCG
Arabidopsis evm_27.model. AmTr_| CRPLDTVSVE
QBEDG6 |Uncharacterized protein thaliana AT1G07985 13 Unclassified 13 Unclassified 0,003 55 emb. v1.0_scaffold00103.11| -31,87922 15 TQVK 0,000571
5 3 2 - 2 |0,068966|CRPLDTVSVE
e . . . evm_27.model. AmTr_| VGSSEAALLA
Q42112 | 908 acidic rbosomal | Arabldopsis | AT3G09200 | 05 Protein synthesis [ 0501 Rbosomal | g 149 o4 emb. v1.0_scaffold00029.3| -10,72308 343 K 0,001712
p P 68 13 6 - 5  |0,230769|FAVAAAPVASE
. . - evm_27.model. AmTr_| GVNTFSPEGR
Q42134 |08 p;zf:;?’é‘gf'pha A’;f:::ﬁ:’s AT3G14290 | 00 Protemn destinalion| o5 13 proteolysis | e-134 98 emb. v1.0_scaffold00129.5| -22,03186 25,9 VTPNNVDIAK | 0,001141
9 8 10 4 - 4 |0,210526|GVNTFSPEGR
. . evm_27.model. AmTr_| ETQEEITR
Q42521 dei;‘:‘;";:a:aese Aﬁ‘:ﬁ:"]’;’s AT5G17330 | 01 Metabolism 01.01 Amino Acid 0 88 emb. v1.0_scaffold00024.1 | -10,32188 56,2 GASQIIAQYYQ| 0,022825
4 04 66 80 17 23 |4,210527|FIR
. . . . evm_27.model. AmTr_| VAEVMETIDR
Q42539 P(;°:‘f;"m"|"f:§:f§::§ A’;‘é’z’;’:’ﬁ’;‘s AT3G48330 | 11 Disease/defence | 11.06 Detoxification | 4,00E-94 85 emb. v1.0_scaffold00166.1 | -15,80341 29 MVIPVGNIFQD| 0,002282
V! 4 26 8 2 8  |0,533333|1K
. . evm_27.model. AmTr_| YFNPVGAHES
Q42605 UDP-glucose Arabldopsis | AT1G12780 | 01 Metabolism 0195 Sugars and | .14 82 emb. v1.0_scaffold00069.4 | -4,040958 424 GQIGEDPK | 0,001712
P poly 18 6 5 6 0.25 |FDAVIHFAGLK
. . . evm_27.model. AmTr_| ADVSSGSYEK
Q494P3 D'hydL‘i’:;'::e‘O”e A’;f:ﬁ:ﬁ:’s AT3G17770 | 01 Metabolism 0105 asg'f:a'fl and 0 86 emb. v1.0_scaffold00024.3 | -6,540608 61,2 QILSTEAHYVP| 0,003994
poly 32 14 11 12 |0,482759|ITR
. . evm_27.model. AmTr_| FKDEIIPVDTK
Q56WD9 ac’“ﬁf;‘[’]';g::se Aﬁ‘:ﬁ:"]’;’s AT2G33150 | 01 Metabolism | 01.06 Lipid and sterol 0 80 emb. v1.0_scaffold00039.1 | -17,74242 48 ASTNTQAQDC| 0,005136
4 61 62 18 - 7 |2,571429|LL PMGITSENY
DEAD-box ATP- Arabidonsis evm_27.model AmTr_| ILVATDLVGR
Q56XG6 dependent RNA lhaliar‘:a AT5G11170 04 Transcription 04.1901 General TFs 0 93 emb. v1.0_scaffold00036.1| -12,7131 48,2 VNIVINYDMPE | 0,002282
helicase 65 15 8 - 8 0,2 |SADTYLHR
. . 20.1 evm_27.model. AmTr_| VAFTGSTEVG
Q56YU0 dodehyde Arabldopsis | aTaGaaso3 | 20 SECOMIAN prenypropancidsiphe|  e-146 79 emb. v1.0_scaffold00078.7| -28,07077 423 R 0,000571
yadrog nolics 94 2 2 - 2 0,05 |MGGELQGYTL
- —— 27.model AmTr SFDDGFPNLFI
Ribose-phosphate Arabidopsis 03 Cell 03.16 DNA evm._ by
QB80A5 ) y AT2G42910 el INA e-154 89 emb. v1.0_scaffold00066.1 | -15,99068 35,6 NNAHDIR 0,002568
pyrophosphokinase thaliana growth/division synth/replication 50 28 9 ~ 9 0.5 | GELPDADNII
Arabidopsis evm_27.model. AmTr_| EQWTAEMASV
Q6DBN4 Reticulon-like protein thaliana AT3G61560 09 Cell structure 09.07 ER/Golgi 4,00E-18 52 emb. v1.0_scaffold00033.2 | -14,70997 17,3 LSER 0,000571
65 10 2 1 2 02 |WVHEMGTR
. . o evm_27.model. AmTr_| CMLVLLYR
Q7DLRe | 208 F;ﬁ’;ﬁifgj)(be‘a A’;‘:,‘;’:,f;‘s AT1G56450 | %6 Pfgi‘gg‘f:"ga"c’“ 06.13 Proteolysis | e-113 %0 emb. v1.0_scaffold00041.1 | -13,67531 27,7 HSLLGASGEIS| 0,001141
9 07 9 4 - 4 |0,137931|DFQEILR
. . . evm_27.model. AmTr_| ATEGPIVCDKN
Q7oLst | 208 Zﬁ’éﬁiﬁ"gfg;be‘a Arabidopsis | aTsG4osgo | 00 Proten destinalion| g 43 proteolysis | e-135 93 emb. v1.0_scaffold00088.T| -15,27737 20,4 CEK 0,001141
9 26 1 4 - 4 0,16 _|ATEGPIVCDK
. . . - . evm_27.model. AmTr_| IIMHLASSEDP
Qs84J81 (:‘S;T;’S(rg’endu'gzgl) Arabidopsis | aragogaso |©° Froten destination)  06.01 Foldingand | ¢ 44, 80 emb. | v1.0_scaffold00012.2| -19,68881 444 EVR 0,000571
yloplasm, 9 ity 53 5 2 1 2 |0,117647|AAEVVTTIVON
. . . evm_27.model. AmTr_| SSSNLPALSSN
Q84MCO Gi'j'nacr;;hrzrc‘igri‘;’:é‘;'” A;i‘:ﬁ:ﬁ;’s AT3G06035 12 Unclear 12 Unclear 9,00E-40 | 75 emb. v1.0_scaffold00025.1| -26,5189 23 ENAACLADK | 0,000571
classification classification 13 2 . 2 0.2 |QLENSLNSYR
. . . evm_27.model. AmTr_|
Q84WM9 Elongation factor 1 A’;‘é’z’;’:’ﬁ’;‘s AT5G12110 | 05 Protein synthesis 05'04;0':"0’2'5’"0” 7,00E-60 63 emb. v1.0_scaffold00038.7 | -4,38934 24,5 NLEMPGLFWG| 0,001141
6 23 4 1 3 |0571429
Chaperonin . . . . evm_27.model. AmTr_| TLAQNCGVNVI
Q84WV1 | (Chaperonin-60kD, | ATaRIOPSIS | xragagagg |06 Protein destination)  06.01 Folding and 0 o4 emb. v1.0_scaffold00058.| -9,998699 60,1 R 0,000856
ch60. CPN60) 9 Y 66 13 3 2 3 |0,333333||AVPIDVNDR
. . . . . evm_27.model. AmTr_| YEEITKEVSSYI
Q8GTYO T"“”S'a;;"c';;";”ga"o” A’;f:ﬁ:ﬁ:’s AT5G60390 | 05 Protein synthesis | 0% 0% Transiation 0 97 emb. v1.0_scaffold00012.2| -60,82369 49,2 K 0,001712
00 14 6 - 5 05 _|VETGVLKPGM
. . . . . evm_27.model. AmTr_| FHINIVVIGHVD
Q8GTYO Tra”s'a};"c’::r"j”ga""” A;i‘:ﬁ:,’]’:’s AT5G60390 | 05 Protein synthesis 05'04;;0”;'3“0” 0 98 emb. v1.0_ scaffold00066.5 | -59,68082 493 SGK 0,001712
0 14 6 - 6 |0,352941|EHALLAFTLGVY|
Arabidopsis evm_27.model. AmTr_| QCLIYDSPDAD]
Q8GWR2 |Uncharacterized protein lhaliar‘:a AT2G31985 13 Unclassified 13 Unclassified 2,00E-50 86 emb./end. v1.0_scaffold00071.1| -47,08577 214 AR 0,000571
99 26 2 - 2 |0,285714|SGTLFMPGVP
- - —— - LITPSILSDR
Q8GyLs | 40S ribosomal protein | - Arabidopsis | xr4Ga4ss5 | 05 Protein synthesis | 0201 Ribosomal | 5 00e o5 | gg emb.  |8vm-27.modelAmTr_| 445490, 12 MISSHASQQIY| 0,001427
(S25-3) thaliana proteins v1.0_scaffold00011.65| 13 5 1 3 0.416667| TR




. . . . evm_27.model. AmTr_| AEVIEESAK
Q8HOX6 CVS‘e'i:iigi'gf'”ase Arabldopsis | AT3G12490 | 11 Disease/defence |11.02 Defence-related| 2,00E-75 | 82 emb./end. | v1.0_scaffold00101.7| -51,52199 23,2 EFNHVGDSSL | 0,000571
7 11 2 - 2 0,25 |TSSDLGAK
. . evm_27.model. AmTr_| IVAHMAANDR
Q8H103 Ph‘i’:é’r’:“;?'ai‘;"se A’;f:ﬁ:ﬁ:’s AT4G24620 02 Energy 02.01 Glycolysis 0 92 emb./end. | v1.0_scaffold00135.2 | -40,67403 68,4 GAIANPDEGR | 0,003709
0 43 13 - 5 26 |GSTDQHAYIQ
— GLVVPVIR
2-oxoglutarate Arabidopsis - evm_27.model AmTr_| _
Q8H107 doyibganase aoiohsis | AT4G26910 02 Energy 02.10 TCA pathway | e-162 76 emb. 0 seafiod00165.3| “13:43797 o 49 » ) . ) /E\(/zlts);vvpem 0,003424
. . . . . evm_27.model. AmTr_| HTPGTFTNQL
QsH173 | 408 r'b"(ss?;)' protein A’;‘é’z’;’:’ﬁ’;‘s AT3G04770 | 05 Protein synthesis 05'°1r§:2f:‘530ma' e-114 78 emb. v1.0_scaffold00010.3 | -14,84207 32,8 QTSYSEPR 0,001997
P 22 15 7 - 7 |0.241379|HTPGTFTNGL
. . . . . evm_27.model. AmTr_| FAHYIGAHPIA
QsH173 | 408 "b"(ss‘;rf‘;)' protein | - Arabidopsis | AT3G04770 | 05 Protein synthesis | °%01 Ribosomal | ¢ 44 76 emb. v1.0_scaffold00041.5| -17,22228 34 GR 0,001997
P 0 42 7 - 7 07 |HTPGTFTNQL
— VGLSGILMIK
. . Arabidopsis 20 Secondary evm_27.model. AmTr_|
Q8L742 Amine oxidase abiiopsis | AT4G12290 e 20.5 Amines 0 76 emb. 710 seafiod00060.5| “40-98756 . 825 , ] 2 losescer :TECPITGMQI 0,000571
. . . . evm_27.model. AmTr_| VEGAVESLSR
Q8L831 MutT/ ”;;‘:'e’;rfam"y A;i‘:ﬁ:,’]’:’s AT1G79690 zfnesgmg: y 20.2 Terpenoids 0 79 emb./end. | v1.0_scaffold00019.5 | -57,37792 86 EILTIQAQGDK | 0,000571
P! 10 2 - 2 |0,333333|PAAASLLDK
. . o evm_27.model. AmTr_| TSTGMYVANR
asLp27 | 208 F’S'Séziffzf)(be‘a A’;‘:,‘;’:,f;‘s AT4G31300 | %6 Pfgi‘gg‘f:"ga"c’“ 06.13 Proteolysis | e-106 88 emb. v1.0_scaffold00025.2| -19,16342 247 SGSAADSQWV/| 0,001141
9 53 10 4 - 4 0,2 [SDYVR
. . . evm_27.model. AmTr_| SACEAFQNDE
Q8LDH6 | Thaumatin putative Aﬁ‘;’ﬁ:ﬁ:’s AT2G28790 | 11 Disease/defence | 0" Zise'z'ance 5,00E-57 61 emb. Vv1.0_scaffold00124.2 | -5,912219 26,4 YCCR 0,000571
g 3 2 - 2 |0,076923|TCPAQLVWR
. . . evm_27.model. AmTr_| FVLNGQAYR
QBLFH1 A'doslii; “epmerase- A’;f:ﬁ:ﬁ:’s AT3G47800 | 01 Metabolism 0105 asg'f:a'fl and | et0 71 emb. v1.0_scaffold00010.3| -19,20723 40,6 VLELWTDNVG | 0,005421
P Poy; 54 25 19 - 16 |1,266667|LQFYTGNMLN
Arabidopsis evm_27.model. AmTr_| ATAYKPEEAR
Q8RUF8 Omega-amidase oiZohsS | AT5G12040 | 01 Metabolism 01.01 AminoAcid | e-140 84 emb. v1.0_scaffold00024.1| -26,6164 33,7 AVDNQIYVATC| 0,051070
95 70 179 37 43 |8,523809|SPAR
o . . evm_27.model. AmTr_| FGDENEQLR
Q8VXZ9 P°'Vade“r¥)'f;if1'b'”d'”g A’;‘é’z’;’:’ﬁ’;‘s AT5G19350 | 04 Transcription 04;§Cze;”§:“* 3,00E-96 59 emb. v1.0_scaffold00062.1 | -20,48149 55 IIQTVNGTTMP | 0,001997
p p 9 51 17 7 - 4 |0,636364|NTEQSFR
. . . . . evm_27.model. AmTr_| LGNVFTIGK
Qsvyks | 408 ”b"(ss";‘;' protein A’;‘;’ﬁ:ﬁ:’s AT5G58420 | 05 Protein synthesis 0501*::2%550’“2“ e-134 96 emb. v1.0_scaffold00041.3| -16,74127 30,2 EVISILMQR 0,001712
P 1 14 6 - 4 075 |TDKTYPAGFM
. . . - evm_27.model. AmTr_| HVNHGVLLVG
Q8VYSO Cys'e('”: ‘;i':;e"‘se Arabidopsis | aragsagag |0° Foten GeSINaton| o6 13 proteolysis | e-130 77 emb./end. | v1.0_scaffold00022.3| -35,96054 384 YGAK 0001141
pap 9 18 4 - 3 |0,363636|EAGGLEDENS
. . evm_27.model. AmTr_| SVNGTTYAGIR|
Q8vzcs de,f'g;hyed:ase Aﬁ‘:ﬁ:"]’;’s AT5G62530 | 11 Disease/defence | 11.06 Detoxification 0 85 emb. v1.0_scaffold00078.9 | -9,050611 61,3 FLENFSGDQV | 0,000571
ydrog 6 8 2 - 2 |0.153846|R
. . evm_27.model. AmTr_| NFGAGSGAAA
Q8W034 He‘:gﬁgizggusr;‘:r’far A’;‘:,‘;’:,f;‘s AT4G14300 | 04 Transcription 04;§Czers”§n’\“* 500E81| 76 emb. v1.0_scaffold00067.1 | ~14,73993 47,2 GSNVR 0,001427
P p 9 o7 23 5 2 5  |0,416667|GFGFVVETDP
Beta-D-glucan . . evm_27.model. AmTr_| FQMGLFENPL
Qw112 exohydrolase-ike | 3PS | AT5G20050 | 01 Metabolism 0195 Sugars and 0 81 emb. v1.0_scaffold00004.T| -14,29757 65,8 ADLSLADQLG | 0,006277
orotein poly 20 25 22 - 15 |0,709677|SQEHR
QEwi2 Beta-D-qucap Arabidopsis 01.05 Sugars and evm_27.model. AmTr_| IGQMTQIDR
exohydrolase-like thaliana AT5G20950 01 Metabolism olysaccharides 0 79 emb. v1.0_scaffold00004.1 | -15,51617 68,3 STVDPHTEVV | 0,006562
brotein poly 22 56 23 - 10 23 |YQENPDPSSL
Arabidopsis evm_27.model. AmTr_| ALSSYNQSFS
Q8W4L0 | Calmodulin-like protein thaliarl:a AT3G10300 |10 Signal transduction| ~ 10.04 Mediators 2,00E-29 92 emb. v1.0_scaffold00053.1| -12,38216 15,8 LR 0,000571
46 17 2 - 2 |0,333333|TVHLLMFLFTN
. . . . . evm_27.model. AmTr_| VLQFAGIEDVF
qoaves | 408 r'b"(ss"zT;)' protein A’;‘:,‘;’:,f;‘s AT1G58684 | 05 Protein synthesis 05'(’:”3:‘:’”530”“3' o111 92 emb. v1.0_ scaffold00002.2 | -30,86073 30,3 TSSR 0,001712
24 28 6 - 4 1 |SPFQEFTDFL
Rossmann-fold NAD(P): . . evm_27.model. AmTr_| INGTANINAIR
Q93VH5 binding domain- Arabidopsis | AT5G10730 2 Unclear 2 nclear 6-106 80 emb. v1.0_scaffold00006.2 | -12,00349 32 LLVLGGNGFV | 0,000571
containina protein 52 14 2 - 2 0,285714|GSHVCR
. . . evm_27.model. AmTr_| ANNLQNPADR
Q93W30 S"C‘ﬂﬁg’l'gr"]’gp‘:ﬁgi” A’;Z,‘,’:ﬁ:’s AT2G35605 | 04 Transcription | 04.1904 Specific TFs | 4,00E-30 | 66 emb.  |v1.0_scaffold00011.19] -12,83003 137 STANPSLLKPS| 0,001712
19 6 1 3 075 |aPK
Selenium-binding Arabidopsis 03 Cell evm_27.model. AmTr_| IYVVDTQSPR
QI3WNO protein (Protein aoiohsis | AT4G14040 omth/dision 03.99 Other 0,00E+00 | 89 emb. v1.0_scaffold00021.4 | -23,07199 54,8 ATGLTEPLSSD| 0,001712
EMBRYO SAC 9 0 29 6 3 4 |0,666667|HK
26S proteasome . . o evm_27.model. AmTr_| IADAEENLGES
Q93Y35 | (regulatory subunit A’;‘:,‘;’:,f;‘s AT4G24820 | %6 Pfgi‘gg‘f:"ga"c’“ 06.13 Proteolysis | e-163 % emb. v1.0_ scaffold00007.2| -14,50585 353 EVR 0,000856
s 9 67 21 3 - 2 1 |SFFSAFAGLTE
proteasome . . . evm_27.model. AmTr_| IADAEENLGES
Q93Y35 | (reguiatory subunit | AEPIIOPSIS | AT4Gpagpq | 06 Protein destination| o 13 poreoysis 0 91 emb. v1.0_scaffold00049.4 | -14,50585 44,4 EVR 0,000571
RPN7) 9 9 10 2 1 2 025 |SFFSAFAGLTE




evm_27.model. AmTr_|

- - —— ERGALIVWVV
Q93751 '5°°h°”f)’r‘:)‘":;’:e family Arabldopsis | aTagie1g0 | 20 Secondary 20.3Akaloids | 2,00E65 | 75 emb. v1.0_scaffold00067.7| -4,311225 211 R 0,000856
82 5 3 - 2 0,1875 |GALIVWVVR
T-complex protein . . . . VAQIEAAEKEK
Q940P8 | (cpn6O chaperonin A’tf,b’l‘,"’ps’s AT5G20890 | % Proten destination| - 06.01 Foleing and 0 94 emb,  |8vm-27.modelAmTr_| 5 156, 57,2 ILSQDKEHFAK| 0,001427
‘familv protein) aliana and storage stability v1.0_scaffold00149.8 51 5 ~ 4 125 |GASSHVLDEA
— QIQQHVCSFR
Q941A4  |Uncharacterized protein A;i‘:ﬁ:,’]’:’s AT5G45690 | 13 Unclassified 13 Unclassified | 1,00E-74 | 70 emb./end. ev‘g’%—izar?fg?d%gg;’g 122,382 28,9 IFESLPDEEK | 0,000571
0 . 12 2 - 2 o TGLWVNPR
. . . . evm_27.model. AmTr_| VEKPRPDTPIN
Qoadnz | Alba DNggg’:‘b'”d'“g A’;‘:,‘;’:f;‘s AT1G20220 | 04 Transcription 04'1}5’2;&2'1?0”;3“" 6,00E-51| 78 emb. v1.0_scaffold00017.1 | -6,754488 284 ENEIR 0,002282
% 52 8 - 5 2 |TVMIAELIK
. . . evm_27.model. AmTr_| GILAMDESNAT
Qo44Gg | Fructose-bisphosphate|  Arabidopsis | xrs 38970 02 Energy 02.01 Glycolysis 0 %0 emb. v1.0_scaffold00017.6 | -10,25181 424 CGK 0,003709
aldolase (chloroplastic) thaliana
0 43 13 - 5 2,6 |LASIGLENTEA
— —— SRLPQGQDVR
Hydroxyproline-rich Arabidopsis evm_27.model. AmTr,
45P1 prol ) y - . . | -
Q9 glycoprotein-like protein thaliana AT2G39050 09 Cell structure 09.01 Cell wall 4,00E-45 79 emb. v1.0_scaffold00119.23 8,134256 ; 37,8 s ) 5 0476471 IkNLDAFNGNK 0,000856
Zincin-like . . . evm_27.model. AmTr_| GREPSPDALL
Q94AM1 | metalloproteases family| A;i‘:ﬁ:,’]’:’s AT5G65620 | %° P’;’;Z";gf;gga""” 06.13 Proteolysis 0 % emb. v1.0_ scaffold00046.1 | -10,62893 79,2 R 0,000856
protein 60 16 3 - 2 1,5 |AIQESSSWQA
. . . o evm_27.model. AmTr_| LLDNEIAVK
Q94CCs Carbofye;:;i dase A’;‘é’z’;’:’ﬁ’;‘s AT4G36195 | %6 Pra"gz‘”sgfjgga"o" 06.13 Proteolysis 0 84 emb. v1.0_scaffold00182.2 | -25,79096 54,3 YYINTPGQLET| 0,001141
9 14 4 - 2 1 |vor
. . evm_27.model. AmTr_| LIGAEGSPIR
Q94JT5 Cyclase Arabidopsis | AT4G35220 42 Onclear 2 nclear 200E-97 | 88 emb. v1.0_scaffold00047.7| -10,81275 29 DGAQWLVDNT| 0,000571
74 20 2 - 2 |0,333333|pIK
. . evm_27.model. AmTr_| LIGAEGSPIR
Q94JT5 Cyclase Arabidopsis | xT4G35200 12 Undlear 12 Unclear 400E-99 | 88 emb. | v1.0_scaffold00051.6| -10,81275 294 DGAQWLVDNT| 0,000571
thaliana classification classification - 20 2 ~ 2 0.333333|DIK
Chaperonin . . . . evm_27.model. AmTr_| AVDDGVNTYK
Q94K05 | (Chaperonin-60kD, A;i‘:ﬁ:,’]’:’s AT3G03960 | %° P’;’;Z";gf;gga""” Os'ogaﬂﬁi't”yg and 0 92 emb. v1.0_ scaffold00004.6 | -16,30627 58,6 VAVFSGGVDT | 0,000856
ch60. CPN60) 5 28 3 1 2 075 |SATDTK
Arabidopsis evm_27.model. AmTr_| HPAESTSATN
Q94KE3 Pyruvate kinase thaliana AT3G52990 02 Energy 02.01 Glycolysis 0 95 emb. v1.0_scaffold00040.2 | -18,85379 57,3 ESVLK 0,003709
85 43 13 - 5 2,6 |VVDSMTDNLR
Arabidopsis evm_27.model. AmTr_| YATALFSAAAK
Q96251 ATP synthase thaliana AT5G13450 02 Energy 02.13 Respiration 4,00E-53 63 emb. v1.0_scaffold00022.3 | -6,068542 27,7 VPLVLFGVPG | 0,003138
92 10 11 - 6 |0407407|K
. . . evm_27.model. AmTr_| SEDISHSAGET|
Q96270 atj;z:ﬂ‘;%‘:g;”ﬁz;) A’;f:ﬁ:ﬁ:’s AT1G52690 | 11 Disease/defence Te'ggosniif 1,00E-11 57 emb. v1.0_scaffold00039.7| -21,87236 14,4 K 0,000571
46 14 2 - 2 |0,285714|SAAQGEVETV
14-3-3-like protein Arabidopsis o evm_27.model. AmTr_| TVDVEELTVEE|
Q96300 GF14 nu (General thaliana AT3G02520 04 Transcription 04.1901 General TFs| e-132 94 emb. v1.0_scaffold00038.2| -61,20176 29,7 R 0,001141
reaulatorv factor 7) 0 22 4 2 3 04 |IISSIEQKEESR
Arabidopsis evm_27.model. AmTr_| FVQFLTR
Q96321 Importin thaliana AT3G06720 | 08 Intracellular traffic 08.01 Nuclear 0,00E+00 89 emb. v1.0_scaffold00147.1| -28,7334 58,3 SPPIEEVIEAG | 0,000856
7 22 3 - 2 0375 |VWPR
Arabidopsis evm_27.model. AmTr_| DSLNFATR
Q96520 Peroxidase tha/ianpa AT1G71695 | 11 Disease/defence | 11.06 Detoxification e-125 79 emb. v1.0_scaffold00017.1| -39,49575 38 CGHTVSCSDIT| 0,000571
81 3 2 - 2 |0,074074{ALAAR
Arabidopsis evm_27.model. AmTr_| TPNVFDNKYY
Q96520 Peroxidase thaliar?a AT1G71695 | 11 Disease/defence | 11.06 Detoxification e-126 80 emb. v1.0_scaffold00017.1| -24,47475 38,3 VDLMNR 0,000571
82 5 2 - 2 0,125 |ESVFLAGGPE
. . . . . evm_27.model. AmTr_| NATITNETEVD
Q9ASR1 Tra”s'a};"c’:oer'gnga""” A;i‘:ﬁ:,’]’:’s AT1G56070 | 05 Protein synthesis 05'04;;0”;'3“0” 0 93 emb. v1.0_ scaffold00032.8| -77,63349 93,9 AHPIR 0,001427
29 5 - 5  |0,416667|RVIYASQLTAT
_Gu_amne nu_cleotlde-_ Arabidopsis ] ] evm_27.model. AmTr_| DKSVLLWHLT
Q9C4Z6 | binding protein (subunit thaliana AT1G48630 |10 Signal transduction| ~ 10.04 Mediators e-151 86 emb. v1.0_scaffold00105.2| -33,9679 34,7 K 0,000571
beta-like protein B : > sd T 4 2 - 2 0,105263| GHSDMVTAIAT]
- . . evm_27.model. AmTr_| DGEQSPGAS
Q9C550 2 'i"y’:{;ﬁg‘e"“a‘e Arabldopsis | AT1G74040 | 01 Metabolism 01.01 Amino Acid 0 88 emb. v1.0_scaffold00066.2| -7,177178 67,9 MTSK 0,018260
66 64 - 20 16 |SDREFLYLVLG
. . . . evm_27.model. AmTr_| HVSYVEGR
QoC5C4 Agz;yc";;;'ahs'ge A’;f:ﬁ:ﬁ:’s AT4G17830 | 01 Metabolism | °19? g‘:;%if” and 0 89 emb. v1.0_scaffold00149.8| -7,394695 48,4 GNVIVEYPGTE| 0,005421
41 19 11 15 095 |PDR
268S proteasome (AAA- . . . evm_27.model. AmTr_|
QoC5U3 ATPase subunit Arabidopsis | argeqggqq | 06 Protein destination] o5 45 510y sis 0 94 emb. v1.0_scaffold00007.4 | -10,34199 447 TMLELLNQLDG 0,001141
RPT6a) thaliana and storage ~ o5 9 4 - 4 0
26S proteasome (AAA- . . o evm_27.model. AmTr_|
QoC5U3 ATPase subunit A’;‘é’z’;’:’ﬁ’;‘s AT5G19990 | %6 Pra"gz‘”sgfjgga"o" 06.13 Proteolysis 0 94 emb. v1.0_scaffold00045.3 | -10,34199 44,6 TMLELLNQLDG| 0,001141
RPT6a) 07 8 4 - 4 |0.285714
—— AYQAASNTAN
Q9C5WE Ge”e'?a'l;fogr“'aw’y Arabldopsis | AT1G26480 | 04 Transcription | 04.1901 General TFs | -120 o4 emb. 5}”8—52;?533'6’?%% -3,250637 29,5 TDLASTHPIR | 0,002282
0 : 21 8 - 7 |0,444444|QrvEEELSK




Arabidopsis evm_27.model. AmTr_| QALPYIR
Q9CED2 | Methylthioribose kinase| “/22/99P%'% | AT1G49820 | 01 Metabolism 01.01 AminoAcid | e-171 81 emb. | v1.0_scaffold00015.4| -5,053057 484 TLFYTSLLYLS | 0,007989
2 29 28 6 4 |TTDHK
Arabidopsis evm_27.model. AmTr_| QALPYIR
Q9C6D2 | Methylthioribose kinase thaliar?a AT1G49820 01 Metabolism 01.01 Amino Acid | 8,00E-61 77 emb. v1.0_scaffold00015.4 | -5,053057 18,5 TLFYTSLLYLS | 0,014265
47 50 23 |2941176|TTDHK
. . . evm_27.model. AmTr_| VSGASYNANG
QIC6E4 Ph"rsoptzif’:e(;’r‘ﬁ_‘ﬁed A;i‘:ﬁ:ﬁ;’s AT1G35140 e el 100E99 | 73 emb. v1.0_scaffold00038.2 | -56,55116 326 VNGR 0,000571
p - classification classification 37 13 2 P 0.153846| ALVQQPPLVLN
utative . . evm_27.model. AmTr_| TDSGRPEAPD
QIC7F4  |uncharacterized protein A’;‘é’z’;’:’ﬁ’;‘s AT1G27990 an Lfgf'ji{ﬂ r: f szf'jfj:n 4,00E-93 79 emb. v1.0_scaffold00086.6 | -15,42822 29,7 PAAK 0,000571
F13K9 3 8 2 2 |0.166667|SGLSLAVAPR
. . evm_27.model. AmTr_| AGLASLYQDN
qgcrrs  [Nucteartransport factor Arabldopsis | AT1G27970 | 08 Intracellular traffic | 08.01 Nuclear | 1,00E-53 | 86 emb. v1.0_scaffold00013.3| -21,09196 138 SMLTFEGQK | 0,000856
5 8 3 3 |0.214286|FSQMFHLLQT
- — [TDVEER
GPl-anchored protein |  Arabidopsis 12 Unclear 12 Unclear evm_27.model. AmTr_|
QoC7F7 (uncharacterized) thaliana AT1G27950 classification classification 3.00E-18 54 emb. v1.0_scaffold00013.6 -7,868895 20 196 2 2 0.333333 ;I\'/?(L{g/(ffR 0,000571
Arabidopsis evm_27.model. AmTr_| VIILGDSGVGK
Q9C820 Ras-related protein thaliana AT1G52280 | 08 Intracellular traffic 08.07 Vesicular e-111 97 emb. v1.0_scaffold00109.2 | -6,806876 23 TSLMNQYVNR| 0,000856
12 3 3 0375 _|VIILGDSGVGK
. . . . . evm_27.model. AmTr_| KPAAPKPEEK
qocecs | 608 ”b"(sL%’]‘sa)' protein A’;‘é’z’;’:’ﬁ’;‘s AT1G74050 | 05 Protein synthesis 05'°1r§:2f:‘530ma' 200674 | 75 emb. v1.0_scaffold00022.2 | -17,73745 25,9 PPK 0,001712
P 63 7 6 6 |0,157895| AIEAVPDLKPY
. . . evm_27.model. AmTr_| AYSYAYDDPTS|
Q9C9U9 | Thaumatin putative | ASPUOPSS | AT1G73620 | 11 Diseaserdetence | 10T RESSANE | 300e.97 | g2 emb. v1.0_scaffold00010.6 | -15,65896 253 IVTCK 0,000571
g 3 2 2 |0,076923|LLPNQIFSLK
Arabidopsis evm_27.model. AmTr_| QYQVPLQK
Q9CA83 | Malate dehydrogenase thaliar?a AT1G79750 02 Energy 02.10 TCA pathway 0 87 emb. v1.0_scaffold00056.8 | -23,95607 71,9 LPRPENLVAYA| 0,003138
18 11 10 |0,314286|ESCMYSPVYR
. . . evm_27.model. AmTr_| VIEIPAHTSIAD
QUCARS | ﬁ{;a“';g“(%"s'"s‘; bfg’;:in A;i‘:ﬁ:,’]’:’s AT1G47271 | 01 Metabolism 01.01 Aminoacid | e-124 64 emb. v1.0_ scaffold00078.9| ~15,08009 55,1 TVR 0,007418
4 P 8 68 26 19 1,625 |NFITQSAVIHG
. . . . . evm_27.model. AmTr_| APSIFNVR
qocavo | 408 ”bfggg’:‘j')pm‘e'” A’;‘:,‘;’:f;‘s AT3G04840 | 05 Protein synthesis 05'°1r§:‘:’nss°ma' o112 89 emb. v1.0_ scaffold00002.6 | -16,10855 30,3 TCYAQTSQR | 0,001712
P! 35 18 6 6 0.3 |EIMVNQATSC
Arabidopsis evm_27.model. AmTr_| YSGIINSPNGK
QOFF39 | Lipid transfer protein | A2P99PSS | aT5G3g170 | 07 Transporters 07.13 Lipids 200E-12 | 54 emb. | v1.0_scaffold00044.2| -11,30309 99 LLDQQSCYCQ| 0,000856
25 9 3 3 015 |YLKDPR
. . - evm_27.model. AmTr_| RCCEKLENIR
QOFF40 25 albumin A’;f:ﬁ:ﬁ:’s AT5G38160 | %0 Proten destination 06'2?0158“"’1':99 2.7 36 emb./end. | v1.0_scaffold00005.2 | -49,01415 16,8 LENIREECR | 0,000856
9 P 12 6 3 3 |0,130435|SI MSEAGQGE
. . . evm_27.model. AmTr_| TAGSHPIGHNT]
Q9FG31 aﬁj;i:mb%‘:gj‘”ﬁz;) A;i‘:ﬁ:,’]’:’s AT5G06760 | 11 Disease/defence 1:&25 ;‘:S: 400E-00 | 48 embJend. | v1.0_scaffold00022.1| -80,4304 14,8 GTGGTTTR | 0,000571
P P 82 4 2 2 |0,064516|ETAGNVAASA
. . o evm_27.model. AmTr_| CCEQLENMRE
QOFH31 28 albumin A’;‘:,‘;’:,f;‘s AT5G54740 | %6 Pfgi‘gg‘f:"ga"c’“ Oe'zfof‘e‘f;fge 0,045 55 emb.Jend. | v1.0_scaffold00005.2 | -44,63863 17,2 ECR 0,000856
9 P 15 6 3 3 |0,115385|RCCEQLENMR
. . . . . evm_27.model. AmTr_| EGEEAEGATE
QoFiF3 | 408 "b"(ss"srf‘;)' protein | - Arabidopsis | ATsG59240 | 05 Protein synthesis | %01 Ribosomal | g gog.76 | 72 emb. v1.0_scaffold00055.7 | -11,57193 24,5 EVKK 0,001712
P 2 22 6 4 2 |EGEEAEGATE
. . . . " evm_27.model. AmTr_|
QoFiF3 | 408 ”b"(ss"s’_";)' protein A’;f:ﬁ:ﬁ:’s AT5G59240 | 05 Protein synthesis | °°07 RP9s0mal | 300873 | 70 emb. v1.0_scaffold00109.7| -17,61618 24,6 LDTGNYSWGS| 0,001712
protel 8 12 6 5 |0428571
. . evm_27.model. AmTr_|
QOFIKO | Phosphofructokinase | Ar@PIdOPSIs | xrses7g10 02 Energy 02.01 Glycolysis 0 84 emb. v1.0_scaffold00061.7 | -5,517127 514 TVDNDVGIIDR | 453709
thaliana 34 43 13 5 26 GGLFEFLDQR
. . . . . evm_27.model. AmTr_| ELAEDGYSGV
QoFJae | 408 "'"’g;;' protein A’;‘:,‘;’:,f;‘s AT5G35530 | 05 Protein synthesis 05'°1r§:‘:’nss°ma' e-119 o4 emb.  |v1.0_scaffold00024.21 -17,99697 26 EVR 0,001712
p 1 11 6 5 0,272727|KFVADGVFFA
. . . . . evm_27.model. AmTr_| ELAEDGYSGV
QoFsas | 408 "b"(ss"srf‘;' protein | - Arabidopsis | AT5G35530 | 05 Protein synthesis | 0%01 Ribosomal | ¢ 44 o4 emb. v1.0_scaffold00030.9| -17,99697 26 EVR 0,001712
P 20 6 6 |0.285714|KFVADGVFFA
Arabidopsis evm_27.model. AmTr_| LLAGVTIASGG
QIFJES Histone H2A.7 thaliar?a AT5G59870 09 Cell structure 09.13 Chromosomes | 2,00E-34 78 emb. v1.0_scaffold00057.2 | -6,414088 15,5 VLPNIHSVLLP | 0,000571
72 4 2 2 0125 |k
Arabidopsis evm_27.model. AmTr_|
QOFJF1 Ras-related protein thaliarl:a AT5G59840 | 08 Intracellular traffic 08.07 Vesicular 9,00E-87 83 emb. v1.0_scaffold00168.1 | -6,164944 24 GQALADEYGIK| 0,000856
2 12 3 3 0375
Arabidopsis evm_27.model. AmTr_|
Q9FJHO Ras-related protein lhaliar‘:a AT5G60860 | 08 Intracellular traffic 08.07 Vesicular e-118 97 emb. v1.0_scaffold00021.1| -13,02541 24,2 VVLIGDSGVGK| 0,000856
50 12 3 3 03
Arabidopsis evm_27.model. AmTr_|
Q9FJHO Ras-related protein tha/iasa AT5G60860 | 08 Intracellular traffic 08.07 Vesicular e-113 95 emb. v1.0_scaffold00108.3 | -13,02541 24,2 VVLIGDSGVGK| 0,000856
9 7 3 2 lo17e471




Glucose-6-phosphate

evm_27.model. AmTr_|

SDSFSETSSLK|

QoFJI5 dehydrogenase, Arabidopsis | AT5G40760 02 Energy 0207 Pentose 0 92 emb. v1.0_scaffold00049.6| -41,1825 59,8 GNEASSEFSE | 0,003138
cvtoplasmic phosp 8 31 11 11 |0,578947|AVSK
. . . . evm_27.model. AmTr_| AVLIAGQPGTG]
QoFawo |RuB DN’?OT:i'r']Case"'ke A’;f:ﬁ:ﬁ:’s AT5G67630 'ovej]/gsi'sion s r?tf"/:es ﬁg‘a’aon 0 90 emb. v1.0_scaffold00049.5| -7,517698 51,4 K 0,002568
P 9 ynthirep 19 9 7 |0,529412|VYQLFLDVKR
Transcriptional Arabidopsis evm_27.model. AmTr_| VGAGGLVVAC
Q9FKH1 regulator STERILE thaliarl:a AT5G35770 04 Transcription 04.1904 Specific TFs| 7,00E-90 57 emb. v1.0_scaffold00028.2 | -14,78728 48,5 TESR 0,001997
APETALA 4 19 7 3 0,875 |YLALGFLDGS
. . evm_27.model. AmTr_| YGLAGEFK
QOFKK? Xylose isomerase A’;‘:,‘;’:f;‘s AT5G57655 | 01 Metabolism 016?53 :g‘f:;j dae”: 0 89 emb. v1.0_scaffold00019.2 | -11,80041 53 FFQAAVEYK | 0,005421
poly 26 70 19 9 |3,166667|ESTDVEDIFLA
. . evm_27.model. AmTr_| EGRLPLLLDE
QYFL61  |Uncharacterized protein Aﬁ‘;’ﬁ:ﬁ:’s AT5G24130 C?ﬁig;gﬁ;’ﬂ C: ;ngrl‘g':‘i)'n 9,00E-10 61 emb. v1.0_scaffold00015. 11| -9,829152 133 QrR 0,000571
8 5 2 2 |0,105263|EGRLPLLLDE
. . evm_27.model. AmTr_| SADLGVESIVI
QYFLH2 jesxgg“‘:rﬁ’; A’;f:ﬁ:ﬁ:’s AT5G65750 02 Energy 02.10 TCA pathway 0 90 emb. v1.0_scaffold00168.1| -5,137868 15,7 GMSHR 0,003138
ydrog 9 24 11 5 55 |LIWSTQFENFL
e . . . . evm_27.model. AmTr_| CEASPDFTPE
QoFLI4 S“b"r'ftg‘:szr'”e A;i‘:ﬁ:,’]’:’s AT5G51750 | %° P’;’;Z";gf;“ga""” 06.13 Proteolysis 0 70 emb. v1.0_ scaffold00069.1 | -36,24484 84,1 VNCNKK 0,000571
P 9 75 7 2 2 0,1 [TVINVGSPVS
e . . . evm_27.model. AmTr_| SSSVFIPHGPG]
QOFM19 Hyprzfimss'g"e;g:g;“d A’;‘é’z’;’:’ﬁ’;‘s AT5G62740 | 11 Disease/defence | 10 F;ense':‘ance e-150 95 emb. v1.0_scaffold00078.6 | -26,21967 31,2 AVR 0,000571
P pi 9 9 6 2 2 0,125 |QAMNEINAAS
L . . . evm_27.model. AmTr_| TQIQAYVFDVI
QoFm1g | Hypersensitive-induced) Arabidopsis | arsGe2740 | 11 Diseaserdefence | 10T ReSSANGE | g 45 97 emb. v1.0_scaffold00078.7 | -26,51907 27,9 R 0,000571
ponse p g 4 2 2 0,08 |AMNEINAASR
TATA box-binding Arabidopsis evm_27.model. AmTr_| ALLLAGAPGT
Q9FMR9 protein-interacting thaliar?a AT5G22330 | 11 Disease/defence |11.02 Defence-related 0 90 emb. v1.0_scaffold00175.2 | -16,71688 49,5 GK 0,000571
orotein 3 2 2 |0,064516|HAVOLLSPASI
FAD-dependent Arabidopsis evm_27.model. AmTr_| VVAGGVSPWI
Q9FN21 oxidoreductase-like thaliarl:a AT5G67290 13 Unclassified 13 Unclassified e-108 71 emb. v1.0_scaffold00092.1 | -14,58436 40,6 DGPVR 0,000571
orotein 42 4 2 2 |0,066667|ASIVDLEPENP
Arabidopsis evm_27.model. AmTr_| ATLIVVLTR
Q9FNN1 Pyruvate kinase thaliana AT5G08570 02 Energy 02.01 Glycolysis 0 95 emb. v1.0_scaffold00171.3| -8,26865 55,1 STPLPMSPLE | 0,003709
0 43 13 5 26 |SLASSAVR
. . . . . evm_27.model. AmTr_| HILQQLEK
QoFNps | 408 ”b‘(’g‘;;”_g')p“"e'” Arabldopsis | ATsG61170 | 05 Protein synthesis | °> 01 RIbosomal | 4 goe.63 | 92 emb. v1.0_scaffold00045.2| -7,619789 158 ELAPYDPDWY| 0,001712
P! 80 1 6 6 0,1875 |FIR
— —— VNYATDR
Glycine-rich RNA- Arabidopsis - 04.22 mRNA evm_27.model. AmTr_|
QIFNR1 binding protein oiabsiS | AT5G61030 | 04 Transoription Droceesng 3,00E-41 83 emb. 10 seaiod0o164.7| “17:20761 30,2 EAFASYGEVIE| 0,001997
21 7 7 |0,388889|AR
. . evm_27.model. AmTr_| LPANLVQAQR
QIFWA3 6'2’;%5‘;’:29'::3"3“93‘9 Aﬁ‘:ﬁ:"]’;’s AT3G02360 02 Energy Oz'gzspi’;‘t":e 0 94 emb. v1.0_scaffold00061.2| -15,6382 53,8 VAAQVPDSGP | 0,003709
ydrog phosp! 03 64 13 8 13 |cvTYiGK
Glyceraldehyde-3- Arabidopsis evm_27.model. AmTr_| TLLFGDKPVTV|
QOFX54 phosphate lhaliar‘:a AT1G13440 02 Energy 02.01 Glycolysis 3,00E-51 82 emb./end. v1.0_scaffold00177.2| -22,35972 15,6 FGVR 0,001141
dehvdroagenase 1 41 4 4 1 NPEEIPWGET
Glyceraldehyde-3- Arabidopsis evm_27.model. AmTr_| AAGFNIIPSST
QOFX54 phosphate s | AT1G13440 02 Energy 02.01 Glycolysis | 8,00E-95 86 emb./end. | v1.0_scaffold00177.2 | -56,13214 247 GAAK 0,003709
dehvdroaenase 4 42 13 7 1,857143| TLLFGEKPVTV
" . . . " evm_27.model. AmTr_| EAPPGEKPEP
QoFves | 408 ”bz’g;’g"j' protein A’;f:ﬁ:ﬁ:’s AT5G09510 | 05 Protein synthesis | °°07 RP950mal | 6 o0e.65 | 88 emb. v1.0_scaffold00022.5| -12,79697 17,2 VR 0,001427
P 7 13 5 3 |0,333333|EAPPGEKPEP
— CSVLLHLFCR
QOFZEO Beta-glucosidase | A@PIdOPSIS | AT1G26560 | 01 Metabolism 01.05Sugarsand | ¢ 459 86 emb,  |8Ym-27:modelAmTr_| 4 14095 35 ASSIWLYIVPH | 0,005136
thaliana polysaccharides v1.0_scaffold00110.65| 15 18 16 0.295082
HSP70 (Heat shock evm_27.model. AmTr, 'IG":";SWAFNPK
QoLDZ0 cognate 70 kDa A’;‘:,‘;’:,f;‘s AT5G09590 | %6 Pfgi‘gg‘f:"ga"c’“ 06'°1Sfa°;ﬁi't“9 and 0 9 emb. v1.0_ scaffold00046.1 | -18,13021 71,9 SKYESLVNHLI | 0,000571
protein) 9 Y 70 5 2 2 0125 |ER
. . . evm_27.model. AmTr_| AMQLMTDNR
QOLEVS | ﬁ{rf:‘e’“(‘g‘é'; beta- | ArabiUopSs | AT1G47271 | 01 Metabolism 01.01 Amino acid | 2,00E-89 | 85 emb. v1.0_scaffold00045.2| -11,36091 27,6 LEEHGFESTTI| 0,008845
y p 62 31 19 | 1,47619 |SDVLK
. . . evm_27.model. AmTr_| AGEANDSAAD
QoLF88 atj;z:ﬂb%‘:g;”ﬁz;) A’;f:ﬁ:ﬁ:’s AT3G53040 | 11 Disease/defence 1‘2508”‘;25 4,00E29 | 56 emb. v1.0_scaffold00002.3| -18,01729 33,9 ATR 0,000571
p p 88 4 2 2 |0,086957| AGEANDSAAD
. . evm_27.model. AmTr_| EAVAPYERPAL
QILFA3 M°”°"f:dy:crf:‘:e°°'ba‘e Aﬁ‘:ﬁ:"]’;’s AT3G52880 | 11 Disease/defence | 11.06 Detoxification | e-175 84 emb./end. | v1.0_scaffold00069.1 | -70,47884 471 SK 0,000571
e 93 10 2 2 |0,285714|EAVAPYERPAL
a1 domain- . . o . evm_27.model. AmTr_| LTQTDVPEED
QOLHL? containing protein A’;‘:,‘;’:,f;‘s AT3G12050 | %6 Pfgi‘gg‘f:"ga"c’“ 06'°1Sfa°;ﬁi't“9 and | o437 79 emb. v1.0_scaffold00024.1 | -10,88306 39,1 RYGNATVVEN | 0,000571
(HSP90 co-activator) 9 Y 27 13 2 2 |0.222222|TER
. . . evm_27.model. AmTr_| TNSVTPWFIR
QILHTO s';‘:r: chain alcohol | Arabldonsis | AT5Gog060 02 Energy 02.16 Fermentation | 9,00E-99 | 82 emb./end. | v1.0_scaffold00012.3| -16,529 28,9 TPLAELILGNE | 0,003138
yarog 18 20 11 11 |0,305556|EHYK




. . . . . evm_27.model. AmTr_| HPVGSDRVDY
qoLiiz | Ofeosin /r gyeine-fich | - Arabidopsis | AT3G18570 | 09 Cell structure 09.99 Others 1,00E23 | 61 emb. v1.0_scaffold00147.3| -39,18943 177 AR 0,000571
P 0 5 2 0,111111 |LTDTASQMKD
. . - evm_27.model. AmTr_| LLANILYSYR
qoLpz | 208 Zt’éiift°gfg)(be’a A’;f:ﬁ:ﬁ:’s AT3G26340 |6 Pfgz‘"st‘:}f:gga""” 06.13 Proteolysis | e-131 88 emb. v1.0_scaffold00078.5| -35,00134 29,8 ASMGGYISSQ | 0,001141
17 4 0,333333|SVK
Late embryogenesis . . evm_27.model. AmTr_| SQGQPQRPIK
Q9LJ97 | abundant protein (LEA) Aﬁ‘:ﬁ:"]’;’s AT3G22490 | 11 Disease/defence 126'25;‘:? 2,00E-30 48 emb. v1.0_scaffold00004.2| -28,4304 24,2 TGDVQGGGEL| 0,000571
(Seed maturation P 2 5 2 0.117647|R
. . . . evm_27.model. AmTr_| NQQDAQNAIN
QILJHE RNAntl’J";f'e'glgspif'e'" A’;‘é’z’;’:’ﬁ’;‘s AT3G14100 | 04 Transcription 04;§Cze;”§:“* e-150 76 emb. v1.0_scaffold00007.4 | -7,932557 454 EQNGK 0,001997
4 p 9 03 25 7 14 |GFGFVSFR
. . . . evm_27.model. AmTr_| HIDGALNALKE
QoLkag | RNAbinding protein | - Arabidopsis | xrag1s010 2 Unclear 2 nclear 9,00E91| 78 emb. v1.0_scaffold00021.5| -13,06783 426 PSK 0,000571
p 20 2 0,285714|HPDVLDLVR
. . . evm_27.model. AmTr_| TLAQVVGSEE
QILKAS miz’g";’:ﬁ:”ﬁgm A’;f:::ﬁ:’s AT3G15000 12 Unclear 12 Unclear 200E-74 | 67 emb. v1.0_scaffold00021.5| -15,46852 47,1 EAR 0,000571
pi classification classification 3 30 2 0.333333|WVLPDSYLDV
. . . . . evm_27.model. AmTr_| IINEPTAAAIAY
QILKR3 l;',fd'i’:(’ (t:{e”i'r"‘ﬁ') A;i‘:ﬁ:,’]’:’s AT5G28540 | %° P’;’;Z";gf;“ga""” 06'01;60;3;{‘9 and 0 90 embJend. | v1.0_scaffold00002.5 | -40,35821 74,2 GLDKK 0,001427
9 P! 9 Yy 14 5 025 __|IINEPTAAAIAY
. . . o evm_27.model. AmTr_| LVSSAYDVVR
QoLNJ3 | Aspartyl fgg;ase"'ke A’;‘:,‘;’:,f;‘s AT1G01300 | %6 Pfgi‘gg‘f:"ga"c’“ 06.13 Proteolysis | e-125 64 emb. v1.0_ scaffold00021.2 | -66,43501 52,4 LDPTGNGGVI | 0,000571
s P 9 34 5 2 0,1 _|VDSGTSVTR
proteasome . . o evm_27.model. AmTr_| IGDLELFR
QILNU4 (regulatory subunit Aﬁ‘;’ﬁ:ﬁ:’s AT1G20200 | %6 Pfgi‘gg‘f:“ga""” 06.13 Proteolysis 0 80 emb. v1.0_scaffold00057.2 | -10,85636 55,1 HDELGQETLL | 0,000856
RPN3a) 9 46 12 3 0375 |NLLLR
. . evm_27.model. AmTr_|
QILNW1 Ras-related protein Arablqopsls AT1G07410 | 08 Intracellular traffic 08.07 Vesicular e-100 89 emb. v1.0_scaffold00165.3 | -10,74398 237 IVLIGDSGVGK 0,000856
thaliana . 17 3 0.166667|VLIGDSGVGK
OTU-containing . . . evm_27.model. AmTr_| QVIAATVASDP
QoLPT6 deubiquitinating A;i‘:ﬁ:,’]’:’s AT1G50670 | %° P’;’;Z";tdes“”a""” 06.13 Proteolysis | 2,00E-04 | 88 emb. V1.0 scaffold00037.2| -7,374173 24 TR 0,001141
enzvme orage 2 19 4 04 _|EIAAYDIQTAR
Glyoxylate/succinic . . evm_27.model. AmTr_| GYIDMSTVDA
QILSVO ‘semialdehyde A’;‘:,‘;’:f;‘s AT3G25530 | 11 Disease/defence l‘?i‘fss e-125 84 emb.  |v1.0_scaffold00024.31 -12,59414 30,7 STTSK 0,000571
reductase ponses 1 6 2 0,142857|L AIALGDQANV.
Hydroxysteroid Arabidopsis evm_27.model. AmTr_| REQSLQEVAE
Q9LUF1 dehydrogenase tha/ianpa AT5G50700 01 Metabolism 01.06 Lipid and sterol| e-106 71 emb. v1.0_scaffold00016.2 | -47,61949 39 K 0,004565
(Steroleosin-B) 15 26 16 8 |EGEMVVNEET
Cupin family protein . . . evm_27.model. AmTr_| ERESESESEG
QOLUST | (Nutrient reservoir | AT@PIUOPSIS | xragpqq | 06 Proten destination) 0620 Storage | 4 poppg | 48 emb./end. | v1.0_scaffold00002.6| -407,8164 59.8 R 0,000856
. nrgtein) 9 P 57 15 3 0,272727|KGDTATIPAGK
ate embryogenesis . . . . evm_27.model. AmTr_| SPNSGNGLDL
QILV09 | abundant protein (small A;i‘:ﬁ:,’]’:’s AT5G53400 | %° P’;’;Z";gf;“ga""” 06'01;60;?1'.'{‘9 and | 300E77 | 68 emb. v1.0_ scaffold00017.1 | -8,309981 35,1 EK 0,001427
LEA) Protein BOBBER 9 mty 84 13 5 0,294118|L SDLDPETR
Arabidopsis evm_27.model. AmTr_|
QoLV33 Beta-glucosidase thaliana AT3G18080 09 Cell structure 09.01 Cell wall 0,00E+00 82 emb. v1.0_scaffold00005.2 | -11,45284 55,1 VIAALGYDNGF| 0,000856
26 38 3 05
Arabidopsis evm_27.model. AmTr_|
QoLV33 Beta-glucosidase thaliana AT3G18080 09 Cell structure 09.01 Cell wall 0 81 emb. v1.0_scaffold00005.2 | -11,45284 55,1 VIAALGYDNGF| 0,000856
27 21 3 0,214286
Arabidopsis evm_27.model. AmTr_|
QoLV33 Beta-glucosidase thaliar?a AT3G18080 09 Cell structure 09.01 Cell wall 0 82 emb. v1.0_scaffold00005.2 | -11,45284 55,1 VIAALGYDNGF| 0,000856
28 12 3 0,214286
Arabidopsis evm_27.model. AmTr_| LIDYLLER
Q9LV33 Beta-glucosidase oiohsis | AT3G18080 | 09 Cell structure 09.01 Cellwall | 0,00E+00 | 83 emb. v1.0_scaffold00095.2 | -14,55105 57,9 AYSPGLYMVP | 0,000856
7 3 012 |WGIYK
. . o . evm_27.model. AmTr_| LASDPEER
QILVAO ch?g;fg’:ffi‘fﬁ;r) A’;‘é’z’;’:’ﬁ’;‘s AT5G62390 | %6 Pra"gz‘”sg‘f:t'ga"o" 06'°1Sfa°;ﬁi't“9 and | 500E-32| 67 emb. v1.0_scaffold00086.7 | -37,88794 489 GGSGSADASH| 0,001427
P 9 9 Y 2 22 5 0,416667|IYTFK
- . . evm_27.model. AmTr_| LNLEGVPSGA
QILVH4 GTszz};C_ﬂ:Z""g Arabldopsis | AT3G17980 |10 Signal transduction| 10,0410 G proteins | 9,00E-55 | 79 emb. v1.0_scaffold00007.2 | -33,52149 18,4 VIR 0,000571
P 80 14 2 0,153846| SSNPYVVLTM
Arabidopsis evm_27.model. AmTr_| WKLIYSSAFSA
QILWS57 Fibrillin oiaisiS | AT3G23400 | 09 Cell structure 09.99 Others 1,00E-77 84 emb. v1.0_scaffold00016.2 | -8,931814 288 R 0,000571
86 3 2 0,054054|LLPITLGQVFQ
Arabidopsis evm_27.model. AmTr_| ALYTFDIGQND
QoLys4 GDSL esterasel/lipase thaliarl:a AT5G14450 01 Metabolism 01.06 Lipid and sterol| e-121 75 emb. v1.0_scaffold00049.2 | -38,97112 417 LVAGFR 0,000571
80 17 2 05 |NIDKYGCVYT
. . . evm_27.model. AmTr_| HAYVDPSDPT
QILYG2 unchar;;‘:itz";z otein A’;‘é’z’;’:’ﬁ’;‘s AT5G11680 FLZ Lfgf'ji{ﬂ r: f szf'jfj:n 2,00E-87 83 emb. v1.0_scaffold00016.3| -21,5284 235 R 0,000571
P 70 34 2 0.5 |IYLQQPNLDSQ)
. . evm_27.model. AmTr_| NVRPDILVVGC
QOLYJ2 | Universal stress protein| A3P0%PSS | AT5G14680 | 11 Diseaseldefence 1105 Stress 1,00E73 | 84 emb. v1.0_scaffold00058.2 | -4,650528 20,3 R 0,000571
P 06 7 2 0,133333|VFVGTVSEFC




evm_27.model. AmTr_|

TIDSNVEQAK

QILYR4 Transaldolase Arabidopsis | AT5G13420 02 Energy 0207 Pentose 6163 87 emb. v1.0_scaffold00016.4 | -20,91982 473 ALQAFLDHGV | 0,003709
phosp 0 20 13 12 [0,382353|VSR
Arabidopsis evm_27.model. AmTr_| VLDEEMIR
QILZC3 Malate synthase thaliar?a AT5G03860 02 Energy 02.10 TCA pathway 0 85 emb. v1.0_scaffold00049.8 | -7,540608 64,8 EAAIWNAVFE | 0,003709
31 13 5 13 |R
s . . evm_27.model. AmTr_| GSSVGDAGGA
QOLZF6 ‘;ﬁ!ﬂ"ﬁg'ﬁg;‘;‘émg A;i‘:,‘f:,f:’s AT5G03340 m?ti/gfv'i'sion 03.22 Cell cycle 0 93 emb. v1.0_ scaffold00085.2 | -6,226214 90 ADR 0,002568
p 9 g 2 30 9 8 0,5625 |GILLYGPPGSG
Pyruvate Arabidopsis evm_27.model. AmTr_| EPVPFCIAPK
Q9MO040 decarboxylase-like lhaliar‘:a AT5G01320 02 Energy 02.16 Fermentation 0 88 emb./end. v1.0_scaffold00007.1| -75,78744 65,3 NWNYTALVEAI| 0,003138
brotein 42 53 11 5 2,75 |HNGEGK
. . evm_27.model. AmTr_| GSSQQVEVQ
Q9Mos4 Aspary - 1RNA Arabidopsis | AT4G31180 | 01 Metabolism 01.01 Amino Acid 0 80 emb. v1.0_scaffold00025.2| -9,07263 63 GR 0,010556
4 84 38 37 15 |2,055556| AIPTLPENLED
. . evm_27.model. AmTr_| YQLGVGNSQL
Q9Mo8s G'uca’}uec’;‘i‘i’é;’ibe‘a' A’;f:ﬁ:ﬁ:’s AT4G31140 | 01 Metabolism 0105 asg'f:a'fl ad | eara 81 emb. v1.0_scaffold00025.3 | -17,09657 53,4 IGAK 0,005991
9 Poy; 07 67 21 7 7___|VKPTVPLNAD
. . . evm_27.model. AmTr_| LCGAIPQGGE
QIM5J9 P°'y9i‘:‘1',fifj‘i‘;;?”ase Aﬁ‘:ﬁ:"]’;’s AT5G06860 | 11 Disease/defence | 10 R:fe':‘ance 3,00E-98 70 emb. v1.0_scaffold00022.2| -17,6891 36,2 MK 0,000571
g 71 8 2 2 |0,090909|NLLEGDVSHL
. . . . . evm_27.model. AmTr_| HIIIATGSDVK
QoM5K2 'Jc;*e‘{]dg’r'c"p‘;rgie A’;‘:,‘;’:,f;‘s AT3G17240 02 Energy 02.10 TCA pathway 0 86 emb.  |v1.0_scaffold00014.11| -11,77222 53,9 GVYAIGDVVP | 0,003424
yarog 4 68 12 6 4 |GPMLAHK
. . . . . evm_27.model. AmTr_| HIIIATGSDVK
Q9M5K3 Dihydrolipoamide | - Arabldonsis | xT1G4g030 02 Energy 02.10 TCA pathway 0 87 emb. v1.0_scaffold00064.4| -11,77222 53,8 GVYAIGDVVP | 0,004850
ydrog 48 17 6 |2,428572|GPMLAHK
— —— 27 model AmTr IADMGYLR
Proliferating cellular Arabidopsis 03 Cell 03.16 DNA evm._ by
QoM7Q7 3 y AT1G07370 el INA e-114 82 emb. v1.0_scaffold00009.3 | -3,211125 29 LMDISSEQLGI | 0,002568
nuclear antigen thaliana growth/division synth/replication 15 19 9 7 0.75 |PESEYQSIVR
. . . . evm_27.model. AmTr_| SLDLGLDLSSA|
QoM7TO J:ﬁ{g;’::g{f;’;) A;i‘:ﬁ:,’]’:’s AT3G06050 | 11 Disease/defence | 11.06 Detoxification | 5,00E-62 | 75 emb. v1.0_ scaffold00025.2 | -15,39358 216 LLGHR 0,000571
5 8 2 2 |0,153846|SWDEGVSSK
. . . . . evm_27.model. AmTr_| FSGKDVIVIAT
Qomess | 408 ”b"(ss";l‘;)' protein A’;‘é’z’;’:’ﬁ’;‘s AT3G02560 | 05 Protein synthesis 05'°1r§:2f:‘530ma' 200E78 | 90 emb. v1.0_scaffold00017.2 | -8,791827 22,1 R 0,001712
P! 90 41 6 5 1 |NNTEYKLETFS|
Chaperonin . . . . evm_27.model. AmTr_| LVEGLVLDHG
QoM888 | (Chaperonin-60kD, | ATEPIAOPSIS | Aragopgzp (06 Protein destination) 06,01 Foldingand | ¢ 435 97 emb. v1.0_scaffold00002.7 | -4,705975 27,5 SR 0,001141
0. CPN6O) 9 4 1 25 4 3 08 _|VIVDGFEIAKR
haperonin . . . . LVEGLVLDHG
QoMB38 | (Chaperonin-60kD, | ATEIIOPSIS | aTaGog53g |06 Proten destination| 06,01 Folding and 0 95 emp.  |SvM27model AMTL] 705075 59 SR 0001141
ch60. CPN60) rag ny v1.0_scaflo : 10 4 3 |0,285714|VLVDGFEIAKR
Arabidopsis evm_27.model. AmTr_| AGEACTTAVH
Q9M8R4 Glyoxalase thaliarl:a AT3G02720 | 11 Disease/defence | 11.06 Detoxification e-173 85 emb. v1.0_scaffold00029.2 | -23,01314 41,7 ER 0,000856
5 8 3 3 |0,230769| APEYLSMNES
. . evm_27.model. AmTr_| TPPTPQDEMR
QIMAHO Ph“g::f;’;"'lzg“’ate A’;‘é’z’;’:’ﬁ’;‘s AT1G53310 02 Energy 02.10 TCA pathway 0 89 emb. v1.0_scaffold00021.2 | -12,87228 110 EIQAAFR 0,002568
y 8 20 9 9 |0,310345|vVPLFEK
4-Methyl-5(B- . . evm_27.model. AmTr_|
QOMAH3 | hydroxyethyl)-thiazole | A2299PSIS | AT1G53280 | 01 Metabolism 01.07 Cofactors e-142 79 emb. v1.0_scaffold00021.4| -7,279841 455 \L/L'?/%SG’?\‘VL‘I’#‘;R 0,002282
monophospbhate 3 27 8 6 0,533333
268 proteasome (AAA- Arabidopsis 06 Protein destination evm_27.model. AmTr_|
QIMAK9 ATPase subunit thaliar?a AT1G45000 and storage 06.13 Proteolysis 0 96 emb. v1.0_scaffold00083.2 | -6,496891 44,4 HGEIDYEAVVK| 0,001141
RPT4b) 9 3 8 4 4 |0.181818
Formate Arabidopsis evm_27.model. AmTr_| LKPFNCNLLYH!
QIS7E4 dehydrogenase thaliarl:a AT5G14780 01 Metabolism 01.07 Cofactors e-174 86 emb. v1.0_scaffold00058.1 | -17,65412 41,5 DR 0,003709
(mitochondrial) 64 31 13 10 | 0,764706| GEWNVAAIAY
. ) — — GEVNSWAESE
Q9S7T8 ( S:jrtpe'gsgnﬁ;'t':g A’;‘é’z’;’:’ﬁ’;‘s aT1G47710 | %8 Pra"gz‘”sg‘f:t'ga"o" 06.13 Proteolysis | e-116 69 emb. ‘\’,‘q’*(‘]—zs;"f}gfd%a’g;'g -5,473661 427 TK 0,000856
P 9 - : 29 3 3 1,5 |AGFLNTVNSIY
Arabidopsis evm_27.model. AmTr_|
Q9S9K7 Histone H2AXb tha/iasa AT1G54690 09 Cell structure 09.13 Chromosomes | 5,00E-42 76 emb. v1.0_scaffold00055.1| -12,21113 13,8 VGAGAPVYLA/ 0,000571
71 11 2 2 |0,166667
Arabidopsis evm_27.model. AmTr_|
QI9S9K7 Histone H2AXb thali P AT1G54690 09 Cell structure 09.13 Chromosomes | 8,00E-40 70 emb. v1.0_scaffold00197.1 | -12,21113 14,5 VGAGAPVYLA/ 0,000571
aliana 10 2 2 |0,333333
. . evm_27.model. AmTr_| RPFAAIVGGSK|
QoSAJ4 Ph"s’i(’i‘:g'sy:e'a‘e A;i‘:ﬁ:,’]’:’s AT1G79550 02 Energy 02.01 Glycolysis 0 93 emb/end. | v1.0_scaffold00062.1 | -116,7405 42,4 VDLNVPLDDN | 0,004565
99 44 16 10 [1,777778|0K
Succinate- Arabidopsis evm_27.model. AmTr_| KITFTGSTAVG
Q9SAK4 semialdehyde lhaliar‘:a AT1G79440 01 Metabolism 01.01 Amino Acid 0 83 emb. v1.0_scaffold00004.21| -12,52923 52,9 K 0,010271
dehvdroaenase 1 39 36 9 9 IYGDIIPPTSAD
. . . evm_27.model. AmTr_| GSSVGDAGGA|
Q9SCN8 ﬁigiﬂ'l'é'ﬁﬂﬁfﬂ"ém'o Arabidopsis | AT3G53230 o Cel 03.22 Cell cycle 0 92 emb. v1.0_scaffold00072.5| -6,226214 89,9 ADR 0,002568
P 9 9 9 16 9 9 |0,236842|GILLYGPPGSG




evm_27.model. AmTr_|

—— AVTAATNYNN
QISEE5 Galactokinase Aﬁ‘;’ﬁ:ﬁ:’s AT3G06580 | 01 Metabolism 016?55 asg'cghaa'z di”sd 0 83 emb. v1.0_scaffold00003.2 | -8,468905 54,1 R 0,005136
poly: 34 37 18 17__| 0,62069 |LAAIVLGIK
268 proteasome (/:\AA_ Arabidopsis 06 Protein destination . evm_27.model. AmTr_|
QOSEI2 ATPase subunit thaliana AT3G05530 and storage 06.13 Proteolysis 0 93 emb. v1.0_scaffold00022.9 | -8,547447 47,3 RFDSEVSGDRI[ 0,000571
RPT5a) rag 9 2 2 |o0181818
Chaperonin . . . . evm_27.model. AmTr_| VTEEDLQR
QUSF16 (Chaperonin-60kD, Aﬁ‘:ﬁ:"]’;’s AT3G11830 | % P’:;Z";gfj“ga""” 06'01;60;3;{‘9 and 0 91 emb. v1.0_scaffold00001.7 | -12,97021 60,8 GGADQFIEEA | 0,000856
ch60. CPN60) 9 Y 4 28 3 2 075 |ER
MD-2-related lipid Arabidopsis evm_27.model. AmTr_| VSGMEVDPDP
Q9SF20 recognition domain- lhaliar‘:a AT3G11780 | 11 Disease/defence [11.02 Defence-related| 4,00E-46 74 emb./end. v1.0_scaffold00004.1| -14,61979 16,4 VER 0,000571
containina protein 91 10 2 2 0,117647|VSGMEVDPDP
- - —— - KEPPKENAAAI
QosFao | 608 ”b‘ﬁ_fﬂa)' protein A’;‘;’ﬁ:ﬁ:’s AT3G09630 | 05 Protein synthesis 0501*::2%550’“2“ e-172 81 emb. ?";”:)—27'Tf°?d"b'a’;g% -39,17127 447 K 0,001997
P -0_scatlo - 35 7 4 |2,333333|RQPYAVSTK
QISFB1 . . | Arabidopsis 12 Unclear 12 Unclear evm_27.model. AmTr_| FMALEPR
Uncharacterized protein thaliana AT3G08030 P P e-140 79 emb. v1.0_scaffold00141.2| -6,241088 39,5 KVYTLSFIVGD | 0,000571
classification classification 7 9 ) 2 |o0133333| Ak
— - HILQQLEK
QISGA6 IS ribosomal protein (S1¢ Ar@PidOPSIs | AT3c02080 | 05 Protein synthesis | 0201 Ribosomal 1y goe 64 88 emb.  |8VMm-27.modelAmTr | ; q497g9 18,7 ELAPYDPDWY | 0,001712
thaliana proteins v1.0_scaffold00110.33
33 6 6 |0545455|FIR
T . . . o evm_27.model. AmTr_| EGIPPVQQR
QOSHE? Ub'q“"'g;‘;“tfii’[’s"'ke A’;‘:,‘;’:,f;‘s AT1G31340 | %6 Pfgi‘ggfjgga"c’“ 06.13 Proteolysis | 4,00E-38 | 95 emb. v1.0_scaffold00101.2 | -8,287351 10,2 EVEIDIEPTDTI| 0,001141
5 25 4 3 04 |ER
. . . evm_27.model. AmTr_| WYNHIDALLK
Q9si20 Elongation factor 1 | A"2P99PSIS | ATaG18110 | 05 Protein synthesis | *>04TraNsIatON | 5 00g.77 | 72 emb. v1.0_scaffold00029.3 | -7,221849 274 R 0,001427
07 21 5 4 0,5 |WYNHIDALLK
Arabidopsis evm_27.model. AmTr_| TSLAPGSGVV
QosIBY Aconitase thaliar?a AT2G05710 02 Energy 02.10 TCA pathway 0 91 emb. v1.0_scaffold00001.1 | -32,89288 107 TK 0,003424
- ( 43 29 12 9 08 _|MFVDYNEPQT
proteasome (non- . . . evm_27.model. AmTr_| ANSMIEQLIER
Qosiv2 ATPase regulatory A;i‘:ﬁ:,’]’:’s AT2620580 | %° P’;’;Z";gf;“ga""” 06.13 Proteolysis 0 83 emb. V1.0 scaffold00057.2| -6,211125 733 GLLTLAPYHSD| 0,000856
subunit 2 1A) 9 66 7 3 3 [0230769|R
. . . . . evm_27.model. AmTr_| EIGPDGQEVT
Qosiz2 E“"Iix:::g;rfa”;ﬁ“"” A’;‘é’z’;’:’ﬁ’;‘s AT2G40290 | 05 Protein synthesis 05'04;0':"0’2'5’"0” e-144 89 emb. v1.0_scaffold00109.7| -13,37366 38,7 R 0,001427
26 18 5 4 |0,384615|VSEEDIQACEE
. . . evm_27.model. AmTr_| LSSINVENVES
QosJqg | Fructosebisphosphate) - Arabldopsis | AroG3g460 02 Energy 02.01 Glycolysis | e-178 91 emb./end. | v1.0_scaffold00040.2 | -156,2496 38,2 NRR 0,003709
04 43 13 5 2,6 |EENIPAAQK
. " : . . - evm_27.model. AmTr_| HTTDSYNLYK
Qoskog | Cupin {3{2;:?;;’“)‘8'” A’;f:ﬁ:ﬁ:’s AT2G28490 | %6 Pfgz‘"st‘:}f:gga""” Oe'ifotse‘g':ge e-118 66 emb./end. | v1.0_scaffold00080.8| -82,5947 50,4 IGWINRDDLVE| 0,000856
10 3 2 025 |k
. . . . . evm_27.model. AmTr_| AYEPILVLGR
Qoskzz | 408 ”b‘(’;?g‘j')pm‘e'” A;i‘:ﬁ:,’]’:’s AT2G09990 | 05 Protein synthesis 05'°1r§::%55°ma' 9,00E-69 | 92 emb. v1.0_ scaffold00046.3 | -20,89915 16,8 ATEAVQAVESV| 0,001712
P 1 39 6 6 0,75 |QCFGR
Arabidopsis evm_27.model. AmTr_| NEEDISPSIND
Q9SK39 Steroid-binding protein lhaliar‘:a AT2G24940 (10 Signal transduction|  10.01 Receptors 8,00E-39 83 emb. v1.0_scaffold00019.4 | -18,78824 12,9 LSEK 0,000571
5 3 2 2 |0,057143|MELTEQGLR
Arabidopsis evm_27.model. AmTr_|
Q9SN35 Ras-related protein tha/iasa AT4G18800 | 08 Intracellular traffic 08.07 Vesicular e-108 92 emb. v1.0_scaffold00130.1 | -13,02541 243 VVLIGDSGVGK| 0,000856
5 8 3 3 0,125
Arabidopsis evm_27.model. AmTr_| VAILGAAGGIG
QISN86 | Malate dehydrogenase thaliar?a AT3G47520 02 Energy 02.10 TCA pathway e-151 82 emb. v1.0_scaffold00010.4 | -12,38038 43,7 QPLSLLIK 0,003424
72 39 12 9 |0,857143|VAILGAAGGIG
. . evm_27.model. AmTr_| ARFDPWPVFF
QISN96  |Uncharacterized protein A;i‘:ﬁ:,’]’:’s AT5G59613 e 12 L?’.‘C'efj” 200E-18 | 81 emb. V1.0 scaffold00016.3| -6,38426 12,6 R 0,000571
i classification classificati A 6 2 ) 0.125 |FOPWPVEER
-binding . . evm_27.model. AmTr_| SIQEGSNCTV
QUSR13 | domain-containing | A7@I9OPSIS | aragoagro | 12 Undear 2 Unclear 109 7 emb. | v1.0_scaffold00002.4| -13,90434 50,9 R 0,000571
protein 79 5 2 2 04 |VIDGDQEYGH
. . . . evm_27.model. AmTr_| ASALIQHEWR
QosRHs | Miochondrial outer | Arabidopsis | araGo12g0 | 11 Diseaseldefence | 11.06 Detoxification |  e-108 82 emb. v1.0_scaffold00078.7 | -58,69769 29,3 PK 0,000571
P P 1 5 2 2 0,111111 [GNTLTASYYHT
. . Arabidopsis evm_27.model. AmTr, SNDPQMLDFI
QI9SRL5 Ferritin, chloroplastic - AT3G11050 | 11 Disease/defence |11.02 Defence-related| 2,00E-88 84 emb. — | -34,92614 28,1 ESEYLAEQVD | 0,000571
thaliana v1.0_scaffold00007.7 5 2 2 0.222222|sIK
. . . evm_27.model. AmTr_| GYPFSLR
Q9SRT9 UDP‘rhj;asbe'”"se A;i‘:ﬁ:,’]’:’s AT3G02230 | 09 Cell structure 09.01 Cell wall 0 95 embend. | v1.0_scaffold00047.1 | -6,537902 40,9 ATSATPILKDE | 0,000856
49 14 3 2 |0,428571|LDIVIPTIR
. . . evm_27.model. AmTr_| FSLVDLHHLPN
QISRY5 G";‘;‘S'}ggz ES A’;‘é’z’;’:’ﬁ’;‘s AT1G02920 | 11 Disease/defence | 11.06 Detoxification | 2,00E-37 67 emb. v1.0_scaffold00057.2 | -13,45075 194 IR 0,000571
65 6 2 2 |0,133333|AMLGIPVDETV
Arabidopsis evm_27.model. AmTr_| AWAESYPENK
QI9SRz4 Peroxiredoxin tha/ianpa AT1G65970 | 11 Disease/defence | 11.06 Detoxification | 2,00E-34 88 emb. v1.0_scaffold00109.9| -21,60504 9,5 VANLEEGGAF | 0,000571
1 3 2 2 |0,054054| SVSSADEILK




|socitrate Arabidopsis evm_27.model. AmTr_| LEAACVGTVE
QISRZ6 dehg pry AT1G65930 02 Energy 02.10 TCA pathway 0 92 emb. v1.0_scaffold00071.1| -19,81776 46,7 SGK 0,003138
ehydrogenase aliana 47 36 11 10 0,578947|FEAAGIWYEH
Arabidopsis evm_27.model. AmTr_| ELGAHLQQR
QoSS98 Oleosin thaliana AT3G01570 09 Cell structure 09.99 Others 8,00E-13 79 emb. v1.0_scaffold00061.1 | -20,00506 14,7 IPAQVVDTAQK| 0,000571
05 6 2 2 |0,133333|VOIPIENK
268S proteasome (AAA- . . . evm_27.model. AmTr_| FDDGVGGDNE|
QUSSB5 ATPase subunit Ar;b’l‘."’ps’s AT1G53750 | %° P“"Z‘”t"es“”a""” 06.13 Proteolysis 0 98 emb. v1.0_scaffold00131.5 | -10,77469 475 VQR 0,001141
RPT1a) alana and storage 6 15 4 3 0,5 |ELFOMAR
26S proteasome (AAA- Arabidopsis 06 Protein destination evm_27.model. AmTr_| FDDGVGGDNE]
Q9SSB5 ATPase subunit thaliana AT1G53750 and storage 06.13 Proteolysis e-170 98 emb. v1.0_scaffold00131.5| -10,77469 32,6 VQR 0,000856
RPT1a) 9 9 16 3 2 06 |ELFQUAR
. . . . evm_27.model. AmTr, YGYYNTSLR
Qossqs | HSP26:5 (chloroplast, | - Arabidopsis | xrg5as6q |06 Protein destination| - 06.01 Foldingand | 5 gop 5g | g4 emb. v1.0_scaffold00078.2| -20,8514 155 FEMPGLSKEDI| 0,000856
mitochondrion) thaliana and storage stability = 26 3 2 06 K
. . . evm_27.model. AmTr VSDPLQDGCR
Q9sTS1 B:‘f]'”de aldehyde A’ib’l‘,"’ps’s AT3G48170 | 11 Disease/defence 11.05 Stress 0 89 emb. v1.0_scaffold00055.| -26,67567 54,6 SEGATILCGGD| 0,000571
ehydrogenase thaliana responses 45 13 2 2 0,222222| RPQHLEK
. . o . evm_27.model. AmTr SEVFSTAADG
QOSTW6 | HSP70 (chioroplastic) | A72P/OPSIS | ataga42g0 |06 Protein destination| 06.01 Folding and 0 82 emb. v1.0_scaffold00071.9 | -34,14368 75,1 QTSVEINVLQG| 0,001427
thaliana and storage stability 12 5 5 0.217391|ER
. . . evm_27.model. AmTr ISEAENCDVN
Q9sTX2 3‘°§°6Df"a(‘;'5)f‘er°'d A’;"’,‘?"’ps‘s AT4G24220 | 20 sfff’l‘.dary 20.2 Terpenoids | e-154 81 emb. v1.0_ scaffold00029.8| -57,93979 437 GHMFR 0,000571
-beta-reductase aliana metabolism 6 5 2 2 0,125 |ISEAENCDVN
. . o . evm_27.model. AmTr, EVTDEEYSK
Q9STX5 HSP90 Arabidopsis | ATaGa4190 | 06 Proten destination| - 06.01 Folding and 0 90 emb.  |v1.0_scaffold00041.11| -19,162 93,6 IMQSQTLSDA | 0,001427
allana and storage stability 17 5 5 0,333333 NK.
. . ; . . evm_27.model. AmTr. VCADLVR
QosTYe | 40S ribosomal protein | Arabidopsis | xrag47370 | 05 Protein synthesis | 0001 RiPosomal 4 gop 53| g9 emb. | v1.0_scaffold00024.5| -10,79697 13,4 AGLEEPQVPL | 0,001712
(S20-2) thaliana proteins 18 6 3 075 INR
Fasciclin-like Arabidopsis evm_27.model. AmTr_| VSIGADDNGG
QOSUTS | e o croteinl s | ATAG12730 |10 Signal transduction| 1099 Others e-103 73 emb. v1.0_scaffold00006.1 | -18,89825 412 VLDASYVK 0,000571
9 P 27 8 2 2 [0.133333 ITGTIDEDPLA
Qosu40 M°”°|.°fppe"°?“dase' A’;"’f"’ps‘s AT4G12420 | 09 Cell structure 09.01 Cell wall 0 81 emb. eﬂ*”'?°?£&§§'g -18,91027 66,3 R 0,000856
IKe protein allana v1.0_scariol . 56 3 3 0'75 VTGVAILHYSN
Late embryogenesis Arabidopsis 11.05 Stress evm_27.model. AmTr_| VKDTAESAVD
QoSUBZ | o orotom (LEA)|  thalians | AT4G21020 | 11 Diseaseldefence e 1,00E-09 52 emb. v1.0_scaffold00037.1| -16,1536 30 TGKEGASK 0,000571
P P 58 7 2 2 0,125 |DSAADMAQR
Arabidopsis evm_27.model. AmTr, MHFHDCFVR
Q9sUT2 Peroxidase 7op AT4G11290 | 11 Disease/defence | 11.06 Detoxification e-104 70 emb. = p -| -26,11464 355 DLVLLSGGHTI | 0,000571
thaliana v1.0_scaffold00037.7 13 2 2 0.142857|GIAR
Glycine-rich RNA- . . evm_27.model. AmTr_| LFVGGLSFGT
QosvMs binding protein A’;"’,‘.m”s’s AT4G13850 | 04 Transcription 04.22mRNA | 3 00E 41 | g2 emb. v1.0_ scaffold00013.2| -16,30715 15 DDQSLR 0,001427
(mitochondrial) alana processing 51 19 5 4 |0,416667| GEGFVNFDND
Arabidopsis 06 Protein destination evm_27.model. AmTr_ VEGVDTDVSH
Q9SX53 Oligopeptidase B thaliana AT1G50380 and storage 06.13 Proteolysis 0 85 emb. v1.0_scaffold00171.4 | -11,73993 87,1 R 0,000856
9 7 8 3 3 |0,136364| SAGGLLIGSVL
Arabidopsis 06 Protein destination evm_27.model. AmTr_| VEGVDTDVSH
QISX53 Oligopeptidase B o oraPsIS | AT1G50380 e oann 06.13 Proteolysis 0 85 emb. v1.0_scaffold00171.4| -11,73993 80,9 R 0,000856
9 8 7 3 3 |0,166667|SAGGLLIGSVL
Aldehyde Arabidopsis 11.05 Stress evm_27.model. AmTr_| SVLFAAVGTAG
QISYG7 dehydro );nase thaliar?a AT1G54100 | 11 Disease/defence rés onses 0 85 emb. v1.0_scaffold00024.3 | -13,85387 54,8 QR 0,000571
yarog P - 13 2 2 |0,333333|LLL HESIYONF
. . evm_27.model. AmTr.
Q9SYTO Annexin 1 Arabidopsis | ar1G35720 (10 Signal transduction|  10.99 Others 100E92 | 73 emb.  |v1.0_scaffold00060.11| -33,47177 35,9 SSEELFFIRR | 500571
thaliana 1 2 2 0.2 SSEELFFIR
Arabidopsis evm_27.model. AmTr_| SSEELLLIRR
Q9SYTO Annexin 1 thaliana AT1G35720 |10 Signal transduction| 10.99 Others e-100 78 emb. v1.0_scaffold00060.11| -30,12498 35,5 SLEEDVAQHT | 0,000571
4 9 2 2 |0,285714|TGDFR
. . . evm_27.model. AmTr, GCVALDCPVS
Qosze1 | 3fvdroxyisobulyrale | Arabldopsis | xr,Go9120 02 Energy 0207 Pentose | 00e-92 | 72 emb. v1.0_scaffold00056.7| -39,91016 323 GGDTGAR 0,003138
ehydrogenase-like allana phosphate 06 27 1 11 |0,578947|SQPPSTAAPL
RNA-binding KH Arabidopsis 12 Unclear 12 Unclear evm_27.model. AmTr_| SVTTSTVQER
Q9SZH4 domain-containing s | AT4G26000 nelez 12 Uncle: e-118 73 emb. v1.0_scaffold00002.1 -33,30272 471 VAGVNEGEGD| 0,000571
A classification classification T 13 ) > |o4s3sas éﬁi&EAADW
. . . . . evm_27.model.AmTr.
QoTo43 | 608 ”b‘(’ffz‘;')pm‘e'” A;i‘:ﬁ:,’]’:’s AT4G27090 | 05 Protein synthesis | 2207 R;b"s"ma' 400E-56 | 90 emb. v1.0_ scaffold00067.7 | -10,72182 154 K 0,001712
X proteins 4 28 6 5 0,428571|ASLTDFDRFK
. . evm_27.model. AmTr. RPALTVYGND
QITOA7 UD:&L“;;:; 4 A’;‘:,‘;’:,f;‘s AT4G23920 | 01 Metabolism 01(')?5 Sugars da”d 6-156 85 emb. v1.0_scaffold00024.7 | -0,600673 37,9 YSTK 0,005136
pi polysaccharides 8 44 18 12 1,2 [RPALTVYGND
Hydroxysteroid Arabidopsis evm_27.model. AmTr_| GANLVLVAR
Q9T0GO dehydrogenase s | AT4G10020 | 01 Metabolism | 01.06 Lipid and sterol| 7,00E-88 84 emb./end. | v1.0_scaffold00099.1 | -32,96927 24,8 AADVVKEEDC | 0,002568
(Steroleosin-B) 3 28 9 6 0,642857|RR




evm_27.model. AmTr_|

QQGPLGSVAR

QOXFK? p’°‘e'”;‘ﬁgTTEE1R of FT Arabidopsis | AT1G18100 o Cel 0326 Srowth | g00E58 | 76 emb. v1.0_scaffold00003.4 | -29,35434 24,5 LGLGLPVAAVY| 0,002282
9 9 62 29 8 4 [1,142857|FNAQKEPASR
R . . - . evm_27.model. AmTr_| QAGPASAEIK
QoXI01 Protein disulfide | Arabidopsis | 41750 |06 Protein destination] 0601 Foldingand | ¢ 47, 79 emb. | v1.0_scaffold00186.1 | 3092249 57.4 LVEYDGDR | 0,001427
e 9 y 22 5 5 |0,357143|NNDPSITLAK
ethyl-CpG-binding . . . evm_27.model. AmTr_| GVTTTEDVGP
QoXI36 domain-containing A;i‘:ﬁ:,’]’:’s AT1G15340 | 04 Transcription 04'1;’3;&';?0";3“” 400E-34 | 86 emb. v1.0_ scaffold00004.1 | -11,18046 39 GDSK 0,002282
orotein 89 15 8 7 |0,347826|RNEIVEVAPTG
Arabidopsis evm_27.model. AmTr_| LNPLVSSLSLY
Q9ZP06 Malate dehydrogenase thaliana AT1G53240 02 Energy 02.10 TCA pathway e-143 90 emb./end. v1.0_scaffold00021.8 | -83,35638 36,1 DIAGTPGVAAD| 0,003138
7 30 11 10 |0,647059|VSHINTR
. . . evm_27.model. AmTr_| TLTNAQLVALA
Qozper | Phosphaterresponsive | Arabldonsis | xryGogaso o Cel 03.22 Cell cycle e-105 75 emb. v1.0_scaffold00038.2| 13,2786 324 SKGDEK 0,002568
v P 9 39 30 9 7 |0,529412|QILDTSYSLGK
" . . evm_27.model. AmTr_| TLTNAQLVALA
QoZPE7 Ph"f‘;:;'”e"e;ggi”ns“’e A'tigl‘l,’:ﬁ:’s AT4G08950 o /Sievlilsion 03.22 Cell cycle 6105 76 emb. v1.0_scaffold00038.2| 13,2786 325 SKGDEK 0,002282
y p g 41 27 8 7 [1,333333|QILDTSYSLGK
Peroxisomal fatty acid Arabidopsis evm_27.model. AmTr_| GGVVFWADSF!
Q9ZPI5 beta-oxidation thaliarl:a AT3G06860 01 Metabolism 01.06 Lipid and sterol 0 85 emb. v1.0_scaffold00045.2 | -7,079877 78,1 GAK 0,001141
multifunctional protein 39 7 4 3 0. WALDIAEFR
. . . evm_27.model. AmTr_| QQEDATEQAG
Q9ZPW6 a&:;%:r’:b%‘:gii“&i) A’;‘é’z’;’:’ﬁ’;‘s AT2G18340 | 11 Disease/defence 1:9'25()5”‘;25: 0,35 69 emb. v1.0_scaffold00045.2 | -27,38684 30,1 DAMKK 0,000571
P P 8 4 2 2 |0,083333| AEEHVAEKGE
. . evm_27.model. AmTr.
ATPase-related DNA | Arabidopsis 03 Cell 03.19 = 5] LQEITQEQK
QozQ26 repair protein thaliana AT2G24420 growth/division Recombination/repair 3,00E-98 61 emb. v .0_scaffl%ld00025.2 -4,964571 32 497 9 7 0.9 AQALIKPHVER 0,002568
. . . evm_27.model. AmTr_| IPVLIHDGK
Q9ZRWS Gl'“'a“}'o”e S- A’tf,b’l‘,"’ps’s AT1G78380 | 11 Disease/defence | 11.06 Detoxification | 4,00E-74 76 emb./end. | v1.0_scaffold00092.8 | -56,82902 24,5 EENLANKGEL | 0,000571
ransferase aliana 5 > P 0.222222|L 1K
. . 20.1 evm_27.model. AmTr_| SLRPDELHILN
Q9ZSK1 ml:’,f"lfrzz's‘?'egse Aﬁ‘:ﬁ:"]’;’s AT1G64970 anestzz‘;'l‘lg: Y |Phenylpropanoids/phe| 1,00E-96 74 emb. v1.0_scaffold00048.2 | -6,005243 33,6 R 0,000571
4 nolics 05 12 2 2 0,25 |ADDSTLLWR
. . . . evm_27.model. AmTr_| VPLVSSALIQM
Q9ZST4 N'""%ﬁ;‘ei'ﬁ%‘_'ﬁ‘°'y A’;‘é’z’;’:’ﬁ’;‘s AT4G01900 | 01 Metabolism 01'°2$'|"‘;%f” and | 9 00E-56 87 emb. v1.0_scaffold00003.1 | -5,058488 16,2 GIR 0,007418
P P 94 63 26 18 |1,181818|VPLVSSALIQM
. . . evm_27.model. AmTr_| LSSIGLDNTEP
Q9zU52 ;’(;’(;‘;::éﬁf)?gﬁ‘;';:’ce) Arabidopsis | AT2G01140 02 Energy 02.01 Glycolysis 0 89 emb./end. | v1.0_scaffold00001.1 | -19,78169 424 NR 0,003709
P 61 43 13 5 2,6 |YSAAGESEEA
. . evm_27.model. AmTr_| GVATVTTTDPS|
QozU91 G'“C"‘g’;uec’;‘i‘i’{;;vstbe‘a' Arabidopsis | AT2G01630 | 01 Metabolism 0;5?; Sugars and 0 83 emb. | v1.0_scaffold00060.7| -20,30002 56,1 HDSCSFPGSG| 0,005991
25 54 21 11 175 |Gk
OB-fold nucleic acid . . evm_27.model. AmTr_| AEAKPGMR
Q9zZUCo binding domain- Aﬁ‘:ﬁ:"]’;’s AT1G23750 e el 5,00E-49 90 emb. v1.0_scaffold00058.1 | -3,489455 153 NDQVDMMKP | 0,000571
containina protein classiiication classiiication 63 9 2 2 |0,153846|NSTILR
. . . . . evm_27.model. AmTr_|
QozuTe | 408 r'b"(ss"s’l‘f)' protein A’;‘é’z’;’:’ﬁ’;‘s AT2G37270 | 05 Protein synthesis 05'°1r§:2f:‘530ma' e-102 96 emb. v1.0_scaffold00068.7 | -19,15892 21,8 HATYVPHTAGF| 0,001997
P 5 26 7 5  |0,636364
. . . . . evm_27.model. AmTr_|
QozuTg | 40S ribosomal protein | - Arabidopsis | xroG37570 | 05 Protein synthesis | 0001 RiPosomal | 4 g0 g | g7 emb. v1.0_scaffold00090.7| -18,18665 21,9 ABVATLPEVK | 4 401997
(S5-1) thaliana proteins = AEVATLPEVK
2 15 7 7 [0,225806
. " Arabidopsis 11.01 Resistance evm_27.model AmTr_| FHCETGDCGR
QoZV34 Thaumatin putative thaliana AT2G28790 | 11 Disease/defence enes 6,00E-91 81 emb./end. | v1.0_scaffold00012.9| -81,15208 26,5 SFAAPHTHWS | 0,000571
9 4 4 2 2 |0,086957|GR
. . evm_27.model. AmTr_| ILLKGDNITLM
Qozv4s ri;’:jglgsdrzf‘e'm A;i‘:ﬁ:,’]’:’s AT2G18740 | 04 Transcription 04;556’;;‘:“* 500E-42 | 98 emb. v1.0_ scaffold00032.4 | -9,199421 103 MSTGK 0,001997
P! P 9 19 7 2 [1,166667|IMTQPINLIFR
. . evm_27.model. AmTr_| NYADLGGGVT
Q9ZVD5 | Protein argonaute 4 A’;‘é’z’;’:’ﬁ’;‘s AT2G27040 | 04 Transcription 04;§Cze;”§:“* 0,00E+00 76 emb. v1.0_scaffold00008.1 | -44,93415 87,4 GCR 0,002282
P 9 21 47 8 4 1,6 |TAGVSISQNFT
. . . evm_27.model. AmTr_| FKVDMSQFPL
Q9zva3s Gl';’a“;’]‘s'}':r:es Arabldopsis | AT2G02390 | 11 Diseaseldefence | 11.06 Detoxification | 5,006-66 | 71 emb. v1.0_scaffold00099.7 | -11,24642 26,7 LTR 0,000571
57 13 2 2 |0,181818|VSTEEMESWV.
- — —— — VLIPEEEEREE
Qozwag | 128 G'°b“'2")‘ (eruciferin A’;f:ﬁ:ﬁ:’s AT1G03ggo | %8 Protein destination OG.ZEOtsetgfge 2,00E-64 | 51 emb./end. 5}”3—5;?;33'632“7% 77,6197 49,1 EER 0,000856
9 P - : 8 3 3 |0,272727|YNREEQLMIFP
- — — — GRQEGEYGEE]
Qozwag | 128 Globulin (cruciferin Aﬁ‘:ﬁ:"]’;’s AT1G03890 |%° P’:;Z";gfj“ga""” 06'230133“‘;?99 7.00E70 | 51 emb./end. i\gné,zlnf}oiideé&rg;r? -301,4168 54,5 EQR 0,000856
9 P -O_scafio : 7 3 3 |0,272727|QEGEYGEEEQ




Supplemental table 2: list of the proteins identifed from the total protein fraction of Amborella trichopoda isolated endosperm by shot gun

Proteins have been analyzed by mono-dimensional electrophoresis and identified by mass spectrometry LC/MS-MS. The protein spots were analysed by LC-MS/MS on the PAPPSO plateform (Benoit Valot, Thierry Balliau, Michel Zivy, INRA Moulon, France; http://pappso.inra.fr). Based on
the spectrum generated, proteins were identified using the X-Tandem software. "NCBI accession number" is the accession number in NCBI database. "Protein name". "Organism" relates to the organism from which the identied protein comes from for functional analysis - efforts were
focus on Arabidopsis thaliana as a plant model. " "AGI". "Function category” and “Function description" relate to the functional categories defined according to the ontological classification of Bevan et al. [Bevan et al. (1998) Nature 391:485-488]. "log(Evalue) identification" reflects
the statistical power of the identification by BLAST (performed on TAIR or BLAST). "Identity" indicates in % the recovery of the Amborella protein sequence against the identified protein. "Compartement” indicates if the identification is found in the embryo (emb.), the endosperm (end.) or
both (emb./end.). "Description™ was taken from the Amborella EVM 27 Predicted Proteins (http://www.amborella.org). The "log (E value)" is a statistical parameter that represents the number of peptides present at random in the database. It was calculated by the product of the Evalue of
unique peptides identified in the protein spot (Valot et al., 2011). "Coverage" refers to the recovery rate of the protein by the identified peptides, expressed in %. "MW" relates to the molecular weight expressed in kDa. "Spectra™ corresponds to the number of spectra which allowed the
protein identification from 2DE protein single spot. "Specifics™ corresponds to the number of specific spectrum corresponding to the identification among the other identifications of the group. "Uniques" refers to the number of unique peptides (different sequences) that led to the protein

identification. "PAI" is the protein abundance index in the spot. "Peptide sequences" displays identified peptides for each protein spot. "Relative abundance” relates to the number of spectra identifing the description among all the spectra.

Dessication-related Arabidopsis . 11.05 Stress evm_27.model. AmTr_
FAHWRO orotein o | AT1G47980 | 11 Disease/defence responses e-109 82 emb./end. | v1.0_scaffold00016.3| -82,63454| 30 334 18 9 1,384615| ###H###| 0,010011123
15
. . . . evm_27.model. AmTr_| VESVEV
F4IQK5 Cupin-like protein A’;f;’,‘i’:’fgf’s AT2G18540 | %6 P':[:i";éf:gga“"” Oe'ifoi;fge 8,00E-82 62 emb./end. | v1.0_scaffold00059.6 | -52,20936 24 44,1 13 8 0,823529| YDGSEK| 0,007230256
4 SGSVFY
. . . L evm_27.model.AmTr_| VNVTQT
F4JUN6 | Subtilase family protein A’t‘,’f;’,‘l.’:,f:’s AT4G20850 |6 Pf;z‘gtgfjg';a“"” 06.13 Proteolysis 0 79 emb./end. | v1.0_scaffold00009.2 | -22,34748 3 14338 4 4 0,065574| GQEAPI | 0,002224694
58 TR
. . Arabidopsis . 11.05 Stress evm_27.model. AmTr_| VVIPPNV
004005 1-Cys peroxiredoxin thaliana AT1G48130 | 11 Disease/defence responses 1,00E-88 82 emb./end. v1.0_scaffold00045.3 | -68,92651 47 24,2 15 9 1,363636SEEEAK | 0,008342603
7 K
Arabidopsis evm_27.model. AmTr_| VDAVVY
004834 GTP-binding protein thaliarlzja AT4G02080 | 08 Intracellular traffic 08.07 Vesicular 1,00E-85 83 emb./end. v1.0_scaffold00003.2 | -12,54363 13 21,8 2 2 0,153846|LVDAAD | 0,001112347
4 KER
. . . . . A . evm_27.model. AmTr_| DPDYGA
023029 AWPM;E;:;T: family A’;f;’,‘i’:’fgf’s AT1G04560 | 6 P':[:i";éf:gga“"” 06'01;;;%'{;9 and | 5 60E-50 77 emb./end. | v1.0_scaffold00039.1| -24,01773 12 18,6 3 2 1 |GAAADP| 0,001668521
23 AAPK
Arabidopsis evm_27.model.AmTr_| ETSPIDS
049299 Phosphoglucomutase thaliar‘:a AT1G23190 02 Energy 02.01 Glycolysis 0 89 emb./end. v1.0_scaffold00010.1 -11,51145 4 63,7 2 2 0,068966 QKPGTS| 0,001112347
23 GLR
5- Arabidopsis evm_27.model. AmTr_| YGAGIG
050008 [ methyltetranydropteroyl| “E2FPSS | AT5G17920 | 01 Metabolism 01.01 Amino Acid 0 92 emb.fend. | v1.0_scaffold00004.9 | -23,59006 7 84,5 4 4 0,121212|PGVYDI | 0,002224694
trialutamate- 9 HSPR
Pollen Ole e 1 (Putative| P . evm_27.model. AmTr_| ATDLHG
064586 proline-rich Arabidopsis | tacaaroo | 12 Undear gzundear | 400E20 | 61 emb.fend. | v1.0_scaffold00088.T| -32,69975 | 22 186 | 6 4 |0,666667|GITGSPL| 0,003337041
alvcoprotein) 22 R
. . Arabidopsis 06 Protein destination . evm_27.model. AmTr_ SDEDIIS
065390 Aspartic proteinase thaliana AT1G11910 and storage 06.13 Proteolysis 0 80 emb./end. v1.0_scaffold00106.4 | -16,94059 7 55 3 3 0,176471|LK 0,001668521
8 AFELTP
i . . evm_27.model.AmTr_| ITREPG
065398 "I;’;;"ey:ﬁ(';t;:g't‘e’:‘ne A’t‘,’f;’,‘l.’:,f:’s AT1G11840 | 11 Disease/defence | 11.06 Detoxification | e-130 87 emb./end. | v1.0_scaffold00037.1 | -34,24854 18 37,2 9 6 0,6 |PIPGINT| 0,005005562
06 K
Superoxide dismutase | Arabidopsis . e evm_27.model. AmTr_| GDASST
081235 ) s | AT3G10920 | 11 Disease/defence | 11.06 Detoxification | 8,00E-76 79 emb./end. | v1.0_scaffold00077.2| -43,13104| 48 224 5 5 0,625 [VQLQSA| 0,002780868
6 1K
Arabidopsis evm_27.model. AmTr_| TDLDDKI
081270 Peroxygenase thaliarlzja AT4G26740 01 Metabolism 01.06 Lipid and sterol| 2,00E-91 82 end. v1.0_scaffold00158.1| -20,07572 19 27 3 3 0,3 PKPYVP | 0,001668521
7 R
Arabidopsis evm_27.model. AmTr_| THPMNF
P06525 Alcohol dehydrogenase thaliarfa AT1G77120 02 Energy 02.16 Fermentation e-162 80 emb./end. v1.0_scaffold00071.6 | -37,99723 22 411 7 6 0,4375 |LNER 0,003893215
5 IIGVDVN
. . . L . evm_27.model. AmTr_| KEEVKV
P13853 HSF;LZ)‘SK(SET;L;‘&” A’t‘,’f;’,‘l.’:,f:’s AT1G53540 | %6 Pf;z‘gtgfjg';a“"” 06'01;:;“?;&9 and | 4 00E-52 75 end. v1.0_scaffold00048.2 | -7,012334 14 174 2 2 0,285714|ELEDGR| 0,001112347
2 SLIPSIF
. o . . . L evm_27.model. AmTr_|
p15455 | 125 Globulin (cruciferin A;Z‘:;’;f:’s AT5G44120 |6 P’;’;Z";‘zfjgga“o” os.ﬁgog;?ge 100E70 | 52 embJend. | v1.0_scaffold00067.1| -758,4857| 80 53 204 84 | 18,05882| #sti| 0163515017
2




evm_27.model. AmTr_|

FRLPEN

P19036 Hﬁ:gs'f‘éz:fsfo't:ir:f” Ar;‘;’l‘i’aor‘,’:’s AT3G46230 |8 P’::]Z";gfj“ga"o” 06'01;30;3;{‘9 and | 5 ooE-48 76 emb./end. | v1.0_scaffold00165.3| -49,59718| 41 18,1 7 5 1,75 |GKVDEV| 0,003893215
p g y 6 K
— — - KDEVKY
P19037 HSP18.1 (small hgat Arab:qopsm AT5G59720 06 Protein destination| 06.01 Fold‘mg and 1,00E-46 77 emb /end. evm_27.model. AmTr_| 2960712 39 178 8 5 Py ELEDGR| 0,004449388
shock protein family) thaliana and storage stability v1.0_scaffold00136.4 KDEVKY
Arabidopsis evm_27.model. AmTr_| HAGWG
P25696 Enolase s | AT2G36530 02 Energy 02.01 Glycolysis 0 93 emb./end. | v1.0_scaffold00041.3| -32,83449 19 47,9 6 6 0,285714|VMASHR| 0,003337041
4 LTAEIGE
— APGVQT
P25819 Catalase 2 Arabidopsis | ar4c35090 | 11 Disease/defence | 11.06 Detoxification 0 91 embend, |SYM-27-mOdeLAMTL_| 5, a5 14 56,7 6 5 03 |PLIVR | 0,003337041
thaliana v1.0_scaffold00001.7 GPILLED
Glyceraldehyde-3- Arabidopsis evm_27.model. AmTr_| VIDLICH
P25858 phosphate s | AT3G04120 02 Energy 02.01 Glycolysis | 5,00E-48 87 emb./end. | v1.0_scaffold00177.2| -19,82915| 25 138 3 2 05 |MASVAR| 0,001668521
dehvdroaenase VPTVDV.
. . o . evm_27.model. AmTr_| AVENSP
P27323 HSP90 A’;Z’ij;r’f:’s AT5G52640 | %° Pf;i”;‘ifj;ga“"” 06'0131':3";?“'{;9 and 0 84 emb./end. | v1.0_scaffold00001.8| -11,81924| 4 81 3 3 |0096774|FLER | 0001668521
7 ADLVNN
Chaperonin . . . . evm_27.model. AmTr_| IGGASE
P29197 (Chaperonin-60kD, A’;f;’,‘i’:’f;’s AT3G23990 |6 P':r:i”;éfj“ga“"” 06'0182";“7;{‘9 and 0 93 emb./end. | v1.0_scaffold00003.2| -27,64265 18 61,2 7 6 0,266667|VEVSEK | 0,003893215
ch60. CPN60) 9 Y 61 K
. . . L evm_27.model.AmTr_| VGLIGL
P30184 amir';:”;”:fjase A’:f;’,‘i’:"]’:’s AT2G24200 |6 Praorgz‘”stg‘f:"';a"on 06.13 Proteolysis 0 78 emb./end. | v1.0_scaffold00065.2| -31,81124 16 54,8 4 4 0,137931|GQGSLT | 0,002224694
pep 9 04 TATFK
— FSPHIQ
Phosphoglucose Arabidopsis evm_27.model. AmTr_|
P34795 o s | AT5GA42740 02 Energy 02.01 Glycolysis 0 90 embiend. |- 001163 17425 6 63 3 3 0,107143 ’C\‘JéiMES 0,001668521
Triosephosphate Arabidopsis evm_27.model. AmTr_ ESGSTM
P48491 ‘somerase thaliana AT3G55440 02 Energy 02.01 Glycolysis e-114 87 emb./end. v1.0_scaffold00012.1| -22,53165 16 27,3 2 2 0,25 [DVVAAQ| 0,001112347
64 TK
Arabidopsis evm_27.model. AmTr_| EITALAP
P53492 Actin 7 s> | AT5G09810 | 09 Cell siructure | 09.04 Cytoskeleton 0 99 emb./end. | v1.0_scaffold00018.1 | -21,26761 10 416 3 3 02 |[SSMK | 0,001668521
04 AVFPSIV
Arabidopsis evm_27.model. AmTr_| EITALAP
P53492 Actin 7 s> | AT5G09810 | 09 Cell structure | 09.04 Cytoskeleton 0 99 end. v1.0_scaffold00030.1 | -21,26761 10 415 3 3 02 |[SSMK | 0,001668521
7 AVFPSIV
Arabidopsis evm_27.model. AmTr_| EITALAP
P53496 Actin 11 s AT3G12110 | 09 Cell structure | 09.04 Cytoskeleton 0 98 end. v1.0_scaffold00044.6 | -21,26761 9 439 3 3 0,1875 |SSMK | 0,001668521
1 AVFPSIV
Arabidopsis evm_27.model. AmTr_| EITALAP
P53496 Actin 11 thaliarllja AT3G12110 09 Cell structure 09.04 Cytoskeleton 0 99 end. v1.0_scaffold00062.1 | -21,26761 10 41,5 3 3 0,2 SSMK 0,001668521
82 AVFPSIV
. . evm_27.model. AmTr_| KILKLQS
P57751 rgD:o' g":ﬁ)"sgse A’;f;’,‘i’:’f;’s AT5G17310 01 Metabolism 01&?5520“313; daeld 0 87 emb./end. | v1.0_scaffold00044.4 | -23,47092 10 52,2 4 4 0,153846|AVAGL | 0,002224694
pyrophosphoryl poly: 2 LOSAVA
Arabidopsis evm_27.model. AmTr_| ALIEDPA
Q1PER6 Ascorbate peroxidase thaliarfa AT3G09640 | 11 Disease/defence | 11.06 Detoxification | 3,00E-99 79 emb./end. v1.0_scaffold00023.2 | -18,79412 12 27,8 4 3 0,333333|FHPYVE | 0,002224694
36 K
. . L . evm_27.model. AmTr_| HTGAGI
Q38900 | Rotamase cyclophilin-3 Ar;‘;’l‘i’aor‘,’:’s AT2G16600 | %° P':r‘z";gfjgga"o” 06'01;30;3;{;9 and | 4 00E-74 83 emb./end. | v1.0_scaffold00041.1| -21,51145 25 18,1 4 3 0,571429|LSMANA | 0,002224694
79 GK
Arabidopsis evm_27.model. AmTr_| MHESG
Q39165 Oleosin type 2 thaliarlzja AT5G40420 09 Cell structure 09.99 Others 1,00E-22 63 emb./end. v1.0_scaffold00014.1| -30,92082 19 15,5 9 3 2,25 [GHMGQ | 0,005005562
32 QVGQR
Arabidopsis evm_27.model. AmTr_| QCLIYD
Q8GWR2 |Uncharacterized protein thaliarfa AT2G31985 13 Unclassified 13 Unclassified 2,00E-50 86 emb./end. v1.0_scaffold00071.1| -13,24642 15 21,4 2 2 0,285714(SPDADA| 0,001112347
99 R
Cysteine proteinase Arabidopsis evm_27.model AmTr_| EFNHVG
Q8HOX6 i b eSS | AT3G12490 | 11 Disease/defence | 11.02 Defence-related| 2,00E-75 82 emb./end. | v1.0_scaffold00101.7 | -12,40782 13 232 2 2 02 |DSSLTS | 0,001112347
7 SDLGAK
Phosphoglucose Arabidopsis evm_27.model. AmTr_| QGVAIT
Q8H103 o s | AT4G24620 02 Energy 02.01 Glycolysis 0 92 emb./end. | v1.0_scaffold00135.2| -16,84164 4 684 2 2 0,05 |QENSLL | 0,001112347
0 DNTAR
. . . . evm_27.model. AmTr_|
Q8L831 M”‘T/;‘;‘:'e’;:am"y A’;Z’ij;r’f:’s AT1G79690 Zgiiiiﬂ'i?n'y 20.2 Terpenoids 0 79 emb./end. | v1.0_scaffold00019.5| -205,3022| 40 86 36 26 |1,027778| #smee| 0020022247
8
Cysteine protease Arabidopsis 06 Protein destination evm_27.model. AmTr_ LGNRPF
Q8VYS0 4 (papgin) s’ | AT3G54940 and storage 06.13 Proteolysis e-130 77 emb./end. | v1.0_scaffold00022.3| -12,92445 6 384 2 2 0,153846 | WIIK 0,001112347
91 ISMDED
Arabidopsis evm_27.model.AmTr_| ASIKDV
Q93VR4 MLP-like protein 'S | AT1G24020 | 11 Disease/defence | 11.02 Defence-related| 2,00E-05 44 end. v1.0_scaffold00003.1 | -6,461426 12 17,9 2 2 0,181818|HNIVPK | 0,001112347
19 FNSLVY




YGLSSE

Q941A4  |Uncharacterized protein| A"@299PSiS | At5G45690 | 13 Unclassified 13 Unclassified | 1,00E-74 70 emb.end, |SYM27.modelAmTr_| g ggno7 58 28,9 15 - 11 |0,882353|ELKESR | 0,008342603
thaliana v1.0_scaffold00162.9 YGLSSE
Arabidopsis evm_27.model. AmTr. VFEAHT
Q9cs27 Coatomer - AT1G52360 09 Cell structure 09.07 ER/Golgi 0 84 end. = —| -5,354578 2 104,4 2 - 2 0,05 ([DYIR 0,001112347
thaliana v1.0_scaffold00142.4
- SFEVTE
. . . evm_27.model. AmTr_|
QOFF40 2S albumin Arabidopsis | xr5aagqgg |06 Protein destination)  06.20 Storage 27 36 emb./end. | v1.0_scaffold00005.2 | -88,31336 40 16,8 50 44 10 |7,142857| st | 0,027808676
thaliana and storage proteins 12
. . . evm_27.model.AmTr_| ETAGNV
QIFG31 Late embryogenesis | Arabidopsis | ar5c06760 | 11 Disease/defence 11.05 Stress 4,00E-09 48 emb./end. | v1.0_scaffold00022.1| -17,85387 20 14,8 2 - 2 0,333333|AASAK | 0,001112347
abundant protein (LEA) thaliana responses 82 VPLSGP
Ribonuclease E Arabidopsis 04.19 MRNA evm_27.model. AmTr_| HVPISIA
QOFH13 inhibitor lop AT5G56260 | 04 Transcription : ! 2,00E-72 88 end. v1.0_scaffold00061.2 | -6,545155 13 17,7 2 - 2 0,222222|GTLIR | 0,001112347
. . thaliana synthesis -
RraA/Dimethvimenaqui 5 MFAGPI
. . . evm_27.model. AmTr_| CCEQLE
QOFH31 25 albumin Arabidopsis | xp5ig4740 |06 Protein destination)  06.20 Storage 0,045 55 emb./end. | v1.0_scaffold00005.2| -50,426 35 17,2 15 9 6  |2142857|NMREEC| 0,008342603
thaliana and storage proteins 15 R
Glyceraldehyde-3- Arabidopsis evm_27.model. AmTr_| TLLFGD
QIFX54 phosphate oop AT1G13440 02 Energy 02.01 Glycolysis | 3,00E-51 82 emb./end. | v1.0_scaffold00177.2| -9,422508 16 15,5 2 1 2 05 |KPVTVF | 0,001112347
dehvdroaenase thaliana 1 GVR
Glyceraldehyde-3- Arabidopsis evm_27.model.AmTr_| AAGFNII
QOFX54 phosphate s | AT1G13440 02 Energy 02.01 Glycolysis | 8,00E-95 86 emb./end. | v1.0_scaffold00177.2 | -29,96041 24 247 10 9 5 1,428572|PSSTGA | 0,005561735
dehvdroaenase 4 AK
. . evm_27.model. AmTr_| AYLFPE
QoLFa3 |Monodehydroascorbate|  Arabidopsis | r3gsnggg | 11 Diseaseldefence | 11.06 Detoxification | e-175 84 emb.end. | v1.0_scaffold00069.1 | -9,665546 5 471 2 - 2 0,105263|GAAR | 0,001112347
reductase thaliana 3 VQPPVD
Short chain alcohol Arabidopsis . evm_27.model. AmTr_ LNILVNN
QILHTO ’ AT5G06060 02 Energy 02.16 Fermentation | 9,00E-99 82 emb./end. | v1.0_scaffold00012.3| -11,06048 10 28,9 2 - 2 0,222222|VGTNIP | 0,001112347
dehydrogenase thaliana R K
. . . . . evm_27.model. AmTr_| IINEPTA
QILKR3 HSP70 (Luminal Arabidopsis | xr5iogsaq |06 Protein destination| - 06.01 Folding and 0 90 emb./end. | v1.0_scaffold00002.5 | -28,54088 4 74,2 5 - 3 0,185185|AAIAYGL| 0,002780868
binding protein 1) thaliana and storage stability 4 DKK.
Cupin family protein . . L evm_27.model.AmTr_|
QoLUJ7 (Nutrient reservoir | AT@PIdOPSIs | ar3gopg4q |08 Protein destination| 06.20 Storage 4,00E-53 48 emb./end. | v1.0_scaffold00002.6 | -650,1507 68 59,8 298 - 83 10,75 |#uusss| 0165739711
orotein) thaliana and storage proteins 57
Pyruvate Arabidopsis evm_27.model. AmTr_| IYVPEG
Q9M040 decarboxylase-like lop AT5G01320 02 Energy 02.16 Fermentation 0 88 emb.end. | v1.0_scaffold00007.1 | -20,46228 8 65,3 5 - 4 0,333333|VPLK 0,002780868
N thaliana
protein 42 EPVPFECI
Late embryogenesis Arabidopsis . 11.05 Stress evm_27.model. AmTr_ LPSGPK
QIM132 § - AT4G01410 | 11 Disease/defence 6,00E-49 70 end. v1.0_scaffold00001.4 | -12,70246 16 23,8 2 - 2 0,285714|PPPSPS | 0,001112347
abundant protein (LEA) thaliana responses 93 PAPAGA
Dihydrolipoamide Arabidopsis evm_27.model AmTr_| LVPHVY
QOM5K5 ’ AT3G16950 02 Energy 02.10 TCA pathway | 0,00E+00 | 82 end. v1.0_scaffold00003.1 | -13,91364 4 59,3 2 - 2 0,090909|CIGDAN | 0,001112347
dehydrogenase thaliana 5 GK
. . evm_27.model. AmTr_| VDLNVP
Q9SAJ4 Phosphoglycerate | Arabidopsis | ar4G79550 02 Energy 02.01 Glycolysis 0 93 emb.fend. | v1.0_scaffold00062.1 | -36,97078 27 424 7 - 6 0,363636|LDDNQK| 0,003893215
kinase thaliana 99 TDDTR
MD-2-related lipid Arabidopsis evm_27.model. AmTr_| VSGMEV]
QUSF20 | recognition domain- s AT3G11780 | 11 Disease/defence |11.02 Defence-related| 4,00E-46 74 emb./end. | v1.0_scaffold00004.1| -16,91722 19 16,4 2 - 2 0,333333|DPDPVE | 0,001112347
containina protein 91 R
Fructose-bisphosphate | Arabidopsis evm_27.model. AmTr_ GILAADE
Q9SJQ9 ’ AT2G36460 02 Energy 02.01 Glycolysis e-178 91 emb./end. | v1.0_scaffold00040.2 | -16,58503 7 382 3 - 2 0,1875 |STGTIG | 0,001668521
aldolase thaliana
04 KR
. . . . . . evm_27.model. AmTr_|
Q9SK09 Cupin family protein | Arabidopsis | xr5 040 |06 Protein destination)  06.20 Storage e-118 66 emb./end. | v1.0_scaffold00080.8 | -87,19413 36 50,4 25 - 14 | 1,444444] s | 0,013904338
(Vicilin) thaliana and storage proteins 2
. . . evm_27.model.AmTr_| VICDHL
QISRT9 UDP-L-arabinose Arabidopsis | 302230 | 09 Cell structure 09.01 Cell wall 0 95 emb./end. | v1.0_scaffold00047.1 | -26,94539 14 40,9 6 3 4 0,272727|GLGLK | 0,003337041
mutase thaliana 49 VICDHL
UDP-L-arabinose Arabidopsis evm_27.model. AmTr_| VICDHL
QISRTY ’ AT3G02230 | 09 Cell structure 09.01 Cell wall 0 93 end. v1.0_scaffold00013.8 | -17,29034 11 413 5 2 4 0,263158|GLGVK | 0,002780868
mutase thaliana - 5 LADELDI
\socitrate Arabidopsis evm_27.model. AmTr_| GPGVAL
QISRZ6 ’ AT1G65930 02 Energy 02.10 TCA pathway 0 87 end. v1.0_scaffold00085.1 | -5,449527 5 55,8 2 - 2 0,083333| AMFNVD| 0,001112347
dehydrogenase thaliana 12 ESIR
Hydroxysteroid Arabidopsis evm_27.model. AmTr_| RGANLV
Q9T0GO dehydrogenase oop AT4G10020 | 01 Metabolism | 01.06 Lipid and sterol| 7,00E-88 84 emb./end. | v1.0_scaffold00099.1 | -16,94091 18 248 5 - 5 0,833333|LVAR 0,002780868
. thaliana
(Steroleosin-B) 3 MSLYAA
. . evm_27.model.AmTr_| KLFGVT
Q9ZP06 | Malate dehydrogenase A’;’f;’,‘i’:"]’:’s AT1G53240 02 Energy 02.10 TCA pathway | e-143 90 emb.fend. | v1.0_scaffold00021.8 | -23,16765 17 36,1 4 - 4 0,666667| TLDVVR | 0,002224694
7 LFGVTT




Glutathione S- Arabidopsis . e evm_27.model. AmTr_| EENLAN
Q9ZRWS oo s> | AT1G78380 | 11 Disease/defence | 11.06 Detoxification | 4,00E-74 76 emb./end. | v1.0_scaffold00092.8 | -83,52095| 40 245 13 - 1 1,444444|KGELLL | 0,007230256
1 K
. . . evm_27.model. AmTr_| LSSIGLD
QozU52 ;E;‘;f::gﬁz:‘g:gz:f) A';t;’l’ij;r’f:’s AT2G01140 02 Energy 02.01 Glycolysis 0 89 emb./end. | v1.0_scaffold00001.7 | -12,80521 6 424 2 - 2 0,142857|NTEPNR| 0,001112347
61 ASPETIA
. " Arabidopsis . 11.01 Resistance evm_27.model AmTr_| SGCEAF
Q9zV34 Thaumatin putative thaliana AT2G28790 | 11 Disease/defence enes 6,00E-91 81 emb./end. v1.0_scaffold00012.9| -12,11521 10 26,5 2 - 2 0,2 GTDELC | 0,001112347
g 4 CR
. e . . L evm_27.model. AmTr_|
Qozwas | 128 G'°b“'é” (eruciferin A’;’f;’,‘i’:"]’:’s AT1G03890 | %6 Pr;’;z‘”stg‘:g';a"on Oe'i?otse‘;?ge 2,00E-64 51 emb./end. | v1.0_scaffold00067.1| -623,0742 71 49,1 293 185 77 | 15,47368| s | 0,162958843
1
128 Globulin (cruciferin| Arabidopsis 06 Protein destination 06.20 Storage - evm_27.model. AmTr_{ _
Q9ZWA9 haliana | AT1G03890 and storage proteins 7,00E-70 51 emb jend. | TG oidoooe7 7| 9219827 | 81 54,5 497 389 126 24 | #HEEE | 0,276418242




Supplemental table 3: list of the proteins identifed from the albumin fraction of Amborella trichopoda whole mature seed by 2-DE

Proteins have been analyzed by two-dimensional electrophoresis and identified by mass spectrometry LC/MS-MS. The protein spots were analysed by LC-MS/MS on the PAPPSO plateform (Benoit Valot, Thierry Balliau, Michel Zivy, INRA Moulon, France; http://pappso.inra.fr).

Based on the spectrum generated, proteins were identified using the X-Tandem software. “Spot ID" relates to the protein position on the 2DE reference map. "Number of id per spot” reflect the number of single identifications in the same spot. “NCBI accession number"

the

accession number in NCBI database. "Protein name". "Organism" relates to the organism from which the identied protein comes from for functional analysis - efforts were focus on Arabidopsis thaliana as a plant model. "AGI". "Function category™ and "Function description™
relate to the functional categories defined according to the ontological classification of Bevan et al. [Bevan et al. (1998) Nature 391:485-488]. "log(Evalue) identification” reflects the statistical power of the identification by BLAST (performed on TAIR or BLAST). "Identity” indicates
in % the recovery of the Amborella protein sequence against the identified protein. "Description™ was taken from the Amborella EVM 27 Predicted Proteins (http://www.amborella.org). The "log (E value)" is a statistical parameter that represents the number of peptides present at
random in the database. It was calculated by the product of the Evalue of unique peptides identified in the protein spot (Valot et al., 2011). "Coverage" refers to the recovery rate of the protein by the identified peptides, expressed in %. "MW" relates to the molecular weight
expressed in kDa."Spectra” corresponds to the number of spectra which allowed the protein identification from 2DE protein single spot. "Specifics™ corresponds to the number of specific spectrum corresponding to the identification among the other identifications of the group.
"Uniques" refers to the number of unique peptides (different sequences) that led to the protein identification. "PAI" is the protein abundance index in the spot. "Peptide sequences” displays identified peptides for each protein spot.

Cupin family protein Arabidopsis 06 Protein destination 06.20 Storage evm_27.model.AmTr_ IEMACPH
1 1 Q9LUJ7 (Nutrient reservoir SIS | AT3G22640 i ol 5,00E-54 30 [v1.0_scaffold00002.6 | -102,8897| 55 435 30 - 20 | 1,34783 |[KGDTATIPAGK
orotein) 9 P 57 KGDTATIPAGK
Cupin family protein . . . i evm_27.model. AmTr_| IEMACPH
2 1 Q9LUJ7 (Nutrient reservoir A’ti]’;’l‘fa"fj’s AT3G22640 | %8 Pf:;”;g‘f:“ga““” 06'2?0‘8;&':99 5,00E-54 30 | v1.0_scaffold00002.6 | -135,6284 65 435 42 - 24 2 |KGDTATIPAGK
orotein) 9 P 57 KGDTATIPAGK
Cupin family protein . . . . evm_27.model. AmTr_| IEMACPH
3 1 QoLuJ7 (Nutrient reservoir A’;‘;’ﬁ:ﬁ:’s AT3G22640 | %6 P':;Z'gt‘;f:"ga“"” Oe'zfotse‘i‘;fge 500E-54 | 30 |v1.0_scaffold00002.6| -1255067| 57 435 39 . 22 | 1,82609 |KGDTATIPAGK
orotein) 9 P 57 KGDTATIPAGK
Cupin family protein . . . s evm_27.model. AmTr_| IEMACPH
4 1 Q9LUJ7 (Nutrient reservoir A’ti]’;’l‘fa"fj’s AT3G22640 | %8 Pf:;”;gf:“ga““” 06'2?0‘8;&':99 5,00E-54 30 | v1.0_scaffold00002.6 | -143,6343 61 435 44 - 26 | 2,17391 |KGDTATIPAGK
orotein) 9 P 57 KGDTATIPAGK
Arabidopsis evm_27.model. AmTr_| ATYEAITK
5 3 Q9SIBY Aconitase SIS | AT2G05710 02 Energy 02.10 TCA pathway 0 84 | v1.0_scaffold00001.1| -63,1981 14 107 11 6 11 | 0,30556 |IDKLPYSIR
43 MFVDYNEPQT
— YLLQSGLQK
5 3 Q42560 Aconitase Arabidopsis | xr4c35830 02 Energy 02.10 TCA pathway 0 g4 |evm 27.modelAmTr_| 44 o455) 13 93,2 8 3 8 0,2963 |YLDQQGFHIV
thaliana v1.0_scaffold00115.1 GYGCTTC
Cupin family protein . . . . evm_27.model. AmTr_| KGDTATIPAGK
5 3 QoLuJ7 (Nutrient reservoir A’;‘;’ﬁ:ﬁ:’s AT3G22640 | %6 P':;Z'gt‘;f:"ga“"” Oe'zfotse‘i‘;fge 500E-54 | 30 |v1.0_scaffold00002.6 -63,96007 | 47 435 15 . 13 | 0,65217 |KGDTATIPAGK
orotein) 9 p 57 IEMACPHVSG
Arabidopsis evm_27.model. AmTr_| ATYEAITK
6 3 Q9SIBY Aconitase s | AT2605710 02 Energy 02.10 TCA pathway 0 84  [v1.0_scaffold00001.1| -100,0359| 30 107 21 10 20 | 0,61111 |PGQDVTWTD
43 SGK
— MFVDYRKEPQT
6 3 Q42560 Aconitase Arabidopsis | xr4c35830 02 Energy 02.10 TCA pathway 0 g4 |evm27.modelAmTr | g6 75593| g 93,2 15 4 15 | 0,62963 |[ER
thaliana v1.0_scaffold00115.1
TIHVPTGEELY
Cupin family protein . . . s evm_27.model. AmTr_| KGDTATIPAGK
6 3 QoLUJ7 (Nutrient reservoir | Ar3IOPSIS | xragppg4q |06 Protein destination)  06.20 Storage | g g0p g4 | 30 | 1.0 scaffold00002.6| -52,41807| 39 435 13 - 10 | 0,6087 [KGDTATIPAGK
¥ thaliana and storage proteins
protein) 57 PSSEQLQGLIH
Arabidopsis evm_27.model. AmTr_| ATYEAITK
7 3 Q9SIBY Aconitase SIS | AT2G05710 02 Energy 02.10 TCA pathway 0 84 [v1.0_scaffold00001.1| -136,3309| 32 107 28 16 24 | 0,80556 |PGQDVTVWTD
43 SGK
Arabidopsis evm_27.model. AmTr KDFNSYGSR
7 3 Q42560 Aconitase Top ATAG35830 02 Energy 02.10 TCA pathway 0 84 2! AN 66,94725| 22 932 16 4 15 | 0,62963 |YLLQSGLQK
thaliana v1.0_scaffold00115.1
TIHVPTGEELY
Cupin family protein . . . . evm_27.model.AmTr_| KGDTATIPAGK
7 3 QoLuJ7 (Nutrient reservoir A’;‘;’ﬁ:ﬁ:’s AT3G22640 | %6 P':;Z'gt‘;f:"ga“"” Oe'zfotse‘i‘;fge 500E-54 | 30 |v1.0_scaffoldo0002.6|-30,92330| 23 435 7 . 6 | 03913 |EVSFNVPSR
orotein) 9 p 57 AQSDSVFWG
5- Arabidopsis evm_27.model. AmTr_| AIKEEISK
8 3 050008 | methyltetrahydropteroyl Top AT5G17920 | 01 Metabolism 01.01 Amino Acid 0 85  [v1.0_scaffold00004.9| -7521515| 23 84,5 16 - 15 | 0,54545 |KISQEDYVK
. thaliana
trialutamate- 9 ISQEDYVK
Arabidopsis evm_27.model. AmTr_| RGNDEVMAR
8 3 Q9SIBY Aconitase 7op AT2G05710 02 Energy 02.10 TCA pathway 0 84 [ v1.0_scaffold00001.1 | -38,92142 10 107 12 - 10 | 0,33333 |GNDEVMAR
thaliana
43 ATYEAITK
- . . evm_27.model. AmTr_|
8 3 FaHwRo | Dessicationrelated | Arabidopsis | sryga79g0 | 11 Disease/defence 11.05 Stress e-106 70 | v1.0_scaffold00016.3| -4,930702 5 33,4 2 - 2 | 015385 |VVSSGNEK
protein thaliana responses ~ 45 TILYEQANK




5- Arabidopsis evm_27.model. AmTr_| AIKEEISK
9 050008 | methyltetrahydropteroyl 7op AT5G17920 | 01 Metabolism 01.01 Amino Acid 0 85 | v1.0_scaffold00004.9| -99,53852| 29 84,5 27 21 19 | 0,84848 |FSYASHK
. thaliana
trialutamate- 9 GNASLPAMEM
- Arabidopsis ] ) ) evm_27.model. AmTr_| AIKEEISK
10 050008 | methyltetrahydropteroyl i AT5G17920 | 01 Metabolism 01.01 Amino Acid 0 85 | v1.0_scaffold00004.9 | -89,65131 28 84,5 21 - 19 | 0,66667 |KISQEDYVK
trialutamate- thaliana 9 ISQEDYVK
S-adenosyl-L- Arabidopsis 04.22 MRNA evm_27.model. AmTr_| SSLSEDQQK
1" Q9S9P4 | methionine-dependent [ “22UPYS | AT1G30550 | 04 Transcription e 26-79 68 | v1.0_scaffold00019.5 | -198,9159 35 122 57 - 35 | 1,30435 |AGYVSAGDK
methvltransferase (7- P 9 7 SKGVTAAPIR
S_-at.jenosyI-L- Arabidopsis o 04.22 MRNA evm_27.model. AmTr_| SSLSEDQQK
12 Q9S9P4 methionine-dependent " AT1G30550 04 Transcription . 2e-79 68 v1.0_scaffold00019.5 | -173,9084 30 122 42 - 30 1,04348 |AGYVSAGDK
methvltransferase (7- thaliana processing 7 GLDEAHGK
HSC70 (Heat shock Arabidopsis 06 Protein destination| 06.01 Folding and evm_27.model.AmTr_ RFSDASVQSD
12 P22953 cognate 70 kDa alS | AT5G02500 o storae bt 0 83 | v1.0_scaffold00072.1 | -90,39309 36 719 19 14 16 | 0,95455 |IK
protein) orag Y 29 STAGDTHLGG
— - — - FSDPSVQADM
12 QISIN1 HSP70 (he_at shock Arablc_!opsts AT1G16030 06 Protein destination| 06.01 Fold_mg and 0 80 evm_27.model. AmTr_| 41,69191 16 716 6 Py 6 042857 |K
protein) thaliana and storage stability v1.0_scaffold00137.8 NQVALNPENT
K . . . . . evm_27.model. AmTr_| SSQHQVR
12 QILKR3 HSP70 (Luminal Arabidopsis | xr5cogsag | 06 Protein destination| - 06.01 Folding and 0 82 | v1.0_scaffold00002.5| -105,775 35 74,2 23 17 22 | 0,88889 |ALSSQHQVR
binding protein 1) thaliana and storage stability
4 L ADKIESDDKE
. . . . . . evm_27.model. AmTr_| AMDDAGLEK
12 Q39043 HSP70 (Luminal | Arabidopsis | xr5e40000 |06 Protein destination|  06.01 Folding and 0 88 |v1.0_scaffold00009.3| -67,07122| 17 73,2 9 4 9 036 |SGHVEIIANDQ
binding protein 2) thaliana and storage stability 53 GNR
. . evm_27.model. AmTr_|
13 Q8L831 Nudix hydrolase Arabidopsis | xr1G79690 | 01 Metabolism 01.03 Nucleotides 0 66 | v1.0_scaffold00036.8| -26,68328 7 88,2 7 1 5 | 0,20581 |SCHILDSTCTF
thaliana 4 SVNFSE
S-adenosyl-L- . . evm_27.model.AmTr_| SSLSEDQQK
13 Q9S9P4 | methionine-dependent A’;’;’ﬁ:f]’:’s AT1G30550 | 04 Transcription 04;5;’;‘;‘;\“‘ 26-79 68 | v1.0_scaffold00019.5| -202,468 | 35 122 55 49 36 | 1,26087 |EHSDDSDLDK
methvltransferase (7- P 9 7 AGYVSAGDK
K . . . . . evm_27.model. AmTr_| NQAALNPER
13 QILKR3 HSP70 (Luminal Arabidopsis | xr5cogsag | 06 Protein destination| - 06.01 Folding and 0 82 | v1.0_scaffold00002.5 | -23,75381 9 74,2 6 4 6 0,22222 |LSQEEIER
binding protein 1) thaliana and storage stability 4 ALEDASLOK
HSC70 (Heat shock . . . . . evm_27.model.AmTr_| FSDASVQSDIK
13 P22953 cognate 70 kDa A’tf]‘”ﬂ"”s’s AT5G02500 | %6 P“"Z‘” destination|  06.01 FOQU".'{‘Q and 0 83 |v1.0_scaffold00072.1| -41,57169| 13 71,9 7 5 7 | 0,31818 [NALENYAYNM
protein) allana ans storage stabili Ly 29 R
. . evm_27.model. AmTr_| SPWSSLDENK
14 Q8L831 Nudix hydrolase A’;f;’,‘fa"fj’s AT1G79690 01 Metabolism 01.03 Nucleotides 0 66 | v1.0_scaffold00036.8 | -23,37306 8 88,2 8 2 6 0,25806 | TITLPSGQQST
4 VR
S-adenosyl-L- . . evm_27.model.AmTr_| SSLSEDQQK
14 Q9S9P4 | methionine-dependent A’;‘;’ﬁ:f]’:’s AT1G30550 | 04 Transcription 04;5;’;‘;‘;\“‘ 26-79 68 | v1.0_scaffold00019.5| -281,661 39 122 % 84 49 | 2,02174 |EHSDDSDLDK
methvitransferase (7- P 9 7 SKGVTAAPIR
. . evm_27.model. AmTr_|
15 Q8L831 Nudix hydrolase A’;f;’,‘fa"fj’s AT1G79690 01 Metabolism 01.03 Nucleotides 0 66 | v1.0_scaffold00036.8 | -23,93043 8 88,2 9 1 6 0,32258 \T/'FILPSGQQST
4
S-adenosyl-L- . . evm_27.model.AmTr_| SSLSEDQQK
15 Q9S9P4 | methionine-dependent A’;’;’ﬁ:f]’:’s AT1G30550 | 04 Transcription 04;5;’;‘;‘;\“‘ 26-79 68 | v1.0_scaffold00019.5| -232,509 | 36 122 70 62 44 | 1,6087 |EHSDDSDLDK
methvitransferase (7- P 9 7 EHSDDSDLDK
. - — - LSKEEIEK
15 QISINT HSP70 (hegt shock Arab/qopSIs AT1G16030 06 Protein destination| 06.01 Fold!ng and 0 80 evm_27.model. AmTr_| 77.01826 23 716 13 R 12 0,66667 | TKDNNLLGK
protein) thaliana and storage stability v1.0_scaffold00137.8
FSDPSVQADM
S-adenosyl-L- . . evm_27.model.AmTr_| SSLSEDQQK
16 Q9S9P4 | methionine-dependent A’;‘;’ﬁ:f]’:’s AT1G30550 | 04 Transcription 04;5;’;‘;‘;\“‘ 26-79 68 |v1.0_scaffold00019.5| -133,7371| 24 122 32 . 25 | 0,73913 |KASDLLQK
methvitransferase (7- P 9 7 EHSDDSDLDK
. - — - TKDNNLLGK
HSP70 (heat shock Arabidopsis 06 Protein destination| 06.01 Folding and evm_27.model. AmTr_| R
16 QISIN1 protein) el | AT1G16030 and storago stabilfy 0 80 |G Seafioldoota7 8| 7512224| 23 716 15 13 | 07619 ESDPSVQADM
S-adenosyl-L- Arabidopsis 04.22 MRNA evm_27.model.AmTr_| DDLATSELK
17 Q9S9P4 | methionine-dependent | “B0OPS'S | AT1G30550 | 04 Transcription i 26-79 68 | v1.0_scaffold00019.5 | -82,98392 18 122 17 - 16 | 0,3913 |AYEVANTPSLK|
methvitransferase (7- P 9 7 AFLTTADSAVK
. - — - KCLETVEK
17 QISINT HSP70 (hegt shock Arab/qopSIs AT1G16030 06 Protein destination| 06.01 Fold!ng and 0 80 evm_27.model. AmTr_| 2057307 47 716 56 R 3 266667 | AAEQYKAEDE
protein) thaliana and storage stability v1.0_scaffold00137.8 EVKR
S-adenosyl-L- . . evm_27.model.AmTr_| SSLSEDQQK
18 Q9S9P4 | methionine-dependent A’;‘;’ﬁ:f]’:’s AT1G30550 | 04 Transcription 04;5;’;‘;‘;\“‘ 26-79 68 | v1.0_scaffold00019.5| -301,8307| 45 122 88 . 54 | 2,04348 |EHSDDSDLDK
methvitransferase (7- P 9 7 SKGVTAAPIR
. - — - TKDNNLLGK
HSP70 (heat shock Arabidopsis 06 Protein destination| 06.01 Folding and evm_27.model. AmTr_| _
18 QISIN1 protein) sl | AT1G16030 and Storago stabilly 0 80 |10 Scafioldon137 5| 46:21963| 21 716 11 8 1 | 057143 ESDPSVQADM
HSC70 (Heat shock : . . - ’ evm_27.model. AmTr_|
18 P22953 cognate 70 kDa A’tf]‘”ﬂ"”s’s AT5G02500 | %6 P“"Z‘” destination|  06.01 FOQU".'{‘Q and 0 83 | v1.0_scaffold00072.1| -19,53139 7 71,9 4 1 4 | 0,18182 |VEIANDQGNR
protein) allana ans storage stabili Ly 29




Arabidopsis

evm_27.model. AmTr_|

19 Q8L831 Nudix hydrolase thaliana AT1G79690 01 Metabolism 01.03 Nucleotides 0 66 v1.0_scaffold00036.8 | -14,56268 5 88,2 4 1 4 0,12903 |LQEAEVSAVK
4
S-adenosyl-L- Arabidopsis 04.22 MRNA evm_27.model. AmTr_| KASDLLQK
19 Q9S9P4 methionine-dependent 7op AT1G30550 04 Transcription § . 2e-79 68 v1.0_scaffold00019.5 | -131,5984 30 122 33 30 26 0,73913 |AYEVANTPSLK
methvltransferase (7- thaliana processing 7 FGLDEAH
. . . s . FSDPSVQADM
19 QISINT HSP70 (hegt shock Arab/qopSIs AT1G16030 06 Protein destination| 06.01 Fold!ng and 0 80 evm_27.model. AmTr_| -37.42429 14 716 7 R 7 033333 |K
protein) thaliana and storage stability v1.0_scaffold00137.8 VEIIPNDQGNR
Arabidopsis evm_27.model. AmTr_| FAGDDAPR
19 P53492 Actin 7 Jop AT5G09810 09 Cell structure 09.04 Cytoskeleton 0 97 v1.0_scaffold00018.1 | -21,83434 14 41,6 6 - 6 04 |VGMGQKDAYYV|
thaliana
04 GDEAQSK
Arabidopsis evm_27.model. AmTr_| FAGDDAPR
19 P53496 Actin 11 thaliar?a AT3G12110 09 Cell structure 09.04 Cytoskeleton 0 96 v1.0_scaffold00044.6 | -21,83434 14 43,9 6 - 6 0,375 [VGMGQKDAYV|
1 GDEAQSK
Arabidopsis evm_27.model. AmTr_| FAGDDAPR
19 P53492 Actin 7 7op AT5G09810 09 Cell structure 09.04 Cytoskeleton 0 97 v1.0_scaffold00062.1 | -21,83434 14 41,5 6 - 6 04 |VGMGQKDAYV|
thaliana
82 GDEAQSK
S-adenosyl-L- Arabidopsis 04.22 MRNA evm_27.model. AmTr_| KASDLLQK
20 Q9S9P4 methionine-dependent thaliar?a AT1G30550 04 Transcription prlocessing 2e-79 68 v1.0_scaffold00019.5| -55,2701 13 122 13 - " 0,28261 [FGLDEAHGK
methvltransferase (7- 7 AFLTTADSAVK
Chaperonin . . . . . evm_27.model.AmTr_| MPVHTIASN
20 P29197 | (Chaperonin-60kD, A’;‘;’ﬁ:f]’:’s AT3G23990 | %6 P’;’;Z'gt‘;f:gga“"” OGDgg’gﬁ;{‘yg and 0 86 | v1.0_scaffold00003.2| -208,6805| 56 61,2 47 . 33 16 |LHTANFDQK
ch60. CPN60) 61 IGGASEVEVS
Cupin family protein . . . A evm_27.model. AmTr_| KGDTATIPAGK
20 QoLUJ7 (Nutrient reservoir | AT3PIdOPSIS | 35649 | 06 Protein destination|  06.20 Storage 5e-54 30 |v1.0_scaffold00002.6| 21,1972 14 435 4 - 4 | 0,17391 |AQSDSVFWG
brotein) thaliana and storage proteins 57 PR
Phosphoglycerate Arabidopsis . evm_27.model. AmTr_ SALEAVKK
21 QIMOK1 X AT3G08590 02 Energy 02.01 Glycolysis 0 82 v1.0_scaffold00077.21| -134,2158 56 61,3 31 - 26 1,375 [TPTMDSLK
mutase thaliana 1 TFACSETVK
Cupin family protein . . . s evm_27.model. AmTr_| KGDTATIPAGK
21 Q9LUJ7 (Nutrient reservoir A’;f;’,‘fa"fj’s AT3G22640 | %8 Pfr“’fj”;g‘f:gga“"” 06'5?02‘;299 5,00E-54 30 | v1.0_scaffold00002.6 | -36,50215 26 435 10 - 7 0,47826 |KGDTATIPAGK
protein) 57 AQSDSVFVVG
Arabidopsis evm_27.model. AmTr_| ISAHIAANVATK]
22 Q9CA83 Malate dehydrogenase thaliar’:a AT1G79750 02 Energy 02.10 TCA pathway 0 76 v1.0_scaffold00056.8 | -40,91504 16 71,9 9 - 8 0,31034 | YMAMMDLQE
7 R
Cupin family protein . . . s evm_27.model. AmTr_| KGDTATIPAGK
22 Q9LUJ7 (Nutrient reservoir | Ar@bidopsis | araay0640 |06 Protein destination| 06.20 Storage 5e-54 30 | v1.0_scaffold00002.6| -51,201 37 435 1 - 9 0,52174 |PSSEQLQGLIH
brotein) thaliana and storage proteins 57 GGSGGGK
Arabidopsis evm_27.model. AmTr_| IPVEEAR
23 Q9CA83 Malate dehydrogenase thaliar’:a AT1G79750 02 Energy 02.10 TCA pathway 0 76 v1.0_scaffold00056.8 | -134,8279 42 71,9 31 - 23 1,10345 [ISAHIAAN
7 YMAMMDLQE
Cupin family protein . . . s evm_27.model. AmTr_| IEMACPH
23 Q9LUJ7 (Nutrient reservoir A’;f;’,‘fa"fj’s AT3G22640 | %8 Pfr“’fj”;g‘f:gga“"” 06'5?02‘;299 56-54 30 | v1.0_scaffold00002.6| -79,0151 47 435 19 - 14 | 0,91304 |[KGDTATIPAGK
protein) 57 KGDTATIPAGK
Arabidopsis evm_27.model.AmTr_| ETSPIDSQK
24 049299 Phosphoglucomutase thaliar’:a AT1G23190 02 Energy 02.01 Glycolysis 0 81 v1.0_scaffold00010.1 | -96,26015 43 63,7 24 - 23 0,89655 |KETSPIDSQKP
23 GTSGLR
Pyrophosphate-fructose| Arabidopsis evm_27.model. AmTr_| ATAQVPDAK
24 Q9C9K3 6-phosphate 1- thaliar?a AT1G76550 02 Energy 02.01 Glycolysis 0 79 v1.0_scaffold00022.11| -22,92995 10 73,8 5 - 5 0,17857 [PAVHPATVDLR
phosphotransferase 4 NPGPLQFEGP
Cupin family protein . . . . evm_27.model.AmTr_| ISNDHGELYEL
2 QoLuJ7 (Nutrient reservoir A’tf]‘”ﬂ"”s’s AT3G22640 | %6 P“"Z‘” destination| 06.20 Storage 56-54 30 | v1.0_scaffold00002.6| -0,657578 9 435 2 - 2 | 0,08696 |DETEYSPLR
orotein) alana and storage proteins 57 AFSDEILEASE
Pyrophosphate-fructose| Arabidopsis evm_27.model. AmTr_| ATAQVPDAK
25 Q9C9K3 6-phosphate 1- thaliar?a AT1G76550 02 Energy 02.01 Glycolysis 0 78 v1.0_scaffold00022.11| -43,8919 24 73,8 15 - 12 0,60714 [IIQEHPVIR
phosphotransferase 4 CGGAPITAMM
Arabidopsis evm_27.model.AmTr_| LSGTGSEGATI
25 049299 Phosphoglucomutase thaliar’:a AT1G23190 02 Energy 02.01 Glycolysis 0 81 v1.0_scaffold00010.1 | -66,50652 39 63,7 18 - 17 0,68966 |R
23 ETSPIDSQKP
Arabidopsis evm_27.model. AmTr_| LSGTGSEGATI
26 049299 Phosphoglucomutase thaliarfa AT1G23190 02 Energy 02.01 Glycolysis 0 81 v1.0_scaffold00010.1 | -89,94231 43 63,7 25 - 22 0,89655 [R
23 ETSPIDSQKP
Arabidopsis evm_27.model.AmTr_| LSGTGSEGATI
27 049299 Phosphoglucomutase thaliar’:a AT1G23190 02 Energy 02.01 Glycolysis 0 81 v1.0_scaffold00010.1 | -47,33076 21 63,7 1 - 10 0,44828 |R
23 ETSPIDSQKP
Pyrophosphate-fructose| Arabidopsis evm_27.model. AmTr_| ATAQVPDAK
27 Q9C9K3 6-phosphate 1- thaliar?a AT1G76550 02 Energy 02.01 Glycolysis 0 78 v1.0_scaffold00022.11| -78,99382 31 73,8 17 - 16 0,64286 [PAVHPATVDLR
phosphotransferase 4 ASHVALECTL
Arabidopsis evm_27.model.AmTr_| ETSPIDSQKP
28 049299 Phosphoglucomutase thaliar’:a AT1G23190 02 Energy 02.01 Glycolysis 0 81 v1.0_scaffold00010.1 | -96,3412 42 63,7 24 - 20 0,82759 |GTSGLR
23 GGPAPEAITDK]




Pyrophosphate-fructose| Arabidopsis evm_27.model. AmTr_| ATAQVPDAK
28 QICIK3 6-phosphate 1- tha”arfa AT1G76550 02 Energy 02.01 Glycolysis 0 78 |v1.0_scaffold00022.11| -33,60399 15 738 8 - 8 0,28571 |PAVHPATVDLR
phosphotransferase 4 VEFGDGTTTA
Arabidopsis evm_27.model.AmTr_| DPVDGSVSK
29 049299 | Phosphoglucomutase tha”ar’]’a AT1G23190 02 Energy 02.01 Glycolysis 0 81 | v1.0_scaffold00010.1| -210,3922 66 63,7 56 - 42 | 2,03448 |MQEFTGR
23 LSGTGSEGATI
S-adenosyl-L- Arabidopsis 04.22 MRNA evm_27.model. AmTr_| IQVPVDIAPK
29 Q9S9P4 | methionine-dependent tha”arfa AT1G30550 | 04 Transcription orosessing 26-79 68 | v1.0_scaffold00019.5 | -46,09355 8 122 12 - 6 0,26087 [ATFEAFVGVR
methvltransferase (7- 7 GGFVMDTNG
Glyceraldehyde-3- Arabidopsis evm_27.model.AmTr_| PVTVFGNR
30 QOFX54 phosphate tha”ar’]’a AT1G13440 02 Energy 02.01 Glycolysis 66-94 82 | v1.0_scaffold00177.2| -18,55315 24 247 5 - 4 0,85714 |[AAGFNIIPSST
dehvdrogenase 4 GAAK
Glyceraldehyde-3- Arabidopsis evm_27.model. AmTr_|
31 QISAJE phosphate tha”arfa AT1G79530 02 Energy 02.01 Glycolysis e-165 | 70,0000 |v1.0_scaffold00039.1 | -4,832092 3 45,2 2 1 2 01 |LTGMAFR
dehvdroaenase 88
Glyceraldehyde-3- Arabidopsis evm_27.model.AmTr_| DAPMFVVGVN
31 QIFX54 phosphate tha”ar’]’a AT1G13440 02 Energy 02.01 Glycolysis | 6,00E-94 74 | v1.0_scaffold00177.2 | -28,31506 34 24,7 9 8 6 1,28571 |EHEYK
dehvdrogenase 4 AAGENIIPSST
Glyceraldehyde-3- . . evm_27.model. AmTr_|
32 Q5E924 phosphate A’;f;’,‘fa"fj’s AT1G79530 02 Energy 02.01 Glycolysis e-162 77 | v1.0_scaffold00039.1| -10,0716 6 452 5 2 4 0,3 gg:igﬁﬁ
dehvdroaenase 88
Glyceraldehyde-3- . . evm_27.model. AmTr_|
32 Q9SAJE phosphate A’;‘;’ﬁ:f]’:’s AT1G16300 02 Energy 02.01 Glycolysis | e-165 70 | v1.0_scaffold00032.2| -10,0716 8 45,4 5 2 4 |033333 gg:igﬁﬁ
dehvdrogenase 83
Glyceraldehyde-3- Arabidopsis evm_27.model. AmTr_| KVVISAPSK
32 QUFX54 phosphate 7op AT1G13440 02 Energy 02.01 Glycolysis | 6,00E-94 82 | v1.0_scaffold00177.2| -65,27201 58 247 20 17 16 3 |vvisapsk
dehvdroaenase thaliana 4 KVVISAPSK
Phosphoglycerate Arabidopsis evm_27.model. AmTr_| NIAQADASMK
33 049485 phogly 7op AT4G34200 | 01 Metabolism 01.01 Amino Acid 0 74 | v1.0_scaffold00051.5 | -51,54272 27 65,2 15 - 12 | 0,55172 |KHAVMAIGVD
dehydrogenase thaliana 9 EEPNK
Cupin family protein . . . A evm_27.model. AmTr_| IEMACPH
33 Q9LUJ7 (Nutrient reservoir A’;f;’,‘fa"fj’s AT3G22640 | %8 Pfr“’fj”;g‘f:gga“"” 06'5?02‘;299 5,00E-54 30 | v1.0_scaffold00002.6| -76,13778 50 435 20 - 15 | 0,91304 |[KGDTATIPAGK
orotein) 57 KGDTATIPAGK
. . . evm_27.model.AmTr_| DLEQCDR
33 QoSTS1 Betaine aldehyde | Arabidopsis | 1348170 | 11 Disease/defence 11.05 Stress 0 78 | v1.0_scaffold00055.1| -68,0287 | 24 54,6 15 . 11| 0,88889 |VSDPLQDGCR
dehydrogenase thaliana responses 45 AFTGSSMTG
S-adenosyl-L- Arabidopsis 04.22 MRNA evm_27.model. AmTr_| ATFEAFVGVR
34 Q9S9P4 | methionine-dependent tha”arfa AT1G30550 | 04 Transcription orosessing 26-79 68 | v1.0_scaffold00019.5| -39,7301 6 122 7 - 4 0,15217 |GGFVMDTNG
methvltransferase (7- 7 AFSVDFSK
Cupin family protein . . . L evm_27.model.AmTr_| IEMACPH
34 QoLuJ7 (Nutrient reservoir | A@0idOPSis | ar3ao0640 |06 Protein destination|  06.20 Storage 56-54 30 |v1.0_scaffold00002.6| -118,9046 | 59 435 39 . 24 | 1,86957 |KGDTATIPAGK
orotein) thaliana and storage proteins 57 KGDTATIPAGK
Cupin family protein . . . A evm_27.model. AmTr_| IEMACPH
35 Q9LUJ7 (Nutrient reservoir A’;f;’,‘fa"fj’s AT3G22640 | %8 Pfr“’fj”;g‘f:gga“"” 06'5?02‘;299 56-54 30 | v1.0_scaffold00002.6 | -79,45148 47 435 23 - 15 | 1,08696 |KGDTATIPAGK
protein) 57 IEMACPHVSG
. . . evm_27.model.AmTr_| IAFTGSSMTG
35 QoSTS1 Betaine aldehyde | Arabidopsis | 1348170 | 11 Disease/defence 11.05 Stress 0 78 | v1.0_scaffold00055.1| -66,07894 | 27 54,6 16 . 12 1 |r
dehydrogenase thaliana responses 45 VSDPLQDGCR
Cupin family protein . . . s evm_27.model. AmTr_| KGDTATIPAGK
36 Q9LUJ7 (Nutrient reservoir A’;f;’,‘fa"fj’s AT3G22640 | %8 Pfr“’fj”;g‘f:gga“"” 06'5?02‘;299 5,00E-54 30 | v1.0_scaffold00002.6 | -90,44898 44 435 21 - 15 | 0,91304 |[KGDTATIPAGK
orotein) 57 ARIEMACPHY
Betaine aldehyde Arabidopsis . 11.05 Stress evm_27.model.AmTr_ IAFTGSSMTG
36 QSTS1 ’ AT3G48170 | 11 Disease/defence : 0 78 | v1.0_scaffold00055.1 | -55,57142 23 54,6 14 - 10 | 083333|R
dehydrogenase thaliana responses 45 VSDPLQDGCR
Dihydrolipoamide Arabidopsis evm_27.model. AmTr_| TCHAHPTLSE
37 QIMS5K2 ydrofip 7op AT3G17240 | 01 Metabolism | 01.06 Lipid and sterol 0 77 | v1.0_scaffold00064.4 | -114,5202 49 53,8 23 21 18 | 1,04348 |AVK
dehydrogenase thaliana 9 VTGVDASDSG
Cupin family protein . . . L evm_27.model.AmTr_| KGDTATIPAGK
37 QoLuJ7 (Nutrient reservoir A’;‘;’ﬁ:f]’:’s AT3G22640 | %6 P’;’;Z'gt‘;f:gga“"” Os'sfof;ﬁ?ge 500E-54 | 30 |v1.0_scaffold00002.6| -34,46526| 29 435 8 . 8 | 043478 |EVSFNVPSR
protein) 57 AQSDSVFVVG
Arabidopsis 01.05 Sugars and evm_27.model.AmTr_ IDYQDR
38 P94078 Alpha-mannosidase 7op AT3G26720 | 01 Metabolism : gars 0 67 | v1.0_scaffold00016.6 | -30,27021 6 1149 7 - 6 0,16279 [VMSGYYMAA
thaliana polysaccharides 8 R
Dihvdrolipoyl Arabidopsis evm_27.model. AmTr_| AAQLGLK
38 QIMS5K2 yerolipoy 7op AT3G17240 | 01 Metabolism | 01.06 Lipid and sterol 0 77 | v1.0_scaffold00064.4 | -82,45521 40 53,8 19 2 17 | 0,82609 |GALGGTCLNV
dehydrogenase thaliana 9 GCIPSK
Arabidopsis 01.05 Sugars and evm_27.model. AmTr_| QHVANDYAK
39 P94078 Alpha-mannosidase 7op AT3G26720 | 01 Metabolism : gars 0 67 | v1.0_scaffold00016.6 | -84,31109 18 1149 24 - 17 | 0,60465 |EQSEAMQAVV
thaliana polysaccharides 8 K
Cupin family protein . . . L evm_27.model.AmTr_| KGDTATIPAGK
39 QoLuJ7 (Nutrient reservoir A’tf]‘”ﬂ"”s’s AT3G22640 | %6 P“"Z‘” destination|  06.20 Storage | 5 50r 54 | 30 | v1.0_scaffold00002.6| -16,97535| 15 435 4 . 4 | 021739 |AQSDSVFWG
protein) allana ans storage protems 57 PR




. TQQVSMESNG
40 P34795 Phosphoglucose Arabidopsis | xr5a40740 02 Energy 02.01 Glycolysis 0 g2 |evm_27.modelAmTr_| a3 504y 49 62,4 38 - 29 | 1,39286 |K
isomerase thaliana v1.0_scaffold00111.63
- VHVEDINK
— IQQVSMESNG
4 P34795 Phosphoglucose | Arabidopsis | \r5G42740 02 Energy 02.01 Glycolysis 0 g2 |eym27-modelAmTr| 179 95481 58 62,4 54 - 32 2 |k
isomerase thaliana v1.0_scaffold00111.63
DLMNDSER
. . evm_27.model. AmTr_| DHSVGLNCGR
M Q9LzC3 Malate synthase A’;f;’,‘fa"fj’s AT5G03860 02 Energy 02.10 TCA pathway 0 75 | v1.0_scaffold00049.8 | -6,466546 6 64,8 3 - 3 0,11111 |HGAVLDGDGV
6 K
— VAVEDINK
42 P34795 Phosphoglucose | Arabidopsis | 15642740 02 Energy 02.01 Glycolysis 0 g2 |eym27.modelAmTr| 440505 | 44 62,4 25 - 20 | 002857 |LAEAAHLR
isomerase thaliana v1.0_scaffold00111.63 SLASQVR
Arabidopsis evm_27.model. AmTr_| HIVQLHPSSR
42 Q9LZC3 Malate synthase 7op AT5G03860 02 Energy 02.10 TCA pathway 0 75 | v1.0_scaffold00049.8 | -72,23691 31 64,8 19 - 17 | 0,74074 |DHSVGLNCGR|
thaliana
6 HGAVLDGDGY
— IQQVSMESNG
43 P34795 Phosphoglucose | Arabidopsis | \r5G42740 02 Energy 02.01 Glycolysis 0 g2 |eym27-modelAmTr| g3 1065411 39 62,4 26 - 22 | 096429 |K
isomerase thaliana v1.0_scaffold00111.63
DLMNDSER
. . evm_27.model. AmTr_| HIVQLHPSSR
43 Q9LzC3 Malate synthase A’;f;’,‘fa"fj’s AT5G03860 02 Energy 02.10 TCA pathway 0 75 | v1.0_scaffold00049.8| -21,17397 8 64,8 5 - 5 0,18519 |HGAVLDGDGV
6 K
Leucine Arabidopsis 06 Protein destination . evm_27.model.AmTr_ SGVADMVNTG
a4 P30184 i SIS | AT2G24200 i 06.13 Proteolysis 0 68  |v1.0_scaffold00065.2 | -143,7936| 56 54,5 31 - 25 | 1,06897 [GR
pep g 04 PGDIVTASNG
. . . . A evm_27.model. AmTr_| GSAAALGAAK
45 P30184 Leucine Arabidopsis | xrogogagg |06 Protein destination| g 15 proteqlysis 0 68 | v1.0_scaffold00065.2| -161,4386| 56 54,5 38 - 29 | 1,37931 |ILNEDQCR
aminopeptidase thaliana and storage 04 SGVADMVNTG
Cupin family protein . . . L evm_27.model.AmTr_| KGDTATIPAGK
45 QOLUJ7 | (Nutrientreservoir | A'8PIIOPSIS | aTaaogqg | 06 Protein destination)  06.20 8torage | 5o0e54 | 30 | v1.0_scaffold00002.6 | -37,20856| 29 435 7 - 7 | 034783 |PSSEQLQGLIH
protein) allana ans storage pl'OtEIﬂS 57 GGSGGGK
S-adenosyl-L- Arabidopsis 04.22 MRNA evm_27.model. AmTr_| VEGAVESLSR
46 Q9S9P4 | methionine-dependent [ “22UPYS | AT1G30550 | 04 Transcription e 26-79 68 | v1.0_scaffold00019.5| -100,4046| 22 122 21 - 19 | 0,47826 | AYEVANTPSLK|
methvltransferase (7- p 9 7 SEQYGYVLK
Leucine Arabidopsis 06 Protein destination . evm_27.model.AmTr_ PGQSTVIR
46 P30184 i SIS | AT2G24200 i 06.13 Proteolysis 0 68 | v1.0_scaffold00065.2| -156,4525| 60 54,5 28 - 23 1 |ILNEDQCR
pep g 04 SGVADMVNTG
. . evm_27.model. AmTr_| ITEMSLSANQE
a7 P94078 Alpha-mannosidase | A@doPsis | xracog7o0 01 Metabolism 01.05 Sugars and 0 67 | v1.0_scaffold00016.6| -61,07647 1 114,9 17 - 12 | 0,39535 [R
thaliana polysaccharides
8 ITEMSLSANQE.
S_-at.jenosyI-L- Arabidopsis o 04.22 MRNA evm_27.model.AmTr_| DDLATSELK
47 Q9S9P4 methionine-dependent thaliana AT1G30550 04 Transcription rocessin 2e-79 68 v1.0_scaffold00019.5 | -33,80976 8 122 8 - 7 0,17391 [LFSEHLQEME
methvitransferase (7- P 9 7 DNLPMDDSYK
. . evm_27.model. AmTr_| SLSANQER
48 P94078 Alpha-mannosidase | Ar@PidoPsis | aracog700 01 Metabolism 01.05 Sugars and 0 67 | v1.0_scaffold00016.6| -77,10317 18 114,9 22 - 16 0,5814 |ITEMSLSANQE
thaliana polysaccharides 8 R
S-adenosyl-L- Arabidopsis 04.22 MRNA evm_27.model.AmTr_| FGLDEAHGK
48 Q9S9P4 | methionine-dependent [ B3PS | AT1G30550 | 04 Transcription il 26-79 68 | v1.0_scaffold00019.5 | -12,86923 5 122 4 - 4 | 0,08696 |LFSEHLQEME
methvitransferase (7- P 9 7 DNLPMDDSYK
. . evm_27.model. AmTr_|
49 Q8L831 Nudix hydrolase A’;f;’,‘fa"fj’s AT1G79690 01 Metabolism 01.03 Nucleotides 0 66 | v1.0_scaffold00036.8 | -15,41464 5 88,2 5 1 4 0,16129 \T/'FILPSGQQST
4
S-adenosyl-L- . . evm_27.model.AmTr_| SSLSEDQQK
49 Q9S9P4 | methionine-dependent A’;‘;’ﬁ:f]’:’s AT1G30550 | 04 Transcription 04;5;’;‘;‘;\“‘ 26-79 68 | v1.0_scaffold00019.5| -186,0687| 27 122 46 42 30 | 1,06522 |GLDEAHGK
methvltransferase (7- P 9 7 FGLDEAHGK
. . . . i evm_27.model. AmTr_| TIEVNNTDAEG
49 P30184 amir';:”:":fjase A’;f;’,‘fa"fj’s AT2G24200 | %© Pf;z”;g‘f:“ga“"” 06.13 Proteolysis 0 68 | v1.0_scaffold00065.2 | -13,34161 10 54,5 4 - 4 0,13793 |R
pep! 9 04 GFGEAVASSA
) Arabidopsis ] 01.05 Sugars and evm_27.model.AmTr_| ITEMSLSANQE
50 P94078 | Alpha-mannosidase SIS | AT3G26720 | 01 Metabolism e 0 67 | v1.0_scaffold00016.6 | -16,74112 4 114,9 4 - 3 | 009302 R
POl 8 ITEMSLSANQE,
. . evm_27.model. AmTr_| GQQIAIAQK
50 A7TWM73 | Beta-hexosaminidase | A72PdOPSIS | aracssog0 01 Metabolism 01.05 Sugars and 0 67 | v1.0_scaffold00061.1| -11,00568 4 61,6 2 - 2 0,11111 |DATSTGLDTVL
thaliana polysaccharides 50 R
S-adenosyl-L- . . evm_27.model.AmTr_| SSLSEDQQK
50 Q9S9P4 | methionine-dependent A’;‘;’ﬁ:f]’:’s AT1G30550 | 04 Transcription 04;5;’;‘;‘;\“‘ 26-79 68 |v1.0_scaffold00019.5| -202,5784| 31 122 52 . 38 | 1,15217 |SKGVTAAPIR
methvltransferase (7- P 9 7 KASDLLQK
. . evm_27.model. AmTr_| LQSAVAGLNQI
51 P57751 UDP-glucose Arabidopsis | xr5c17310 01 Metabolism 01.05 Sugars and 0 78 | v1.0_scaffold00044.4| -41,9648 16 52,2 6 - 6 0,23077 |SESEK
pyrophosphorylase thaliana polysaccharides
2 FGCINLVSR
Serine Arabidopsis 06 Protein destination . evm_27.model.AmTr_ QVGVSAGPDC|
51 Q94CC6 ) y ATAG36195 06.13 Proteolysis 0 67 | v1.0_scaffold00182.2 | -12,44433 9 54,3 4 - 4 | 026667 [K
carboxypeptidase thaliana and storage 9 QYYQDSLNVK




Cupin family protein Arabidopsis 06 Protein destination 06.20 Storage evm_27.model.AmTr_ ARIEMACPH
51 QoLuJ7 (Nutrient reservoir alS | AT3G22640 and Storago oroteing 5e-54 30 | v1.0_scaffold00002.6| -193,2189| 68 435 78 39 | 356522 |IEMACPH
Cupi ?mtﬁim tei T e AT, :E%AE}\TC/:\FT’LPAGK
upin tamily protein . . . . N evm_2/7.moael.AmIr_|
52 QoLuJ7 (Nutrient reservoir A’tf]‘”ﬂ"”s’s AT3G22640 | %6 P“"Z‘” destination|  06.20 Storage | 5 50r 54 | 30 | v1.0_scaffold00002.6| -165,0144| 57 435 57 32 | 2,52174 |KGDTATIPAGK
protein) aliana and storage proteins 57 KGDTATIPAGK
Cupin family protein . . . s evm_27.model. AmTr_| PHVSGGR
53 Q9LUJ7 (Nutrient reservoir A’i”’,‘,"’ps’s AT3G22640 | %© P""z‘”‘des“”a“"” 06.20 ?‘.‘”age 5e-54 30 | v1.0_scaffold00002.6 | -227,5835 69 435 94 44 | 4,26087 [IEMACPH
- ?rotein) thaliana and storage proteins 57 KGD-E/:\TH:’AGK
upin family protein . . . S evm_27.model. AmTr_| IEMACPH
54 QoLuJ7 (Nutrient reservoir A’tff”ﬂ"”s’s AT3G22640 | %6 P“"Z‘” destination| 06.20 Storage 56-54 30 |v1.0_scaffold00002.6| -216,7958| 69 435 85 42 | 391304 |ARIEMACPH
orotein) aliana and storage proteins 57 KGDTATIPAGK
Cupin family protein . . . s evm_27.model. AmTr_| IEMACPH
55 Q9LUJ7 (Nutrient reservoir A’i”’,‘,"’ps’s AT3G22640 | %© P""z‘”‘des“”a“"” 06.20 ?‘.‘”age 5,00E-54 30 | v1.0_scaffold00002.6 | -221,2022 60 435 87 43 | 391304 |ARIEMACPH
- ?rotein) thaliana and storage proteins 57 KGDTATg’AGK
upin family protein . . . S evm_27.model. AmTr_| ARIEMACPH
56 QoLuJ7 (Nutrient reservoir A’tf]‘”ﬂ"”s’s AT3G22640 | %6 P“"Z‘” destination| 06.20 Storage 56-54 30 |v1.0_scaffold00002.6| -191,816 | 63 435 74 38 | 3,3913 |KGDTATIPAGK
orotein) aliana and storage proteins 57 KGDTATIPAGK
Cupin family protein . . . s evm_27.model. AmTr_| KGDTATIPAGK
57 Q9LUJ7 (Nutrient reservoir A’i”’,‘,"’ps’s AT3G22640 | %© P""z‘”‘des“”a“"” 06.20 ?‘.‘”age 5,00E-54 30 | v1.0_scaffold00002.6 | -157,6953 61 435 54 29 | 2,47826 |KGDTATIPAGK
orotein) thaliana and storage proteins 57 IEMACPHVSG
UDP-glucose Arabidopsis . 01.05 Sugars and evm_27.model.AmTr_ AAVATKPASSE
58 P57751 pyrophosphorylase Sl | AT5G17310 | 01 Metabolism polysacchandes 0 78 | v1.0_scaffold00044.4 | -44,99591 27 522 9 9 | 034615 [SEK
B LQSAVAGLNQI
Arabidopsis _ evm_27.model. AmTr_| HIANLAGNK
58 P25696 Enolase el | AT2G36530 02 Energy 02.01 Glycolysis 0 88 | v1.0_scaffold00041.3 | -28,99833 12 47,9 4 4 | 0,19048 |VQIVGDDLLVT
4 NPK
Cupin family protein . . . . evm_27.model.AmTr_| IEMACPH
58 QoLuJ7 (Nutrient reservoir A’tff”ﬂ"”s’s AT3G22640 | %6 P“"Z‘” destination| 06.20 Storage 56-54 30 | v1.0_scaffold00002.6| -161,6647| 60 435 58 28 | 2,65217 |KGDTATIPAGK
orotein) aliana and storage proteins 57 KGDTATIPAGK
- _ Arabidopsis _ _ _ evm_27.model. AmTr_| LGAHLTK
59 023255 Adenosylhomocysteine 3 AT4G13940 01 Metabolism 01.01 Amino Acid 0 88 v1.0_scaffold00013.2 | -24,42131 15 53 6 6 0,33333 |AEEEFEK
thaliana
hvdrolase 77 VASLHLGK
UDP-glucose Arabidopsis . 01.05 Sugars and evm_27.model.AmTr_ AVATKPASSES
59 P57751 pyrophosphorylase Sl | AT5G17310 | 01 Metabolism polysacchandes 0 78 | v1.0_scaffold00044.4 | -25,94099 12 522 6 6 | 023077 [EK
2 AAVATKPASSE
Arabidopsis _ evm_27.model. AmTr_| HIANLAGNK
59 P25696 Enolase il | AT2G36530 02 Energy 02.01 Glycolysis 0 88 | v1.0_scaffold00041.3| -166,3612| 66 47,9 33 22 | 1,61905 |HAGWGVMAS
4 HR
Serine Arabidopsis 06 Protein destination . evm_27.model.AmTr_ QVGVSAGPDC|
59 Q94CC6 ) y ATAG36195 06.13 Proteolysis 0 67 | v1.0_scaffold00182.2 | -25,14634 13 54,3 7 7 | 046667 [K
carboxypeptidase thaliana and storage 9 GALQEITR
Cupin family protein . . . A evm_27.model. AmTr_| IEMACPH
59 Q9LUJ7 (Nutrient reservoir A’i”’,‘,"’ps’s AT3G22640 | %© P""z‘”‘des“”a“"” 06.20 ?‘.‘”age 5e-54 30 | v1.0_scaffold00002.6 | -160,0221 59 435 53 29 | 2,52174 |KGDTATIPAGK
orotein) thaliana and storage proteins 57 IEMACPHVSG
- ) Arabidopsis ] ) ) evm_27.model. AmTr_| NTIKPQTDR
60 023255 | Adenosylhomocysteine| %7 2%PS'S | ATAG13940 | 01 Metabolism 01.01 Amino Acid 0 88 | v1.0_scaffold00013.2 | -64,23125 37 53 17 15 | 0,94444 |LGAHLTK
hvdrolase 77 ATDVMIAGK
UDP-glucose Arabidopsis 01.05 Sugars and evm_27.model.AmTr_ AVATKPASSES
60 P57751 pyrophosphorylase 'S | AT5G17310 | 01 Metabolism polyeacenarides 0 78 | v1.0_scaffold00044.4 | -78,06896 38 52,2 15 13 | 0,61538 |EK
2 AAVATKPASSE
Arabidopsis ) evm_27.model. AmTr_| HIANLAGNK
60 P25696 Enolase SIS | AT2G36530 02 Energy 02.01 Glycolysis 0 88 | v1.0_scaffold00041.3 | -206,1951 72 47,9 48 26 | 2,57143 [HIANLAGNK
4 HAGWGVMAS
Cupin family protein . . . i evm_27.model. AmTr_| IEMACPH
60 Q9LUJ7 (Nutrient reservoir A’i”’,‘,"’ps’s AT3G22640 | %© P""z‘”‘des“”a“"” 06.20 ?‘.‘”age 5e-54 30 | v1.0_scaffold00002.6 | -158,8514 60 435 53 29 | 2,43478 |KGDTATIPAGK
orotein) thaliana and storage proteins 57 IEMACPHVSG
Monodehydroascorbate| Arabidopsis . I evm_27.model.AmTr_ il
60 P92947 i AT1G63940 | 11 Disease/defence | 11.06 Detoxification 0 68 | v1.0_scaffold00001.9 | -22,06298 13 53,9 6 5 | 0,26087 |GSDGR
reductase thaliana
0 IVTASSAAFAN
. . evm_27.model. AmTr. GQVTIAAKPG
61 P57751 pyrg;?r:)o- sg")‘:]‘;‘:igse A’;f;’,‘fa"fj’s AT5G17310 01 Metabolism Ogé?yssasc”cgha;fi dz‘;d 0 78 | v1.0_scaffold00044.4 | -60,84567 36 52,2 12 12 | 057692 [EK
2 AAVATKPASSE
Arabidopsis ) evm_27.model. AmTr_| HIANLAGNK
61 P25696 Enolase SIS | AT2G36530 02 Energy 02.01 Glycolysis 0 88 |v1.0_scaffold00041.3| -191,806 74 47,9 45 26 | 2,19048 [HAGWGVMAS
4 HR
Cupin family protein . . . s evm_27.model. AmTr_| IEMACPH
61 Q9LUJ7 (Nutrient reservoir A’i”’,‘,"’ps’s AT3G22640 | %© P""z‘”‘des“”a“"” 06.20 ?‘.‘”age 5e-54 30 | v1.0_scaffold00002.6 | -175,9548 62 435 58 33 | 2,65217 |ARIEMACPH
orotein) thaliana and storage proteins 57 KGDTATIPAGK
Arabidopsis ] 01.02 Nitrogen and evm_27.model.AmTr_| TGVMSISESLD
62 FAK6N3 | Amidase family protein| %7 2%P%'S | AT5G07360 | 01 Metabolism b 0 65 | v1.0_scaffold00016.2 | -35,68095 18 67,1 9 8 | 034615 |K
85 DQVLDMEASV




. . evm_27.model. AmTr_| NNQLQVACK
62 Q9M088 9'“‘:3”':;‘:;&;'::9'3‘ A’;f;’,‘fa"fj’s AT4G31140 01 Metabolism m(‘)?iasé‘cgha;j da;: e-172 66 | v1.0_scaffold00025.3| -14,28534 6 53,4 3 - 3 0,16667 |FNQGFLTR
9 poly 07 YQLGVGNSQL
UDP-glucose Arabidopsis . 01.05 Sugars and evm_27.model.AmTr_ AAVATKPASSE
62 P57751 ' AT5G17310 | 01 Metabolism > 0 78 | v1.0_scaffold00044.4 | -45,12743 26 52,2 9 - 9 0,38462 [SEK
pyrophosphorylase thaliana polysaccharides 5 MEIPNPK
. . evm_27.model. AmTr_| HIANLAGNK
62 P25696 Enolase A’;f;’,‘fa"fj’s AT2G36530 02 Energy 02.01 Glycolysis 0 88 | v1.0_scaffold00041.3| -152,5721 55 479 35 - 20 | 1,90476 |HIANLAGNK
4 HAGWGVMAS
Serine Arabidopsis 06 Protein destination . evm_27.model.AmTr_ QVGVSAGPDC|
62 Q94CC6 ) ' AT4G36195 06.13 Proteolysis 0 67 | v1.0_scaffold00182.2| -8,59468 8 54,3 4 - 4 0,26667 [K
carboxypeptidase thaliana and storage 9 QYYQDSLNVK
Cupin family protein . . . s evm_27.model. AmTr_| IEMACPH
62 Q9LUJ7 (Nutrient reservoir A’;f;’,‘fa"fj’s AT3G22640 | %8 Pfr“’fj”;g‘f:gga“"” 06'5?02‘;299 56-54 30 | v1.0_scaffold00002.6 | -136,3923 62 435 39 - 25 | 1,78261 |ARIEMACPH
orotein) 57 KGDTATIPAGK
Methylmalonate- Arabidopsis evm_27.model.AmTr_| LITSGVESGAR
63 QOWM29 semialdehyde o r’:a AT2G14170 | 01 Metabolism 01.01 Amino Acid 0 76 | v1.0_scaffold00033.1 | -28,87696 1 84,3 7 - 7 0,24138 |DAQGDVFR
dehvdrogenase 88 VNAGTEPGTD
. . . . . evm_27.model. AmTr_| SNLTNSMK
63 QIM5K5 Dihydrolipoamide Arabidopsis | xrac16950 01 Metabolism | 01.06 Lipid and sterol 0 75 | v1.0_scaffold00003.1 | -48,93916 19 57,1 10 - 9 0,47619 | ALAENEGEGL
dehydrogenase thaliana
6 AK
. . . S evm_27.model. AmTr
. " Arabidopsis 06 Protein destination . -~ n TPNSVYDHDM
63 QISX53 Oligopeptidase B i AT1G50380 and storage 06.13 Proteolysis 0 70 v1.0750af|‘§|d00171.4 -24,10355 13 80,9 8 1 7 0.27778 | TN TSVLK
Cupin family protein . . . A evm_27.model. AmTr_| IEMACPH
63 Q9LUJ7 (Nutrient reservoir A’;f;’,‘fa"fj’s AT3G22640 | %8 Pf;z”;g‘f:“ga“"” 06'2?0‘8;5299 56-54 30 | v1.0_scaffold00002.6 | -125,4206 58 435 41 - 21 | 1,86957 |ARIEMACPH
orotein) 9 P 57 KGDTATIPAGK
) — — - — RLSDAQQCR
63 QIZWA9 128 Globulin (cruciferin Arablc_!opsts AT1G03890 06 Protein destination 06.20 St_orage 6e-69 31 evm_27.model. AmTr_| 10,4516 46 545 o4 R 21 1,14286 | GRQEGEYGE
2) thaliana and storage proteins v1.0_scaffold00067.7
EEQRGEQGK
- — . - — ISNQQAQDIK
64 Q9ZWA9 128 Globulin (cruciferin Arab/qopSIs AT1G03890 06 Protein destination 06.20 St_orage 66-69 31 evm_27.model. AmTr_| 1457331 1" 545 4 R 4 02381 |ANVIGVGER
thaliana and storage proteins v1.0_scaffold00067.7 GEGQIQIGTN
Cupin family protein . . . . evm_27.model.AmTr_| IEMACPH
64 QoLuJ7 (Nutrient reservoir A’;‘;’ﬁ:f]’:’s AT3G22640 | %6 P’;’;Z'ggf:"ga“"” OG'ZEMS;‘I’W':QE 56-54 30 |v1.0_scaffold00002.6| -146,988 | 62 435 58 . 30 | 2,69565 |KGDTATIPAGK
orotein) 9 p 57 KGDTATIPAGK
. . . . . evm_27.model. AmTr_| SNLTNSMK
65 QIM5K5 Dihydrolipoamide Arabidopsis | xrac16950 01 Metabolism | 01.06 Lipid and sterol 0 75 | v1.0_scaffold00003.1| -106,2833 40 57,1 22 - 17 | 1,09524 |QGVADHANNL
dehydrogenase thaliana - 6 ASK
. " Arabidopsis 06 Protein destination . evm_27.model.AmTr_ IVGLQTGR
65 QISX53 Oligopeptidase B ' AT1G50380 06.13 Proteolysis 0 70 | v1.0_scaffold00171.4 | -44,13302 17 80,9 11 - 11 | 0,30556 [MESQFSSHIL
thaliana and storage 8 R
- — . - — ISNQQAQDIK
65 Q9ZWA9 128 Globulin (cruciferin Arab/qopSIs AT1G03890 06 Protein destination 06.20 St_orage 66-69 31 evm_27.model. AmTr_| 11,71652 6 545 3 R 3 014286 | GEGQIQIGTN
thaliana and storage proteins v1.0_scaffold00067.7 GAK
Dihydrolipoamide Arabidopsis . . evm_27.model.AmTr_ MMLAHTASAQ
66 QIMSK5 ’ AT3G16950 | 01 Metabolism | 01.06 Lipid and sterol 0 75 | v1.0_scaffold00003.1 | -104,0757 42 57,1 26 - 19 | 1,33333 |QGVADHANNL
dehydrogenase thaliana 5 ASK
Cupin family protein . . . A evm_27.model. AmTr_| IEMACPH
66 Q9LUJ7 (Nutrient reservoir A’;f;’,‘fa"fj’s AT3G22640 | %8 Pfr“’fj”;‘d‘fas“ga“"” 06'2?0‘8‘5299 5,00E-54 30 | v1.0_scaffold00002.6| -119,1544 60 435 38 - 24 | 1,82609 |KGDTATIPAGK
orotein) orag prote 57 KGDTATIPAGK
) Arabidopsis ] - evm_27.model.AmTr_| NTISGRPEK
66 P48641 | Glutathione reductase ’ AT3G24170 | 11 Disease/defence | 11.06 Detoxification 0 69 | v1.0_scaffold00067.1 | -56,20296 30 57,5 11 - 11 | 0,45833 |SEQQAVEQAK
thaliana 36 LVNSHTVEVT
Glyceraldehyde-3- Arabidopsis evm_27.model. AmTr_| VQACTQEEVN
67 QIWIQ6 phosphate tha”arfa AT2G24270 02 Energy 02.01 Glycolysis 0 87 | v1.0_scaffold00065.1 | -68,10373 39 54,2 17 - 14 | 086364 |K
dehvdroagenase 46 TGGDTGIAISK
Cupin family protein . . . L evm_27.model.AmTr_| IEMACPH
67 QoLuJ7 (Nutrient reservoir A’tf]‘”ﬂ"”s’s AT3G22640 | %6 P“"Z‘” destination| 06.20 Storage 56-54 30 | v1.0_scaffold00002.6| -87,61553| 50 435 2 . 17 | 1,08696 |KGDTATIPAGK
protein) allana ans storage protems 57 IEMACPHVSG
Glyceraldehyde-3- Arabidopsis evm_27.model. AmTr_| VQACTQEEVN
68 QIWIQ6 phosphate 7op AT2G24270 02 Energy 02.01 Glycolysis 0 87 | v1.0_scaffold00065.1 | -101,5984 48 54,2 28 - 21 | 1,36364 |K
thaliana
dehvdroaenase 46 AELLHR
Arabidopsis . I evm_27.model. AmTr_| IVDALSDTR
68 P25819 Catalase 2 ’ AT4G35090 | 11 Disease/defence | 11.06 Detoxification 0 79 -22,60983 19 54,9 7 5 7 0,35 [SLYDDEAVIVG
thaliana v1.0_scaffold00001.7 GTNHSHATK
Glyceraldehyde-3- Arabidopsis evm_27.model. AmTr_| LTGMAFR
69 QISAJE phosphate 7op AT1G79530 02 Energy 02.01 Glycolysis e-165 70 | v1.0_scaffold00039.1| -5,244125 5 452 4 3 3 0,2 |SSIFDAK
dehvdroaenase thaliana 88 SSIFDAK
Glyceraldehyde-3- Arabidopsis evm_27.model.AmTr_| CLAPLAK
69 QIFX54 phosphate 7op AT1G13440 02 Energy 02.01 Glycolysis | 6,00E-94 74 | v1.0_scaffold00177.2| -170,0313 52 247 49 42 28 | 7,14286 | TTNCLAPLAK
thaliana
dehvdrogenase 4 ASCTTNCLAP




Arabidopsis

evm_27.model. AmTr

LGPNQEAH

69 Q9scv3 Beta-galactosidase e AT2G32810 | 09 Cell structure 09.01 Cell wall 0 688|010 scaffoldoot17.17| 1597429 8 746 7 - 6 0,26667 E:A?_\ngziw
Glyceraldehyde-3- Arabidopsis evm_27.model.AmTr_| LTGMAFR
70 Q5E924 phosphate 7op AT1G79530 02 Energy 02.01 Glycolysis 6-162 77 | v1.0_scaffold00039.1 | -27,03456 16 45,2 13 4 9 07 |LTGMAFR
dehvdrogenase thaliana 88 LTGMAFR
Glyceraldehyde-3- Arabidopsis evm_27.model. AmTr_| PSMDIVSNAS
70 QISAJE phosphate tha”arfa AT1G16300 02 Energy 02.01 Glycolysis -165 70 | v1.0_scaffold00032.2 | -35,11374 12 454 10 1 8 0,52381 [CTTNCLAPLA
dehvdroaenase 83 K
Glyceraldehyde-3- Arabidopsis evm_27.model.AmTr_| PVTVFGNR
70 QOFX54 phosphate 7op AT1G13440 02 Energy 02.01 Glycolysis | 6,00E-94 74 | v1.0_scaffold00177.2 | -110,4528 64 24,7 30 19 22 | 4,28571 |DAPMFVVGVUN
thaliana
dehvdrogenase 4 EHEYKPDVH
. . . evm_27.model. AmTr_| ANSEATLGTY
70 Q9sJQ9 F'“°‘°S:Ij’éf§::5"ha’e A’;f;’,‘fa"fj’s AT2G36460 02 Energy 02.01 Glycolysis e-172 86 | v1.0_scaffold00040.2| -62,51038 30 37,7 10 - 8 0,64706 |K
04 GDAPVGEGAS
Glyceraldehyde-3- Arabidopsis evm_27.model.AmTr_| PSSTGAAK
71 QIFX54 phosphate 7op AT1G13440 02 Energy 02.01 Glycolysis | 6,00E-94 74 | v1.0_scaffold00177.2 | -96,00919 48 24,7 29 25 20 | 457143 |CLAPLAK
thaliana
dehvdrogenase 4 TNCLAPLAK
. . . evm_27.model. AmTr_| MVTPGSDAPK
7 QusJag | Fructose-bisphosphate | - Arabidopsis | xr5G36460 02 Energy 02.01 Glycolysis e-172 86 | v1.0_scaffold00040.2 | -9,857892 9 37,7 3 - 3 0,17647 |CQQYYAAGAR
aldolase thaliana 04 GILAADESTGT
Glyceraldehyde-3- Arabidopsis evm_27.model.AmTr_| PSMDIVSNAS
72 Q5E924 phosphate tha”ar’:a AT1G16300 02 Energy 02.01 Glycolysis 6-162 77 | v1.0_scaffold00032.2 | -19,77956 10 454 4 1 4 0,2381 [CTTNCLAPLA
dehvdrogenase 83 K
Glyceraldehyde-3- Arabidopsis evm_27.model. AmTr_|
72 QISAJE phosphate tha”arfa AT1G79530 02 Energy 02.01 Glycolysis -165 70 | v1.0_scaffold00039.1 | -9,485707 7 45,2 4 1 4 025 [LTGMAFR
dehvdroaenase 88
Glyceraldehyde-3- Arabidopsis evm_27.model.AmTr_| DAPMFVVGVN
72 QOFX54 phosphate tha”ar’]’a AT1G13440 02 Energy 02.01 Glycolysis | 6,00E-94 74 | v1.0_scaffold00177.2 | -78,84562 64 247 18 13 16 | 2,71429 |EHEYK
dehvdrogenase 4 DAPMFVVGVN
. . . evm_27.model. AmTr_| MVTPGSDAPK
72 Q9sJQ9 F'“°‘°S:Ij’éf§::5"ha’e A’;f;’,‘fa"fj’s AT2G36460 02 Energy 02.01 Glycolysis e-172 86 | v1.0_scaffold00040.2 | -140,9961 66 37,7 39 - 28 | 2,35294 |AADESTGTIGK
04 PNMVTPGSDA
Glyceraldehyde-3- Arabidopsis evm_27.model. AmTr_|
73 Q9SAJ6 phosphate thaliar?a AT1G79530 02 Energy 02.01 Glycolysis e-165 70 v1.0_scaffold00039.1 | -3,764472 3 452 2 1 2 0,1 LTGMAFR
dehvdrogenase 88
Glyceraldehyde-3- Arabidopsis evm_27.model. AmTr_| DAPMFVVGVN
73 QUFX54 phosphate tha”arfa AT1G13440 02 Energy 02.01 Glycolysis | 6,00E-94 82 | v1.0_scaffold00177.2 | -28,92995 30 247 6 5 5 0,85714 [EHEYK
dehvdroaenase 4 AAGENIIPSST
Fructose-bisphosphate | Arabidopsis . evm_27.model.AmTr_ ALQQSTLK
73 Q9sJQ9 ’ AT2G36460 02 Energy 02.01 Glycolysis e-172 86 | v1.0_scaffold00040.2 | -23,44074 19 37,7 6 - 6 0,35294 [CQQYYAAGAR
aldolase thaliana
04 NAAYIGTPGR
Arabidopsis evm_27.model. AmTr_| GVMLSDGK
73 P06525 Alcohol dehydrogenase: 0P AT1G77120 02 Energy 02.16 Fermentation e-159 7 v1.0_scaffold00071.6 | -34,66493 33 34,2 13 - 8 1,16667 [GVMLSDGK
thaliana 5 GAVGLAAAEG
HSC70 (Heat shock — - — - FSDPSVQADM
73 QISONT cognate 70 kDa A’;’;’ﬁ:f]’:’s AT1G16030 | %6 P’;’;Z'ggf:"ga“"” OGDgg’gﬁ;{“’ and 0 80 f,‘;“(‘)—zs;”;g%%a”;; | -es82021| 24 716 18 . 13 | 085714 |K
protein) 9 Y - : AAILTGEGSEK
. . evm_27.model. AmTr_| APAAVSDSLKP
74 QOFIK7 acejcﬁg’:gfgf; s A’;f;’,‘fa"fj’s AT5G47720 01 Metabolism | 01.06 Lipid and sterol| e-176 76 | v1.0_scaffold00061.2| -8,714389 8 48 3 - 3 02 |R
4 48 QAALGAGIPN
— - — - ILTGEGSEK
74 QOSONT HSWOF(D';Zf‘n‘)S“"Ck Arabidopsis | aT1G1g03 |00 Protein destination) 06,01 Folding and 0 go |omArmode AT o532506| 41 716 86 . 45 | 4,38095 |CLETVEK
P! 9 Y o : RFSDPSVQAD
. . evm_27.model. AmTr_| GVMLSDGK
75 P06525 | Alcohol dehydrogenase| A@2Id0PSIS | ar1G77120 02 Energy 02.16 Fermentation | e-159 71 v1.0_scaffold00071.6 | -122,7848 60 34,2 40 - 24 3,75 |ASTAGQVIR
thaliana 5 TVVHVGCVAK
HSC70 (Heat shock . . . . . evm_27.model.AmTr_| KFDDPQTQK
75 QoLDZ0 cognate 70 kDa Arabidopsis | xpg50g5gg | 06 Protein destination| 06.01 Folding and 0 86 | v1.0_scaffold00046.1| -13,70146 7 733 5 - 5 | 0,16129 |TEGIDLSK
. thaliana and storage stability
protein) 70 IAGLDVQR
. - — - FSDPSVQADM
75 Q9SON1 HPS70 A’;”’I‘,"’fs’s AT1G16030 | %8 P"’r“z'”‘des“”a“"” 06.01 f"gd‘.'tng and 0 80 6‘2%27'?"%%@?;’5 -79,78307 25 716 14 - 13 | 0,71429 [K
allana al storage stability v1.0_scatiol B AAILTGEGSEK
Arabidopsis ] evm_27.model. AmTr_| GQKPLFPR
76 P06525 | Alcohol dehydrogenase. ’ AT1G77120 02 Energy 02.16 Fermentation | e-159 71 | v1.0_scaffold00071.6 | -8,424766 12 342 4 - 3 0,41667 |[ASTAGQVIR
thaliana
5 ASTAGQVIR
. - — - ATAGDTHLGG
HSP70 (heat shock Arabidopsis 06 Protein destination| 06.01 Folding and evm_27.model. AmTr_| _
76 QISIN1 protein) i AT1G16030 and Storago stabilly 0 80 | G0 Seaffolao0137.5| 1991009 41 716 71 65 37 | 352381 ;I:(SDPSVQAD
. . . . L . evm_27.model.AmTr_| AGVIAGLNVAR
76 QILKR3 HSP70 (Luminal | Arabidopsis | yr5aoggsq |06 Protein destination| — 06.01 Folding and 0 82 |v1.0_scaffold00002.5| -27,73322| 4 74,2 7 1 5 | 0,25026 |IINEPTAAAIAY
binding protein 1) thaliana and storage stability 4

GLDK




. . evm_27.model. AmTr_| GVMLSDGK
77 P06525 | Alcohol dehydrogenase. A’;f;’,‘fa"fj’s AT1G77120 02 Energy 02.16 Fermentation | e-159 71 v1.0_scaffold00071.6 | -83,37369 52 34,2 27 - 17 2,25 |GVMLSDGK
5 GVMLSDGK
— - — - ATAGDTHLGG
77 QISIN1 HSP70 (he_at shock Arablc_!opsts AT1G16030 06 Protein destination| 06.01 Fold_mg and 0 80 evm_27.model. AmTr_| 1496076 36 716 34 R 24 1,7619 |RFSDPSVQAD
protein) thaliana and storage stability v1.0_scaffold00137.8 MK
. . evm_27.model. AmTr_| TVVHVGCVAK
78 P06525 | Alcohol dehydrogenase. A’;f;’,‘fa"fj’s AT1G77120 02 Energy 02.16 Fermentation | e-159 71 v1.0_scaffold00071.6 | -63,23336 52 34,2 18 - 15 | 1,58333 [GQKPLFPR
5 REGCTEFVNS
— - — - FSDPSVQADM
7 aosowr | HoPTaetaroc | wmmitrss | g (00 e etron] 000\ anasns |y | gy fomzmmenrtd srao| | e | 0 | o | o [osnas]e
P! 9 Y - : VEIIPNDQGNR
HSC70 (Heat shock . . . . . evm_27.model. AmTr_| KFDDPQTQK
78 QILDZ0 cognate 70 kDa Arabidopsis | xp5ang5gg |06 Protein destination| - 06.01 Folding and 0 86 | v1.0_scaffold00046.1| -6,364335 4 73,3 3 2 3 0,09677 | TTPSVVAFNP
orotein) thaliana and storage stability 70 K
. . . . . . evm_27.model. AmTr_| NQAALNPER
78 QILKR3 HSP70 (Luminal | Arabidopsis | xr5gagsaq |06 Protein destination|  06.01 Folding and 0 82 | v1.0_scaffold00002.5| -14,85261 8 74,2 5 3 5 | 018519 |NGHVEIIANDQ
binding protein 1) thaliana and storage stability 4 GNR
. . evm_27.model. AmTr_| GVMLSDGK
79 P06525 | Alcohol dehydrogenase. A’;f;’,‘fa"fj’s AT1G77120 02 Energy 02.16 Fermentation | e-159 71 v1.0_scaffold00071.6| -9,12203 1 34,2 6 - 4 0,5 |GVMLSDGK
5 SEESNMCELL
. . . . . . evm_27.model.AmTr_| NGHVEIIANDQ
79 QOLKR3 ;f;:o (t;’;‘i':':') A’;‘;’ﬁ:f]’:’s AT5G28540 | %° P’;’;Z'ggf:"ga“"” OGDgg’gﬁ;{“’ and 0 82 | v1.0_scaffold00002.5| -19,77828 6 74,2 6 2 4 | 022222 |GNR
9P 9 Y 4 AGVIAGLNVAR
. - — - RFSDPSVQAD
79 QISON1 HSP70 A’;f;’,‘fa"fj’s AT1G16030 | %8 Pf;z”;g‘f:“ga“"” 06'01;3";3;?9 and 0 80 iﬁ”&ﬂ%ﬁmﬁl ’5 -124,0283 32 716 34 30 21 1,7619 |MK
9 Y — : RFSDPSVQAD
Cupin family protein . . . L evm_27.model.AmTr_| KGDTATIPAGK
79 QLU | (Nutrientreservoir | A™PIOOPSIS | aragpoaqq |06 Protein destination|  06.20 Storage | g aoe 54 | 30 |10 scaffold00002.6| 29,5133 | 25 435 9 - 7 | 043478 |EVSFNVPSR
¥ thaliana and storage proteins
protein) 57 NSILNQIER
FAD-dependent Arabidopsis evm_27.model. AmTr_| AMASDAAGAG
79 Q9FN21 oxidoreductase-like thaliarfa AT5G67290 13 Unclassified 13 Unclassified e-110 58 v1.0_scaffold00092.1 | -14,29633 10 40,6 5 - 4 0,2381 [AR
protein 42 EESVAMLHR
3-hydroxyisobutyryl- Arabidopsis evm_27.model. AmTr_| QHQLSSEAPV
80 QITOK? CoA hydrolase-like 7op AT4G13360 | 01 Metabolism 01.01 Amino Acid e-148 67 | v1.0_scaffold00142.4 | -15,71895 17 48,7 5 - 5 | 0,20833 |K
orotein thaliana 0 AFSAGMDIK
. . . evm_27.model. AmTr_| TDHYGGSLEN
80 Q8GYB8 12‘°Xfe"dhuyc“t’:s'2"°a‘e A’;f;’,‘fa"fj’s AT1G76690 01 Metabolism | 01.06 Lipid and sterol| e-169 76 | v1.0_scaffold00071.2| -61,1964 32 41,9 12 10 10 | 0,66667 |R
06 TDHYGGSLEN
Fructose-bisphosphate | Arabidopsis . evm_27.model.AmTr_ CQQYYAAGAR
80 Q9sJQ9 PO SIS | AT2G36460 02 Energy 02.01 Glycolysis e-172 86 | v1.0_scaffold00040.2 | -18,44806 15 37,7 5 - 5 | 0,29412 |NAAYIGTPGR
04 ANSEATLGTY
. - — - VEIIPNDQGNR
80 QISINT HSP70 (hegt shock Arab/qopSIs AT1G16030 06 Protein destination| 06.01 Fold!ng and 0 80 evm_27.model. AmTr_| 18,87695 8 716 4 R 4 0,19048 | TTPSYVAFTDT
protein) thaliana and storage stability v1.0_scaffold00137.8 ER
Cupin family protein . . . . evm_27.model.AmTr_| IEMACPH
80 QoLuJ7 (Nutrient reservoir A’tff”ﬂ"”s’s AT3G22640 | %6 P“"Z‘” destination| 06.20 Storage 56-54 30 |v1.0_scaffold00002.6| -101,0411| 52 435 2 . 18 | 1,04348 |KGDTATIPAGK
protein) allana ans storage protems 57 IEMACPHVSG
. . . evm_27.model. AmTr_| AGEANDSAAD
80 QoLFeg | lateembryogenesis | Arabidopsis | ar3gs3o40 | 11 Disease/defence 11.05 Stress 3e-44 37 | v1.0_scaffold00002.3| -15,04639 10 33,9 3 - 3 0,375 |ATR
abundant protein (LEA) thaliana responses
88 VTAEDAGER
12-oxophytodienoate Arabidopsis . . evm_27.model.AmTr_ QLSPQVDANQ
81 Q8GYB8 o e SIS | AT1G76690 | 01 Metabolism | 01.06 Lipid and sterol| ~ e-169 76 | v1.0_scaffold00071.2 | -15,04692 8 41,9 3 - 3 | 0,16667 |INK
06 RFELNAPLNK
. . . . s . evm_27.model. AmTr
HSP70 (Luminal Arabidopsis 06 Protein destination| 06.01 Folding and . = ALEDASLQK
81 QILKR3 binding protain 1) alS | AT5G28540 and storago stabilfy 0 82 v1.0_scaff2|dooooz.5 -16,69379 5 742 4 2 3 | 014815 | L iANDQGNR
— - — - FSDPSVQADM
81 Q9SON1 HSP70 Arabidopsis | aT1G1g03 |00 Protein destination) 06,01 Folding and 0 go |oymArmode AT 7762367| 23 716 18 16 12 | 085714 |K
9 Y - : ATAGDTHLGG
Cupin family protein . . . s evm_27.model. AmTr_| KGDTATIPAGK
81 Q9LUJ7 (Nutrient reservoir | Ar@bidopsis | araayo64q |06 Protein destination| 06.20 Storage 5e-54 30 | v1.0_scaffold00002.6 | -89,78651 50 435 22 - 15 1 |IEMACPHVSG
¥ thaliana and storage proteins
protein) 57 GR
Late embryogenesis Arabidopsis . 11.05 Stress evm_27.model.AmTr_ AGEANDSAAD
81 QOLFBB | o ot protein (LER)|  thalians | AT3G53040 | 11 Diseaseldefence resmontas 3e-44 37 | v1.0_scaffold00002.3 | -21,18191 13 33,9 4 - 4 05 |ATR
P! P 88 VTAEDAGER
. . evm_27.model. AmTr_| AAVPSGASTG
82 P25696 Enolase A’;f;’,‘fa"fj’s AT2G36530 02 Energy 02.01 Glycolysis 0 88 | v1.0_scaffold00041.3| -31,70128 10 47,9 4 - 3 0,19048 |VYEALELR
4 VVIGMDVAAS
. . . . . . evm_27.model. AmTr_| NQAALNPER
82 QILKR3 HSP70 (Luminal | Arabidopsis | yr5aoggsq |06 Protein destination| — 06.01 Folding and 0 82 | v1.0_scaffold00002.5| -19,09253 9 74,2 5 3 5 | 022222 NGHVEIANDQ
binding protein 1) thaliana and storage stability 4 GNR




. . . . A . evm_27.model. AmTr_|
82 Q39043 HSE‘7O (Lumvlnal Arab/qopSIs AT5G42020 06 Protein destination| 06.01 Fold!ng and o 88 v1.0_ scaffold00009.3 | -17,47277 6 73.2 3 3 012 IINEPTAAAIAY
binding protein 2) thaliana and storage stability = 53 GMDK
Cupin family protein . . . . evm_27.model.AmTr_| KGDTATIPAGK
82 QoLuJ7 (Nutrient reservoir A’;‘;’ﬁ:f]’:’s AT3G22640 | %6 P’;’;Z'ggf:"ga“"” OG'ZEMS;‘I’W':QE 56-54 30 |v1.0_scaffold00002.6| -55,64196 | 43 435 12 11| 056522 |[EVSFNVPSR
orotein) 9 p 57 PSSEQLQGLIH,
. . evm_27.model. AmTr_| RVEHVDHAR
82 QILFA3 M"”"dfehgdcrfaa;‘:"'ba'e A’;f;’,‘fa"fj’s AT3G52880 | 11 Disease/defence | 11.06 Detoxification | e-178 69 | v1.0_scaffold00069.1| -104,6198 46 48 30 18 | 1,73684 |RVEHVDHARK
u 93 GQVEEEKGGI
Arabidopsis evm_27.model. AmTr_| SGLQIDTHVSK]
83 F4J9A0 | Glutamine synthetase tha”arfa F4J9A0 01 Metabolism 01.01 Amino Acid 0 60 | v1.0_scaffold00140.3| -16,09911 5 93,8 3 3 0,11111 [MDAEAGLVEA
8 LSAR
. . evm_27.model. AmTr_| AHASTEGIAK
83 QOSAJ4 Ph"s‘ﬂi‘r‘]’g'syecera‘e A’;f;’,‘fa"fj’s AT1G79550 02 Energy 02.01 Glycolysis 0 85 | v1.0_scaffold00062.1| -77,96169 50 424 16 15 | 0,72727 |[YLMENGAK
99 FYKEEEKNDP
- — — - — QEGEYGEEEQ
83 QIZWA9 128 Globulin (cruciferin Arablc_!opsts AT1G03890 06 Protein destination 06.20 St_orage 6e-69 31 evm_27.model. AmTr_| -20,49852 12 545 6 6 0.28571 |RGEQGK
2) thaliana and storage proteins v1.0_scaffold00067.7
ISNQQAQDIK
Cupin family protein . . . i evm_27.model. AmTr_| IEMACPH
83 Q9LUJ7 (Nutrient reservoir A’;f;’,‘fa"fj’s AT3G22640 | %8 Pf;z”;g‘f:“ga“"” 06'2?0‘8;5299 5,00E-54 30 | v1.0_scaffold00002.6 | -48,24721 34 435 13 10 | 0,56522 |KGDTATIPAGK
orotein) 9 P 57 TTYINK
Late embryogenesis Arabidopsis . 11.05 Stress evm_27.model.AmTr_ AGEANDSAAD
83 QOLFBB | o ot protein (LER)|  thalians | AT3G53040 | 11 Disease/defence resmontas 3e-44 37 | v1.0_scaffold00002.3 | -23,34903 13 33,9 4 4 05 |ATR
p P 88 VTAEDAGER
. . evm_27.model. AmTr_| LSDFGVQGAD
83 QILFA3 M"”"dfehgdcrfaa;‘:"'ba'e A’;f;’,‘fa"fj’s AT3G52880 | 11 Disease/defence | 11.06 Detoxification | e-178 69 | v1.0_scaffold00069.1| -14,02411 5 48 2 2 0,10526 |AK
Y 93 ALEADIVIVGY
Arabidopsis evm_27.model.AmTr_| SSGIDSICSK
84 F4J9A0 | Glutamine synthetase tha”arfa F4J9A0 01 Metabolism 01.01 Amino Acid 0 60 | v1.0_scaffold00140.3 | -32,10002 12 938 7 7 | 0,22222 |SGLQIDTHVSK|
8 LSNPLHLR
. . . . evm_27.model. AmTr_|
84 QIM5K2 Dihydrolipoy! Arabidopsis | xrac17040 01 Metabolism | 01.06 Lipid and sterol 0 77 | v1.0_scaffold00064.4 | -43,6454 26 53,8 12 10 | 056522 |VTGVDASDSG
dehydrogenase thaliana 9 VR
Phosphoglycerate Arabidopsis ] evm_27.model.AmTr_| AHASTEGIAK
84 Q9SAJ4 A oIS | AT1G79550 02 Energy 02.01 Glycolysis 0 85 | v1.0_scaffold00062.1| -166,2025| 70 424 41 30 | 1,95455 | YLMENGAK
99 MSHISTGGGA
. - — - SHVDDWVLVG
84 QYSON1 Hspmrg;;ant)s"“k A’;f;’,‘fa"fj’s AT1G16030 | %8 Pfr“’fj”;‘d‘fas“ga“"” 06'01;3";3;?9 and 0 80 i\;ff(\),ZS;r?fgﬁ%-(ﬁrgrg -14,19339 8 71,6 4 4 0,19048 |GSTR
P orag Y — : TTPSYVAFTDT
- — — - — ISNQQAQDIK
84 QIZWA9 128 Globulin (cruciferin Arablc_!opsts AT1G03890 06 Protein destination 06.20 St_orage 6e-69 31 evm_27.model. AmTr_| 13,2685 8 545 4 4 0.19048 | GESGSIQHRK
2) thaliana and storage proteins v1.0_scaffold00067.7
QFFIAGGQPR
Cupin family protein . . . s evm_27.model. AmTr_| IEMACPH
84 Q9LUJ7 (Nutrient reservoir A’;f;’,‘fa"fj’s AT3G22640 | %8 Pfr“’fj”;‘d‘fas“ga“"” 06'2?0‘8‘5299 5,00E-54 30 | v1.0_scaffold00002.6 | -36,05587 23 435 9 8 0,43478 |KGDTATIPAGK
orotein) orag prote 57 IEMACPHVSG
Late embryogenesis Arabidopsis . 11.05 Stress evm_27.model.AmTr_ AGEANDSAAD
84 QOLFBB | o ot protein (LER)|  thalians | AT3G53040 | 11 Diseaseldefence rosmontas 3e-44 37 | v1.0_scaffold00002.3 | -31,07862 18 33,9 8 6 1 |ATR
P! P 88 VTAEDAGER
Arabidopsis evm_27.model. AmTr_| KSSGIDSICSK
85 F4J9A0 | Glutamine synthetase [ 2> > F4J9A0 01 Metabolism 01.01 Amino Acid 0 60 | v1.0_scaffold00140.3 | -51,95196 14 93,8 12 10 | 0,33333 |SSGIDSICSK
aliana 8 SGLQIDTHVSK
Dihvdrolipoyl Arabidopsis evm_27.model.AmTr_| VTGVDASDSG
85 QIMS5K2 doh ﬁm epnayse tha”arfa AT3G17240 | 01 Metabolism | 01.06 Lipid and sterol 0 77 | v1.0_scaffold00064.4 | -16,67381 15 53,8 5 5 | 0,26087 |VR
ydrod 9 HIIIATGSDVK
. . evm_27.model. AmTr_| AHASTEGIAK
85 QOSAJ4 Ph"s‘ﬂi‘r‘]’g'syecera‘e A’;f;’,‘fa"fj’s AT1G79550 02 Energy 02.01 Glycolysis 0 85 | v1.0_scaffold00062.1| -244,1428 80 424 68 37 | 3,18182 |AHASTEGIAK
99 AHASTEGIAK
- — — - — QEGEYGEEEQ
85 QIZWA9 128 Globulin (cruciferin Arablc_!opsts AT1G03890 06 Protein destination 06.20 St_orage 6e-69 31 evm_27.model. AmTr_| 747502 7 545 3 3 014286 |RGEQGK
2) thaliana and storage proteins v1.0_scaffold00067.7 ANVIGVGER
Cupin family protein . . . s evm_27.model. AmTr_| IEMACPH
85 Q9LUJ7 (Nutrient reservoir A’;f;’,‘fa"fj’s AT3G22640 | %8 Pfr“’fj”;‘d‘fas“ga“"” 06'2?0‘8‘5299 5,00E-54 30 | v1.0_scaffold00002.6 | -80,90527 38 435 24 15 | 1,08696 |KGDTATIPAGK
orotein) orag prote 57 IEMACPHVSG
Late embryogenesis Arabidopsis . 11.05 Stress evm_27.model.AmTr_ AGEANDSAAD
85 QOLFBB | o ot protein (LER)|  thalians | AT3G53040 | 11 Diseaseldefence resmontas 3e-44 37 | v1.0_scaffold00002.3 | -24,06704 13 33,9 4 4 05 |ATR
P! P 88 VTAEDAGER
. . . . evm_27.model. AmTr_| EAAMATYDK
86 QIM5K2 dg;]“’é‘:g’";‘;ys'e A’;f;’,‘fa"fj’s AT3G17240 01 Metabolism | 01.06 Lipid and sterol 0 77 | v1.0_scaffold00064.4 | -118,1488 42 53,8 30 18 | 1,34783 | TCHAHPTLSE
yerog 9 AVK
Cupin family protein . . . L evm_27.model.AmTr_| KGDTATIPAGK
86 QoLuJ7 (Nutrient reservoir A’;‘;’ﬁ:f]’:’s AT3G22640 | %6 P’;’;Z'ggf:"ga“"” OG'ZEMS;‘I’W':QE 500E-54 | 30 |v1.0_scaffoldo0002.6| -27,02030| 15 435 6 4 | 030435 |ATEIYVILEGR
orotein) 9 p 57 ASQEENLQIIC




. . . evm_27.model. AmTr_| AEQDSQIGHG
86 P93026 Vac‘r‘:fe'f;”'"g A’;f;’,‘fa"fj’s AT3G52850 | 08 Intracellular traffic | 08.13 Vacuolar 0 73 | v1.0_scaffold00077.7 | -76,06812 26 69,4 20 15 | 0,73333 [AR
P 8 ESLPHPDER
Late embryogenesis Arabidopsis . 11.05 Stress evm_27.model.AmTr_ AGEANDSAAD
86 QOLFBS | protom (LEA)|  thaliams | AT3G53040 | 11 Disease/defence rosmoees 3e-44 37 | v1.0_scaffold00002.3| -19,2832 13 339 3 3 05 |ATR
p P 88 VTAEDAGER
Arabidopsis evm_27.model. AmTr_| SGLQIDTHVSK]
87 F4J9A0 | Glutamine synthetase | “F2HoP* F4J9A0 01 Metabolism 01.01 Amino Acid 0 60 | v1.0_scaffold00140.3 | -39,44092 14 93,8 8 7 0,25 [SGLQIDTHVSK
8 LSNPLHLR
4-Methyl-5(B- Arabidopsis evm_27.model. AmTr_| LTDQSAVVNR
87 Q9MAH3 | hydroxyethyl)-thiazole [ V0P | AT1G53280 | 01 Metabolism 01.07 Cofactors e-137 62  |v1.0_scaffold00021.4 | -28,02428 15 455 6 6 | 031579 [AGSDVVVASV
monophosphate 3 EK
. . evm_27.model. AmTr_| AHASTEGIAK
87 QOSAJ4 Ph"s‘ﬂi‘r‘]’g'syecera‘e A’;f;’,‘fa"fj’s AT1G79550 02 Energy 02.01 Glycolysis 0 85 | v1.0_scaffold00062.1| -191,4477 75 424 49 31 | 2,27273 |FYKEEEK
99 YLMENGAK
Cupin family protein . . . L evm_27.model.AmTr_| IEMACPH
87 QoLuJ7 (Nutrient reservoir A’;‘;’ﬁ:f]’:’s AT3G22640 | %6 P’;’;Z'ggf:"ga“"” OG'ZEMS;‘I’W':QE 500E-54 | 30 |v1.0_scaffold00002.6| -46,76115| 31 435 13 10 | 0,56522 |KGDTATIPAGK
orotein) 9 p 57 ARIEMACPHV
Arabidopsis evm_27.model. AmTr_| KSSGIDSICSK
88 F4J9A0 | Glutamine synthetase [ “Z2HoP F4J9A0 01 Metabolism 01.01 Amino Acid 0 60 | v1.0_scaffold00140.3 | -68,07385 18 938 16 12 | 0,44444 |SSGIDSICSK
aliana 8 SGLQIDTHVSK
4-Methyl-5(B- Arabidopsis evm_27.model. AmTr_| LTDQSAVVNR
88 Q9MAH3 | hydroxyethyl)-thiazole [ V0P | AT1G53280 | 01 Metabolism 01.07 Cofactors e-137 62  |v1.0_scaffold00021.4| -18,3662 10 455 4 4 | 0,21053 [AGSDVVVASV
monophosphate 3 EK
. . evm_27.model. AmTr_| AHASTEGIAK
88 QOSAJ4 Ph"s‘ﬂi‘r‘]’g'syecera‘e A’;f;’,‘fa"fj’s AT1G79550 02 Energy 02.01 Glycolysis 0 85 | v1.0_scaffold00062.1| -76,25341 55 424 18 17 | 0,81818 |EEEKNDPEFS
99 K
Late embryogenesis Arabidopsis . 11.05 Stress evm_27.model.AmTr_ AGEANDSAAD
88 QOLFBS | protom (LEA)|  thaliams | AT3G53040 | 11 Disease/defence rosmoees 3e-44 37 | v1.0_scaffold00002.3 | -17,31786 10 339 3 3 0,375 |ATR
P! P 88 VTAEDAGER
. . evm_27.model. AmTr_| AHASTEGIAK
89 QOSAJ4 Ph"s‘ﬂi‘r‘]’g'syecera‘e A’;f;’,‘fa"fj’s AT1G79550 02 Energy 02.01 Glycolysis 0 85 | v1.0_scaffold00062.1| -85,7233 53 424 20 16 | 0,90909 [SVGSSLVEED
99 K
Cupin family protein . . . L evm_27.model.AmTr_| YVANGDAR
89 QoLuJ7 (Nutrient reservoir A’;‘;’ﬁ:f]’:’s AT3G22640 | %6 P’;’;Z'ggf:"ga“"” OG'ZEMS;‘I’W':QE 500E-54 | 30 |v1.0_scaffold00002.6| -89,61781| 36 435 35 19 | 1,78261 [IEMACPH
orotein) 9 p 57 KGDTATIPAGK
. . evm_27.model. AmTr_| RPFAAIVGGSK|
20 QOSAJ4 Ph"s‘ﬂi‘r‘]’g'syecera‘e A’;f;’,‘fa"fj’s AT1G79550 02 Energy 02.01 Glycolysis 0 85 | v1.0_scaffold00062.1| -24,2739 20 424 4 4 0,22727 |VDLNVPLDDN
99 K
Cupin family protein . . . L evm_27.model.AmTr_| ACPHVSGGR
% QoLuJ7 (Nutrient reservoir A’;‘;’ﬁ:f]’:’s AT3G22640 | %6 P’;’;Z'ggf:"ga“"” OG'ZEMS;‘I’W':QE 500E-54 | 30 |v1.0_scaffold00002.6| -2047133| 49 435 79 39 | 3,69565 |KGDTATIPAGK
orotein) 9 p 57 TIPAGK
. . . evm_27.model. AmTr_| MVTPGSDAPK
91 Q9sJQ9 F'“°‘°S:Ij’éf§::5"ha’e A’;f;’,‘fa"fj’s AT2G36460 02 Energy 02.01 Glycolysis e-172 86 | v1.0_scaffold00040.2 | -33,67435 30 37,7 8 8 0,47059 |EENIPAAQK
04 ANSEATLGTY
Cupin family protein . . . L evm_27.model.AmTr_| ACPHVSGGR
91 QoLuJ7 (Nutrient reservoir A’;’;’ﬁ:f]’:’s AT3G22640 | %6 P’;’;Z'ggf:"ga“"” OG'ZEMS;‘I’W':QE 500E-54 | 30 |v1.0_scaffold00002.6| -176,7037| 46 435 72 35 | 352174 |IEMACPH
orotein) 9 p 57 KGDTATIPAGK
. . evm_27.model. AmTr_| FYKEEEKNDP
92 QOSAJ4 Ph"s‘ﬂi‘r‘]’g'syecera‘e A’;f;’,‘fa"fj’s AT1G79550 02 Energy 02.01 Glycolysis 0 85 | v1.0_scaffold00062.1| -5,063486 6 424 0 0 0,09091 |EFSK
99 RPFAAIVGGSK|
Cupin family protein . . . L evm_27.model.AmTr_| IEMACPH
92 QoLuJ7 (Nutrient reservoir A’;‘;’ﬁ:f]’:’s AT3G22640 | %6 P’;’;Z'ggf:"ga“"” OG'ZEMS;‘I’W':QE 56-54 30 | v1.0_scaffold00002.6| -161,7377| 44 435 55 33 | 2,6087 |ARIEMACPH
orotein) 9 p 57 ARIEMACPH
Arabidopsis evm_27.model. AmTr_| KAGEACTTAV
92 QIM8R4 Glyoxalase thaliarfa AT3G02720 | 11 Disease/defence | 11.06 Detoxification e-171 73 v1.0_scaffold00029.2 | -57,40573 31 42,9 1" 10 0,85714 [HER
15 GEACTTAVHE
Glycerol-3-phosphate | Arabidopsis . - evm_27.model AmTr_ LSSFHDEVR
93 Q9SCX9 ehydroganase SIS | AT5G40610 | 01 Metabolism | 01.06 Lipid and sterol| ~ e-164 78 [v1.0_scaffold00049.11| -10,13709 15 425 3 3 0,3125 |VRPDAQAISLI
1 K
. . . evm_27.model. AmTr_| MVTPGSDAPK
93 Q9sJQ9 F'“°‘°S:Ij’éf§::5"ha’e A’;f;’,‘fa"fj’s AT2G36460 02 Energy 02.01 Glycolysis e-172 86 | v1.0_scaffold00040.2| -19,73206 12 37,7 5 4 0,29412 |MVTPGSDAPK
04 CQQYYAAGAR
Serine Arabidopsis 06 Protein destination . evm_27.model.AmTr_ QVGVSAGPDC|
93 Q94CC6 carboremontidase SIS | AT4G36195 i 06.13 Proteolysis 0 67 | v1.0_scaffold00182.2 | -26,60629 15 54,3 7 7 | 053333 K
ypep 9 9 GALQEITR
Cupin family protein . . . A evm_27.model. AmTr_| IEMACPH
93 Q9LUJ7 (Nutrient reservoir A’;f;’,‘fa"fj’s AT3G22640 | %8 Pfr“’fj”;‘d‘fas“ga“"” 06'2?0‘8‘5299 56-54 30 | v1.0_scaffold00002.6 | -160,3658 57 435 57 31 | 2,86957 |ARIEMACPH
orotein) orag prote 57 KGDTATIPAGK
Fructose-bisphosphate | Arabidopsis . evm_27.model.AmTr_ MVTPGSDAPK
94 Q9SJQ9 A oIS | AT2G36460 02 Energy 02.01 Glycolysis e-172 86 | v1.0_scaffold00040.2 | -18,15937 14 37,7 5 5 | 0,35294 [CQQYYAAGAR
04 VAPEVIAEHTI




Cupin family protein Arabidopsis 06 Protein destination 06.20 Storage evm_27.model.AmTr_ ACPHVSGGR
94 QoLuJ7 (Nutrient reservoir alS | AT3G22640 o storae S oteine 5,00E-54 30 | v1.0_scaffold00002.6| -163,5763| 44 435 64 31 | 3,08696 |IEMACPH
orotein) 9 P 57 ARIEMACPH
- Arabidopsis evm_27.model.AmTr_| ASHIVGYPR
95 050008 | methyltetrahydropteroyl| %" 2%PS'S | AT5G17920 | 01 Metabolism 01.01 Amino Acid 0 85 | v1.0_scaffold00004.9 | -27,82609 7 84,5 5 5 | 0,15152 |GNASLPAMEM
trialutamate- 9 TK
. . evm_27.model. AmTr_| IAVLDHEK
95 QILVC5 Ph‘?s"r"‘]"f'“mse A’;”’I‘,"’fs’s AT5G57330 02 Energy 02.01 Glycolysis e-143 76 | v1.0_scaffold00019.3| -39,61237 33 35,2 8 7 0,64706 | QELSAVPSSY
Isomerase allana 39 CSGQLDPQR
Fructose-bisphosphate | Arabidopsis . evm_27.model.AmTr_ MVTPGSDAPK
95 Q9sJQ9 A oIS | AT2G36460 02 Energy 02.01 Glycolysis e-172 86 | v1.0_scaffold00040.2 | -47,16173 33 37,7 9 9 | 052941 [NAAYIGTPGR
04 ANSEATLGTY
. . . s evm_27.model. AmTr_| VQVVGVDGK
95 QoLQQ3 12S Globulin A’;f;’,‘fa"fj’s aT1G07750 | %8 Pfr“’fj”;‘d‘fas“ga“"” 06'2?0‘8‘5299 e-129 63 | v1.0_scaffold00044.1| -71,78135 45 38,4 18 14 | 1,63636 [VAYVIQGK
orag prote 74 VAYVIQGK
Cupin family protein . . . . evm_27.model.AmTr_| IEMACPHVSG
95 QoLuJ7 (Nutrient reservoir A’;‘;’ﬁ:f]’:’s AT3G22640 | %6 P’;’;Z'ggf:"ga“"” OG'ZEMS;‘I’W':QE 500E-54 | 30 |v1.0_scaffold00002.6| -08,02804| 54 435 23 17| 1,13043 |GR
orotein) 9 P 57 MACPHVSGG
. . . evm_27.model. AmTr_| DGADFVR
95 QISRTY UDP*S;’S&:”O” A’;f;’,‘fa"fj’s AT3G02230 | 09 Cell structure 09.01 Cell wall 0 89 | v1.0_scaffold00047.1| -59,14184 35 40,9 13 11 | 0,59091 [HLIVQDGDPT
49 K
5- Arabidopsis evm_27.model.AmTr_| GNASLPAMEM
96 050008 methyltetrahydropteroyl thaliar?a AT5G17920 01 Metabolism 01.01 Amino Acid 0 85 v1.0_scaffold00004.9 | -18,97627 7 84,5 4 4 0,12121 [TK
trialutamate- 9 VVEVNALATAL
. . . evm_27.model. AmTr_| ANSEATLGTY
96 Q9sJQ9 F'“°‘°S:Ij’éf§::5"ha’e A’;f;’,‘fa"fj’s AT2G36460 02 Energy 02.01 Glycolysis e-172 86 | v1.0_scaffold00040.2| -25,3498 14 37,7 4 4 0,23529 |K
04 VAPEVIAEHTI
Arabidopsis evm_27.model. AmTr. KKLDATADELS
96 P57106 | Malate dehydrogenase 7op AT5G43330 02 Energy 02.10 TCA pathway | e-130 | 78;68 e/ LM 31,22846| 60 6,9 8 6 3 |eEk
thaliana v1.0_scaffold01428.1
KLDATADELSE
Arabidopsis evm_27.model. AmTr_| TQDGGTEVWE
96 Q9ZP06 Malate dehydrogenase thaliarfa AT1G53240 02 Energy 02.10 TCA pathway e-148 83 v1.0_scaffold00021.8 | -20,65793 26 36,1 5 5 0,83333 [AK
7 SLCTAIAK
Cupin family protein . . . . evm_27.model.AmTr_| KGDTATIPAGK
96 QoLuJ7 (Nutrient reservoir A’;‘;’ﬁ:f]’:’s AT3G22640 | %6 P’;’;Z'ggf:"ga“"” OG'ZEMS;‘I’W':QE 500E-54 | 30 |v1.0_scaffold00002.6| -28,06645| 33 435 6 6 | 047826 |IEMACPHVSG
protein) 9 P 57 GR
. . . evm_27.model. AmTr_| DGADFVR
96 QISRTY UDP*S;’S&:”O” A’;f;’,‘fa"fj’s AT3G02230 | 09 Cell structure 09.01 Cell wall 0 89 | v1.0_scaffold00047.1| -24,40149 20 40,9 5 5 0,31818 |HLIIVQDGDPT
49 K
5- Arabidopsis evm_27.model.AmTr_| GNASLPAMEM
97 050008 | methyltetrahydropteroyl| %" 2%PS'S | AT5G17920 | 01 Metabolism 01.01 Amino Acid 0 85 [ v1.0_scaffold00004.9 | -69,92527 19 84,5 12 10 | 042424 |TK
trialutamate- 9 GNASLPAMEM
. . evm_27.model. AmTr_| CSGQLDPQR
97 Q9LVC5 Ph‘i’:é’r"‘]‘;?;“sfse A’;f;’,‘fa"fj’s AT5G57330 02 Energy 02.01 Glycolysis e-143 76 | v1.0_scaffold00019.3| -35,01493 26 35,2 7 7 0,47059 |IAVLDHEK
39 AVLDHEK
Fructose-bisphosphate | Arabidopsis . evm_27.model.AmTr_ NAAYIGTPGR
97 Q9sJQ9 A oIS | AT2G36460 02 Energy 02.01 Glycolysis e-172 86 | v1.0_scaffold00040.2 | -21,69191 18 37,7 5 5 | 0,29412 |ANSEATLGTY
04 K
. KLDATADELSE
97 P57106 | Malate dehydrogenase| A™@21d0PSIS | at5G43330 02 Energy 02.10 TCA pathway | 2,00E-47 78 |evm27.modelAmTr_| 1401684 46 6,9 4 3 1,33333 |EK
thaliana v1.0_scaffold01428.1
- KLDATADELSE
Cupin family protein . . . . evm_27.model.AmTr_| IEMACPH
97 QoLuJ7 (Nutrient reservoir A’;‘;’ﬁ:f]’:’s AT3G22640 | %6 P’;’;Z'ggf:"ga“"” OG'ZEMS;‘I’W':QE 500E-54 | 30 |v1.0_scaffold00002.6| -3548082| 29 435 9 8 | 03913 |KGDTATIPAGK
orotein) 9 p 57 KGDTATIPAGK
. . . s evm_27.model. AmTr_| SLMSEAGQGE
97 QYFF40 2S albumin A’;”’I‘,"’fs’s AT5G38160 | ° P"’r“z'”‘des“”a“"” 06.20 ‘S‘.‘;rage 2,7 36 | v1.0_scaffold00005.2 | -23,72816 20 16,8 5 2 0,71429 |QQQIIER
allana al storage proteins 12 SLMSEAGQGE
UDP-L-arabinose Arabidopsis evm_27.model. AmTr_| HLIIVQDGDPT
97 QISRTY e oIS | AT3G02230 | 09 Cell structure 09.01 Cell wall 0 89 [v1.0_scaffold00047.1| -49,3939 34 40,9 11 10 05 [K
49 VICDHLGLGLK
UDP. bi Arabidopsi evm_27.model. AmTr_| VICDHLGLGVK]
97 QISRTY 'arfn ';‘:s‘g”a”“e ’ti]a’ﬁa"rf:’s AT3G02230 | 09 Cell structure 09.01 Cellwall | 0,00E+00 89 | v1.0_scaffold00013.8| -32,61085 23 41,3 8 8 0,42105 | GTLFPMCGMN
u 6 LGFNR
Hydroxysteroid Arabidopsis evm_27.model. AmTr. KLDATADELSE
98 Q9TOGO dehydrogenase e aPSlS | AT4G10020 | 01 Metabolism | 01.06 Lipid and sterol | 2,00E-86 86 | otoldo1408. 7| 1881684 | 46 6,9 4 3 1,33333 [EK
(Steroleosin-B) = . KLDATADELSE
Fructose-bisphosphate | Arabidopsis evm_27.model.AmTr_ MVTPGSDAPK
98 Q9sJQ9 P il | AT2G36460 02 Energy 02.01 Glycolysis e-172 86 | v1.0_scaffold00040.2 | -47,79874 35 377 10 10 | 0,70588 |ANSEATLGTY
04 K
Cupin family protein . . . L evm_27.model.AmTr_| IEMACPH
98 QoLuJ7 (Nutrient reservoir A’;‘;’ﬁ:f]’:’s AT3G22640 | %6 P’;’;Z'ggf:"ga“"” OG'ZEMS;‘I’W':QE 500E-54 | 30 |v1.0_scaffoldo0002.6|-91,23316| 45 435 27 18 | 1,34783 |KGDTATIPAGK
orotein) 9 p 57 IEMACPHVSG




Glyoxalase | Arabidopsis evm_27.model. AmTr_| LVTQELGGK
98 065398 (Lactoylglutathione thaliarfa AT1G11840 | 11 Disease/defence | 11.06 Detoxification e-130 78 v1.0_scaffold00037.1| -52,4241 33 33,2 1" 10 0,85714 [YGVTEYTK
lvase) 06 AIATEDVYK
UDP-glucose 4- Arabidopsis . 01.05 Sugars and evm_27.model.AmTr_ AR
99 QITOA7 epimerese i AT4G23920 | 01 Metabolism polysacehandes -156 76 | v1.0_scaffold00024.7 | -37,96322 29 37,9 8 8 0,47059 [RPGDAEIVYAS
8 TDK
. . . evm_27.model. AmTr_| MVTPGSDAPK
99 Q9sJQ9 F'“°‘°S:Ij’éf§::5"ha’e A’;f;’,‘fa"fj’s AT2G36460 02 Energy 02.01 Glycolysis e-172 86 | v1.0_scaffold00040.2| -27,46824 34 37,7 8 8 0,52941 |CQQYYAAGAR
04 NAAYIGTPGR
Arabidopsis evm_27.model. AmTr. KKLDATADELS
99 P57106 | Malate dehydrogenase 7op AT5G43330 02 Energy 02.10 TCA pathway | 2e-47 78 el S| -25,57344 60 6,9 6 5 2 |EEK
thaliana v1.0_scaffold01428.1
KLDATADELSE
Cupin family protein . . . s evm_27.model. AmTr_| KGDTATIPAGK
99 Q9LUJ7 (Nutrient reservoir A’;f;’,‘fa"fj’s AT3G22640 | %8 Pf;z”;g‘f:“ga“"” 06'2?0‘8;5299 5,00E-54 30 | v1.0_scaffold00002.6 | -23,54799 25 435 6 6 0,30435 |ISNDHGELYEL
orotein) 9 P 57 DETEYSPLR
UDP-arabinopyranose | Arabidopsis evm_27.model.AmTr_ SRS
99 QISRT9 Y i AT3G02230 | 09 Cell structure 09.01 Cellwall | 0,00E+00 89 | v1.0_scaffold00013.8| -19,98794 16 413 4 4 0,26316 [LGFNR
6 LADELDIVIPTI
UDP-L-arabinose Arabidopsis evm_27.model. AmTr_| SDSALPNGPA
99 QISRTY ooy tha”arfa AT3G02230 | 09 Cell structure 09.01 Cell wall 0 89 | v1.0_scaffold00047.1 | -18,96312 14 40,9 4 4 0,18182 [K
Y 49 DPTGEQINALE|
Glyoxalase | Arabidopsis evm_27.model.AmTr_| MGYAEEK
99 065398 (Lactoylglutathione tha”ar’:a AT1G11840 | 11 Disease/defence | 11.06 Detoxification | e-130 78 | v1.0_scaffold00037.1 | -95,03111 45 33,2 26 18 | 1,92857 |LVTQELGGK
lvase) 06 YGVTEYTK
Glyceraldehyde-3- Arabidopsis evm_27.model. AmTr_| TLLFGDKPVTYV|
100 QUFX54 phosphate tha”arfa AT1G13440 02 Energy 02.01 Glycolysis | 6,00E-94 | 74,00 |v1.0_scaffold00177.2| -13,39276 45 15,5 4 3 175 |FGVR
dehvdroaenase 1 TLLFGDKPVTV
Fructose-bisphosphate | Arabidopsis . evm_27.model.AmTr_ MVTPGSDAPK
100 Q9sJQ9 oo fri AT2G36460 02 Energy 02.01 Glycolysis e-172 86,00 | v1.0_scaffold00040.2 | -81,92661 49 37,7 17 14 | 1,17647 |MVTPGSDAPK
04 CQQYYAAGAR
Arabidopsis evm_27.model. AmTr_| GQKPLFPR
100 P06525 Alcohol dehydrogenase: thaliarfa AT1G77120 02 Energy 02.16 Fermentation e-159 7 v1.0_scaffold00071.6 | -15,55679 19 34,2 5 5 0,58333 |ASTAGQVIR
5 CSDKPVQEVIV]
' Arabidopsis L 04.1907 Chromatin evm_27.model. AmIr_ XIS
100 Q94EJ2 | Histone deacetylase i AT1G08460 | 04 Transcription modifieation e-154 68,00 |v1.0_scaffold00030.11| -18,41451 14 42,2 4 4 0,28571 |ELIEADENGG
3 K
. - — - FSDPSVQADM
100 Q9SON1 Hspmrg;;ant)s"“k A’;f;’,‘fa"fj’s AT1G16030 | %8 Pfr“’fj”;‘d‘fas“ga“"” 06'01;3";3;?9 and 0 80,00 i\;ff(\),ZS;r?fgﬁ%-(ﬁrgrg -68,78564 22 716 13 12 | 061905 |K
P orag Y i : ATAGDTHLGG
. . evm_27.model.AmTr_| RVTELAGESG
101 QQTOA7 UD;ﬂLng:Z 4 A’;‘;’ﬁ;’r’]’:’s AT4G23920 | 01 Metabolism Og(')?yias:fhaarfi d’“‘e”sd 156 76 | v1.0_scaffold00024.7| -122,0852| 57 37,9 31 21 | 1,904118 |K
8 VQQVAVGR
Hydroxysteroid Arabidopsis evm_27.model. AmTr_| MSLYAAAK
101 Q9TOGO dehydrogenase e rfa AT4G10020 | 01 Metabolism | 01.06 Lipid and sterol|  2e-86 66 | v1.0_scaffold00099.1| -18,70341 23 248 4 4 0,66667 | GANLVLVAR
(Steroleosin-B) 3 VVIVTGASSGI
Fructose-bisphosphate | Arabidopsis . evm_27.model.AmTr_ MVTPGSDAPK
101 Q9sJQ9 Sidoiose i AT2G36460 02 Energy 02.01 Glycolysis e-172 86 | v1.0_scaffold00040.2 | -48,21319 37 37,7 10 10 | 0,58824 |CQQYYAAGAR
04 NAAYIGTPGR
. . evm_27.model. AmTr_| RVTELAGESG
102 QOTOA7 UDeP'i?"]:‘ig:: 4+ A’;f;’,‘fa"fj’s AT4G23920 01 Metabolism méf’ssas”gha;fi da": e-156 76 | v1.0_scaffold00024.7 | -84,19937 51 37,9 20 16 | 1,23529 [K
P polysaccharide 8 VQQVAVGR
Hydroxysteroid Arabidopsis evm_27.model. AmTr_| DVVKEEDCR
102 Q9TOGO dehydrogenase o r’7’6 AT4G10020 | 01 Metabolism | 01.06 Lipid and sterol | 2,00E-86 66 | v1.0_scaffold00099.1 | -38,52873 45 24,8 7 6 2 |RGANLVLVAR
(Steroleosin-B) 3 VVIVTGASSGI
. . . evm_27.model. AmTr_| MVTPGSDAPK
102 Q9sJQ9 F'“°‘°S:Ij’éf§::5"ha’e A’;f;’,‘fa"fj’s AT2G36460 02 Energy 02.01 Glycolysis e-172 86 | v1.0_scaffold00040.2 | -28,02059 26 37,7 7 6 0,47059 |VAPEVIAEHTI
04 R
Arabidopsis evm_27.model. AmTr_| KKLDATADELS
102 P57106 Malate dehydrogenase " AT5G43330 02 Energy 02.10 TCA pathway 2e-47 78 -22,42187 60 6,9 6 4 2 EEK
thaliana v1.0_scaffold01428.1
KLDATADELSE
. . evm_27.model. AmTr_| RPGDAEIVYAS
103 QOTOA7 UDJ;?J]:‘?;’:: 4+ A’;f;’,‘fa"fj’s AT4G23920 01 Metabolism Ogé?yssasc”cgha;fi dz‘;d e-156 76 | v1.0_scaffold00024.7 | -22,81451 23 37,9 5 5 0,35294 | TDK
8 YENPVGAHPS
Hydroxysteroid Arabidopsis evm_27.model. AmTr_| AADVVKEEDC
103 Q9TOGO dehydrogenase tha”ar’:a AT4G10020 | 01 Metabolism | 01.06 Lipid and sterol | 2,00E-86 66 | v1.0_scaffold00099.1| -22,01412 22 24,8 4 4 0,66667 [R
(Steroleosin-B) 3 MSLYAAAK
Fructose-bisphosphate | Arabidopsis evm_27.model.AmTr_ EENIPAAGK
103 Q9SJQ9 o dolgse P tha”arfa AT2G36460 02 Energy 02.01 Glycolysis e-172 86 | v1.0_scaffold00040.2 | -12,57306 18 377 4 4 0,35294 [CQQYYAAGAR
04 ANSEATLGTY
103 P57106 | Malate dehydrogenase| “78PIdOPSIS | aT5G43330 02 Ener 02.10 TCA pathway |  e-130 78 |Svm 27.modelAmTr_| 55 9059 | 60 6.9 9 6 s |KRLDATADELS
ydrog thaliana 9 : P Y v1.0_scaffold01428.1 , v

EEK




Glyceraldehyde-3- Arabidopsis evm_27.model. AmTr_| PVTVFGVR
105 QIFX54 phosphate thaliarfa AT1G13440 02 Energy 02.01 Glycolysis 6,00E-94 74 v1.0_scaffold00177.2 -35,02179 16 15,5 6 5 5 15 TLLFGDKPVTV
dehvdroaenase 1 FGVR
Fructose-bisphosphate | Arabidopsis . evm_27.model.AmTr_ MVTPGSDAPK
105 Q9sSJQ9 aldolase thaliana AT2G36460 02 Energy 02.01 Glycolysis e-172 86 v1.0_scaffold00040.2 | -76,81541 47 37,7 16 - 14 1,05882 [ALQQSTLK
04 CQQYYAAGAR
Arabidopsis evm_27.model. AmTr_| GVMLSDGK
105 P06525 Alcohol dehydrogenase: thaliarfa AT1G77120 02 Energy 02.16 Fermentation e-159 71 v1.0_scaffold00071.6 | -21,02055 19 34,2 6 - 6 0,66667 [AAVAWEAGK
5 ASTAGQVIR
1 L-galactose Arabidopsis . 01.05 Sugars and evm_27.model.AmTr_ ALQSLNVPR
06 081884 dehydrogenase thaliana AT4G33670 01 Metabolism polysaccharides e-135 75,00 | v1.0_scaffold00033.2| -7,187782 12 34,5 3 - 3 0,33333 |ENVSSALEISS
7 AEK
. e . . . e LSDAQQCR
106 Q9ZWA9 128 Globulin (cruciferin Arab/qopSIs AT1G03890 06 Protein destination 06.20 St_orage 66-69 31 evm_27.model. AmTr_| 159,0974 3 545 55 R 35 295238 | SEFHSGESGSI
thaliana and storage proteins v1.0_scaffold00067.7 QHR
. . . 20.1 evm_27.model. AmTr_| HLQGLEGAES
106 QOFGH3 C'”;;ZT:Q;';SOA A’;‘;’ﬁ:f]’:’s AT5G58490 2&;2‘;‘;:‘;: Y |Phenylpropancidsiphe|  e-124 67 | v1.0_scaffold00153.3| -18,73758| 14 24,8 4 . 4 | 044444 |R
nolics 5 AAWDFAK
. e . . . . RLSDAQQCR
107 Q9ZWA9 128 Globulin (cruciferin Arab/qopSIs AT1G03890 06 Protein destination 06.20 St_orage 66-69 31 evm_27.model. AmTr_| 2242515 39 545 70 R 46 3,57143 | LSDAQQCR
thaliana and storage proteins v1.0_scaffold00067.7 GRQEGEYGE
Glyoxalase | Arabidopsis evm_27.model.AmTr_| GPTPEPLCHV
107 065398 (Lactoylglutathione thaliarl;a AT1G11840 | 11 Disease/defence | 11.06 Detoxification e-130 78,00 | v1.0_scaffold00037.1| -20,13407 19 33,2 3 - 3 0,35714 |IMLR
lvase) 06 VVFVDHSDFL
Arabidopsis evm_27.model. AmTr_| GISSGAAAAA
108 P47998 Cysteine synthase thaliarfa AT4G14880 01 Metabolism 01.01 Amino Acid e-126 73 v1.0_scaffold00033.2( -15,0158 16 34,8 5 - 4 0,3125 |AIK
7 LITMPTSMSL
. o . . . L RLSDAQQCR
108 QIZWA9 128 Globulin (cruciferin Arablc_!opsts AT1G03890 06 Protein destination 06.20 St_orage 6e-69 31 evm_27.model. AmTr_| -198,0258 39 545 63 R 41 3.71429 | LSDAQQCR
2) thaliana and storage proteins v1.0_scaffold00067.7
GRQEGEYGE
. e . . . . RLSDAQQCR
109 Q9ZWA9 128 Globulin (cruciferin Arab/qopSIs AT1G03890 06 Protein destination 06.20 St_orage 66-69 31 evm_27.model. AmTr_| 281,075 39 545 102 R 62 538095 | GRQEGEYGE
thaliana and storage proteins v1.0_scaffold00067.7 EEQRGEQGK
Cupin family protein . . . . evm_27.model.AmTr_| PSSEQLQGLIH
109 QoLuJ7 (Nutrient reservoir A’;‘;’ﬁ:f]’:’s AT3G22640 | %6 P’;’;Z'ggf:"ga“"” OG'ZEMS;‘I’W':QE 56-54 30 | v1.0_scaffold00002.6| -24,793 18 435 5 . 5 | 021739 |GGSGGGK
orotein) 9 P 57 GQGPIVRPSS
. e . . . . evm_27.model. AmTr_| VGGEGQQQQ
110 pis4ss | 128 G'°b”"'1” (eruciferin A’;”’I‘,"’fs’s AT5G44120 | %© P"’r“z'” ‘des“”a“"” 0620 ‘S‘.‘;rage 56-72 32 | v1.0_scaffold00067.1| -196,643 42 53 77 - 40 5 |GIKDRHQK
aliana and storage proteins 2 RGQEEGQQE
128 Globulin (cruciferin| ~ Arabidopsis 06 Protein destination 06.20 Storage " evm_27.model. AmTr_| QFFIAGGQPR
m QOZWA9 2) thaliana AT1G03890 and storage proteins 6e-69 31 v1.0_scaffold00067.7 27,14046 " 545 5 2 5 0,2381 LIQTILPQIDTR
I e . . . . evm_27.model. AmTr_| RGQEEGQQE
1M1 p15455 | 125 Clobulin (cruciferin A’;f;’,‘fa"fj’s AT5G44120 | 6 Pfr“’fj”;g‘f:gga“"” 06'5?02‘;299 5e-72 32 |v1.0_scaffold00067.1| -33,11552 | 21 53 7 - 6 | 047059 |QEQEQEQER
2 VGGEGQQQQ
Glyoxalase | Arabidopsis evm_27.model.AmTr_| MGYAEEK
111 065398 (Lactoylglutathione thaliarl;a AT1G11840 | 11 Disease/defence | 11.06 Detoxification e-130 78 v1.0_scaffold00037.1 | -89,89387 58 33,2 23 22 16 1,92857 |ISDNPAYK
lvase) 06 LVTQELGGK
Glyoxalase | Arabidopsis evm_27.model. AmTr_| GPTPEPLCQV
11 Q8W593 (Lactoylglutathione thaliarfa AT1G67280 | 11 Disease/defence | 11.06 Detoxification e-151 78 v1.0_scaffold00109.1 | -9,438898 8 32 3 2 2 0,28571 [MLR
Ivase) 50 GPTPEPLCQV
Cupin family protein . . . . evm_27.model.AmTr_| GQGPIVR
12 QoLuJ7 (Nutrient reservoir A’;‘;’ﬁ:f]’:’s AT3G22640 | %6 P’;’;Z'ggf:"ga“"” OG'ZEMS;‘I’W':QE 500E-54 | 30 |v1.0_scaffoldo0002.6| -20,71018| 19 435 6 . 6 | 0,26087 |PSSEQLQGLIH
orotein) 9 P 57 GGSGGGK
. . VYDSDSSDAR
12 QU41A4  |Uncharacterized protein| “"@PIOPSIS | AT5G45690 | 13 Unclassified 13 Unclassified | 5,00E-74 55 |Svm_27.modelAmTr_| 4g q5gqg 71 28,9 28 - 20 | 1,82353 |AVYDSDSSDA
thaliana v1.0_scaffold00162.9 R
MD-2-related lipid Arabidopsis 11.02 Defence- evm_27.model.AmTr_| SISASTEAPLS
113 Q9SF20 recognition domain- thaliarl;a AT3G11780 | 11 Disease/defence .re ulated 1,00E-45 59 v1.0_scaffold00004.1 | -14,92609 26 16,4 3 - 3 05 |EGK
containina protein 9 91 VSGMEVDPDP
. . VYDSDSSDAR
13 QU41A4  |Uncharacterized protein| “"@PIOPSIS | AT5G45690 | 13 Unclassified 13 Unclassified | 5,00E-74 55 |Svm_27.modelAmTr_| ) 7677 75 28,9 49 - 29 | 341176 |AVYDSDSSDA
thaliana v1.0_scaffold00162.9 R
Arabidopsis evm_27.model. AmTr_| VGMGQKDAYV|
114 P53492 Actin 7 thaliarl;a AT5G09810 09 Cell structure 09.04 Cytoskeleton 0 97 v1.0_scaffold00018.1 | -19,37329 19 41,6 4 - 4 0,46667 | GDEAQSK
04 AGFAGDDAPR
Arabidopsis evm_27.model. AmTr_| VGMGQKDAYV]
114 P53496 Actin 11 thaliarfa AT3G12110 09 Cell structure 09.04 Cytoskeleton 0 96 v1.0_scaffold00044.6 | -19,37329 13 43,9 4 - 4 0,375 [GDEAQSK
1 AGFAGDDAPR
Arabidopsis evm_27.model. AmTr_| VGMGQKDAYV|
114 P53492 Actin 7 thaliarl;a AT5G09810 09 Cell structure 09.04 Cytoskeleton 0 97 v1.0_scaffold00030.1 | -19,37329 14 41,5 4 - 4 0,4 |GDEAQSK
7 AGFAGDDAPR




Dessicati ated Arabidopsi 11.05 St evm_27.model. AmTr_| TPQEILR
14 FAHWRO essication-relate ranidopsis | AT1G47980 | 11 Disease/defence O Sess e-106 70 |v1.0_scaffold00016.3| -30,22254 | 19 33,4 6 - 5 | 046154 |TILYEQANK
protein thaliana responses ~ 45 PLLDLSSENFA
Glyoxalase | Arabidopsis evm_27.model.AmTr_| ISDNPAYK
114 065398 (Lactoylglutathione 7op AT1G11840 | 11 Disease/defence | 11.06 Detoxification e-130 78 v1.0_scaffold00037.1 | -87,23048 48 33,2 26 - 15 1,85714 |AIATEDVYK
thaliana
lvase) 06 YTLAMMGYAE
Dessication-related Arabidopsis 11.05 Stress evm_27.model.AmTr_ VMNSAFGHK
115 FAHWRO . 0P AT1G47980 | 11 Disease/defence X e-106 70 v1.0_scaffold00016.3 [ -236,193 62 33,4 83 - 51 7,38462 [QEVGHLR
protein thaliana responses ~ 45 IVYSSGNEK
. . GAQMLQSLKP
115 Q941A4  |Uncharacterized protein| A™3PMAOPSIS | atseaseeo | 13 Unclassified 13 Unclassified | 500874 | 55 |SYM-27-MOUCLAMT] 4g 1o55| 12 28,9 3 - 3 | o17647|VK
thaliana v1.0_scaffold00162.9
IFESLPDEEK
Dessication-related Arabidopsis 11.05 Stress evm_27.model.AmTr_ VMNSAFGHK
116 FAHWRO . 0P AT1G47980 | 11 Disease/defence X e-106 70 v1.0_scaffold00016.3 | -210,402 63 33,4 74 - 42 6,76923 [IVYSSGNEK
protein thaliana responses ~ 45 KVDPYPH
Glyoxalase | Arabidopsis evm_27.model.AmTr_| YTLAMMGYAE
116 065398 (Lactoylglutathione 7op AT1G11840 | 11 Disease/defence | 11.06 Detoxification e-130 78 v1.0_scaffold00037.1 | -22,12679 20 33,2 6 - 5 0,42857 |EK
thaliana
lvase) 06 IALSTEDVYK
Dessicati ated Arabidopsi 11.05 St evm_27.model. AmTr_| VMNSAFGHK
"7 FAHWRO essicatlon-relale ranidopsis | AT1G47980 | 11 Disease/defence O Sess e-106 70 |v1.0_scaffold00016.3| -195,2634 | 57 33,4 63 - 39 | 5,15385 |KVDPYPH
protein thaliana responses ~ 45 GPPPIGATK
Glyoxalase | Arabidopsis evm_27.model. AmTr_| LVTQELGGK
17 065398 (Lactoylglutathione thaliar?a AT1G11840 | 11 Disease/defence | 11.06 Detoxification e-130 78 v1.0_scaffold00037.1 | -24,57457 15 33,2 6 - 4 0,42857 | YTLAMMGYAE
Ivase) 06 EK
Dessicati ated Arabidopsi 11.05 St evm_27.model. AmTr_| VMNSAFGHK
18 FAHWRO essicatlon-relale ranidopsis | AT1G47980 | 11 Disease/defence O Sess e-106 70 |v1.0_scaffold00016.3| -105,9725| 49 33,4 25 - 19 | 2,23077 [KVDPYPH
protein thaliana responses ~ 45 GGPPPIGATK
Glyoxalase | Arabidopsis evm_27.model.AmTr_| MGYAEEK
118 065398 (Lactoylglutathione Jop AT1G11840 | 11 Disease/defence | 11.06 Detoxification e-130 78 v1.0_scaffold00037.1 | -97,64965 49 33,2 33 - 19 2,5 |ISDNPAYK
thaliana
lvase) 06 KDKHRFLHAV
Dessication-related Arabidopsis 11.05 Stress evm_27.model.AmTr_ VMNSAFGHK
119 FAHWRO . 0P AT1G47980 | 11 Disease/defence | e-106 70 v1.0_scaffold00016.3 | -62,39283 43 33,4 17 - 14 1,46154 |IVYSSGNEK
protein thaliana responses 15 IVYSSGNEK
Glyoxalase | Arabidopsis evm_27.model.AmTr_| ISDNPAYK
19 065398 (Lactoylglutathione 7op AT1G11840 | 11 Disease/defence | 11.06 Detoxification e-130 78 v1.0_scaffold00037.1 | -106,2738 57 33,2 31 29 23 2,42857 IMGYAEEK
thaliana
lvase) 06 KDKHRFLHAV
Glyoxalase | . . evm_27.model. AmTr_|
19 Q8W593 (Lactoylglutathione A’;f;’,‘fa"fj’s AT1G67280 | 11 Disease/defence | 11.06 Detoxification | e-151 78 | v1.0_scaffold00109.1| -6,629117 8 32 3 1 2 0,21429 3E£PEPLCQV
lvase) 50
Glyceraldehyde-3- Arabidopsis evm_27.model.AmTr_| VVESTGVFTD
120 QIFX54 phosphate thaliar’:a AT1G13440 02 Energy 02.01 Glycolysis 6e-94 82 v1.0_scaffold00177.2 | -59,69678 42 24,7 16 - 13 2,42857 |K
dehvdrogenase 4 DAPMFVVGVN
. e . . . . evm_27.model. AmTr_| RGQEEGQQE
120 pis4ss | 128 G'°b”"'1” (eruciferin A’;”’I‘,"’ps’s AT5G44120 | %© P""z‘” ‘des“”a“"” 06.20 ?‘.‘”age 5e-72 32 | v1.0_scaffold00067.1| -51,37841 31 53 9 - 9 0,52941 |QEQEQEQER
aliana and storage proteins 2 VGGEGQQQQ
Cupin family protein . . . . evm_27.model.AmTr_| IEMACPH
120 QoLuJ7 (Nutrient reservoir | A@0idOPSis | ar3ao0640 |06 Protein destination|  06.20 Storage 56-54 30 |v1.0_scaffold00002.6| -32,53067| 27 435 8 . 7 | 03913 |aQspsvFwe
¥ thaliana and storage proteins
protein) 57 PR
Dessication-related Arabidopsis 11.05 Stress evm_27.model.AmTr_ GGPPPIGATK
120 FAHWRO . 0P AT1G47980 | 11 Disease/defence | e-106 70 v1.0_scaffold00016.3 | -33,70228 23 33,4 7 - 7 0,53846 [AYQEVGHLR
protein thaliana responses -
15 TILYEQANK
Glyoxalase | Arabidopsis evm_27.model.AmTr_| YTLAMMGYAE
120 065398 (Lactoylglutathione 7op AT1G11840 | 11 Disease/defence | 11.06 Detoxification e-130 78,00 | v1.0_scaffold00037.1| -23,30103 25 33,2 4 - 4 05 |EK
thaliana
lvase) 06 EYTECEGMK
S-adenosyl-L- Arabidopsis 04.22 MRNA evm_27.model. AmTr_| EHSDDSDLDK
121 Q9S9P4 methionine-dependent thaliarfa AT1G30550 04 Transcription r.ocessin 2e-79 68 v1.0_scaffold00019.5( -14,8412 3 122 4 - 4 0,08696 LK
methvitransferase (7- P 9 7 AFLTTADSAVK
Cupin family protein . . . . evm_27.model.AmTr_| ARIEMACPHV
121 QoLuJ7 (Nutrient reservoir | A@PidOPSis | ar3ao0640 |06 Protein destination|  06.20 Storage 56-54 30 |v1.0_scaffold00002.6| -35,.44227| 36 435 1 . 10 | 047826 |SGGR
¥ thaliana and storage proteins
protein) 57 LVTIGEER
Dessication-related Arabidopsis 11.05 Stress evm_27.model.AmTr_ IVYSSGNEK
121 FAHWRO . 0P AT1G47980 | 11 Disease/defence | e-106 70 v1.0_scaffold00016.3 | -44,59486 35 33,4 10 - 10 0,76923 [GGPPPIGATK
protein thaliana responses
15 TILYEQANK
Glyoxalase Il Arabidopsis evm_27.model.AmTr_| VYCGHEYTVK
121 024496 (Hydroxyacylglutathion thaliar?a AT3G10850 | 11 Disease/defence | 11.06 Detoxification e-113 70 v1.0_scaffold00077.1 -72,79105 64 28,8 16 - 14 1,21429 |AEAVHADIK
e hvdrolase) 52 EAAVVDPVEP
Arabidopsis evm_27.model. AmTr IPESLPDEEKK
121 Q941A4 Uncharacterized protein 0P AT5G45690 13 Unclassified 13 Unclassified 5,00E-74 55 . p ol -41,33185 38 28,9 10 - 9 0,58824 [YGLSSEELK
thaliana v1.0_scaffold00162.9 \FESLPDEEK
Glyceraldehyde-3- Arabidopsis evm_27.model.AmTr_| VVESTGVFTD
122 QIFX54 phosphate thaliar?a AT1G13440 02 Energy 02.01 Glycolysis 6e-94 82 v1.0_scaffold00177.2( -14,7612 26 24,7 5 - 4 0,71429 |K
dehvdrogenase 4 AAGFNIIPSST




- . . evm_27.model. AmTr_| IVYSSGNEK
122 F4HWRo | Dessication-related | Arabidopsis | xr1G47980 | 11 Disease/defence 11.05 Stress e-106 70 |v1.0_scaffold00016.3| -15,13949| 30 33,4 7 7 | 061538 |TILYEQANK
protein thaliana responses ~ 45 TPQEILR
Arabidopsis . . evm_27.model. AmTr. VYDSDSSDAR
122 Q941A4 Uncharacterized protein| thaliana AT5G45690 13 Unclassified 13 Unclassified 5,00E-74 55 i 0_scéﬁold06162 9 -77,77918 60 28,9 24 14 1,58824 |[AVYDSDSSDA
0_ : R
Glyceraldehyde-3- Arabidopsis evm_27.model. AmTr_| KVVISAPSK
123 QUFX54 phosphate tha”arfa AT1G13440 02 Energy 02.01 Glycolysis 6e-94 82 | v1.0_scaffold00177.2 | -34,19664 33 247 9 6 1,42857 |DAPMFVVGVN
dehvdroaenase 4 EHEYKPDVH
S_-at.jenosyI-L- Arabidopsis o 04.22 MRNA evm_27.model.AmTr_| FGLDEAHGK
123 Q9S9P4 methionine-dependent thaliana AT1G30550 04 Transcription rocessin 2e-79 68 v1.0_scaffold00019.5 | -59,43711 1 122 1 1 0,28261 [PAAASLLDK
methvltransferase (7- P 9 7 EILTIQAQGDK
. . . s evm_27.model. AmTr_| GVASGMAPLA
123 Q9LUM3 | Subtilase family protein A’;f;’,‘fa"fj’s AT3G14240 | %8 Pfr“’fj”;g‘f:gga“"” 06.13 Proteolysis 0 55 | v1.0_scaffold00003.1| -18,20918 8 61 6 5 0,33333 [R
07 ASALGYAR
Cupin family protein . . . . evm_27.model.AmTr_| IEMACPH
123 QOLUJT | (Nutrientreservoir | A™3PIOPSIS | nragap64q |06 Protein destination)  06.20 Storage Se-54 30 |v1.0_scafold00002.6| -45,37548| 28 435 1 8 | 052174 |IEMACPHVSG
¥ thaliana and storage proteins
protein) 57 GR
i . . evm_27.model. AmTr_| TILYEQANK
123 FaHwRo | Dessicationrelated | Arabidopsis | sryga7980 | 11 Disease/defence 11.05 Stress e-106 70 |v1.0_scaffold00016.3| -33,79751| 27 33,4 6 6 | 0,53846 |ANLDPLTR
protein thaliana responses ~ 45 SPGGFEPK
Glyoxalase | Arabidopsis evm_27.model.AmTr_| EPGPIPGINTK
123 065398 (Lactoylglutathione tha”ar’]’a AT1G11840 | 11 Disease/defence | 11.06 Detoxification | e-130 78,00 | v1.0_scaffold00037.1| -22,55939| 21 33,2 6 5 | 057143 |FYTECFGMK
lvase) 06 YTLAMMGYAE
Glyceraldehyde-3- . . evm_27.model. AmTr_| KVVISAPSK
124 QOFX54 phosphate A’;f;’,‘fa"fj’s AT1G13440 02 Energy 02.01 Glycolysis 66-94 82 | v1.0_scaffold00177.2| -33,5574 42 24,7 9 6 1,42857 |KVVISAPSK
dehvdroagenase 4 DAPMFVVGVN
Cupin family protein . . . . evm_27.model.AmTr_| IEMACPH
124 QLU | (Nutrientreservoir | A™PIOOPSIS | aragpoaqq |06 Protein destination|  06.20 Storage | g aoe 54 | 30 |10 scaffold00002.6| -55,72472| 35 435 14 11| 0,65217 [ARIEMACPHY
¥ thaliana and storage proteins
protein) 57 SGGR
i . . evm_27.model. AmTr_| TILYEQANK
124 F4HWRo | Dessication-related | Arabidopsis | xr1g47980 | 11 Disease/defence 11.05 Stress e-106 70 |v1.0_scaffold00016.3| -23,42779| 21 33,4 5 4 | 046154 |VDPYPHTISEF
protein thaliana responses 15 TNNISQLR
Phosphoglycerate Arabidopsis ] evm_27.model.AmTr_| AHASTEGIAK
125 Q9SAJ4 A oIS | AT1G79550 02 Energy 02.01 Glycolysis 0 85 | v1.0_scaffold00062.1| -123,7533| 60 424 26 20 | 1,22727 |YLMENGAK
99 EEEKNDPEFS
Arabidopsis evm_27.model. AmTr_| YDNCNNDGV
125 BI9DGL8 | Alpha-galactosidase tha”arfa AT5G08370 | 09 Cell structure 09.01 Cell wall e-171 75 | v1.0_scaffold00171.3| -37,9204 24 45,1 8 8 | 052381 |DPR
2 GQLTATVDSH
Late embryogenesis Arabidopsis . 11.05 Stress evm_27.model.AmTr_ AGEANDSAAD
125 QoLF88 : ’ AT3G53040 | 11 Disease/defence 3e-44 37 | v1.0_scaffold00002.3 | -17,61332 1 33,9 3 3 0,375 |ATR
abundant protein (LEA) thaliana responses 88 EAAAEEAAAQ
. . evm_27.model. AmTr_| AHASTEGIAK
126 QOSAJ4 Ph"s‘ﬂi‘r‘]’g'syecera‘e A’;f;’,‘fa"fj’s AT1G79550 02 Energy 02.01 Glycolysis 0 85 | v1.0_scaffold00062.1| -116,7739 63 424 24 19 | 1,13636 |YLMENGAK
99 VILASHLGR
Arabidopsis evm_27.model.AmTr_| YDNCNNDGV
126 BI9DGL8 | Alpha-galactosidase tha”ar’]’a AT5G08370 | 09 Cell structure 09.01 Cell wall e-171 75 | v1.0_scaffold00171.3| -23,9537 16 45,1 5 5 | 0,33333 |DPR
2 DSQGNLVPK
. . . evm_27.model. AmTr_| AGEANDSAAD
126 QoLFeg | l@teembryogenesis | Arabidopsis | ar3gs3ns0 | 11 Diseaseldefence 11.05 Stress 3e-44 37 | v1.0_scaffold00002.3| -21,74325 16 33,9 4 4 0,75 |ATR
abundant protein (LEA) thaliana responses 88 VTAEDAGER
Dessication-related Arabidopsis . 11.05 Stress evm_27.model.AmTr_ TILYEQANK
126 FAHWRO ' ’ AT1G47980 | 11 Disease/defence -106 70 | v1.0_scaffold00016.3 | -53,98155 34 33,4 15 8 1,38462 |VDPYPHTISEF
protein thaliana responses 15 TNNISQLR
. . evm_27.model. AmTr_| AHASTEGIAK
127 QOSAJ4 Ph"s‘ﬂi‘r‘]’g'syecera‘e A’;f;’,‘fa"fj’s AT1G79550 02 Energy 02.01 Glycolysis 0 85 | v1.0_scaffold00062.1| -43,92173 37 424 1 10 | 0,63636 [VILASHLGR
99 RPFAAIVGGSK|
Cupin family protein . . . . evm_27.model.AmTr_| IEMACPH
127 QoLuJ7 (Nutrient reservoir A’;‘;’ﬁ:f]’:’s AT3G22640 | %6 P’;’;Z'ggf:"ga“"” OG'ZEMS;‘I’W':QE 500E-54 | 30 |v1.0_scaffoldo0002.6| -30,63027| 30 435 8 7 | 047826 |KGDTATIPAGK
orotein) 9 P 57 IEMACPHVSG
Arabidopsis evm_27.model. AmTr_| YDNCNNDGV
127 BI9DGL8 | Alpha-galactosidase tha”arfa AT5G08370 | 09 Cell structure 09.01 Cell wall e-171 75 | v1.0_scaffold00171.3 | -99,74345 54 45,1 25 19 | 1,42857 |DPR
2 GQLTATVDSH
Late embryogenesis Arabidopsis . 11.05 Stress evm_27.model.AmTr_ AGEANDSAAD
127 QoLF88 : ’ AT3G53040 | 11 Disease/defence 3e-44 37 | v1.0_scaffold00002.3| -2591492| 23 33,9 6 5 075 [ATR
abundant protein (LEA) thaliana responses 88 EAAAEEAAAQ
- . . evm_27.model. AmTr_| TILYEQANK
127 FaHwRo | Dessication-related | Arabidopsis | xryg47080 | 11 Disease/defence 11.05 Stress e-106 70 | v1.0_scaffold00016.3| -53,5281 25 33,4 12 7 0,92308 |PLLDLSSENFA
protein thaliana responses 15 K
Late embryogenesis Arabidopsis . 11.05 Stress evm_27.model.AmTr_ AGEANDSAAD
128 QoLF88 : y AT3G53040 | 11 Disease/defence 3e-44 37 | v1.0_scaffold00002.3 | -22,06585 13 33,9 4 4 05 |ATR
abundant protein (LEA) thaliana responses

88

VTAEDAGER




- . . evm_27.model. AmTr_| SPGGFFPK
128 F4HWRo | Dessication-related | Arabidopsis | xr1G47980 | 11 Disease/defence 11.05 Stress e-106 70 |v1.0_scaffold00016.3| -53,35379 | 26 33,4 13 7 | 1,15385 [LVAGLLGVES
protein thaliana responses ~ 45 GQDAIIR
] Arabidopsis ) o evm_27.model. AmTr_| DEADHPMPTD
128 Q9SD45 Epoxide hydrolase o aPslS | AT3G51000 | 11 Disease/defence | 11.06 Detoxification | 1e-22 34 | v1.0_scaffold00009.4 | -21,76501 42 217 9 7 2 |k
14 VPAMLVMGNK
S-adenosyl-L- . . evm_27.model. AmTr_| AFLTTADSAVK
129 Q9S9P4 | methionine-dependent A’;f;’,‘fa"fj’s AT1G30550 | 04 Transcription 04['556?5:“* 26-79 68 | v1.0_scaffold00019.5| -16,79904 5 122 3 3 0,1087 |IQVPVDIAPK
methvltransferase (7- P 9 7 ILQPISDICITE
Chaperonin . . . . . evm_27.model.AmTr_| SVAAGMNAMD
129 P29197 | (Chaperonin-60kD, A’tff”ﬂ"”s’s AT3G23990 | %6 P“"Z‘” destination|  06.01 FOQU".'{‘Q and 0 86 | v1.0_scaffold00003.2| -118,1769 | 45 61,2 2 19 09 |rR
ch60. CPN60) aliana and storage stability 61 SAIEASTSDYD
Cupin family protein . . . s evm_27.model. AmTr_| AQSDSVFVWVG
129 QILUJ7 (Nutrient reservoir | Ar@bidopsis | araayo64q |06 Protein destination| 06.20 Storage 5,00E-54 30 | v1.0_scaffold00002.6 | -19,41987 23 435 5 5 0,30435 |PR
¥ thaliana and storage proteins
protein) 57 NSILNQIER
Glyoxalasell Arabidopsis ] o evm_27.model.AmTr_| YTLAMMGYAE
129 065398 (Lactoylglutathione thaliana AT1G11840 | 11 Disease/defence | 11.06 Detoxification e-130 78,00 [ v1.0_scaffold00037.1| -14,69357 10 33,2 3 2 0,21429 [EK
lvase) 06 ETTVLELTYNY
. . evm_27.model. AmTr_| GAIANPDEGR
130 Q8H103 Phosphoglucose Arabidopsis | xr4Go4620 02 Energy 02.01 Glycolysis 0 84 | v1.0_scaffold00135.2| -54,99657 22 68,4 12 12 0,325 |FSEDVTR
isomerase thaliana
0 ALIAEGSCGSP
Chaperonin . . . L . evm_27.model.AmTr_| GEYVDMVK
130 P20197 | (Chaperonin-60KkD, | A@PIOPSIS | ATaga3gqq | 06 Protein destination| 06.01 Folding and 9 86 |v1.0_scaffold000032| -17,98158| 9 61,2 4 4 | 016667 |IGGASEVEVS
ch60. CPNBO) aliana and storage stability 61 EK
Cupin family protein . . . A evm_27.model. AmTr_| IEMACPH
130 Q9LUJ7 (Nutrient reservoir A’;f;’,‘fa"fj’s AT3G22640 | %8 Pfr“’fj”;‘d‘fas“ga“"” 06'2?0‘8‘5299 56-54 30 | v1.0_scaffold00002.6 | -33,37077 29 435 9 8 0,43478 |KGDTATIPAGK
orotein) orag prote 57 PSSEQLQGLIH
' — — - — FLAEALDIPIEL
130 qozwag |12 G'°b”'é’; (cruciferin| - Arabidopsis | xT1Goaggo |° Protein destination] 0620 Storage 66-69 a1 |omArmode ATt o1g1042| 17 54,5 6 5 | 028571 |ACK
9 P - : FLAEALDIPIEL
. . . evm_27.model. AmTr_| AEQDSQIGHG
130 P93026 Vac‘r‘:fe'f;”'"g A’;f;’,‘fa"fj’s AT3G52850 | 08 Intracellular traffic | 08.13 Vacuolar 0 73 | v1.0_scaffold00077.7 | -154,5848 47 69,4 36 30 | 1,23333|AR
P 8 QDSQIGHGAR
. Arabidopsis . 01.05 Sugars and evm_27.model.AmTr_ AVTAATNYNN
131 QUSEE5 Galactokinase oy AT3G06580 | 01 Metabolism P 0 73 | v1.0_scaffold00003.2 | -67,84259 38 50,9 14 14 07 |R
allana polysaccharides 34 EAVSSELSDE
. . . evm_27.model. AmTr_| AITTAALANK
131 Q8w4ro | Phosphoglucosamine | - Arabidopsis | xrsaq7530 02 Energy 02.01 Glycolysis 0 66 | v1.0_scaffold00148.2| -15,22458 1 64 4 4 0,18519 |ISAQMLQDAV
mutase family protein thaliana 3 R
Phosphoglucose Arabidopsis ) evm_27.model. AmTr_| IVAHMAANDR
131 Q8H103 0 y AT4G24620 02 Energy 02.01 Glycolysis 0 84 [v1.0_scaffold00135.2| -144,4526 | 49 68,4 41 28 1,15 |GAIANPDEGR
isomerase thaliana
0 SALYANNR
. e . . . . evm_27.model. AmTr_| RGQEEGQQE
131 p15455 | 125 Globulin (cruciferin A’;f;’,‘fa"fj’s AT5G44120 | %© Pfr“’fj”;g‘f:gga“"” 06'5?02‘;299 56-72 32 | v1.0_scaffold00067.1| -16,54061 8 53 3 2 0,17647 |QEQEQEQER
2 GIISIVFPGCTE
Cupin family protein . . . L evm_27.model.AmTr_| IEMACPH
131 QoLuJ7 (Nutrient reservoir A’;’;’ﬁ:f]’:’s AT3G22640 | %6 P’;’;Z'ggf:"ga“"” OG'ZEMS;‘I’W':QE 56-54 30 | v1.0_scaffold00002.6| -89,63732| 60 435 23 18 | 1,08696 |KGDTATIPAGK
orotein) 9 p 57 IEMACPHVSG
. . evm_27.model. AmTr_| HIVQLHPSSR
135 Q9LzC3 Malate synthase Arabidopsis | xr5G03g860 02 Energy 02.10 TCA pathway 0 75 | v1.0_scaffold00049.8 | -133,2511 50 64,8 42 33 1,7037 |DHSVGLNCGR
thaliana
6 YDHEFAR
Isocitrate Arabidopsis evm_27.model.AmTr_| ADSSMTVAYE
136 QISRZ6 dehraoanase oIS | AT1G65930 02 Energy 02.10 TCA pathway 0 84  [v1.0_scaffold00071.1| -93,68179| 46 46,7 20 18 12 |K
ydrog 47 TIEAEAAHGTV
" . . evm_27.model. AmTr_| TIEAEAAHGTV
137 Q9SRZ6 Isocitrate Arabidopsis | xr1Gg5930 02 Energy 02.10 TCA pathway 0 84 | v1.0_scaffold00071.1| -87,87887 38 46,7 17 16 085 [TR
dehydrogenase thaliana 47 EPIMCK
Arabidopsis ] evm_27.model.AmTr_| GVMLSDGK
137 P06525 Alcohol dehydrogenase: " AT1G77120 02 Energy 02.16 Fermentation e-159 71 v1.0_scaffold00071.6 [ -15,1439 21 34,2 6 6 0,58333 [AAVAWEAGK
thaliana
5 ASTAGQVIR
- . NKPPVMIGGK
138 Qosu4o | Menocopper oxidase- | - Arabidopsis | xr4G12420 03 Cell 03.01 Cell growth 0 72 |eYm27.modelAMTr_| 574094 9 66,3 4 4 0,18182 |VTGVAILHYSN
like protein thaliana growth/division v1.0_scaffold00085.6 GPASGPLPDP
Cupin family protein . . . L evm_27.model.AmTr_| AQSDSVFVVG
139 QoLuJ7 (Nutrient reservoir A’tf]‘”ﬂ"”s’s AT3G22640 | %6 P“”Z'”tdes"”a“"” 06.20 Storage 56-54 30 | v1.0_scaffold00002.6| -11,31876 6 435 2 2 | 0,08696 |PR
orotein) aliana and storage proteins 57 AFSDEILEASF
Cupin family protein . . . s evm_27.model. AmTr_| ARIEMACPHV
140 Q9LUJ7 (Nutrient reservoir A’;f;’,‘fa"fj’s AT3G22640 | %8 Pf;z”;g‘f:“ga“"” 06'2?0‘8;5299 56-54 30 | v1.0_scaffold00002.6 | -63,06705 53 435 19 15 1 |SGGR
orotein) 9 P 57 IEMACPHVSG
Translation elongation |  Arabidopsis . . 05.04 Translation evm_27.model.AmTr_ EGALAFENMR
141 QUASR1 i AT1G56070 | 05 Protein synthesis 0 88,00 | v1.0_scaffold00032.9 | -14,30627 5 93,9 3 3 | 0,13333 |GGGQIIPTAR
factor 2 thaliana factors 3 AYLPVVESFGH




Cupin family protein

Arabidopsis

06 Protein destination

06.20 Storage

evm_27.model. AmTr_|

PSSEQLQGLIH

141 QoLuJ7 (Nutrient reservoir alS | AT3G22640 o storae o 500E-54 | 30,00 |v1.0_scaffold00002.6 | -12,82754 12 435 3 - 3 |0,17391 |GGSGGGK
orotein) orag prote 57 AQSDSVFWG
Dessication-related Arabidopsis 11.05 Stress evm_27.model.AmTr_ KISGNLLASDQ
141 F4HWRO oo tha”arfa AT1G47980 | 11 Disease/defence responsos -106 70 | v1.0_scaffold00016.3 | -23,48096 10 33,4 6 - 3 | 0,53846 [FSLSFDRTPQ
15 EILR
. . . . . evm_27.model. AmTr_| ASQLTATPR
142 Q9ASR1 T’ans'ag’;;'g”ga""” A’;f;’,‘fa"fj’s AT1G56070 | 05 Protein synthesis 05‘0‘?;?”;'6""” 0 88 | v1.0_scaffold00032.9 | -43,36718 1 93,9 7 - 7 0,3 |GGGQIPTAR
acto 3 IMGPNYVPGQ
5- Arabidopsis evm_27.model. AmTr_| AIKEEISK
143 050008 | methyltetrahydropteroyl tha”arfa AT5G17920 | 01 Metabolism 01.01 Amino Acid 0 85 | v1.0_scaffold00004.9| -38,62024| 21 84,5 9 - 9 | 0,39394 |GNASLPAMEM
trialutamate- 9 TK
Arabidopsis evm_27.model. AmTr_| ATYEAITK
143 Q9SIBY Aconitase e rfa AT2G05710 02 Energy 02.10 TCA pathway 0 84 | v1.0_scaffold00001.1 | -16,18549 5 107 4 - 4 0,11111 [DFNSYGSR
43 VVEFSFHGAP
. . AVLVQTEPR
145 QoLF4s | Zhvdroxyacyl-CoA | Arabidopsis | nrsci73g0 | 01 Metabolism | 01.06 Lipid and sterol| 0 62 |SYMR7-modelAMTr_| ,3.06141 42 61,3 6 . 6 | 0,28571 |NPEEISGPYK
lyase thaliana v1.0_scaffold00111.8
SALTDSFSAR
Cupin family protein . . . i evm_27.model. AmTr_| IEMACPH
145 Q9LUJ7 (Nutrient reservoir A’;f;’,‘fa"fj’s AT3G22640 | %8 Pfr“’fj”;‘d‘fas“ga“"” 06'2?0‘8‘5299 5,00E-54 30 | v1.0_scaffold00002.6 | -41,80081 41 435 10 - 9 0,6087 |EVSFNVPSR
orotein) orag prote 57 GQGPIVRPSS
Ketol-acid Arabidopsis evm_27.model.AmTr_| GVSFMVDNCS
146 Q05758 reductoomerase tha”arfa AT3G58610 | 01 Metabolism 01.01 Amino Acid 0 80 | v1.0_scaffold00021.4 | -60,59471 18 718 13 - 8 | 0,71429 |TTAR
2 DSLAEAQSNII
Pyrophosphate-fructose| Arabidopsis evm_27.model. AmTr_| TIDGDLK
146 Q8WAMS 6-phosphate 1- tha”arfa AT1G12000 02 Energy 02.01 Glycolysis 0 79 | v1.0_scaffold00136.3 | -27,16793 10 61,9 4 - 4 | 026316 |LQDGPPSSAA
phosphotransferase 2 GNPDEIAK
Cupin family protein . . . . evm_27.model.AmTr_| KGDTATIPAGK
146 QoLuJ7 (Nutrient reservoir A’;’;’ﬁ:f]’:’s AT3G22640 | %6 P’;’;Z'ggf:"ga“"” OG'ZEMS;‘I’W':QE 56-54 30 |v1.0_scaffold00002.6| -132,7554| 58 435 35 . 21 | 1,78261 |KGDTATIPAGK
orotein) 9 p 57 ARIEMACPHY
) — . - — FLAEALDIPIEL
146 Q9ZWA9 128 Globulin (cruciferin Arab/qopSIs AT1G03890 06 Protein destination 06.20 St_orage 66-69 31 evm_27.model. AmTr_| -9,608218 7 545 3 R 3 0,14286 | AQK
2 thaliana and storage proteins v1.0_scaffold00067.7 QFFIAGGQPR
Glyoxalase | Arabidopsis evm_27.model. AmTr_| ETTVLELTYNY
146 065398 (Lactoylglutathione tha”arfa AT1G11840 | 11 Disease/defence | 11.06 Detoxification | e-130 78 | v1.0_scaffold00037.1 | -15,84164 13 33,2 3 - 2 | 0,21429 |GVTEYTK
lvase) 06 ETTVLELTYNY
Glyceraldehyde-3- Arabidopsis evm_27.model. AmTr_| PVTVFGNR
147 QUFX54 phosphate tha”arfa AT1G13440 02 Energy 02.01 Glycolysis 6e-94 82 | v1.0_scaffold00177.2 | -17,40528 17 247 3 - 3 | 042857 [TLLFGEKPVTV
dehvdroaenase 4 FGNR
Glyceraldehyde-3- Arabidopsis evm_27.model. AmTr_|
148 Q5E924 phosphate tha”arfa AT1G16300 02 Energy 02.01 Glycolysis 6-162 77 | v1.0_scaffold00032.2 | -4,053548 3 454 2 1 2 | 0,14286 [SSIFDAK
dehvdrogenase 83
Glyceraldehyde-3- Arabidopsis evm_27.model. AmTr_|
148 QISAJE phosphate tha”arfa AT1G79530 02 Energy 02.01 Glycolysis -165 70 | v1.0_scaffold00039.1 | -4,053548 3 45,2 2 1 2 0,15 [SSIFDAK
dehvdroaenase 88
Glyceraldehyde-3- Arabidopsis evm_27.model.AmTr_| KVVISAPSK
148 QOFX54 phosphate tha”arfa AT1G13440 02 Energy 02.01 Glycolysis | 6,00E-94 82 | v1.0_scaffold00177.2| -38,82905| 50 247 10 9 8 1,42857 |YDSVHGQWK
dehvdrogenase 4 PVTVEGNR
. - — - SHVDDVVLVG
149 QYSON1 Hspmrg;;ant)s"“k A’;f;’,‘fa"fj’s AT1G16030 | %8 Pf;z”;g‘f:“ga“"” 06'01;3";3;?9 and 0 80 i\;ff(\),ZS;r?fgﬁ%-(ﬁrgrg -22,18977 5 71,6 4 - 3 0,19048 |GSTR
P 9 Y — : SHVDDVVLVG
Arabidopsis evm_27.model. AmTr_| DLKGDAEDK
149 QISYTO Annexin 1 tha”arfa AT1G35720 |10 Signal transduction| ~ 10.99 Others e-106 61  |v1.0_scaffold00060.11| -71,67432| 48 355 17 - 16 | 1,05263 |AIASDTSGDYK
4 YDGQEVNGHL
— . IHENGGPEVL
149 A1L4Y4 NADPH:quinone Arabidopsis | xr5c61510 | 11 Disease/defence | 11.06 Detoxification |  e-132 6o |Svm_27-modelAmTr | g 15009 30 40,1 12 - 9 08 |K
reductase thaliana v1.0_scaffold00111.28|
IHENGGPEVL
Chaperonin . . . . . evm_27.model.AmTr_| AIYAEGCK
153 P29197 | (Chaperonin-60kD, A’;‘;’ﬁ:f]’:’s AT3G23990 | %6 P’;’;Z'ggf:"ga“"” OGDgg’gﬁ;{“’ and 0 86  |v1.0_scaffold00003.2| -103,7673| 31 61,2 2 12 13 | 0,86667 |GVEELADAVQ
ch60. CPNBO) 9 Y 61 VTMGPK
. . . evm_27.model. AmTr_| MAEAIAR
155 P54904 Py"""'::éi'c"‘z'si"xy'a'e A’;f;’,‘fa"fj’s AT5G14800 01 Metabolism 01.01 Amino Acid 4e-88 64 | v1.0_scaffold00053.2 | -65,84887 43 28,8 13 - 11 1,55556 | MAEAIAR
5 GTIMGAVMAA
Arabidopsis evm_27.model.AmTr_| FCCGHAGDYT
155 QoLY84 | GDSL esterasellipase | 27 r’:a AT5G14450 | 01 Metabolism | 01.06 Lipid and sterol|  e-119 58 | v1.0_scaffold00049.2 | -28,48466 14 41,7 3 - 3 |0,33333 [VGCGR
80 YGCVYTQNDV
. . . evm_27.model. AmTr_| TVDPLVVGK
156 QOXFK7 p“”e'”;\:ﬂﬁR of FT A’;f;’,‘fa"fj’s AT1G18100 . V?fh /gi‘f/"'sion 03;;326 g:o;’;‘h 3,00E-70 67 | v1.0_scaffold00024.3| -10,88739 34 19 3 - 3 0,44444 |QQTPLSLVAH
gro gulato 25 PLPSTR
- — — - — ISNQQAQDIK
128 Globulin (cruciferin| ~ Arabidopsis 06 Protein destination 06.20 Storage g evm_27.model. AmTr_| _ R
156 Q9ZWA9 2 halians | AT1G03890 and storage Sroteins 66-69 31 |10 scaffoldoooe7 7| ~18:16629 12 545 4 4 | 0,19048 |GEGQIQIIGTN

GQK




. - . . . A evm_27.model. AmTr_| TSDLPMK
156 p15455 | 125 Clobulin (cruciferin| - Arabidopsis | xpgiay19q |06 Protein destination) 06.20 Storage 5e-72 32 |v1.0_scaffold00067.1| -88,3251 22 53 36 - 22 | 2,41176 |GHLHPNAL
thaliana and storage proteins - Py AGHIQIVNR
Dessication-related Arabidopsis . 11.05 Stress evm_27.model.AmTr_ el
156 F4HWRO rotein thaliana AT1G47980 | 11 Disease/defence responses e-106 70 v1.0_scaffold00016.3 | -8,332547 1 334 4 - 2 0,30769 | GQDAIIR
P P 15 ISGNLLASDQF
. . . evm_27.model. AmTr_| VIGDVMDMFM
157 QOXFK7 p“”e'”;\:ﬂﬁR of FT A’;f;’,‘fa"fj’s AT1G18100 gmﬁ] /gs:sion O?;éig:g;’;‘h 3,00E-70 67 | v1.0_scaffold00024.3| -13,17005 24 19 3 - 2 0,44444 |PSVR
25 VIGDVMDMEM
. o . . . L ISNQQAQDIK
157 QIZWA9 128 Globulin (cruciferin Arablc_!opsts AT1G03890 06 Protein destination 06.20 St_orage 6e-69 31 evm_27.model. AmTr_| 6352174 33 545 12 " 12 057143 | GEGQIQIIGTN
2) thaliana and storage proteins v1.0_scaffold00067.7 GOK
. - . . . s evm_27.model. AmTr_| RADIYSR
157 p15455 | 125 Globulin (cruciferin| - Arabidopsis | ap544199 |06 Protein destination| 06.20 Storage 5e-72 32 | v1.0_scaffold00067.1| -56,7614 25 53 23 22 17 | 1,64706 | GHLHPNAL
thaliana and storage proteins 5 RADIYSR
. o . . . S SINAHTIAYITR
158 QIZWA9 128 Globulin (cruciferin Arablc_!opsts AT1G03890 06 Protein destination 06.20 St_orage 6e-69 31 evm_27.model. AmTr_| 61,0132 25 545 29 16 12 1,57143 | YNREDQIMIFP
2) thaliana and storage proteins v1.0_scaffold00067.7 SSSR
. - . . . i evm_27.model. AmTr_| RADIYSR
158 p15455 | 125 Globulin (cruciferin A’;f;’,‘fa"fj’s AT5G44120 | %© Pfr“z";g‘f:gga“"” 06'5?()2{?2‘99 56-72 32 | v1.0_scaffold00067.1| -22,296 17 53 9 - 7 0,52941 |QAGHIQIVNR
2 SPILGHASAIK
. o . . . S TVTDVTSDYN
159 QIZWA9 128 Globulin (cruciferin Arablc_!opsts AT1G03890 06 Protein destination 06.20 St_orage 6e-69 31 evm_27.model. AmTr_| -84,79927 31 545 30 15 17 157143 |QLDTK
2) thaliana and storage proteins v1.0_scaffold00067.7 YNREDQIMIEP
. e . . . s evm_27.model. AmTr_| IQVIGTNGR
159 p15455 | 125 Globulin (cruciferin| - Arabidopsis | ap544199 |06 Protein destination|  06.20 Storage 5e-72 32 | v1.0_scaffold00067.1| -15,46066 14 53 6 5 6 0,52941 |GEGNIQVIGTN
thaliana and storage proteins 5 GR
. o . . . S FLAEALDIPIEL
160 Qozwag | 128 G'°b”'é’; (cruciferin| - Arabidopsis | xT1Goaggo |° Protein destination] 0620 Storage 6e-69 a1 |oymArmode ATt 7820630| 33 545 32 14 17 | 1,61905 |AQK
9 P 0 : FLAEALDIPIEL
. . . s . VEIIPNDQGNR
161 QISINT HSP70 (hegt shock Arab/qopSIs AT1G16030 06 Protein destination| 06.01 Fold!ng and 0 80 evm_27.model. AmTr_| 2085821 8 716 4 R 4 0,19048 | TTPSYVAFTDT
protein) thaliana and storage stability v1.0_scaffold00137.8 ER
) .. .. - - YNREDQIMIFP
161 QIZWA9 128 Globulin (cruciferin Arablc_!opsts AT1G03890 06 Protein destination 06.20 St_orage 6e-69 31 evm_27.model. AmTr_| -38,75304 21 545 14 9 8 0.80952 |SSSR
2) thaliana and storage proteins v1.0_scaffold00067.7 QFFIAGGQPR
. e . . . . evm_27.model. AmTr_| VGGEGQQQQ
161 p15455 | 125 Clobulin (cruciferin A’;f;’,‘fa"fj’s AT5G44120 | 6 Pfr“z";g‘f:gga“"” 06'5?()2{?2‘99 5e-72 32 |v1.0_scaffoldo0067.1| -14,51578 | 14 53 4 - 4 | 041176 [GIK
2 QAGHIQIVNR
. o . . . S HGGHLKTINR
162 QIZWA9 128 Globulin (cruciferin Arablc_!opsts AT1G03890 06 Protein destination 06.20 St_orage 6e-69 31 evm_27.model. AmTr_| 16,9934 29 545 49 R 25 266667 |ISNQQAQDIK
2) thaliana and storage proteins v1.0_scaffold00067.7 NQQAQDIK
I o ) . . L ISNQQAQDIK
128 Globulin (cruciferin|  Arabidopsis 06 Protein destination 06.20 Storage evm_27.model. AmTr_| _ R
163 Q9ZWA9 thaliana AT1G03890 and storage proteins 6e-69 31 v1.0_scaffold00067.7 62,33001 20 54,5 22 12 1,19048 I’\?'L\IQQAQDIKY
. o . . . L ISNQQAQDIK
164 QIZWA9 128 Globulin (cruciferin Arablc_!opsts AT1G03890 06 Protein destination 06.20 St_orage 6e-69 31 evm_27.model. AmTr_| _57,60686 20 545 17 R 12 0.95238 |ISNQQAQDIK
2) thaliana and storage proteins v1.0_scaffold00067.7 GEGAION
SEGH GTN
Protein-synthesizing . . . evm_27.model. AmTr.
Arabidopsis . . 05.04 Translation -~ by DYHPQASLR
166 Q8H114 DGr;I";asss?n(é’-\er:;-\:r;[; thaliana AT2G40600 | 05 Protein synthesis factors 3e-63 67 v1.0_scaffgld00077.3 -4,503763 13 23,2 2 - 2 0,36364 VPEVQPGVR
Cupin family protein . . . . evm_27.model.AmTr_| KGDTATIPAGK
166 QoLuJ7 (Nutrient reservoir A’tff”ﬂ"”s’s AT3G22640 | %6 P“"Z‘” destination| 06.20 Storage 56-54 30 |v1.0_scaffold00002.6| -17,83135| 14 435 5 . 4 | 021739 |LVTIGEER
orotein) aliana and storage proteins 57 GQGPIVRPSS
Cupin family protein . . . s evm_27.model. AmTr_| KGDTATIPAGK
168 Q9LUJ7 (Nutrient reservoir A’;f;’,‘fa"fj’s AT3G22640 | %8 Pfr“z";g‘f:gga“"” 06'5?()2{?2‘99 5¢-54 30 | v1.0_scaffold00002.6 | -24,56667 18 435 6 - 5 0,30435 |LVTIGEER
protein) 57 GQGPIVRPSS
. . . . . . . evm_27.model. AmTr_| HTTDSYNLYK
168 Qoskog | Cupin family protein | Arabidopsis | xroGogaqq |06 Protein destination|  06.20 Storage e-115 50  |v1.0_scaffold00080.8| -103,5694 | 28 43,1 2 . 20 | 1,8125 |PETIHAPPHGK
(Vicilin) thaliana and storage proteins > LPETIHAPPHG
I o ) . . L ISNQQAQDIK
169 Q9ZWA9 128 Globulin (cruciferin Arab/qopSIs AT1G03890 06 Protein destination 06.20 St_orage 66-69 31 evm_27.model. AmTr_| 2920573 13 545 5 R 4 02381 |TVTDVTSDYN
thaliana and storage proteins v1.0_scaffold00067.7 QLDTK
. . . . . . . evm_27.model. AmTr_| LAMDTNVK
169 Qoskog | Cupin family protein | Arabidopsis | xroGogaqq |06 Protein destination|  06.20 Storage e-115 50 | v1.0_scaffold00080.8| -164,3304| 30 43,1 47 . 29 | 3,875 |HTTDSYNLYK
(Vicilin) thaliana and storage proteins 5 HTTDSYNLYK
Cupin family protein . . . s evm_27.model. AmTr_| KGDTATIPAGK
169 Q9LUJ7 (Nutrient reservoir A’;f;’,‘fa"fj’s AT3G22640 | %8 Pfr“z";g‘f:gga“"” 06'5?()2{?2‘99 5,00E-54 30 | v1.0_scaffold00002.6 | -22,20325 14 435 6 - 6 0,26087 |LVTIGEER
protein) 57 GQGPIVRPSS
Isochorismatase family | Arabidopsis 20 Secondary . evm_27.model.AmTr_ HLYGVGK
169 Q93751 ; : AT3G16190 - 20.3 Alkaloids 1e-64 64 v1.0_scaffold00067.1 | -46,11492 59 21,1 8 - 7 1,6 |SVTVLTDATAA
protein thaliana metabolism 82 ASPEVHEANL




Cupin family protein

Arabidopsis

06 Protein destination

06.20 Storage

evm_27.model. AmTr_|

ESVILPETIHAP

170 QISK09 Vicing s | AT2G28490 and storage oroteine e-115 50 [ v1.0_scaffold00080.8 | -47,33563 17 431 13 - 9 0,8125 |PHG
2 ESVILPETIHAP|
Cupin family protein . . . . evm_27.model.AmTr_| KGDTATIPAGK
170 QoLuJ7 (Nutrient reservoir A’;‘;’ﬁ:f]’:’s AT3G22640 | %6 P’;’;Z'ggf:"ga“"” OG'ZEMS;‘I’W':QE 56-54 30 [v1.0_scaffold00002.6| -20,79026| 21 435 6 . 6 | 0,30435 |PSSEQLQGLIH
orotein) 9 P 57 GGSGGGK
- . . evm_27.model. AmTr_| KISGNLLASDQ
170 FAHWRO Dess"’i’(‘)‘t’;‘iﬁe'awd A’;f;’,‘fa"fj’s AT1G47980 | 11 Disease/defence 1;2%?‘;2? e-106 70 | v1.0_scaffold00016.3| -27,0314 13 33,4 6 - 3 0,46154 |FSLSFDRTPQ
P P 15 EILR
Arabidopsis evm_27.model. AmTr. IFESLPDEEKK
170 Q941A4  |Uncharacterized protein i AT5G45690 | 13 Unclassified 13 Unclassified | 5,00E-74 55 =/ AT 4321274 21 28,9 4 - 4 | 023529 [QIQQHVCSFR
thaliana v1.0_scaffold00162.9 LIGVEYIVSDR
Cupin family protein . . . s evm_27.model. AmTr_| KGDTATIPAGK
171 Q9LUJ7 (Nutrient reservoir A’;f;’,‘fa"fj’s AT3G22640 | %8 Pf;z”;g‘f:“ga“"” 06'2?0‘8;5299 5,00E-54 30 | v1.0_scaffold00002.6 | -31,94739 20 435 8 - 6 0,47826 |KGDTATIPAGK
orotein) 9 P 57 AFVLPHHK
Arabidopsis 11.05 Stress evm_27.model. AmTr_| VATPANWNPG
171 004005 | 1-Cys peroxiredoxin o aPelS | AT1G48130 | 11 Discase/defence responses 9,00E-89 69  |v1.0_scaffold00045.3 | -20,15629| 35 24,2 5 - 5 | 054545 [DR
7 PGLTIGDTIPNI
Cupin family protein . . . s evm_27.model. AmTr_| KGDTATIPAGK
172 Q9LUJ7 (Nutrient reservoir A’;f;’,‘fa"fj’s AT3G22640 | %8 Pf;z”;g‘f:“ga“"” 06'2?0‘8;5299 5,00E-54 30 | v1.0_scaffold00002.6 | -93,13646 28 435 29 - 17 | 1,52174 [TIPAGK
orotein) 9 P 57 KGDTATIPAGK
Triosephosphate Arabidopsis ] evm_27.model. AmTr_| CNGTVEEVKK
173 P48491 ik oIS | AT3G55440 02 Energy 02.01 Glycolysis e-112 77 | v1.0_scaffold00012.1| -45,03304 | 36 27,3 12 - 8 | 1,08333 [CNGTVEEVKK
64 CNGTVEEVKK
Arabidopsis evm_27.model. AmTr_| HYCSHPSEDM
173 Q8GWR2 |Uncharacterized protein| “'g 22" | AT2G31985 | 13 Unclassified 13 Unclassified | 5,00E-50 68  |v1.0_scaffold00071.1 | -116,8762 59 287 37 - 27 4 IR
99 HYCSHPSEDM
Cupin family protein . . . L evm_27.model.AmTr_| KGDTATIPAGK
174 QoLuJ7 (Nutrient reservoir A’;’;’ﬁ:f]’:’s AT3G22640 | %6 P’;’;Z'ggf:"ga“"” OG'ZEMS;‘I’W':QE 56-54 30 |v1.0_scaffold00002.6| -82,543 2 435 2 . 14 | 1,08696 |KGDTATIPAGK
orotein) 9 p 57 GDTATIPAGK
. . . . . evm_27.model. AmTr_| FNGGGHINH
175 P4g0s | 40S ribosomal protein A’;f;’,‘fa"fj’s AT2G40590 | 05 Protein synthesis 05‘°;r';'gi‘:fs°ma‘ 2e-31 75 | v1.0_scaffold00077.2| -130,2098 33 42,6 38 - 25 | 3,30769 INLAPVNEGGG
5 EPPK
. . . . . evm_27.model. AmTr_| HHQAYVTN
176 p4goos | 40S ribosomal protein | Arabidopsis | x15G540500 | 05 Protein synthesis | 0001 Ribosomal |50 44 75 | v1.0_scaffold00077.2| -186,183 | 34 42,6 58 . 36 | 469231 |FNGGGHINH
S26 thaliana roteins
p 5 KNLAPVNEGG
- — — - — GMPIEVLTNAY
176 Qozwag | 128 Globulin (cruciferin A’;f;’,‘fa"fj’s AT1G03800 | %8 Pf;z”;g‘f:“ga“"” 06'2?0‘8;5299 66-69 31 i‘;"(‘)fzsg;‘f‘;ﬁ%&rg’; -16,09367 10 545 3 - 3 0,19048 [R
9 P i : VTLYSDAILAP
. . . . . evm_27.model.AmTr_| NLAPVNEGGG
177 pago0s | 408 ”b°ss°2”ga' protein A’;‘;’ﬁ;’r’]’:’s AT2G40590 | 05 Protein synthesis 05'01;'2;2“5‘ 26-31 75 | v1.0_scaffold00077.2| -17,92082| 11 42,6 3 . 3 | 023077 |EPPK
P 5 GDASSTVALQ
S-adenosyl-L- Arabidopsis 04.22 MRNA evm_27.model. AmTr_| APWSSLDENK
178 Q9S9P4 | methionine-dependent | “E2T9PSIS | AT1G30550 | 04 Transcription i 2e-79 68 | v1.0_scaffold00019.5 | -6,913854 2 122 3 - 3 | 006522 [lQvPVDIAPK
methvltransferase (7- P 9 7 ADIVGLWALK
Dessication-related Arabidopsis . 11.05 Stress evm_27.model.AmTr_ VMNSAFGH
178 F4HWRO oo SIS | AT1G47980 | 11 Discase/defence oo e-106 70 |v1.0_scaffold00016.3 | -50,42506 | 32 334 17 - 14 | 1,46154 |GGPPPIGATK
P P 15 AYQEVGHLR
. . . evm_27.model. AmTr_| CNGTVEEVK
179 P48491 Tr"?zgr‘:;‘izzza'e A’;f;’,‘fa"fj’s AT3G55440 02 Energy 02.01 Glycolysis e-112 77 | v1.0_scaffold00012.1 -33,73265 26 27,3 7 - 6 0,58333 |CNGTVEEVKK
64 ESGSTMDVVA
Dessication-related Arabidopsis . 11.05 Stress evm_27.model.AmTr_ VMNSAFGHK
179 F4HWRO o SIS | AT1G47980 | 11 Discase/defence oo e-106 70 |v1.0_scaffold00016.3 | -62,46827 | 37 334 19 - 16 | 1,46154 |KVDPYPH
P P 15 QEVGHLR
. . . evm_27.model. AmTr_| ESGSTMDVVA
180 P48491 Tr"?zgr‘:;‘izzza'e A’;f;’,‘fa"fj’s AT3G55440 02 Energy 02.01 Glycolysis e-112 77 | v1.0_scaffold00012.1 -12,05661 15 27,3 3 - 3 0,25 |AQTK
64 IIYGGSVNGAN
Dessication-related Arabidopsis . 11.05 Stress evm_27.model.AmTr_ VMNSAFGHK
180 F4HWRO oo o aPslS | AT1G47980 | 11 Discase/defence oo e-106 70 |v1.0_scaffold00016.3 | -96,53965 | 37 334 25 - 20 | 2,15385 |[KVDPYPH
P P 15 PPPIGATK
. . . evm_27.model. AmTr_| KNVSAEVASK
181 QOSKP6 Tr"?zgr‘:;‘izzza'e A’;f;’,‘fa"fj’s AT2G21170 02 Energy 02.01 Glycolysis 3e-48 80 | v1.0_scaffold00041.2| -95,86256 43 34,2 30 29 15 | 1,76471 [VATPQQAQDV
61 H
. . . evm_27.model. AmTr_|
181 P48491 Triosephosphate | - Arabidopsis | ar3G55440 02 Energy 02.01 Glycolysis | e-112 77 | V1.0 scaffoldo0012.7| -12,3808 | 11 273 2 1 2 025 |ESGSTMDVVA
isomerase thaliana 64 AQTK
Dessication-related Arabidopsis 11.05 Stress evm_27.model.AmTr_ GGPPPIGATK
181 FAHWRO o ies’s | AT1G47980 | 11 Discase/defence resmonees e-106 70 |v1.0_scaffold00016.3 | -15,88573 15 334 5 - 5 | 0,38462 [AYQEVGHLR
P P 15 TILYEQANK
Arabidopsis evm_27.model.AmTr_| AHSDDSYLDR
182 Q8L831 Nudix hydrolase SIS | AT1G79690 | 01 Metabolism 01.03 Nucleotides 0 66 | v1.0_scaffold00036.8 | -25,27815 9 88,2 5 - 5 | 0,16129 [TLQEAEVSAV
4 K




Triosephosphate Arabidopsis evm_27.model. AmTr_| KNVSAEVASK
182 QISKP6 Sepnosp! 0P AT2G21170 02 Energy 02.01 Glycolysis 3,00E-48 80 v1.0_scaffold00041.2 | -88,59711 42 34,2 22 16 1,47059 | GSNCAELAK
isomerase thaliana
61 NVSAEVASK
Proteasome subunit Arabidopsis 06 Protein destination evm_27.model.AmTr_ AADGVVIATEK
182 023708 S 7op AT1G16470 06.13 Proteolysis 5e-25 76 v1.0_scaffold00029.5 | -12,48149 20 20,3 3 3 0,3 |IGVVYSGMGP
similaire 20S thaliana and storage o DSR
Proteasome subunit Arabidopsis 06 Protein destination evm_27.model.AmTr_ TMDSTSLTSE
182 081148 similaire 20S thaliarfa AT3G22110 and storage 06.13 Proteolysis e-111 80 v1.0_scaffold00010.4 | -24,79183 27 27,5 7 4 0,72727 (K
orag 31 AAAIGANNQA
Arabidopsis 06 Protein destination evm_27.model.AmTr_ DQVFIEATK
182 065390 Aspartic proteinase Jop AT1G11910 06.13 Proteolysis 0 68,00 [v1.0_scaffold00106.4 | -57,54134 30 55 10 10 0,58824 |LSQDHVQVGD
thaliana and storage 8 LWK
Dessicati lated Arabidopsi 11.05 St evm_27.model. AmTr_| TILYEQANK
182 F4HWRO ess"’ar(')‘t’giﬁea © ’ti]a’ﬁa"rf:’s AT1G47980 | 11 Disease/defence ros ons’ezs e-106 70 | v1.0_scaffold00016.3| -16,33649 1 33,4 6 3 0,46154 |ANLDPLTR
P esponse 15 ISGNLLASDQF
Protein-L-isoaspartate | Arabidopsis evm_27.model.AmTr_ VAEVMETIDR
182 Q42539 P 7op AT3G48330 | 11 Disease/defence | 11.06 Detoxification 7e-92 68 v1.0_scaffold00166.1 | -11,17809 1" 29 3 2 0,3 |VAEVMETIDR
O-methyltransferase thaliana
4 SPAAPLLQEG
Glyceraldehyde-3- Arabidopsis evm_27.model. AmTr_| GGFSYSGQR
183 Q1WIQ6 phosphate thaliarfa AT2G24270 02 Energy 02.01 Glycolysis 0 87 v1.0_scaffold00065.1 | -34,89249 18 54,2 7 7 0,36364 [GATFCQEYK
dehvdroaenase 46 FIEGLVMDAK
. e . . . . evm_27.model.AmTr_| RGQEEGQQE
183 Pi54ss | 125 Globuli (cruciferin - Arabidopsis | xpg 44179 | 96 Protein destination) - 06.20 Storage 5e-72 32 |v1.0_scaffold00067.7| 1096337 8 53 3 3 | 0,17647 |QEQEQEQER
) aliana and storage proteins B VGGEGQQQQ
Dessicati lated Arabidopsi 11.05 St evm_27.model. AmTr_| LVAGLLGVES
183 FAHWRO ess"’ar(')‘t’giﬁe” ’ti]a’ﬁa"rf:’s AT1G47980 | 11 Disease/defence ros ons’ezs e-106 70 | v1.0_scaffold00016.3| -19,73898 1 33,4 4 2 0,30769 |GQDAIIR
P ponse 15 ISGNLLASDQF
Glyceraldehyde-3- Arabidopsis evm_27.model.AmTr_| TGGDTGIAISK
184 Q1WIQ6 phosphate thaliar,:a AT2G24270 02 Energy 02.01 Glycolysis 0 87 v1.0_scaffold00065.1 | -10,05869 10 54,2 3 3 0,18182 |GGFSYSGQR
dehvdrogenase 46 GATFCQEYK
- Arabidopsis 02.07 Pentose evm_27.model. AmTr_| QAAMGEATSV
184 Q84WW2 | Phosphogluconolacton thaliarfa AT5G24400 02 Energy ‘hos hate 4,00E-89 62 v1.0_scaffold00027.2 | -53,44355 30 29,6 1" 8 1,44444 |K
ase pnosp 7 MNQAAMGEAT]
6- Arabidopsis 02.07 Pentose evm_27.model. AmTr_| PKPPPER
185 Q84WW2 | Phosphogluconolacton thaliar,:a AT5G24400 02 Energy .hos hate 4,00E-89 62 v1.0_scaffold00027.2 | -34,37076 23 29,6 7 7 0,88889 | AAMGEATSVK
ase phosp 7 QAAMGEATSV
. . . . . . i evm_27.model. AmTr_| TGAHEPPK
186 Q9SK09 Cupin family protein | Arabidopsis | srpGpgaqq |06 Protein destination|  06.20 Storage e-115 50  |v1.0_scaffold00080.8 | -77,90117 22 43,1 28 16 1,875 |MTGAHEPPK
(Vicilin) thaliana and storage proteins - Py LVNIGEGQR
. . . . . . . evm_27.model. AmTr_| TGAHEPPK
187 Qoskog | Cupinfamily protein | Arabidopsis | arpgpgagp |06 Protein destination| - 06.20 Storage e-115 50 | v1.0_scaffold00080.8| -66,56586| 22 431 20 14 | 1875 |INRDDLVEK
(Vicilin) thaliana and storage proteins
2 LVNIGEGQR
Arabidopsis evm_27.model. AmTr_| VEVNGDNATP
187 048646 Glutathione peroxidase ) P AT4G11600 | 11 Disease/defence | 11.06 Detoxification 4e-78 67 v1.0_scaffold00009.2 [ -24,5495 40 18,9 6 6 0,88889 (VYK
thaliana
77 DQTSVHDFTV.
. o . . . L QEGEYGEEEQ|
188 QIZWA9 128 Globulin (cruciferin Arablc_!opsts AT1G03890 06 Protein destination 06.20 St_orage 6e-69 31 evm_27.model. AmTr_| 16,1422 9 545 5 5 02381 |RGEQGK
2) thaliana and storage proteins v1.0_scaffold00067.7
ISNQQAQDIK
. . . . . . A evm_27.model. AmTr_| DDLVEKELR
188 Qoskog | Cupin (f\a/'?;i'l'i{];’mte'” A’;f;’,‘fa"fj’s AT2G28490 | %8 Pf;z”;g‘f:“ga“"” 06'2?0‘8;5299 e-115 50 | v1.0_scaffold00080.8 | -54,17469 19 43,1 13 10 0,9375 |YLVNIGEGQR
9 P 2 IGWINRDDLVE
Arabidopsis evm_27.model.AmTr_| HTGVMVGMG
189 P53492 Actin 7 7op AT5G09810 09 Cell structure 09.04 Cytoskeleton 0 97 v1.0_scaffold00018.1 | -7,735872 8 41,6 3 3 0,2 |QKDAY
thaliana
04 AVFPSIVGR
Arabidopsis evm_27.model. AmTr_| HTGVMVGMG
189 P53496 Actin 11 0P AT3G12110 09 Cell structure 09.04 Cytoskeleton 0 96 v1.0_scaffold00044.6 | -7,735872 8 43,9 3 3 0,1875 |QKDAY
thaliana
1 AVFPSIVGR
. . . . . . . evm_27.model.AmTr_| PSAGPIIYMTG
190 Qoskog | Cupin (f\f’}irgi'l'wm‘e'“ A’;‘;’ﬁ;’r’]’:’s AT2G28490 | %6 P’;’;Z'ggf:"ga“"” OG'ZEMS;‘I’W':QE e-115 50  |v1.0_scaffold00080.8| -32,20284| 20 43,1 7 7 | 04375 |AHEPPK
9 P 2 IGWINRDDLVE
Arabidopsis evm_27.model. AmTr_| CGLTNSNYK
190 048646 Glutathione peroxidase thaliarfa AT4G11600 | 11 Disease/defence | 11.06 Detoxification | 4,00E-78 67 v1.0_scaffold00009.2 [ -17,51021 24 18,9 4 4 0,44444 |VEVNGDNATP
77 VYK
. . . . . . . evm_27.model. AmTr_| DDLVEKELR
191 Qoskog | Cupin family protein | Arabidopsis | xroGogaqq |06 Protein destination|  06.20 Storage e-115 50  |v1.0_scaffold00080.8| -14,31734| 17 43,1 5 5 0,375 |IGWINRDDLVE
(Vicilin) thaliana and storage proteins 5 K
Glyoxalase | Arabidopsis evm_27.model. AmTr_| GNAYAQIALST
191 065398 (Lactoylglutathione thaliarfa AT1G11840 | 11 Disease/defence | 11.06 Detoxification e-130 78 v1.0_scaffold00037.1 | -15,93742 1" 33,2 2 2 0,14286 [EDVYK
lvase) 06 ETTVLELTYNY
Arabidopsis evm_27.model. AmTr. AVYDSDSSDA
191 Q941A4  |Uncharacterized protein 7op AT5G45690 13 Unclassified 13 Unclassified 5,00E-74 55 = g 5| -5,746178 7 28,9 2 2 0,11765 |R
thaliana v1.0_scaffold00162.9 YGLSSEELK




. . . . . . A evm_27.model. AmTr_| PSAGPIIYMTG
192 Qoskog | Cupin (f\a/'?;i'l'i{];’mte'” A’;f;’,‘fa"fj’s AT2G28490 | %8 Pfr“’fj”;‘d‘fas“ga“"” 06'2?0‘8‘5299 e-115 50 | v1.0_scaffold00080.8 | -28,79982 16 43,1 8 - 6 0,5 |AHEPPK
orag prote 2 PSAGPIIYMTG
. . . . . . . evm_27.model.AmTr_| YLVNIGEGQR
193 Qoskog | Cupinfamily protein | Arabidopsis | arpgagagp |06 Protein destination|  06.20 Storage e-115 50 | v1.0_scaffoldo0080.8| -25,33827| 19 431 8 - 6 05 |PSAGPIYMTG
(Vicilin) thaliana and storage proteins > AHEPPK
. . . . . evm_27.model. AmTr_| RPDYLK
194 Pag20p | 40S ribosomal protein | Arabidopsis | xraG40500 | 05 Protein synthesis | 0201 Ribosomal | 5o 4 75 | v1.0_scaffold00077.2| -43,92062| 24 426 9 - 8 | 0,69231 [NLAPVNEGGG
thaliana proteins = 5 EPPK
. . . . evm_27.model.AmTr_| NCFAIASDR
195 Qoxlos | 20SProteasomebeta | Arabidopsis | xrqgpq759 |06 Protein destination) - og 45 progeoiysis | e-103 89 |v1.0_scafold00002.7| -20,20884| 25 227 4 - 4 | 044444 |DDKPFICTMD
subunit C1 thaliana and storage 42 SIGAK
SRPBCC ligand- . . evm_27.model. AmTr_|
196 F4K5S5 binding domain- Arabidopsis | arecog010 12 Unclear 12 Unclear 200E-72 | 88  [v1.0_scaffold00003.11| -6,343327 | 15 12,3 2 - 2 025 |YTVIEGER
LY . thaliana classification classification - FNSLVYEVK
containina protein 8
Ribonuclease E Arabidopsis 04.19 MRNA evm_27.model.AmTr_| ALGSHPLK
197 QOFH13 inhibitor oIS | AT5G56260 | 04 Transcription s 7,00E-73 79 | v1.0_scaffold00061.2| -32,44259| 41 17,7 9 - 7 1 |[LGSHPLK
RraA/Dimethvimenaqui Y 5 VLVIDGGGSM
Arabidopsis evm_27.model. AmTr_| AWAESYPENK
198 F4ID64 Peroxiredoxin il | AT1G65980 | 11 Disease/defence | 11.06 Detoxification 0 60 | v1.0_scaffold00109.9| -36,47116 43 17,4 5 - 5 | 0,55556 [HVPGFIAQAE
0 ELK
Superoxide dismutase | Arabidopsis evm_27.model.AmTr_ VKAVAVLGSK
198 P24704 P 7op AT1G08830 | 11 Disease/defence | 11.06 Detoxification 0 84 | v1.0_scaffold00057.1 | -26,74357 33 19,9 7 - 6 1,16667 | AVWWHADPDD
(Cu/zn) thaliana
30 LGKGGHELSK
HSP17.4 (class | small . . . A . evm_27.model. AmTr_| FRLPENGKVD
199 P19036 heat shock protein A’;f;’,‘fa"fj’s AT3G46230 | %° Pf;z”;g‘f:“ga“"” 06'01;3";3;?9 and 0 60 | v1.0_scaffold00165.3| -12,10128 21 18,1 3 - 3 0,75 |EVK
familv) 9 Y 6 ADLPGLTK
. . . . . evm_27.model. AmTr_|
200 P19037 HSP18.1 (small h_eat Arablc_!opsts AT5G59720 06 Protein destination| 06.01 Fold_mg and 2,00E-43 56 v1.0_scaffold00009.7 | -5,815309 12 18,6 2 1 2 075 ADLPGLKKEE
shock protein family) thaliana and storage stability 99 VK
. . . A . evm_27.model. AmTr_| LPENGKVDEV
200 P19036 Hﬁ:;s‘ﬁég:fsfo't;':)a” A’;f;’,‘fa"fj’s AT3G46230 | %° Pfr“’fj”;‘d‘fas“ga“"” 06'01;3";3;?9 and | 4 0oE-52 60 | v1.0_scaffold00165.3 | -43,83231 55 18,1 20 19 11 65 |K
p orag Y 6 LPENGKVDEV.
MD-2-related lipid Arabidopsis 11.02 Defence- evm_27.model. AmTr_| KEVEYCDKK
201 Q9SF20 | recognition domain- 7op AT3G11780 | 11 Disease/defence : 0 59 | v1.0_scaffold00004.1 | -50,40495 38 16,4 16 - 10 | 2,83333 |KEVEYCDK
- . thaliana regulated
containing protein 91 EVDPDPVER
S-adenosyl-L- Arabidopsis 04.22 MRNA evm_27.model. AmTr_| FLIDQGYLSK
202 Q9S9P4 | methionine-dependent 7op AT1G30550 | 04 Transcription << M 26-79 68 | v1.0_scaffold00019.5| -6,119758 2 122 2 - 2 | 0,04348 |YGQLAQPLSQ
thaliana processing
methvltransferase (7- 7 ALDKLEK
. . . . . . . evm_27.model.AmTr_| PSAGPIIYMTG
202 Qoskog | Cupin (f\f’}irgi'l'wm‘e'“ A’;‘;’ﬁ;’r’]’:’s AT2G28490 | %6 P’;’;Z'ggf:"ga“"” OG'ZEMS;‘I’W':QE e-115 50  |v1.0_scaffold00080.8| -34,91154 | 23 43,1 12 . 7 0,875 |AHEPPK
g p > YLVNIGEGQR
. - — - RKEVEEKGDT
204 P19037 HSP18.1 (small htleat Arab/qopSIs AT5G59720 06 Protein destination| 06.01 Fold!ng and 0 62 evm_27.model. AmTr_| _53,03052 59 178 18 R 1 6 WHR
shock protein family) thaliana and storage stability v1.0_scaffold00136.4 ETDDAHMEK
HSP17.4 (class | small . . . . . evm_27.model.AmTr_| EEVKVELVDG
205 P19036 heat shock protein A’;’;’ﬁ:f]’:’s AT3G46230 | %6 P’;’;Z'ggf:"ga“"” OGDgg’gﬁ;{“’ and | 4E5p 60  |v1.0_scaffold00165.3| -11,88606 | 15 18,1 2 . 2 05 |R
family) 9 Y 6 ATMENGVLTV
Arabidopsis evm_27.model. AmTr_| LWHSHEYEVK
205 Q8GWR2  |Uncharacterized protein| “'g”"9PSS | AT2G31985 | 13 Unclassified 13 Unclassified | 5,00E-50 68 | v1.0_scaffold00071.1| -23,66397| 25 28,7 6 - 4 | 0,63636 |QCLIYDSPDA
99 DAR
. . . . . evm_27.model. AmTr_| QKIEEHHSTS
206 P29448 Thioredoxin A’;‘;’ﬁ:f]’:’s AT3G51030 | %6 P’;’;Z'ggf:"ga“"” OGDgg’gﬁ;{“’ and 0 60 |v1.0_scaffold00002.3| -31,90572| 62 134 10 . 7 1,375 |QKIEEHHSTSA
9 Y 33 EEFDQQLQK
. . . s . evm_27.model. AmTr_| QKIEEHHSTSA
207 P29448 Thioredoxin Arabidopsis | xr3c51039 | 06 Protein destination| 06.01 Folding and 0 60 | v1.0_scaffold00002.3| -22,13214 49 13,4 8 - 6 1 |EEFDQQLQK
thaliana and storage stability -
33 VDVDELK
Arabidopsis 11.05 Stress evm_27.model.AmTr_| LLGISCDDVNS
207 004005 1-Cys peroxiredoxin 7op AT1G48130 | 11 Disease/defence : 0 69 | v1.0_scaffold00045.3| -36,07572| 24 24,2 4 - 3 |0,36364 [HK
thaliana responses
7 PGLTIGDTIPNI
Translationally- . . evm_27.model. AmTr_| LQEQPPFDKK
208 P31265 | controlled tumor protein A’;f;’,‘fa"fj’s AT3G16640 . V?fh /gi‘f/"'sion 03;;326 g:o;’;‘h 0 79 | v1.0_scaffold00045.3| -23,38824 29 16,2 6 - 6 0,75 |LDTEQQEIFKK
homoloa gro gulato 19 LQEQPPFDK
S-phase kinase- Arabidopsis 06 Protein destination evm_27.model.AmTr_ VTEDKTQEEE
208 QOFHW7 e e SIS | AT5G42190 i 06.13 Proteolysis 0 62  |v1.0_scaffold00029.1 | -9,440453 15 17,9 2 - 2 | 022222k
P 9 81 NDFTPEEEEE
P . . . A . evm_27.model. AmTr_| LVEYDGDR
209 QoXI01 Protein disulfide Arabidopsis | xr4Gpq750 | 06 Protein destination|  06.01 Foldingand | o 47¢ 60 | v1.0_scaffold00186.1| -48,17175 21 57,4 9 - 8 0,34483 | YMDGSVKPFT
isomerase thaliana and storage stability = 4 K
Translationally- . . evm_27.model. AmTr_|
210 P31265 |controlled tumor protein| A32IdOPSIS | xraGi6640 03 Cell 03.26 Growth | 5 h0e 75 | 79,00 | v1.0_scaffold00045.3| -8,335359| 13 16,2 2 . 2 0,25 |-DTEQQEIFK
thaliana growth/division regulators VVDIVDTFR

homoloa

19




Cupin family protein Arabidopsis 06 Protein destination 06.20 Storage evm_27.model. AmTr_| KGDTATIPAGK
112b Q9LUJ7 (Nutrient reservoir hali P AT3G22640 : orag 4e-53 30 v1.0_scaffold00002.6 | -100,0012 48 43,5 23 - 18 1,08696 |IEMACPHVSG
brotein) thaliana and storage proteins 57 R
Dessication-related Arabidopsis . 11.05 Stress evm_27.model.AmTr_ KVDPYPH
112b F4HWRO . X AT1G47980 | 11 Disease/defence e-106 70 v1.0_scaffold00016.3 | -20,19536 26 33,4 7 - 7 0,61538 | GGPPPIGATK
protein thaliana responses
15 TILYEQANK
i i CAVYDSDSSD
112b QU41A4  |Uncharacterized protein| “"@PIOPSIS | AT5G45690 | 13 Unclassified 13 Unclassified | 5,00E-74 55 |evm-27.modelAmTr_| g, 43375 63 28,9 23 - 16 | 1,41176 [AR
thaliana v1.0_scaffold00162.9 LYSHDLTR
Cupin family protein . . . . evm_27.model.AmTr_| EVSFNVPSR
113b QoLuJ7 (Nutrient reservoir | A@PidOPSis | ar3ao0640 |06 Protein destination|  06.20 Storage 56-54 30 |v1.0_scaffold00002.6| -31,41357| 27 435 8 . 7 | 03913 |PSSEQLQGLIH
orotein) thaliana and storage proteins 57 GGSGGGK
MD-2-related lipid Arabidopsis 11.02 Defence- evm_27.model. AmTr_| VSGMEVDPDP
113b Q9SF20 recognition domain- ) P AT3G11780 | 11 Disease/defence . 0 59 v1.0_scaffold00004.1 | -13,75885 26 16,4 4 - 3 0,83333 |[VER
containina protein thaliana regulated 91 SISASTEAPLS
Dessication-related Arabidopsis . 11.05 Stress evm_27.model.AmTr_ TILYEQANK
113b F4HWRO . X AT1G47980 | 11 Disease/defence e-106 70 v1.0_scaffold00016.3 | -41,07906 35 33,4 9 - 8 0,76923 | TPQEILR
protein thaliana responses 15 ANLDPLTR
Glyoxalase | Arabidopsis evm_27.model. AmTr_| LVTQELGGK
113b 065398 (Lactoylglutathione 0P AT1G11840 | 11 Disease/defence | 11.06 Detoxification e-130 78 v1.0_scaffold00037.1 | -39,55994 23 33,2 8 - 7 0,64286 [AIATEDVYK
lvase) thaliana 06 YTLAMMGYAE
. . Arabidopsis N . evm_27.model. AmTr_| VYDSDSSDAR
113b Q941A4  |Uncharacterized protein X AT5G45690 13 Unclassified 13 Unclassified 5,00E-74 55 -129,5669 75 28,9 38 - 25 2,41176 |AVYDSDSSDA
thaliana v1.0_scaffold00162.9 R
S-adenosyl-L- . . evm_27.model. AmTr_| FGLDEAHGK
123b Q9S9P4 | methionine-dependent | AT32OPSIS | aT4G30550 | 04 Transcription 04.22 mRNA 26-79 68  [v1.0_scaffold00019.5 | -67,87152 15 122 16 - 13 | 0,3913 |GTSVVMLK
methvitransferase (7- | 1aana processing 7 VEGAVESLSR
Arabidopsis 06 Protein destination evm_27.model.AmTr_ DTDGHGTHTA
123b Q9LUM3 [ Subtilase family protein Jop AT3G14240 06.13 Proteolysis 0 55 v1.0_scaffold00003.1 | -23,87339 1" 61 6 - 4 0,38889 |STAAGNMVPR
thaliana and storage 07 DTDGHGTHTA
Cupin family protein . . . s evm_27.model. AmTr_| ARIEMACPHV
123b Q9LUJ7 (Nutrient reservoir | 2" 77”’;,1"”3’5 AT3G22640 |06 Protein destination| 06.20 Storage 5,00E-54 30 | v1.0_scaffold00002.6 | -62,28012 36 435 15 - 12 | 0,73913 [SGGR
brotein) thaliana and storage proteins 57 MACPHVSGG
Dessication-related Arabidopsis . 11.05 Stress evm_27.model.AmTr_ TILYEQANK
123b F4HWRO . X AT1G47980 | 11 Disease/defence e-106 70 v1.0_scaffold00016.3 | -11,48082 16 33,4 5 - 5 0,38462 | TPQEILR
protein thaliana responses 15 ANLDPLTR
Glyoxalase | Arabidopsis evm_27.model. AmTr_| LVTQELGGK
123b 065398 (Lactoylglutathione hali P AT1G11840 | 11 Disease/defence | 11.06 Detoxification e-130 78 v1.0_scaffold00037.1 | -41,93043 29 33,2 6 - 6 0,5 |GPTPEPLCHV
lvase) thaliana 06 MLR
. . . evm_27.model. AmTr_| QVANGCELKP
155b QoxrKy | Protein MOTHER of FT| - Arabidopsis | ar4G18100 03 Cell 03.26 Growth 1e-62 62 |v1.0_scaffold00003.4| -23,34102| 34 245 6 . 5 06 |SGTAERPR
and TF 1 thaliana growth/division regulators 52 QQGPLGSVAR
. e . . . . RLSDAQQCR
155b Q9ZWA9 128 Globulin (cruciferin Arab/qopSIs AT1G03890 06 Protein destination 06.20 St_orage 66-69 31 evm_27.model. AmTr_| 2525354 1" 545 6 5 6 033333 |ISGIRPTR
thaliana and storage proteins v1.0_scaffold00067.7 |ISNQQAQDIK
. e . . . . evm_27.model.AmTr_| GYEERECNAR
155b p15455 | 12S Globulin (cruciferin| - Arabidopsis | xr5i4419 |06 Protein destination]  06.20 Storage 56.72 32 |v1.0_scaffold00067.1| -104,2566 | 29 53 51 50 28 | 3,47059 |IRQNIDNPR
4) thaliana and storage proteins 5 IRQNIDNPR
S-adenosyl-L- Arabidopsis 04.22 MRNA evm_27.model. AmTr_| KASDLLQK
16b Q9S9P4 methionine-dependent 0P AT1G30550 04 Transcription § . 2e-79 68 v1.0_scaffold00019.5 | -172,2234 27 122 41 - 29 0,93478 [FGLDEAHGK
methvitransferase (7- | __1aana processing 7 AYEVANTPSLK
. . . S . LSKEEIEK
16b Q9SIN1 HSP70 (he_at shock Arablc_!opsts AT1G16030 06 Protein destination| 06.01 Fold_mg and 0 80 evm_27.model. AmTr_| 4567055 18 716 12 R 10 057143 |FSDPSVQADM
protein) thaliana and storage stability v1.0_scaffold00137.8 K
. . . i evm_27.model. AmTr_| VEGVDTDVSH
16b Q9SX53 Oligopeptidase B Arabidopsis | xr4G503g0 | 06 Protein destination| g 43 proteoiysis 0 70 | v1.0_scaffold00171.4| -19,08181 9 80,9 6 - 6 0,16667 |R
thaliana and storage 8 TPNSVYDHDM
N e B . . - evm_27.model. AmTr_| VGGEGQQQQ
184b p15455 | 12S Globulin (cruciferin| - Arabidopsis | xr5i4419 |06 Protein destination] — 06.20 Storage 56.72 32 |v1.0_scaffold00067.1 -12,47952 8 53 3 - 3 | 017647 |GIK
4) thaliana and storage proteins 5 ESLGVIRPDEE
plasma-membrane Arabidopsis evm_27.model. AmTr_| PVAETSEEPE
184b Q96262 associated cation- thaliarfa AT4G20260 |10 Signal transduction 10.99 Others 5e-38 55 v1.0_scaffold00068.1 | -33,49754 34 23,4 7 - 6 0,9 K
bindina protein 58 AETVEETAPPT]
Arabidopsis 01.05 Sugars and evm_27.model. AmTr_| EQSEAMQAVV
26b P94078 Alpha-mannosidase 7op AT3G26720 01 Metabolism . gars 0 67 v1.0_scaffold00016.6 | -77,52573 14 114,9 14 - 12 0,34884 |K
thaliana polysaccharides 8 QHVANDYAK
. . evm_27.model. AmTr_| IFHEASQSDK
30b QOSPK5 Formate- Arabidopsis | xr1G50480 01 Metabolism 01.01 Amino Acid 0 80 | v1.0_scaffold00024.1| -70,87616 23 67,3 19 - 15 | 0,73077 [IFHEASQSDK
tetrahydrofolate ligase thaliana 23 MHGGGPEWV.
Dihydroxy-acid Arabidopsis . . . evm_27.model.AmTr_ YVMEDVHK
33b QILIR4 X AT3G23940 01 Metabolism 01.01 Amino Acid 0 82 v1.0_scaffold00039.4 | -87,28139 37 65,6 20 - 18 0,875 |NMPGTIMAMG
dehydratase thaliana 5 R




- . . evm_27.model. AmTr_| TDTNVYEGK
33b QOFMP3  Pyrimidine 2 Arabidopsis | xr5612900 01 Metabolism 01.03 Nucleotides 0 78 | v1.0_scaffold00095.3| -21,26876 1 55 4 - 4 0,21053 |IPNGVNGIEER
(dihydropyrimidinase) thaliana
3 SLGALAQVHA
. . evm_27.model.AmTr_| GVDAQIASGG
33b QIMEKA Phosphoglycerate |~ Arabidopsis | ar3Gag590 02 Energy 02.01 Glycolysis 0 82 [v1.0_scaffold00077.21 -12,96646 | 11 61,3 4 . 4 | 0116667 |GR
mutase thaliana = 1 VHILTDGR
Chaperonin . . . s . evm_27.model. AmTr_| LQTANFDQK
33b P29197 (Chaperonin-60kD, A’;f;’,‘fa"fj’s AT3G23900 | %8 Pfr“’fj”;g‘f:gga“"” 06'01;3";3;&9 and 0 86 | v1.0_scaffold00147.4| -88,89916 35 61,1 20 9 15 0,7931 |AIFSEGCK
ch60. CPNBO) 8 DDTVVLDGAG
Cupin family protein Arabidopsis 06 Protein destination 06.20 Storage evm_27.model.AmTr_ IEMACPH
33b Q9LUJ7 (Nutrient reservoir oIS | AT3G22640 ool e 5,00E-54 30 [v1.0_scaffold00002.6 | -49,70048| 36 435 12 - 10 | 0,65217 |KGDTATIPAGK
S Zrotein)IL 9 p - 57d S EVSFNVPSR
-adenosyl-L- . . evm_27.model. AmTr_| KASDLLQK
46b Q9S9P4 | methionine-dependent A’;f;’,‘fa"fj’s AT1G30550 | 04 Transcription 04['556?5:“* 26-79 68 | v1.0_scaffold00019.5| -138,4913 31 122 31 - 26 | 0,69565 |[FGLDEAHGK
methvltransferase (7- P 9 7 DDLATSELK
. . . . . evm_27.model.AmTr_| ILNEDQCR
46b P30184 Leucine Arabidopsis | xpoGo490q |06 Protein destination| g6 45 by e oiysis 0 68  |v1.0_scaffold00065.2| -142,6529| 51 54,5 27 - 22 | 0,96552 |PGDIVTASNGK|
aminopeptidase thaliana and storage
04 LASEISGEK
. 27 model Amr, VIADSSDVQK
Alpha-L- Arabidopsis evm._ by
46b Q9SGBO | o P s s’ | AT3G10740 | 09 Cell structure 09.01 Cell wall 0 68 v1.o_scaf£c§dooogs.1 -26,26068 6 765 6 - 5 03 IVAIGNEDCG
. . evm_27.model.AmTr_| ITEMSLSANQE
470 PO4078 | Alpha-mannosidase A’;‘;’ﬁ:f]’:’s AT3G26720 | 01 Metabolism m(‘)?i:é’fhaaﬁ daé‘sd 0 67 | v1.0_scaffold00016.6| -64,52913| 10 1149 20 . 1| 046512 |R
— - POl - sd - ITEMSLSANQE,
-adenosyl-L- . . evm_27.model. AmTr_| FGLDEAHGK
47b QoSeP4 | methionine-dependent | A22/OPSIS | AT1G30550 | 04 Transcription 04.22 mRNA 26-79 68 | v1.0_scaffold00019.5 | -85,59405 17 122 15 - 14 | 0,32609 [DDLATSELK
methvltransferase (7- thaliana processing - 7 LFSEHLQEME
Glyceraldehyde-3- Arabidopsis evm_27.model. AmTr_| VQACTQEEVN
68b QIWIQ6 phosphate oIS | AT2G24270 02 Energy 02.01 Glycolysis 0 87 | v1.0_scaffold00065.1| 15,5284 9 54,2 5 - 5 | 022727 K
dehvdrogenase 46 DSVTEVVR
. . evm_27.model. AmTr_| VDETVER
68b QoFwaz | B-Phosphogluconate | - Arabidopsis | xr3Goa360 02 Energy 02.07 Pentose 0 87 | v1.0_scaffold00061.2| -160,1375 60 53,8 42 - 25 | 2,09524 |VDETVER
dehydrogenase thaliana phosphate 03 JASSLDSR
. . . evm_27.model.AmTr_| MVTPGSDAPK
72b QosJqg | Fructose-bisphosphate | Arabidopsis | aroG3g460 02 Energy 02.01 Glycolysis | e-172 86 | v1.0_scaffold00040.2| -42,18536 | 29 37,7 9 . 8 | 058824 [NAAYIGTPGR
aldolase thaliana 04 VLAAVYK
Glyceraldehyde-3- Arabidopsis evm_27.model. AmTr_| TVDGPSMKD
72b Q9SAJ6 phosphate s | AT1G79530 02 Energy 02.01 Glycolysis e-165 70 | v1.0_scaffold00039.1 | -8,386792 7 452 5 4 4 03 |wR
dehvdroagenase 88 LTGMAFR
Glyceraldehyde-3- Arabidopsis evm_27.model.AmTr_| DAPMFVVGVN
72b QOFX54 phosphate SIS | AT1G13440 02 Energy 02.01 Glycolysis | 6,00E-94 74 |v1.0_scaffold00177.2| -74,28809| 56 247 16 13 14 | 2,57143 |EHEYKPDVH
dehvdrogenase 4 DAPMFVVGVN
. . evm_27.model. AmTr_| AHASTEGIAK
89b QOSAJ4 Phosphoglycerate | - Arabidopsis | xr4G79550 02 Energy 02.01 Glycolysis 0 85 | v1.0_scaffold00062.1| -48,85005 36 424 1 - 10 | 0,54545 |FYKEEEKNDP
kinase thaliana 29 EFSK
. . . evm_27.model. AmTr_| PEVIAEHTIR
89b QosJqg | Fructose-bisphosphate | Arabidopsis | aroG3g460 02 Energy 02.01 Glycolysis | e-172 86  |v1.0_scaffold00040.2| -17,99463| 13 37,7 4 . 4 | 029412 |VAPEVIAEHTI
aldolase thaliana 04 R
Cupin family protein . . . A evm_27.model. AmTr_| IEMACPH
89b Q9LUJ7 (Nutrient reservoir A’;f;’,‘fa"fj’s AT3G22640 | %8 Pf;z”;g‘f:“ga“"” 06'2?0‘8;5299 56-54 30 | v1.0_scaffold00002.6 | -121,4036 44 435 36 - 23 | 1,82609 |ARIEMACPH
orotein) 9 P 57 KGDTATIPAGK
) Arabidopsis evm_27.model.AmTr_| YDNCNNDGV
89b BIDGL8 | Alpha-galactosidase oIS | AT5G08370 | 09 Cell structure 09.01 Cell wall e-171 75 | v1.0_scaffold00171.3| -49,12088| 37 45,1 14 - 12 | 0,66667 |DPR
2 GQLTATVDSH




Supplemental table 4: list of the proteins identifed from the globulin fraction of Amborella trichopoda whole mature seed by 2-DE

Proteins have been analyzed by two-dimensional electrophoresis and identified by mass spectrometry LC/MS-MS. The protein spots were analysed by LC-MS/MS on the PAPPSO plateform (Benoit Valot, Thierry Balliau, Michel Zivy, INRA Moulon, France; http:/pappso.inra.fr).
Based on the spectrum generated, proteins were identified using the X-Tandem software. "Spot ID" relates to the protein position on the 2DE reference map. "Number of id per spot" reflect the number of single identifications in the same spot. "NCBI accession number" is the
accession number in NCBI database. "Protein name". "Organism" relates to the organism from which the identied protein comes from for functional analysis - efforts were focus on Arabidopsis thaliana as a plant model. "AGI". “Function category” and "Function description”
relate to the functional categories defined according to the ontological classification of Bevan et al. [Bevan et al. (1998) Nature 391:485-488]. "log(Evalue) identification” reflects the statistical power of the identification by BLAST (performed on TAIR or BLAST). “Identity" indicates|
in % the recovery of the Amborella protein sequence against the identified protein. "Description™ was taken from the Amborella EVM 27 Predicted Proteins (http://www.amborella.org). The "log (E value)" is a statistical parameter that represents the number of peptides present at
random in the database. It was calculated by the product of the Evalue of unique peptides identified in the protein spot (Valot et al., 2011). "Coverage" refers to the recovery rate of the protein by the identified peptides, expressed in %. "MW" relates to the molecular weight
expressed in kDa. "Spectra” corresponds to the number of spectra which allowed the protein identification from 2DE protein single spot. “Specifics” corresponds to the number of specific spectrum corresponding to the identification among the other identifications of the group.
"Uniques" refers to the number of unique peptides (different sequences) that led to the protein identification. "PAI" is the protein abundance index in the spot. "Peptide sequences” displays identified peptides for each protein spot.

Cupin family protein Arabidopsis 06 Protein destination 06.20 Storage evm_27.model. AmTr_| IEMACPHVSG
211 QoLUJ7 (Nutrient reservoir o | AT3G22640 et ol 5,00E-54 30 v1.0_scaffold00002.6| -109,1154 [ 55 435 30 21 1,3913 |GR
protein) 9 P 57] KGDTATIPAGK
128 Globulin (cruciferin|  Arabidopsis 06 Protein destination 06.20 Storage evm_27.model. AmTr. GROEGEYGEE
211 QIZWA9 iop AT1G03890 21 Storag 66-69 31 =/ AMT 12,90149 11 545 4 4 | 0,19048 |EQRGEQGK
2) thaliana and storage proteins v1.0_scaffold00067.7]
ILSPEGEEREE
Cupin family protein . . . R evm_27.model. AmTr_| IEMACPHVSG
212 QoLUJ7 (Nutrient reservoir A’;g’;.’:,’]’:’s AT3G22640 | %© P?;i'”sl‘éfas“ga“o” OG'Z?O?E‘EF:Q‘? 5,00E-54 30 v1.0_scaffold00002.6| -135,4795 65 435 47 30 2,3913 |GR
orotein) 9 P 57, MACPHVSGG
Cupin family protein . . . L evm_27.model. AmTr_| REQEQEERGK
213 QoLUJ7 (Nutrient reservoir A’;g’;.’:,’]’:’s AT3G22640 | %© P?;i'”sl‘éfas“ga“o” OG'Z?O?E‘EF:Q‘? 5,00E-54 30 v1.0_scaffold00002.6| -171,7717 73 435 65 38 | 3,30435 |GQGQEIK
orotein) 9 P 57, GLIHGGSGGG
Cupin family protein . . . R evm_27.model. AmTr_| KGDTATIPAGK
214 QoLUJ7 (Nutrient reservoir Arabidopsis | xragogsq |06 Protein destination| 06.20 Storage 5,00E-54 30 v1.0_scaffold00002.6| -141,554 67 435 53 27 | 2,73913 |IEMACPHVSG
brotein) thaliana and storage proteins 571 GR
Cupin family protein . . . R evm_27.model. AmTr_| ARIEMACPHV
215 QoLUJ7 (Nutrient reservoir A’;g’;.’:,’]’:’s AT3G22640 |20 P?;i'”sl‘éfas“ga“o” OG'Z?O?E‘EF:Q‘? 5,00E-54 30 v1.0_scaffold00002.6| -115,5609 60 435 41 24 | 2,04348 [SGGR
protein) 9 P 57] IEMACPHVSG
Cupin family protein . . . R evm_27.model. AmTr_| IEMACPHVSG
216 QoLUJ7 (Nutrient reservoir A’;g’;.’:,’]’:’s AT3G22640 | %© P?;i'”sl‘éfas“ga“o” OG'Z?O?E‘EF:Q‘? 5,00E-54 30 v1.0_scaffold00002.6| -105,1129 60 435 29 20 | 1,34783 [GR
protein) 9 P 57] KGDTATIPAGK
128 Globulin (cruciferin|  Arabidopsis 06 Protein destination 06.20 Storage evm_27.model. AmTr. GRQEGEYGEE
216 QIZWA9 Jop AT1G03890 21 Storag 66-69 31 =/ AMT -8,628563 8 54,5 3 3 | 0,14286 |EQRGEQGK
2) thaliana and storage proteins v1.0_scaffold00067.7]
QFFIAGGQPR
S-adenosyl-L- Arabidopsis 04.22 mRNA evm_27.model. AmTr_| SSLSEDQQK
217 Q9S9P4 | methionine-dependent | g2 PN | AT1G30850 | 04 Transcription e 26-79 68 v1.0_scaffold00019.5| -102,0282| 22 122 22 17 | 0,47826 |FGLDEAHGK
methvitransferase (7- P 9 7 AYEVANTPSLK
Cupin family protein . . . R evm_27.model. AmTr_| KGDTATIPAGK
217 QoLUJ7 (Nutrient reservoir A’;g’;.’:,’]’:’s AT3G22640 | %© P?;i'”sl‘éfas“ga“o” OG'Z?O?E‘EF:Q‘? 5,00E-54 30 v1.0_scaffold00002.6| -16,26321 13 435 4 4 0,17391 |ATEIYVILEGR
orotein) 9 P 57, ASQEENLQIIC
HSC70 (Heat shock . . . L . TKDNNLLGK
218 QISONT cognate 70 kDa A’;b"."’ps’s AT1G16030 | 06 Protein destination| 06.01 Folding and 0 go |Svm.27.modelAmTr | g9 35306 ( 39 716 23 19 | 1,00524 |MYQGGDAGG
. aliana and storage stability v1.0_scaffold00137.8]
protein) MPGAGGMPS
Cupin family protein . . . R evm_27.model. AmTr_| KGDTATIPAGK
218 QoLUJ7 (Nutrient reservoir A’;g’;.’:,’]’:’s AT3G22640 | %© P?;i'”sl‘éfas“ga“o” OG'Z?O‘SE‘EF:Q‘? 5,00E-54 30 v1.0_scaffold00002.6| -30,37082 35 435 8 7 0,47826 |LVTIGEER
orotein) 9 P 57, PSSEQLQGLIH|
) — — - — QEGEYGEEEQ
218 Qozwag | 12° G'Ob“'é')‘ (cruciferin) - Arabionsis. | aT1Gogggo | 0 Proten destination) 06,20 Storage 6e-69 31 [ AT e T -12,02457 | 10 545 3 3 |o14286|R
9 P o : TVTDVTSDYN
Chaperonin . . . P . evm_27.model. AmTr_| SVAAGMNAMD
219 P29197 (Chaperonin-60kD, A’;g’;.’:,’]’:’s AT3G23990 | %© P?;i'”sl‘éfas“ga“o” 06'0152";'#;(”9 G 0 86 v1.0_scaffold00003.2| -138,6117 47 61,2 36 25 | 1,26667 [LR
ch60. CPN60) 9 v 61 SAIEASTSDYD
Cupin family protein . . . . evm_27.model. AmTr_| IEMACPHVSG
219 QoLUJ7 (Nutrient reservoir A’;b"."’ps’s AT3G22640 | 06 Protein destination]  06.20 Storage 5,00E-54 30 v1.0_scaffold00002.6| -42,28413 29 435 10 8 0,43478 |GR
aliana and storage proteins

protein)

57|

PSSEQLQGLIH




Arabidopsis

06 Protein destination

06.20 Storage

evm_27.model. AmTr_|

QEGEYGEEEQ
R

128 Globulin (cruciferin
219 QozZWA9 : AT1G03890 ‘ 66-69 31 175103 9 54,5 4 4 | o019048
2) thaliana and storage proteins v1.0_scaffold00067.7| ISNQQAQDIK
. o . . . . evm_27.model. AmTr_| RGQEEGQQE
219 pisass | 125 G'Ob“L;'; (eruciferin A;i‘;’,‘/.’::as’s AT5G44120 | 9° Pfgi‘;‘;‘f;“ga“o” 06'2?02‘:1?95 5e-72 32 | v1.0_scaffold00067.7] -16,10779| 13 53 4 4 | 023529 |QEQEQEQER
9 P 2 ESLGVIRPDEE
Cupin family protein . . . . evm_27.model. AmTr_| KGDTATIPAGK
220 QOLUJT | (Nutrientreservoir | APIOPSIS | xragpogaq | 06 Protein destination)  06.20 Storage | 5 goe 54 | 30 | v1.0_scaffold00002.8| -102,907 | 53 435 | 35 20 | 1,86957 |MACPHVSGG
) thaliana and storage proteins
protein) 57 R
12S Globulin (cruciferin|  Arabidopsis 06 Protein destination 06.20 Storage evm_27.model. AmTr GEGQIQIGTN
220 QozZWA9 ) abliopsis | AT1G03890 oreln destin 20 tore 66-69 31| ey ol 1267668 8 54,5 3 3 | 014286 |GaK
9 P - : TVTDVTSDYN
Cupin family protein . . . . evm_27.model. AmTr_| KKGDTATIPAG
221 QoLUJ7 (Nutrient reservoir A;i‘;’,‘/.’::as’s AT3G22640 | °° Pfgi‘;‘;‘f;“ga“o” 06'2?02‘:1?95 500E-54 | 30 | v1.0_scaffold00002.8| -173,5958| 70 435 67 38 | 330435 |K
protein) 9 P 57] GKGQGQEIK
. o . . . . evm_27.model. AmTr_| RGQEEGQQE
221 pisass | 125 G'Ob“L;” (eruciferin Af;b’,‘.’ops’s AT5G44120 | 9° Pm‘z'” tdes“”a“o” 06.20 f‘."rage 50-72 32 | v1.0 scaffold00067.7 -20,9289 | 20 53 6 6 | 035294 |QEQEQEQER
) allana and storage proteins 2 VGGEGQQQQ
Cupin family protein . . . . evm_27.model. AmTr_| YVANGDAR
222 QoLUJ7 (Nutrient reservoir A;i‘;’,‘/.’::as’s AT3G22640 | °° Pfgi‘;‘;‘f;“ga“o” 06'2?02‘:1?95 500E-54 | 30 | v1.0_scaffold00002.8| -196,2082| 65 435 66 39 | 356522 |ARIEMACPH
protein) 9 P 57, GLIHGGSGGG
. — — . , QEGEYGEEEQ
222 Q9ZWA9 12S Globulin (cruciferin Arablq’opsts AT1G03890 06 Protein destination 06.20 St_orage 66-69 31 evm_27.model. AmTr_| 2473812 17 54,5 5 5 02381 |R
2) thaliana and storage proteins v1.0_scaffold00067.7|
ISNQQAQDIK
. o . . . . evm_27.model. AmTr_| RGQEEGQQE
222 pisass | 125 G'Ob“L;” (eruciferin Af;b’,‘.’ops’s AT5G44120 | 9° Pm‘z'” tdes“”a“o” 06.20 f‘."rage 50-72 32 | v1.0 scaffold00067.1] -15,38863 | 13 53 4 4 | 023529 |QEQEQEQER
) aliana and storage proteins ) VGGEGQQAQ
Cupin family protein . . . . evm_27.model. AmTr_| IEMACPHVSG
223 QoLUJ7 (Nutrient reservoir A;i‘;’,‘/.’::as’s AT3G22640 | °° Pfgi‘;‘;‘f;“ga“o” 06'2?02‘:1?95 500E-54 | 30 | v1.0_scaffold00002.8| -215,282 74 435 72 45 | 36087 |GR
protein) 9 P 57] KGDTATIPAGK
Cupin family protein . . . . evm_27.model. AmTr_| IEMACPH
224 QoLUJ7 (Nutrient reservoir A;i‘;’,‘/.’::as’s AT3G22640 | °° Pfgi‘;‘;‘f;“ga“o” 06'2?02‘:1?95 500E-54 | 30 | v1.0_scaffold00002.8| -243,5827 | 68 435 95 48 | 46087 |ARIEMACPH
protein) 9 P 57] IEMACPHVSG
Cupin family protein . . . . evm_27.model. AmTr_| GKGQGQEIK
225 QoLUJ7 (Nutrient reservoir A;i‘;’,‘/.’::as’s AT3G22640 | °° Pfgi‘;‘;‘f;“ga“o” 06'2?02‘:1?95 500E-54 | 30 | v1.0_scaffold00002.8| -209,3419| 68 435 79 38 | 3,91304 |KGDTATIPAGK
protein) 9 P 57] ACPHVSGGR
Cupin family protein . . . . evm_27.model. AmTr_| KGDTATIPAGK
226 QoLUJ7 (Nutrient reservoir | AT@DIdOPSIS | \ragoog4q | 06 Protein destination) 0620 Storage | 5 40r 54 | 30 | 1.0 scaffold00002.8| -209,5653| 76 435 90 41 | 469565 |QGLIHGGSGG
) thaliana and storage proteins
protein) 57| GK
. — — . , QEGEYGEEEQ
226 Q9ZWA9 12S Globulin (cruciferin Arablq’opsts AT1G03890 06 Protein destination 06.20 St_orage 66-69 31 evm_27.model. AmTr_| 45,05528 33 54,5 10 10 052381 |R
2) thaliana and storage proteins v1.0_scaffold00067.7|
ISNQQAQDIK
. o . . . . evm_27.model. AmTr_| RGQEEGQQE
226 pisass | 125 G'Ob“L;” (eruciferin Af;b’,‘.’ops’s AT5G44120 | 9° Pm‘z'” tdes“”a“o” 06.20 f‘."rage 50-72 32 | v1.0 scaffold00067.1] -20,28565 | 14 53 5 5 | 035294 |QEQEQEQER
) aliana and storage proteins ) VGGEGQQQA
128 Globulin (cruciferin|  Arabidopsis 06 Protein destination 06.20 Storage evm_27.model. AmTr LSDAQQCR
227 QozZWA9 : AT1G03890 20 St 66-69 31 _27.model AMTr_| 151 5061 | 59 54,5 49 35 | 266667 |GRQEGEYGEE]
2) thaliana and storage proteins v1.0_scaffold00067.7| EQRGEQGK
Cupin family protein . . . . evm_27.model. AmTr_| YVANGDAR
227 QoLUJ7 (Nutrient reservoir | AT@DIdOPSIS | nragoog4q | 06 Protein destination) 0620 Storage | 5 40r 54 | 30 | y1.0 scaffold00002.8| -131,8473| 68 435 41 26 | 217391 |IEMACPHVSG
protein) thaliana and storage proteins 57] GR
Cupin family protein . . . . evm_27.model. AmTr_| EMACPHVSGG|
228 QoLUJ7 (Nutrient reservoir | AT@DIdOPSIS | nraaoggq | 06 Protein destination) 0620 Storage | 5 40r 54 | 30 | y1.0 scaffold00002.8| -170,8281| 65 435 69 34 | 321739 |R
) thaliana and storage proteins
protein) 57 PHVSGGR
128 Globulin (cruciferin|  Arabidopsis 06 Protein destination 06.20 Storage evm_27.model. AmTr ISNQQAQDIK
228 QozZWA9 : AT1G03890 20 St 66-69 31 _27.model AMTT_| g3 143 44 54,5 17 16 | 0,80952 |QEGEYGEEEQ
2) thaliana and storage proteins v1.0_scaffold00067.7| RGEQGK
Cupin family protein . . . . evm_27.model. AmTr_| IEMACPH
229 QoLUJ7 (Nutrient reservoir A;i‘;’,‘/.’::as’s AT3G22640 | °° Pfgi‘;‘;‘f;“ga“o” 06'2?02‘:1?95 500E-54 | 30 | v1.0_scaffold00002.8| -150,6976 | 60 435 50 29 | 2,69565 |KGDTATIPAGK
protein) 9 P 57] KGDTATIPAGK
128 Globulin (cruciferin|  Arabidopsis 06 Protein destination 06.20 Storage evm_27.model. AmTr RLSDAQQCR
229 QozZWA9 : AT1G03890 20 St 66-69 31 _27.model AMTT_| g3 76906 36 54,5 13 13 | 0,66667 |GRQEGEYGEE
2) thaliana and storage proteins v1.0_scaffold00067.7| EQRGEQGK
Arabidopsis evm_27.model. AmTr_| LVNSHTVEVT
229 P48641 | Glutathione reductase Top AT3G24170 | 11 Disease/defence | 11.06 Detoxification 0 69 | v1.0_scaffold00067.7] -14,23509 | 14 57,5 5 5 | 020833 |QTDGTK
thaliana
36 HILIATGSR
Cupin family protein . . . . evm_27.model. AmTr_| YVANGDAR
230 QoLUJ7 (Nutrient reservoir A;i‘;’,‘/.’::as’s AT3G22640 | °° Pfgi‘;‘;‘f;“ga“o” 06'2?02‘:1?95 500E-54 | 30 | v1.0_scaffold00002.6| 1357838 | 68 435 47 27 | 2,3913 |TIPAGK
protein) 9 P 57] IEMACPHVSG
. — — . , QEGEYGEEEQ
230 Q9ZWA9 12S Globulin (cruciferin Arablq’opsts AT1G03890 06 Protein destination 06.20 St_orage 66-69 31 evm_27.model. AmTr_| 20,89239 16 54,5 5 5 028571 |R
2) thaliana and storage proteins v1.0_scaffold00067.7|

ANVIGVGER




Cupin family protein Arabidopsis 06 Protein destination 06.20 Storage evm_27.model. AmTr_| KGDTATIPAGK
231 QoLUJ7 (Nutrient reservoir abliopsis | AT3G22640 oreln destn 20 Storag 500E54 | 30 | v1.0_scaffold00002.8| -116,028 | 49 435 37 24 | 1,69565 |IEMACPHVSG
protein) 9 P 57| GR
. o . . . . evm_27.model. AmTr_| RGQEEGQQE
231 pisass | 125 G'Ob“L;” (eruciferin Af;b’,‘.’ops’s AT5G44120 | 9° Pm‘z'” tdes“”a“o” 06.20 f‘."rage 50-72 32 | v1.0 scaffold00067.1] -18,37925 | 17 53 5 5 | 029412 |QEQEQEQER
) allana and storage proteins 2 VGGEGQQQQ
, — — . , LSDAQQCR
128 Globulin (cruciferin|  Arabidopsis 06 Protein destination 06.20 Storage evm_27.model.AmTr_|
231 Q9zZWA9 ) abliopsis | AT1G03890 o e 66-69 31 o006y 7| 9681586 5 54,5 3 3 | 014285 | QEGEYGEEEQ
Cupin family protein . . . . evm_27.model. AmTr_| KGDTATIPAGK
232 QoLUJ7 (Nutrient reservoir A;i‘;’,‘/.’::as’s AT3G22640 | °° Pfgi‘;‘;‘f;“ga“o” 06'2?02‘:1?95 500E-54 | 30 | v1.0_scaffold00002.8| -102,7915| 52 435 38 19 2 |IEMACPHVSG
protein) 9 P 57| GR
. — — . , GRQEGEYGEE
232 Q9ZWA9 128 Globulin (cruciferin Arablq’opsts AT1G03890 06 Protein destination 06.20 St_orage 66-69 31 evm_27.model.AmTr_| 26,54579 19 54,5 7 7 0,38095 |EQRGEQGK
2) thaliana and storage proteins v1.0_scaffold00067.7|
QEGEYGEEEQ|
. o . . . . evm_27.model. AmTr_| RGQEEGQQE
232 pisass | 125 G'Ob“L;” (eruciferin Af;b’,‘.’ops’s AT5G44120 | 9° Pm‘z'” tdes“”a“o” 06.20 f‘."rage 50-72 32 | v1.0 scaffold00067.1 -13,77617| 13 53 4 4 | 023529 |QEQEQEQER
) aliana and storage proteins ) VGGEGQQQA
Cupin family protein . . . . evm_27.model. AmTr_| SDLNPEDLFVA|
233 QoLUJ7 (Nutrient reservoir A;i‘;’,‘/.’::as’s AT3G22640 | °° Pfgi‘;‘;‘f;“ga“o” 06'2?02‘:1?95 500E-54 | 30 | v1.0_scaffold00002.8| -163,2049| 64 435 57 34 | 273913 |PPSHPIAIR
protein) 9 P 57] ASQEENLQIIC
Cupin family protein . . . . evm_27.model. AmTr_| IEMACPHVSG
234 QoLUJ7 (Nutrient reservoir A;i‘;’,‘/.’::as’s AT3G22640 | °° Pfgi‘;‘;‘f;“ga“o” 06'2?02‘:1?95 500E-54 | 30 | v1.0_scaffold00002.8| -107,5683| 54 435 31 20 | 147826 |GR
protein) 9 P 57] KGDTATIPAGK
. o . . . . evm_27.model. AmTr_| RGQEEGQQE
234 pisass | 125 G'Ob“L;'; (eruciferin A;i‘;’,‘/.’::as’s AT5G44120 | 9° Pfgi‘;‘;‘f;“ga“o” 06'2?02‘:1?95 5e-72 32 | v1.0_scaffold00067.7] -35,06539 | 26 53 9 9 | 052041 |QEQEQEQER
9 P 2 VGGEGQQQQ
Cupin family protein . . . . evm_27.model. AmTr_| AFSDEILEASF
235 QoLUJ7 (Nutrient reservoir A;i‘;’,‘/.’::as’s AT3G22640 | °° Pfgi‘;‘;‘f;“ga“o” 06'2?02‘:1?95 500E-54 | 30 | v1.0_scaffold00002.8| -170,1058| 62 435 60 34 | 291304 |NVDR
protein) 9 P 57] IEMACPH
. — — . , GRQEGEYGEE
235 Q9ZWA9 12S Globulin (cruciferin Arablq’opsts AT1G03890 06 Protein destination 06.20 St_orage 66-69 31 evm_27.model. AmTr_| -18,36588 9 54,5 4 4 0,19048 |EQRGEQGK
2) thaliana and storage proteins v1.0_scaffold00067.7} QEGEYGEEEQ
Cupin family protein . . . . evm_27.model. AmTr_| NSILNQIER
236 QoLUJ7 (Nutrient reservoir A;i‘;’,‘/.’::as’s AT3G22640 | °° Pfgi‘;‘;‘f;“ga“o” 06'2?02‘:1?95 500E-54 | 30 | v1.0_scaffold00002.8| -141,8851| 65 435 61 30 | 3,17391 |AQSDSVFWG
protein) 9 P 57 PR
. — — . , GRQEGEYGEE
236 Q9ZWA9 12S Globulin (cruciferin Arablq’opsts AT1G03890 06 Protein destination 06.20 St_orage 66-69 31 evm_27.model. AmTr_| 2710146 17 54,5 7 7 0,33333 |EQRGEQGK
2) thaliana and storage proteins v1.0_scaffold00067.7|
ISNQOAQDIK
. o . . . . evm_27.model. AmTr_| RGQEEGQQE
236 pisass | 125 G'Ob“L;'; (eruciferin A;i‘;’,‘/.’::as’s AT5G44120 | 9° Pfgi‘;‘;‘f;“ga“o” 06'2?02‘:1?95 5e-72 32 | v1.0_scaffold00067.1| -9,631527| 8 53 3 3 | 017647 |QEQEQEQER
9 P 2 QGDAIAIPAGA
Cupin family protein . . . . evm_27.model. AmTr_| KGDTATIPAGK
237 QoLUJ7 (Nutrient reservoir A;i‘;’,‘/.’::as’s AT3G22640 | °° Pfgi‘;‘;‘f;“ga“o” 06'2?02‘:1?95 500E-54 | 30 | v1.0_scaffold00002.8| 192,050 | 65 435 82 41 | 3,95652 |SDLNPEDLFVA
protein) 9 P 57] PPSHPIAIR
. o . . . . evm_27.model. AmTr_| RGQEEGQQE
237 pisass | 125 G'Ob“L;” (eruciferin Af;b’,‘.’ops’s AT5G44120 | 9° Pm‘z'” tdes“”a“o” 06.20 f‘."rage 50-72 32 | v1.0 scaffold00067.1] -16,69071| 12 53 4 4 | 0,35204 |QEQEQEQER
) aliana and storage proteins ) VGGEGQQQA
, — — . , LSDAQQCR
237 Q9ZWA9 12S Globulin (cruciferin Arablq’opsts AT1G03890 06 Protein destination 06.20 St_orage 66-69 31 evm_27.model. AmTr_| 11,95798 9 54,5 4 4 0,19048 |ISNQQAQDIK
2) thaliana and storage proteins v1.0_scaffold00067.7|
ILSPEGEEREE
Cupin family protein . . . . evm_27.model. AmTr_| GSLEVPFYNS
238 QoLUJ7 (Nutrient reservoir A;i‘;’,‘/.’::as’s AT3G22640 | °° Pfgi‘;‘;‘f;“ga“o” 06'2?02‘:1?95 500E-54 | 30 | v1.0_scaffold00002.8| -187,6107| 64 435 68 38 | 330435 |R
protein) 9 P 57] AQSDSVFVVG
. o . . . . evm_27.model. AmTr_| RGQEEGQQE
238 pisass | 125 G'Ob“L;” (eruciferin Af;b’,‘.’ops’s AT5G44120 | 9° Pm‘z'” tdes“”a“o” 06.20 f‘."rage 50-72 32 | v1.0 scaffold00067.1| -16,80107| 9 53 3 3 | 017647 |QEQEQEQER
) aliana and storage proteins ) VGGEGQQQA
Cupin family protein . . . . evm_27.model. AmTr_| IEMACPH
239 QoLUJ7 (Nutrient reservoir A;i‘;’,‘/.’::as’s AT3G22640 | °° Pfgi‘;‘;‘f;“ga“o” 06'2?02‘:1?95 500E-54 | 30 | v1.0_scaffold00002.6| -194,9685| 59 435 70 40 | 356522 |ARIEMACPH
protein) 9 P 57] KGDTATIPAGK
Cupin family protein . . . . evm_27.model. AmTr_| ACPHVSGGR
240 QoLUJ7 (Nutrient reservoir A;i‘;’,‘/.’::as’s AT3G22640 | °° Pfgi‘;‘;‘f;“ga“o” 06'2?02‘:1?95 500E-54 | 30 | v1.0_scaffold00002.8| -175.454 | 64 435 66 40 | 321739 |GQGEQEGSR
protein) 9 P 57] ARIEMACPH
Cupin family protein . . . . evm_27.model. AmTr_| KGDTATIPAGK
241 QoLUJ7 (Nutrient reservoir A;i‘;’,‘/.’::as’s AT3G22640 | °° Pfgi‘;‘;‘f;“ga“o” 06'2?02‘:1?95 500E-54 | 30 | v1.0_scaffold00002.6| -184,8978| 65 435 70 38 | 3,17391 |MACPHVSGG
protein) 9 P 57 R
. o . . . . evm_27.model. AmTr_| RGQEEGQQE
241 pisass | 125 G'Ob“L;'; (eruciferin A;i‘;’,‘/.’::as’s AT5G44120 | 9° Pfgi‘;‘;‘f;“ga“o” 06'2?02‘:1?95 5e-72 32 | v1.0_scaffold00067.1| -14,9216 13 53 4 4 | 029412 |QEQEQEQER
9 P 2 SPILGHASAIK
, — — . , GRQEGEYGEE
128 Globulin (cruciferin|  Arabidopsis 06 Protein destination 06.20 Storage evm_27.model. AmTr_|
241 QozZWA9 ) abliopsis | AT1G03890 o v 66-69 31| o000y 7| 7292089 @ 54,5 2 2 | 014286 |EQRGEQGK

LIQTILPQIDTR




. . . evm_27.model. AmTr_| SLMSEAGQGE
241 Q39649 28 albumin Cﬂ“);;r:q’;a 06 Pfgi‘;‘;‘f;gga“o” 06'§?02i‘r’1f95 100E-13 | 35 | v1.0_scaffold00005.2| -17,59176| 20 16,8 2 2 02857 |QQQIIER
12 AEQLPQICGIS
Cupin family protein . . . . evm_27.model. AmTr_| IEMACPH
242 QoLUJ7 (Nutrient reservoir A;i‘;’,‘/.’::as’s AT3G22640 | °° Pfgi‘;‘;‘f;“ga“o” 06'2?02‘:1?95 500E-54 | 30 | v1.0_scaffold00002.8| -185,0120| 66 435 65 37 | 3,3043 |KGDTATIPAGK
protein) 9 P 57] IEMACPHVSG
Cupin family protein . . . . evm_27.model. AmTr_| ARIEMACPH
243 QoLUJ7 (Nutrient reservoir A;i‘;’,‘/.’::as’s AT3G22640 | °° Pfgi‘;‘;‘f;“ga“o” 06'2?02‘:1?95 500E-54 | 30 | v1.0_scaffold00002.8| -162,5721| 61 435 49 32 | 2,6087 |ARIEMACPH
protein) 9 P 57] ACPHVSGGR
. o . . . . evm_27.model. AmTr_| RGQEEGQQE
243 pisass | 125 G'Ob“L;'; (eruciferin A;i‘;’,‘/.’::as’s AT5G44120 | 9° Pfgi‘;‘;‘f;“ga“o” 06'2?02‘:1?95 5e-72 32 | v1.0_scaffold00067.7] -20,60638 | 17 53 6 6 04118 |QEQEQEQER
9 P 2 QGDAIAIPAGA
. . . evm_27.model. AmTr_| SLMSEAGQGE
243 Q39649 28 albumin Cﬂ“);;r:q’;a 06 Pfgi‘;‘;‘f;gga“o” 06'§?02i‘r’1f95 100E-13 | 35 | v1.0_scaffold00005.2| -13,73993| 20 16,8 4 2 05714 |QQQIIER
12 SLMSEAGQGE
Cupin family protein . . . . evm_27.model. AmTr_| ACPHVSGGR
244 QoLUJ7 (Nutrient reservoir A;i‘;’,‘/.’::as’s AT3G22640 | °° Pfgi‘;‘;‘f;“ga“o” 06'2?02‘:1?95 500E-54 | 30 | v1.0_scaffold00002.8| 1757565 | 62 435 62 37 | 2,9130 |KGDTATIPAGK
protein) 9 P 57] IEMACPHVSG
. . . evm_27.model. AmTr_| FIQTGRPE
244 Q39649 28 albumin Cﬂ“);;r:q’;a 06 Pfgi‘;‘;‘f;“ga“o” 06'2?02‘:1?95 100E-13 | 35 | v1.0_scaffold00005.2| -9,89279 14 16,8 2 2 02857 |AEQLPQICGIS
g p 12 QQR
. . . evm_27.model. AmTr_| FIQTGRPE
244 Q39649 28 albumin Cﬂ“);;r:q’;a 06 Pfgi‘;‘;‘f;gga“o” 06'§?02i‘r’1f95 500E-16 | 37 | v1.0_scaffold00005.2| -9,89279 14 16,8 2 2 02500 |AEQLPQICGIS
15 Qar
Hydroxysteroid Arabidopsis evm_27.model. AmTr_| AADVVKEEDC
245 Q9T0GO dehydrogenase abWopsiS | AT4G10020 | 01 Metabolism | 01.06 Lipid and sterol | 2,00E-86 | 66 | v1.0_scaflold00099.1| -16,29255| 19 24,8 3 3 | os000 |R
(Steroleosin-B) 3| VVIVTGASSGI
Cupin family protein . . . . evm_27.model. AmTr_| MACPHVSGG
245 QoLUJ7 (Nutrient reservoir A;i‘;’,‘/.’::as’s AT3G22640 | °° Pfgi‘;‘;‘f;“ga“o” 06'2?02‘:1?95 500E-54 | 30 | v1.0_scaffold00002.8| -138,9511| 57 435 49 30 | 25217 |R
protein) 9 P 57] KGDTATIPAGK
. o . . . . evm_27.model. AmTr_| RGQEEGQQE
245 pisass | 125 G'Ob“L;'; (eruciferin A;i‘;’,‘/.’::as’s AT5G44120 | 9° Pfgi‘;‘;‘f;“ga“o” 06'2?02‘:1?95 5e-72 32 | v1.0_scaffold00067.7 -12,78873| 12 53 4 4 | 02353 |QEQEQEQER
g P ) SPILGHASAIK
. . . evm_27.model. AmTr_| SLMSEAGQGE
245 Q39649 28 albumin Cﬂ“);;r:q’;a 06 Pfgi‘;‘;‘f;“ga“o” 06'2?02‘:1?95 100E-13 | 35 | v1.0_scaffold00005.2| -14,20585| 20 16,8 3 2 04286 |QQQIIER
g p I SLMSEAGQGE
, — — . , LSDAQQCR
246 Q9ZWA9 128 Globulin (cruciferin Arablq’opsts AT1G03890 06 Protein destination 06.20 St_orage 66-69 31 evm_27.model. AmTr_| 172,7552 40 54,5 53 37 2.9048 |GRQEGEYGEE
2) thaliana and storage proteins v1.0_scaffold00067.7|
EQRGEQGK
, — — . , RLSDAQQCR
247 Q9ZWA9 128 Globulin (cruciferin Arablq’opsts AT1G03890 06 Protein destination 06.20 St_orage 66-69 31 evm_27.model. AmTr_| 206,8835 40 54,5 83 46 42857 |GRQEGEYGEE
2) thaliana and storage proteins v1.0_scaffold00067.7|
EQRGEQGKEK
, — — . , RLSDAQQCR
248 Q9ZWA9 12S Globulin (cruciferin Arablq’opsts AT1G03890 06 Protein destination 06.20 St_orage 66-69 31 evm_27.model. AmTr_| 2448778 40 54,5 89 55 48095 |GRQEGEYGEE
2) thaliana and storage proteins v1.0_scaffold00067.7|
EQRGEQGKEK
, — — . , [SDAQQCR
249 Q9ZWA9 12S Globulin (cruciferin Arablq’opsts AT1G03890 06 Protein destination 06.20 St_orage 66-69 31 evm_27.model. AmTr_| 239,0372 37 54,5 o7 48 50052 |GRQEGEYGEE
2) thaliana and storage proteins v1.0_scaffold00067.7| EQRGEQGKEK
Cupin family protein . . . . evm_27.model. AmTr_| IVALLQTISTPG
249 QoLUJ7 (Nutrient reservoir A;i‘;’,‘/.’::as’s AT3G22640 | °° Pfgi‘;‘;‘f;“ga“o” 06'2?02‘:1?95 500E-54 | 30 | v1.0_scaffold00002.8| -33,86225| 40 435 10 9 | 04348 |QYEIFFGATGQ
protein) 9 P 57] NPPSYLR
. — — . , EEREEERER
250 Q9ZWA9 12S Globulin (cruciferin Arablq’opsts AT1G03890 06 Protein destination 06.20 St_orage 66-69 31 evm_27.model. AmTr_| 29,8078 46 54,5 107 62 57143 |LSDAQQCR
2) thaliana and storage proteins v1.0_scaffold00067.7| RLSDAQQCR
Cupin family protein . . . . evm_27.model. AmTr_| ISNDHGELYEL
250 QoLUJ7 (Nutrient reservoir A;i‘;’,‘/.’::as’s AT3G22640 | °° Pfgi‘;‘;‘f;“ga“o” 06'2?02‘:1?95 500E-54 | 30 | v1.0_scaffold00002.8| -13,14709| 19 435 5 4 | 02609 |DETEYSPLR
protein) 9 P 57] SDLNPEDLFVA|
. — — . , LSDAQQCR
251 Q9ZWA9 12S Globulin (cruciferin Arablq’opsts AT1G03890 06 Protein destination 06.20 St_orage 66-69 31 evm_27.model. AmTr_| -33,38869 25 54,5 7 7 03810 |SEGGITELWD
2) thaliana and storage proteins v1.0_scaffold00067.7} EDRDEFQCAG
Cupin family protein . . . . evm_27.model. AmTr_| LVTIGEER
251 QoLUJ7 (Nutrient reservoir A;i‘;’,‘/.’::as’s AT3G22640 | °° Pfgi‘;‘;‘f;“ga“o” 06'2?02‘:1?95 500E-54 | 30 | v1.0_scaffold00002.8| -21,72078| 26 435 9 6 | 03913 |ATEIYVILEGR
protein) 9 P 57] AFSDEILEASF
. o . . . . evm_27.model. AmTr_| GQEEGQQEQ
251 pisass | 125 G'Ob“L;” (eruciferin Af;b’,‘.’ops’s AT5G44120 | 9° Pm‘z'” tdes“”a“o” 06.20 f‘."rage 50-72 32 | v1.0 scaffold00067.1] -33,30704| 15 53 8 7 | 04706 |EQEQEQER
) allana and storage proteins 2 VGGEGQQQQ
. e . . . . evm_27.model. AmTr_| VGGEGQQQQ
252 pisass | 125 G'Ob“L;” (eruciferin Af;b’,‘.’ops’s AT5G44120 | 9° Pro;z'” tdfs“”a“o” 0620 ts‘.‘;rage 5e-72 32 | v1.0_scaffold00067.7 -196,2594 | 45 53 92 41 | 62941 |GIKDRHQK
) allana al storage proteins 2 RGQEEGQQE
Cupin family protein . . . . evm_27.model. AmTr_| GQGPIVRPSS
252 QoLUJ7 (Nutrient reservoir A;i‘;’,‘/.’::as’s AT3G22640 | °° Pfgi‘;‘;‘f;“ga“o” 06'2?02‘:1?95 500E-54 | 30 | v1.0_scaffold00002.8| -22,71686| 15 435 5 4 | 02174 |EQLQGLIHGG
protein) 9 P 57| SGGGK




. o . . . . evm_27.model. AmTr_| RGQEEGQQE
253 pisass | 125 G'Ob“L;” (eruciferin Af;b’,‘.’ops’s AT5G44120 | 9° Pro;z'” tdfs“”a“o” 0620 ts‘.‘;rage 5e-72 32 | v1.0_scaffold00067.7 1259256 | 44 53 53 27 | 35882 |QEQEQ
) allana al storage proteins 2 RGQEEGQQE
Cupin family protein . . . . evm_27.model. AmTr_| ARIEMACPHV
253 QoLUJ7 (Nutrient reservoir A;i‘;’,‘/.’::as’s AT3G22640 | °° Pfgi‘;‘;‘f;“ga“o” 06'2?02‘:1?95 500E-54 | 30 | v1.0_scaffold00002.8| -44,73332| 32 435 1 10 | 06087 |SGGR
protein) 9 P 57] IEMACPHVSG
. — — . , GRQEGEYGEE
253 Q9ZWA9 128 Globulin (cruciferin Arablq’opsts AT1G03890 06 Protein destination 06.20 St_orage 66-69 31 evm_27.model.AmTr_| 2780453 20 54,5 9 9 05238 |EQR
2) thaliana and storage proteins v1.0_scaffold00067.7|
GEYGEEEQR
Cupin family protein . . . . evm_27.model. AmTr_| ACPHVSGGR
254 QoLUJ7 (Nutrient reservoir A;i‘;’,‘/.’::as’s AT3G22640 | °° Pfgi‘;‘;‘f;“ga“o” 06'2?02‘:1?95 500E-54 | 30 | v1.0_scaffold00002.8| -75,97305| 50 435 26 15 | 1,3478 |KGDTATIPAGK
protein) 9 P 57] ARIEMACPHV
. o . . . . evm_27.model. AmTr_| RGQEEGQQE
254 P154ss | 125 Globulin (cruciferin| - Arabidopsis | ppggggqpg |06 Protein destination| 06.20 Storage 572 32 | v1.0_scaffold00067.1| -57,56915 | 31 53 18 1| 1,0588 |QEQEQEQER
4) thaliana and storage proteins =
2 SLQKPDER
, — — . , QEGEYGEEEQ
254 Q9ZWA9 128 Globulin (cruciferin Arablq’opsts AT1G03890 06 Protein destination 06.20 St_orage 66-69 31 evm_27.model. AmTr_| -16,50585 15 54,5 4 4 02381 |R
2) thaliana and storage proteins v1.0_scaffold00067.7}
GEGQIQIGTN
Cupin family protein . . . . evm_27.model. AmTr_| ATEIYVILEGR
255 QOLUJ7 | (Nutrientreservoir | APIOPSIS | xragpogaq | 06 Protein destination)  06.20 Storage | 5 goe 54 | 30 | v1.0_scaffold00002.8| 1212288 | 45 435 | 57 28 | 26957 |ACPHVSGGR
) thaliana and storage proteins
protein) 57 IEMACPH
K . . . . . evm_27.model. AmTr_| RGQEEGQQE
255 pisass | 125 G'Ob“L;” (eruciferin Af;b’,‘.’ops’s AT5G44120 | 9° Pm‘z'” tdes“”a“o” 06.20 f‘."rage 50-72 32 | v1.0 scaffold00067.1] -43,67015| 27 53 1 9 | 06471 |QEQEQEQER
) aliana and storage proteins ) VGGEGQQQA
, — — . , RQEGEYGEEE
255 Q9ZWA9 128 Globulin (cruciferin Arablq’opsts AT1G03890 06 Protein destination 06.20 St_orage 66-69 31 evm_27.model.AmTr_| 21,1119 14 54,5 6 6 03333 |QRGEQGK
2) thaliana and storage proteins v1.0_scaffold00067.7|
GRQEGEYGEE
Cupin family protein . . . . evm_27.model. AmTr_| ACPHVSGGR
256 QOLUJ7 | (Nutrientreservoir | APIOPSIS | xragpogaq | 06 Protein destination)  06.20 Storage | 5 goe 54 | 30 | v1.0_scaffold00002.8| -131,1185 | 48 435 | 58 2 | 2,7391 |ARIEMACPHV
) thaliana and storage proteins
protein) 57| SGGR
12S Globulin (cruciferin|  Arabidopsis 06 Protein destination 06.20 Storage evm_27.model. AmTr LSDAQQCR
256 QozZWA9 : AT1G03890 20 St 66-69 31 _27.model AMTr_| 13 95981 12 54,5 5 5 | 03333 |GRQEGEYGEE]
2) thaliana and storage proteins v1.0_scaffold00067.7| EQRGEQGK
. o . . . . evm_27.model. AmTr_| RGQEEGQQE
256 pisass | 125 G'Ob“L;” (eruciferin Af;b’,‘.’ops’s AT5G44120 | 9° Pm‘z'” tdes“”a“o” 06.20 f‘."rage 50-72 32 | v1.0 scaffold00067.1 -22,81379| 15 53 5 5 | 02941 |QEQEQEQER
) allana and storage proteins 2 VGGEGQQQQ
Cupin family protein . . . . evm_27.model. AmTr_| KGDTATIPAGK
257 QOLUJ7 | (Nutrientreservoir | APIOPSIS | xragpogaq | 06 Protein destination)  06.20 Storage | 5 goe 54 | 30 | v1.0_scaffold00002.8| -98,64301 | 50 435 | 40 20 | 2,435 |IEMACPHVSG
) thaliana and storage proteins
protein) 57| GR
. — — . , FLAEALDIPIEL
257 Q9ZWA9 128 Globulin (cruciferin Arablq’opsts AT1G03890 06 Protein destination 06.20 St_orage 66-69 31 evm_27.model. AmTr_| 15,0678 16 54,5 5 5 02857 |AQK
2) thaliana and storage proteins v1.0_scaffold00067.7| L SDAQQCR
Cupin family protein . . . . evm_27.model. AmTr_| KGDTATIPAGK
258 QoLUJ7 (Nutrient reservoir | AT@DIdOPSIS | nragoog4q |06 Protein destination) 0620 Storage | 5 40p 54 | 30 | y1.0 scaffold00002.6| -98,37663| 35 435 26 20 | 1,3043 |GQGPIVRPSS
protein) thaliana and storage proteins 57] EQ
Cupin family protein . . . . evm_27.model. AmTr_| KGDTATIPAGK
259 QoLUJ7 (Nutrient reservoir A;i‘;’,‘/.’::as’s AT3G22640 | °° Pfgi‘;‘;‘f;“ga“o” 06'2?02‘:1?95 500E-54 | 30 | v1.0_scaffold00002.8| -113,1302| 41 435 36 23 | 1,7826 |GQGPIVRPSS
protein) 9 P 57] KGDTATIPAGK
12S Globulin (cruciferin|  Arabidopsis 06 Protein destination 06.20 Storage evm_27.model. AmTr FLAEALDIPIEL
259 QozZWA9 : AT1G03890 20 St 66-69 31 _27.model AMTr_| 37 15088 25 54,5 21 8 | 10476 |ACK
2) thaliana and storage proteins v1.0_scaffold00067.7|
LIQTILPQIDTR
Cupin family protein . . . . evm_27.model. AmTr_| KGDTATIPAGK
260 QOLUJ7 | (Nutrientreservoir | APIOPSIS | xragpogaq | 06 Protein destination)  06.20 Storage | 5 goe 54 | 30 | v1.0_scaffold00002.8| 1306525 47 435 | 43 28 | 2,1304 |QDSHNLKKGD
) thaliana and storage proteins
protein) 57 TATIPAGK
12S Globulin (cruciferin|  Arabidopsis 06 Protein destination 06.20 Storage evm_27.model. AmTr FLAEALDIPIEL
260 QozZWA9 : AT1G03890 20 St 66-69 31 _27.model AMTr_| s 03375 29 54,5 25 9 | 14286 |AcK
2) thaliana and storage proteins v1.0_scaffold00067.7|
LIQTILPQIDTR
Cupin family protein . . . . evm_27.model. AmTr_| KGDTATIPAGK
261 QoLUJ7 (Nutrient reservoir A;i‘;’,‘/.’::as’s AT3G22640 | °° Pfgi‘;‘;‘f;“ga“o” 06'2?02‘:1?95 500E-54 | 30 | v1.0_scaffold00002.8| -90,40794| 31 435 30 22 | 1,3913 |AFVLPHHK
protein) 9 P 57] TGQNPPSYLR
12S Globulin (cruciferin|  Arabidopsis 06 Protein destination 06.20 Storage evm_27.model. AmTr FLAEALDIPIEL
261 QozZWA9 : AT1G03890 20 St 66-69 31 _27.model AMTr_| o7 gge9( 33 54,5 25 13| 11005 |AK
2) thaliana and storage proteins v1.0_scaffold00067.7|
LIQTILPQIDTR
Cupin family protein . . . . evm_27.model. AmTr_| KGDTATIPAGK
262 QoLUJ7 (Nutrient reservoir A;i‘;’,‘/.’::as’s AT3G22640 | °° Pfgi‘;‘;‘f;“ga“o” 06'2?02‘:1?95 500E-54 | 30 | v1.0_scaffold00002.8| -47,66602| 24 435 10 9 | 05652 |GQGPIVRPS
protein) 9 P 57] IIYYVANGDAR
. e . . . . evm_27.model. AmTr_| VGGEGQQQQ
263 pisass | 125 G'Ob“L;” (eruciferin Af;b’,‘.’ops’s AT5G44120 | 9° Pro;z'” tdfs“”a“o” 0620 ts‘.‘;rage 56-72 32 | v1.0 scaffold00067.1] -41,16557 | 34 53 15 9 | 09412 |aIK
) allana al storage proteins 2 RGQEEGQQE
Cupin family protein . . . . evm_27.model. AmTr_| KGDTATIPAGK
263 QoLUJ7 (Nutrient reservoir | AT@DIdOPSIS | nraooggq | 06 Protein destination) 0620 Storage | 5 40p 54 | 30 | y1.0 scaffold00002.8| -52,52509 | 27 435 15 1| 06957 |GQGPIVRPS
thaliana and storage proteins

protein)

57|

PSSEQLQGLIH




Arabidopsis

06 Protein destination

06.20 Storage

evm_27.model. AmTr_|

GRQEGEYGEE]

128 Globulin (cruciferin
263 QozZWA9 ) abliopsis | AT1G03890 o v 66-69 31| o000y 7| 9198939 6 54,5 3 . 3 | 01429 |EQR
ISNQQAQDIK
. . Arabidopsis . 11.01 Resistance evm_27.model. AmTr_| FHCETGDCGR
263 Q9zv34 | Thaumatin putative abliopsis | AT2G28790 | 11 Disease/defence s 200897 | 72 | v1.0_scaffold00012.9] -20,23329 29 26,5 6 . 6 | 07000 |TGCTYSTGR
4 GLCPVVGCR
Cupin family protein . . . . evm_27.model. AmTr_| KGDTATIPAGK
264 QoLUJ7 (Nutrient reservoir A;i‘;’,‘/.’::as’s AT3G22640 | °° Pfgi‘;‘;‘f;“ga“o” 06'2?02‘:1?95 500E-54 | 30 | v1.0_scaffold00002.8| -101,9621| 43 435 34 - 25 | 1,6522 |KGDTATIPAGK
protein) 9 P 57, GQGPIVRPSS
. — — . , GRQEGEYGEE
264 Qozwae |12 G"’b“';)‘ (cruciferin) - Arabidopsis. | xr1Gogggo | 0 Proteln destination) 06,20 Storage 6e-69 31| eyl 3596075 20 545 8 - 8 | 04286 |EQR
g P 0_ : GRQEGEYGEE
. o . . . . evm_27.model. AmTr_| RGQEEGQQE
264 pisass | 125 G'Ob“L;'; (eruciferin A;i‘;’,‘/.’::as’s AT5G44120 | 9° Pfgi‘;‘;‘f;“ga“o” 06'2?02‘:1?95 5e-72 32 | v1.0_scaffold00067.7] -16,95861| 16 53 4 - 4 | 02353 |QEQEQEQER
g p ) VGGEGQQQQ
. . . evm_27.model. AmTr_| SLMSEAGQGE
264 Q39649 28 albumin Cﬂ“);;r:q’;a 06 Pfgi‘;‘;‘f;“ga“o” 06'2?02‘:1?95 100E-13 | 35 | v1.0_scaffold00005.2| -18,20243| 26 16,8 4 - 2 07143 |QQQIIER
g P I SLMSEAGQGE
K . . . . . . evm_27.model. AmTr_| YFPFCQIASR
264 Qoskog | Cupin (f\?;lrglllll)llﬁ )"“’te'” A;i‘;’,‘/.’::as’s AT2G28490 | °° Pfgi‘;‘;‘f;“ga“o” 06'2?02‘:1?95 e-115 50 | v1.0_scaffold00080.8| -9,58203 8 43,1 3 - 3 | 01875 |EGDAFWIPR
9 P 2 GPELATAFNLS
Arabidopsis 11.05 Stress evm_27.model. AmTr_| DNQGKPLPSR
264 004005 | 1-Cys peroxiredoxin abiopsis | AT1G48130 | 11 Disease/defence fioeduntin 900E-89 | 69 | v1.0_scaffold000453| -11,65131| 19 24,2 3 . 3 | 03636 |LSFLYPGTTGR
7| ALDSLLLAAK
Cupin family protein . . . . evm_27.model. AmTr_| GQGPIVRPSS
265 QoLUJ7 (Nutrient reservoir A;i‘;’,‘/.’::as’s AT3G22640 | °° Pfgi‘;‘;‘f;“ga“o” 06'2?02‘:1?95 500E-54 | 30 | v1.0_scaffold00002.8| 4348357 29 435 12 - 9 | 05652 |EQLQ
protein) 9 P 57] FGATGQNPPS
— . — . , evm_27.model AmTr_ ESVILPETIHAP]
265 Qoskog | Cupin (f\?;lrglllll)llﬁ )"“’te'” A;i‘;’,‘/.’::as’s AT2G28490 | °° Pfgi‘;‘;‘f;“ga“o” 06'2?02‘:1?95 e-115 50 | v1.0_scaffold00080.8| -26,31966| 18 43,1 6 - 5 | 03750 |PHG
9 P 2 ESVILPETIHAP)
, — — . , [SNQQAQDIK
265 Q9ZWA9 128 Globulin (cruciferin Arablq’opsts AT1G03890 06 Protein destination 06.20 St_orage 66-69 31 evm_27.model. AmTr_| 1922629 12 54,5 4 _ 4 0,1905 |TVTDVTSDYN
2) thaliana and storage proteins v1.0_scaffold00067.7| QLDTK
Cupin family protein . . . . evm_27.model. AmTr_| KGDTATIPAGK
266 QoLUJ7 (Nutrient reservoir A;i‘;’,‘/.’::as’s AT3G22640 | °° Pfgi‘;‘;‘f;“ga“o” 06'2?02‘:1?95 500E-54 | 30 | v1.0_scaffold00002.8| -54,0337 | 41 435 16 - 1| 07826 |AQSDSVFWG
protein) 9 P 57 PR
. — — . , [SDAQQCR
266 Q9ZWA9 128 Globulin (cruciferin Arablq’opsts AT1G03890 06 Protein destination 06.20 St_orage 66-69 31 evm_27.model. AmTr_| _53,84566 28 54,5 12 _ 12 06190 |GRQEGEYGEE
2) thaliana and storage proteins v1.0_scaffold00067.7|
SDYNQLDTK
—— . — . , evm_27.model AmTr_ ESVILPETIHAP)
266 Qoskog | Cupin (f\?;lrglllll)llﬁ )"“’te'” A;i‘;’,‘/.’::as’s AT2G28490 | °° Pfgi‘;‘;‘f;“ga“o” 06'2?02‘:1?95 e-115 50 | v1.0_scaffold00080.8| -44,007 23 43,1 1 - 9 | 08125 |PHG
9 P 2 ESVILPETIHAP)
. . . evm_27.model. AmTr_| SLMSEAGQGE
266 Q39649 28 albumin Cﬂ“);;r:q’;a 06 Pfgi‘;‘;‘f;gga“o” 06'§?02i‘r’1f95 100E-13 | 35 | v1.0_scaffold00005.2| 16,5938 | 26 16,8 3 - 2 05714 |QQQIIER
12 SLMSEAGQGE
Cupin family protein . . . . evm_27.model. AmTr_| GQGPIVRPSS
267 QoLUJ7 (Nutrient reservoir A;i‘;’,‘/.’::as’s AT3G22640 | °° Pfgi‘;‘;‘f;“ga“o” 06'2?02‘:1?95 500E-54 | 30 | v1.0_scaffold00002.8| -24,69562| 26 435 8 - 6 | 03478 |EQLQGLIHGG
protein) 9 P 57] SDLNPEDLFVA|
. . . evm_27.model. AmTr_| FIQTGRPE
267 Q39649 28 albumin Cﬂ“);;r:q’;a 06 Pfgi‘;‘;‘f;“ga“o” 06'2?02‘:1?95 100E-13 | 35 | v1.0_scaffold00005.2| -14,22416| 26 16,8 4 - 3 | 05714 |SLMSEAGQGE
9 P 12 QQQIIER
, — — . , ISNQQAGDIK
267 Q9ZWA9 128 Globulin (cruciferin Arablq’opsts AT1G03890 06 Protein destination 06.20 St_orage 66-69 31 evm_27.model. AmTr_| -8,205317 11 54,5 3 _ 3 02381 |GEGQIQIGTN
2) thaliana and storage proteins v1.0_scaffold00067.7| GaK
K . . . . . . evm_27.model. AmTr_| YFPFCQIASR
267 Qoskog | Cupin (f\?;lrglllll)llﬁ )"“’te'” A;i‘;’,‘/.’::as’s AT2G28490 | °° Pfgi‘;‘;‘f;“ga“o” 06'2?02‘:1?95 e-115 50 | v1.0_scaffold00080.8| -7,378824| 6 43,1 2 - 2 0,1250 |GPELATAFNLS
9 P 2 PDELR
. . Arabidopsis . 11.01 Resistance evm_27.model.AmTr_| FHCETGDCGR
267 Q9zv34 | Thaumatin putative abliopsis | AT2G28790 | 11 Disease/defence oo 200897 | 72 | v1.0_scaffold00012.9| -79,24223| 68 26,5 2 . 17 | 2,9000 [TGCTYSTGR
g A FHCETGDCGR
, — — . , GRQEGEYGE
268 Q9ZWA9 12S Globulin (cruciferin Arablq’opsts AT1G03890 06 Protein destination 06.20 St_orage 66-69 31 evm_27.model. AmTr_| -84,91544 # 54,5 26 _ 18 1,2857 |GRQEGEYGEE]
2) thaliana and storage proteins v1.0_scaffold00067.7| ISNQQAQDIK
Cupin family protein . . . . evm_27.model. AmTr_| KGDTATIPAGK
268 QoLUJ7 (Nutrient reservoir A;i‘;’,‘/.’::as’s AT3G22640 | °° Pfgi‘;‘;‘f;“ga“o” 06'2?02‘:1?95 500E-54 | 30 | v1.0_scaffold00002.8| -55,10893| 38 435 14 - 12 | 07391 |GQGPIVRPSS
protein) 9 P 57, EQLQGLIHGG
. o . . . . evm_27.model. AmTr_| IRQNIDNPR
269 pisass | 125 G'Ob“L;'; (eruciferin A;i‘;’,‘/.’::as’s AT5G44120 | 9° Pfgi‘;‘;‘f;“ga“o” 06'2?02‘:1?95 5e-72 32 | v1.0_scaffold00067.7 -43,21776 | 22 53 21 20 13 | 16471 [IRQNIDNPR
9 P 2 QAGHIQIVNR
, — — . , LSDAQQCR
269 Q9ZWA9 12S Globulin (cruciferin Arablq’opsts AT1G03890 06 Protein destination 06.20 St_orage 66-69 31 evm_27.model. AmTr_| 62,5027 29 54,5 12 9 12 0,6190 |DEFQCAGVAA
2) thaliana and storage proteins v1.0_scaffold00067.7|

TR




Cupin family protein Arabidopsis 06 Protein destination 06.20 Storage evm_27.model. AmTr_| ATEIYVILEGR
269 QoLUJ7 (Nutrient reservoir i AT3G22640 o storage S roteine 5,00E-54 30 v1.0_scaffold00002.6| -27,96675 17 435 10 - 5 0,4348 |KGDTATIPAGK
protein) 9 P 57] DADIIYYVANG
. . . . . . . evm_27.model. AmTr_| SVLNLMR
270 Qoskog | Cupin (f\?;lrglllll)llﬁ )"“’te'” A;i‘;’,‘/.’::as’s AT2G28490 | °° Pfgi‘;‘;‘f;“ga“o” 06'2?02‘:1?95 e-115 50 | v1.0_scaffold00080.8| -35,5591 18 43,1 7 - 7 | 08750 |ESVILPETIHAP
g p P PHG
. o . . . . evm_27.model. AmTr_| IRQNIDNPR
270 p154ss | 125 G'Ob“L;'; (cruciferin) - Arabidopsis | xTsgaatzo | 0 Proten destination) 06,20 Storage 5e-72 32 | v1.0_scaffold00067.1| -11,58127 | 9 53 5 - 4 | 02941 |IRQNIDNPR
9 P 2 QAGHIQIVNR
- — — - - ISNQQAQDIK
271 Q9ZWA9 128 Globulin (cruciferin Arablq’opsts AT1G03890 06 Protein destination 06.20 St_orage 66-69 31 evm_27.model.AmTr_| -87,58012 42 54,5 38 _ 21 21429 |READIYSR
2) thaliana and storage proteins v1.0_scaffold00067.7| YNREDQIM
Cupin family protein . . . . evm_27.model. AmTr_| KGDTATIPAGK
27 QoLUJ7 (Nutrient reservoir A;i‘;’,‘/.’::as’s AT3G22640 | °° Pfgi‘;‘;‘f;“ga“o” 06'2?02‘:1?95 500E-54 | 30 | v1.0_scaffold00002.8| -26,19777| 21 435 8 - 5 | 03478 |AQSDSVFWG
protein) 9 P 57 PR
— - — - - evm_27.model AmTr_| ESVILPETIHAP]
27 Qoskog | Cupin (f\?;lrglllll)llﬁ )"“’te'” A;i‘;’,‘/.’::as’s AT2G28490 | °° Pfgi‘;‘;‘f;“ga“o” 06'2?02‘:1?95 e-115 50 | v1.0_scaffold00080.8| -20,94954| 18 43,1 4 - 4 | 02500 |PH
g p P YFPFCQIASR
- — — - - GRQEGEYGEE
272 Q9ZWA9 128 Globulin (cruciferin Arablq’opsts AT1G03890 06 Protein destination 06.20 St_orage 66-69 31 evm_27.model.AmTr_| -104,9099 44 54,5 39 23 24 20476 |EQRGEQGK
2) thaliana and storage proteins v1.0_scaffold00067.7| HGGHLKTINR
Cupin family protein . . . . evm_27.model. AmTr_| KGDTATIPAGK
212 QoLUJ7 (Nutrient reservoir A;i‘;’,‘/.’::as’s AT3G22640 | °° Pfgi‘;‘;‘f;“ga“o” 06'2?02‘:1?95 500E-54 | 30 | v1.0_scaffold00002.8| -27,79718| 22 435 8 - 6 | 03913 |GQGPIVRPSS
protein) 9 P 57, EQLQGLIHGG
) — — - - GRQEGEYGEE
273 Q9ZWA9 128 Globulin (cruciferin Arablq’opsts AT1G03890 06 Protein destination 06.20 St_orage 66-69 31 evm_27.model.AmTr_| 131,874 50 54,5 54 _ 30 29048 |EQRGEQGK
2) thaliana and storage proteins v1.0_scaffold00067.7|
ISNQQAQDIK
- — — - - YNREDQIMIFP
274 Q9ZWA9 128 Globulin (cruciferin Arablq’opsts AT1G03890 06 Protein destination 06.20 St_orage 66-69 31 evm_27.model.AmTr_| 7612221 28 54,5 25 18 16 1,2857 |SSSR
2) thaliana and storage proteins v1.0_scaffold00067.7|
YNREDQIMIFP
Cupin family protein . . . . evm_27.model. AmTr_| DADIIYYVANG
274 QoLUJ7 (Nutrient reservoir A;i‘;’,‘/.’::as’s AT3G22640 | °° Pfgi‘;‘;‘f;“ga“o” 06'2?02‘:1?95 500E-54 | 30 | v1.0_scaffold00002.8| -9,840433| 7 435 3 - 2 0,1304 |DAR
protein) 9 P 57 AFSDEILEASF
) — — - - TVTDVTSDYN
275 Q9ZWA9 128 Globulin (cruciferin Arablq’opsts AT1G03890 06 Protein destination 06.20 St_orage 66-69 31 evm_27.model. AmTr_| _56,13203 26 54,5 21 9 13 1,0476 |QLDTK
2) thaliana and storage proteins v1.0_scaffold00067.7|
NSPLVGYTSAI
. e . . . . evm_27.model. AmTr_| VGGEGQQQQ
275 pisass | 125 G'Ob“L;'; (eruciferin A;i‘;’,‘/.’::as’s AT5G44120 | 9° Pfgi‘;‘;‘f;“ga“o” 06'2?02‘:1?95 50-72 32 | v1.0 scaffold00067.1 -32,91145 | 32 53 9 - 9 | 07647 |GIK
g p 2 SPILGHAS
- — — - - YNREDQIMIFP
276 Q9ZWA9 128 Globulin (cruciferin Arablq’opsts AT1G03890 06 Protein destination 06.20 St_orage 66-69 31 evm_27.model. AmTr_| 4933782 25 54,5 14 5 10 07619 |SSSR
2) thaliana and storage proteins v1.0_scaffold00067.7|
QFFIAGGQPR
K L . . . . evm_27.model. AmTr_| SPILGHASAIK
276 p15ass | 125 G'Ob“L;'; (cruciferin) - Arabidopsis. | xrsgaatzo | 0 Proten destination) 06,20 Storage 5e-72 32 | v1.0_scaffold00067.1) -23,49608| 10 53 4 - 4 | 02941 |GEGNIQVIGTN
9 P 2 GR
- — — - - YNREDQIMIFP
277 Q9ZWA9 128 Globulin (cruciferin Arablq’opsts AT1G03890 06 Protein destination 06.20 St_orage 66-69 31 evm_27.model. AmTr_| 73,83707 32 54,5 24 8 17 11905 |SSSR
2) thaliana and storage proteins v1.0_scaffold00067.7|
QFFIAGGQPR
. e . i . . evm_27.model. AmTr_| VGGEGQQQQ
2717 p154ass | 125 G'Ob“L;'; (cruciferin) - Arabidopsis. | xrsgaatzo | 0 Proten destination) 06,20 Storage 5e-72 32 | v1.0_scaffoldo0067.1| -28,16202| 14 53 7 - 7 | 04706 |Gk
9 P 2 IRQNIDNPR
Cupin family protein . . . . evm_27.model. AmTr_| KGDTATIPAGK
217 QoLUJ7 (Nutrient reservoir A;i‘;’,‘/.’::as’s AT3G22640 | °° Pfgi‘;‘;‘f;“ga“o” 06'2?02‘:1?95 500E-54 | 30 | v1.0_scaffold00002.8| -18,72531| 14 435 4 - 4 | 01739 |AQSDSVFWG
protein) 9 P 57 PR
) — — - - SDAQQCR
278 Q9ZWA9 128 Globulin (cruciferin Arablq’opsts AT1G03890 06 Protein destination 06.20 St_orage 66-69 31 evm_27.model. AmTr_| -95,1066 37 54,5 41 23 21 2,0476 |YNREDQIM
2) thaliana and storage proteins v1.0_scaffold00067.7|
TVTDVTSDYN
. o . . . . evm_27.model. AmTr_| IRQNIDNPR
278 pisass | 125 G'Ob“L;'; (eruciferin A;i‘;’,‘/.’::as’s AT5G44120 | 9° Pfgi‘;‘;‘f;“ga“o” 06'2?02‘:1?95 5e-72 32 | v1.0_scaffold00067.1| -72,0257 31 53 31 - 21 | 21176 |VGGEGQQQQ
g p ) GIK
- — — - - GIIGLSAPGCS
279 Q9ZWA9 128 Globulin (cruciferin Arablq’opsts AT1G03890 06 Protein destination 06.20 St_orage 66-69 31 evm_27.model. AmTr_| -101,2754 43 54,5 34 20 2 1,6667 |ESFHSGESGS|
2) thaliana and storage proteins v1.0_scaffold00067.7| QHR
. e . . . . evm_27.model. AmTr_| VGGEGQQQQ
279 p15ass | 125 G'Ob“L;'; (cruciferin) - Arabidopsis | xrsgaatzo | 0 Proten destination) 06,20 Storage 5e-72 32 | v1.0_scaffoldo0067.1| -40,49422| 25 53 15 14 14| 1,0588 |GIK
9 P 2 IRQNIDNPR
Cupin family protein . . . . evm_27.model. AmTr_| ISNDHGELYEL
279 QoLUJ7 (Nutrient reservoir A;i‘;’,‘/.’::as’s AT3G22640 | °° Pfgi‘;‘;‘f;“ga“o” 06'2?02‘:1?95 500E-54 | 30 | v1.0_scaffold00002.8| -13,93085| 13 435 3 - 3 | 01304 |DETEYSPLR
protein) 9 P 57, ASQEENLQIIC
) — — - - TVTDVTSDYN
128 Globulin (cruciferin|  Arabidopsis 06 Protein destination 06.20 Storage evm_27.model. AmTr_|
280 Q9ZWA9 2 i AT1G03890 and storage oroteing 66-69 31 V1.0, scaffola00067 7 788131 42 54,5 23 14 15 1,1429 |QLDTK

GIIGLSAPGCS




. o . . . . evm_27.model. AmTr_| QAGHIQIVNR
280 pisass | 125 G'Ob“L;'; (eruciferin A;i‘;’,‘/.’::as’s AT5G44120 | 9° Pfgi‘;‘;‘f;“ga“o” 06'2?02‘:1?95 50-72 32 | v1.0 scaffold00067.1] -29,20238 | 19 53 7 - 7 | 05204 |SPILGHAS
9 P 2 GHLHPNALYA
, — — . , ISGIRPTR
281 Q9ZWA9 128 Globulin (cruciferin Arablq’opsts AT1G03890 06 Protein destination 06.20 St_orage 66-69 31 evm_27.model.AmTr_| -108,7062 46 54,5 24 17 20 1,2857 |DEFQCAGVAA
2) thaliana and storage proteins v1.0_scaffold00067.7| R
K L . . . . evm_27.model. AmTr_| SPILGHAS
281 pisass | 125 G'Ob“L;'; (eruciferin A;i‘;’,‘/.’::as’s AT5G44120 | 9° Pfgi‘;‘;‘f;“ga“o” 06'2?02‘:1?95 50-72 32 | v1.0 scaffold00067.1] -38,27846 | 20 53 1 - 10 | 08235 |GHLHPNALYA
9 P 2 PH
K L . . . . evm_27.model. AmTr_| GYEERECNAR
282 pisass | 125 G'Ob“L;'; (eruciferin A;i‘;’,‘/.’::as’s AT5G44120 | 9° Pfgi‘;‘;‘f;“ga“o” 06'2?02‘:1?95 5e-72 32 | v1.0_scaffold00067.7] -96,53345| 35 53 42 - 24 | 3,0588 |IRQNIDNPR
9 P 2 RADIYSR
, — — . , LSDAQQCR
282 Q9ZWA9 128 Globulin (cruciferin Arablq’opsts AT1G03890 06 Protein destination 06.20 St_orage 66-69 31 evm_27.model.AmTr_| 9137351 44 54,5 22 _ 17 1,1905 |ISGIRPTR
2) thaliana and storage proteins v1.0_scaffold00067.7|
ISNQOAQDIK
, — — . , SLSLPNFSPAP
282 Q9ZWA9 128 Globulin (cruciferin Arablq’opsts AT1G03890 06 Protein destination 06.20 St_orage 66-69 31 evm_27.model. AmTr_| -16,75543 16 121 6 _ 4 1,5000 |R
2) thaliana and storage proteins v1.0_scaffold00067.11
PNFSPAPR
, — — . , LSDAQQCR
283 Q9ZWA9 128 Globulin (cruciferin Arablq’opsts AT1G03890 06 Protein destination 06.20 St_orage 66-69 31 evm_27.model.AmTr_| -94,09697 49 54,5 31 20 21 1,5238 |ISGIRPTR
2) thaliana and storage proteins v1.0_scaffold00067.7|
ILSPEGEEREE
. o . . . . evm_27.model. AmTr_| GHIQIVNR
283 pisass | 125 G'Ob“L;'; (eruciferin A;i‘;’,‘/.’::as’s AT5G44120 | 9° Pfgi‘;‘;‘f;“ga“o” 06'2?02‘:1?95 50-72 32 | v1.0 scaffold00067.1] -47,99188 | 22 53 19 18 13 | 1,3529 |SPILGHAS
9 P 2 SPILGHASAIK
, — — . , GRQEGEYGEE
284 Q9ZWA9 128 Globulén (cruciferin Ar;blﬁ'opsts AT1G03890 06 Pro;zmtd?smanon 06.2? tSt_vf]rage 66-69 31 ev1m0_27.n';focljde(l}.(i]\(l;:}'l;r7 .38,81295 32 54,5 1 _ 10 06667 |EQR
) aliana and storage proteins v1.0_scaffo . QEGEYGEEEQ
K . . . . . . evm_27.model. AmTr_| YLVNIGEGQR
284 Qoskog | Cupin (f\?;lrglllll)llﬁ )"“’te'” A;i‘;’,‘/.’::as’s AT2G28490 | °° Pfgi‘;‘;‘f;gga“o” 06'§?02i‘r’1f95 e-115 50 | v1.0_scaffold00080.8| -29,07367 | 15 43,1 8 - 7 | 05000 |LQIICSIDTSER
2 GSVLSGFNLK
Cupin family protein . . . . evm_27.model. AmTr_| AFSDEILEASF
284 QoLUJ7 (Nutrient reservoir A;i‘;’,‘/.’::as’s AT3G22640 | °° Pfgi‘;‘;‘f;“ga“o” 06'2?02‘:1?95 500E-54 | 30 | v1.0_scaffold00002.8| -11,71309 | 16 435 4 - 3 | 02174 |NvDR
protein) 9 P 57] KGDTATIPAGK
. — — . , NLPILDILDMS
285 Q9ZWA9 128 Globulin (cruciferin Arablq’opsts AT1G03890 06 Protein destination 06.20 St_orage 66-69 31 evm_27.model. AmTr_| 7515559 43 54,5 26 _ 18 1,2857 |AAK
2) thaliana and storage proteins v1.0_scaffold00067.7|
NLPILDILDMS
K . . . . . . evm_27.model. AmTr_| LVNIGEGQR
285 Qoskog | Cupin (f\?;lrglllll)llﬁ )"“’te'” A;i‘;’,‘/.’::as’s AT2G28490 | °° Pfgi‘;‘;‘f;“ga“o” 06'2?02‘:1?95 e-115 50 | v1.0_scaffold00080.8| -32,34960 | 22 43,1 12 - 9 | 07500 |PSAGPIYMTG
9 P 2 AHEPPK
K . . . . . . evm_27.model. AmTr_| LVNIGEGQR
286 Qoskog | Cupin (f\?;lrglllll)llﬁ )"“’te'” A;i‘;’,‘/.’::as’s AT2G28490 | °° Pfgi‘;‘;‘f;“ga“o” 06'2?02‘:1?95 e-115 50 | v1.0_scaffold00080.8| -46,94532| 19 43,1 13 - 8 | 0,9375 |PSAGPIYMTG
9 P 2 AHEPPK
, — — . , NLPILDILDMS
286 Q9ZWA9 128 Globulin (cruciferin Arablq’opsts AT1G03890 06 Protein destination 06.20 St_orage 66-69 31 evm_27.model. AmTr_| -36,60592 21 54,5 9 _ 9 04286 |AAK
2) thaliana and storage proteins v1.0_scaffold00067.7| GRQEGEYGEE
Cupin family protein . . . . evm_27.model. AmTr_| LVTIGEER
286 QoLUJ7 (Nutrient reservoir A;i‘;’,‘/.’::as’s AT3G22640 | °° Pfgi‘;‘;‘f;“ga“o” 06'2?02‘:1?95 500E-54 | 30 | v1.0_scaffold00002.8| -9,830208| 10 435 3 - 3 | 01304 |ASQEENLQIIC
protein) 9 P 57] FEINAR
. e . i . . evm_27.model. AmTr_| VGGEGQQQQ
287 pisass | 125 G'Ob“L;'; (eruciferin A;i‘;’,‘/.’::as’s AT5G44120 | 9° Pfgi‘;‘;‘f;gga“o” 06'§?02i‘r’1f95 50-72 32 | v1.0 scaffold00067.1] -19,70468 | 23 53 6 - 6 | 05204 |GIK
2 ESLGVIRPDEE
Cupin family protein . . . . evm_27.model. AmTr_| KGDTATIPAGK
287 QoLUJ7 (Nutrient reservoir A;i‘;’,‘/.’::as’s AT3G22640 | °° Pfgi‘;‘;‘f;“ga“o” 06'2?02‘:1?95 500E-54 | 30 | v1.0_scaffold00002.8| -8,89963 14 435 3 - 3 | 02174 |PSSEQLQGLIH
brotein) 9 P 57, GGSGGGK
K . . . . . . evm_27.model. AmTr_| YLVNIGEGQR
287 Qoskog | Cupin (f\?;lrglllll)llﬁ )"“’te'” A;i‘;’,‘/.’::as’s AT2G28490 | °° Pfgi‘;‘;‘f;“ga“o” 06'2?02‘:1?95 e-115 50 | v1.0_scaffold00080.8| -8,937418| 9 43,1 3 - 3 | 01875 |LQICSIDTSER
g p 5 IGHQPFQSFIL
. . . . . evm_27.model. AmTr_| NLAPVNEGGG
288 p4ag20s | 40S ribosomal protein A;i‘;’,‘/.’::as’s AT2G40590 | 05 Protein synthesis 05'01:3'2515:”' 26-31 75 | v1.0_scaffold00077.2| -15,95327| 12 426 4 B 3 0,3077 |EPPK
P 5 NLAPVNEGGG
. . . . . evm_27.model. AmTr_| NLAPVNEGGG
289 p4ag206 | 40S ribosomal protein A;i‘;’,‘/.’::as’s AT2G40590 | 05 Protein synthesis 05'01:3'2515:”' 26-31 75 | v1.0_scaffold00077.2| -21,16257| 18 426 5 B 5 0,3846 |EPPK
P 5 GDASSTVALQ
, — — . , SINAHTIAYITR
200 Q9ZWA9 12S Globulin (cruciferin Arablq’opsts AT1G03890 06 Protein destination 06.20 St_orage 66-69 31 evm_27.model. AmTr_| 42,4252 2 54,5 16 9 10 0,8571 |YNREDQIMIFP
2) thaliana and storage proteins v1.0_scaffold00067.7| SSSR
. e . . . . evm_27.model. AmTr_| VGGEGQQQQ
290 pisass | 125 G'Ob“L;'; (eruciferin A;i‘;’,‘/.’::as’s AT5G44120 | 9° Pfgi‘;‘;‘f;“ga“o” 06'2?02‘:1?95 56-72 32 | v1.0 scaffold00067.1] -26,97858 | 22 53 6 - 6 04118 |GIK
9 P 2 SPILGHASAIK
Cupin family protein . . . . evm_27.model. AmTr_| IEMACPHVSG
201 QoLUJ7 (Nutrient reservoir A;i‘;’,‘/.’::as’s AT3G22640 | °° Pfgi‘;‘;‘f;gga“o” 06'§?02i‘r’1f95 500E-54 | 30 | v1.0_scaffold00002.8| -71,67849| 50 435 16 - 14 | 07391 [GR

protein)

57|

PSSEQLQGLIH




. o . . . . evm_27.model. AmTr_| RGQEEGQQE
291 pisass | 125 G'Ob“L;'; (eruciferin A;i‘;’,‘/.’::as’s AT5G44120 | 9° Pfgi‘;‘;‘f;gga“o” 06'§?02i‘r’1f95 5e-72 32 | v1.0_scaffold00067.1| -10,53859| 8 53 3 3 | 01765 |QEQEQEQER
2| VGGEGQQQQ
Cupin family protein . . . . evm_27.model. AmTr_| IEMACPHVSG
202 QoLUJ7 (Nutrient reservoir A;i‘;’,‘/.’::as’s AT3G22640 | °° Pfgi‘;‘;‘f;gga“o” 06'§?02i‘r’1f95 500E-54 | 30 | v1.0_scaffold00002.8| -56,02645| 38 435 14 10 | 06522 |GR
protein) 57 ARIEMACPHV
Cupin family protein Arabidopsis 06 Protein destination 06.20 Storage evm_27.model.AmTr_| IEMACPHVSG
203 QoLUJ7 (Nutrient reservoir abliopsis | AT3G22640 o i 500E54 | 30 | v1.0_scaffold00002.8| -79,67419| 53 435 21 13| 1,0435 |GR
protein) 57 KGDTATIPAGK
Cupin family protein Arabidopsis 06 Protein destination 06.20 Storage evm_27.model. AmTr_| MACPHVSGG
204 QoLUJ7 (Nutrient reservoir abliopsis | AT3G22640 o 20 Storag 500E54 | 30 | v1.0_scaffold00002.8| -04,00011| 57 435 23 17| 11304 |R
protein) P 57] KGDTATIPAGK
. — — . , EGEYGEEEQ
128 Globulin (cruciferin|  Arabidopsis 06 Protein destination 06.20 Storage evm_27.model.AmTr_| Q
204 QozZWA9 ) abliopsis | AT1G03890 o e 66-69 31 o006y 7| 2698573 20 54,5 6 6 | 02857 $VTDVTSDYN
Cupin family protein . . . . evm_27.model. AmTr_| KGDTATIPAGK
295 QOLUJ7 | (Nutrientreservoir | APIOPSIS | xragpogaq | 06 Protein destination)  06.20 Storage | 5 goe 54 | 30 | v1.0_scaffold00002.8| -107,0359 | 68 435 | 30 21 | 15217 |IEMACPHVSG
) thaliana and storage proteins
protein) 57| GR
. — — . , EGEYGEEEQ
128 Globulin (cruciferin|  Arabidopsis 06 Protein destination 06.20 Storage evm_27.model.AmTr_| Q
205 QozZWA9 ) abliopsis | AT1G03890 o e 66-69 31 A aootey 7| 3174412 20 54,5 7 6 | 03333 $VTDVTSDYN
Cupin family protein . . . . evm_27.model. AmTr_| KGDTATIPAGK
296 QoLUJ7 (Nutrient reservoir A;i‘;’,‘/.’::as’s AT3G22640 | ©° Pfgi‘;‘;‘f;“”a“o” 06.20 f‘."rage 500E-54 | 30 | v1.0 scaffold00002.6| -70,05572| 50 435 19 13 | 08696 |IEMACPHVSG
protein) a proteins 57| GR
Cupin family protein . . . . evm_27.model. AmTr_| PSSEQLQGLIH
207 QoLUJ7 (Nutrient reservoir A;i‘;’,‘/.’::as’s AT3G22640 | °° Pfgi‘;‘;‘f;gga“o” 06'§?02i‘r’1f95 500E-54 | 30 | v1.0_scaffold00002.8| -44,38897 | 32 435 1 9 | 05217 |6GSGGGK
protein) 57 AAKEVSFNVP
. — — . , GRQEGEYGEE
128 Globulin (cruciferin|  Arabidopsis 06 Protein destination 06.20 Storage evm_27.model.AmTr_|
207 QozZWA9 ) abliopsis | AT1G03890 o e 66-69 31 meoo0er 7| 1334104 11 54,5 4 3 | 01905 E%?ﬁEgIGD}SF .
. . . . evm_27.model. AmTr_| AEVVLDGSEA
298 F4JVN6 | Tripeptidyl-peptidase Il A;i‘;’,‘/.’::as’s AT4G20850 | 2© Pfgi‘;‘;‘f;gga“o” 06.13 Proteolysis 0 65 | v1.0 scaffold00009.2| -11,6096 2 143,8 3 3 0,0492 |GK
58 NQEAISEALK
Cupin family protein Arabidopsis 06 Protein destination 06.20 Storage evm_27.model.AmTr_| KGDTATIPAGK
208 QoLUJ7 (Nutrient reservoir abliopsis | AT3G22640 oreln des 20 Storag 500E54 | 30 | v1.0_scaffold00002.6| -60,69852| 53 435 16 13| 07826 |IEMACPHVSG
protein) ad proteins 57| GR
. . . . evm_27.model. AmTr_| AHEYIQQSK
299 FAJUN6 | Tripeptidyl-peptidase Il | A™0/dOPSIS | xrgcoqgsg |06 Protein destination| g 45 proieoyysis 0 65 | v1.0scaffold00009.2| -44,35351 9 143,8 9 9 0,1639 |ADEDGCIDGA
thaliana and storage 58l SGTR
Cupin family protein . . . . evm_27.model. AmTr_| KGDTATIPAGK
299 QoLUJ7 (Nutrient reservoir A;i‘;’,‘/.’::as’s AT3G22640 |©° Pfgi‘;‘;‘f;“”a“o” 06.20 f‘."rage 500E-54 | 30 | v1.0 scaffold00002.6| -41,60591| 35 435 10 9 | 05652 |IEMACPHVSG
protein) ad proteins 57| GR
. o . . . . evm_27.model. AmTr_| RGQEEGQQE
299 pisass | 125 G'Ob“L;'; (eruciferin A;i‘;’,‘/.’::as’s AT5G44120 | 9° Pfgi‘;‘;‘f;gga“o” 06'§?02i‘r’1f95 5e-72 32 | v1.0_scaffold00067.7 -11,07325 | 15 53 4 4 | 02353 |QEQEQEQER
2 ESLGVIRPDEE
Cupin family protein Arabidopsis 06 Protein destination 06.20 Storage evm_27.model.AmTr_| GSLEVPFYNS
300 QoLUJ7 (Nutrient reservoir abliopsis | AT3G22640 oreln destn 20 Storag 500E54 | 30 | v1.0_scaffold00002.6| -15,26331| 14 435 3 3 | o173 |R
protein) 9 P 5 57] SDLNPEDLFVA|
. . . . evm_27.model. AmTr_| AHEYIQQSK
301 FAJUN6 | Tripeptidyl-peptidase Il | A70/dOPSIS | xpgcoqgsg |06 Protein destination| g 45 proieoyysis 0 65 | v1.0scaffold00009.2| -40,38381 9 143,8 9 9 0,1803 |ADEDGCIDGA
thaliana and storage 58l SGTR
Cupin family protein . . . . evm_27.model. AmTr_| IEMACPHVSG
301 QoLUJ7 (Nutrient reservoir A;i‘;’,‘/.’::as’s AT3G22640 | °° Pfgi‘;‘;‘f;gga“o” 06'§?02i‘r’1f95 500E-54 | 30 | v1.0_scaffold00002.8| -14,41466| 10 435 4 4 | 01739 |GR
protein) 57 EVSFENVPSR
. . . . evm_27.model. AmTr_| ADEDGCIDGA
302 F4JVNG | Tripeptidyl-peptidase II | AT3PI0OPSIS | argcp0g50 | 06 Protein destination| 44 45 protgolysis 0 65 | v1.0_scaffold00009.2] -57,88726 | 11 1438 | 12 12 | 0,1967 |SGTR
thaliana and storage 58l GGQNSQACP
Cupin family protein . . . . evm_27.model. AmTr_| KGDTATIPAGK
302 QoLUJ7 (Nutrient reservoir A;i‘;’,‘/.’::as’s AT3G22640 |9° Pfgi‘;‘;‘f;“”a“o” 06.20 f‘."rage 500E-54 | 30 | v1.0 scaffold00002.6| -15,02326 | 12 435 4 4 | 01739 |AQSDSVFWG
protein) ad proteins 57 PR
Cupin family protein . . . . evm_27.model. AmTr_| KGDTATIPAGK
303 QoLUJ7 (Nutrient reservoir A;i‘;’,‘/.’::as’s AT3G22640 | °° Pfgi‘;‘;‘f;gga“o” 06'§?02i‘r’1f95 500E-54 | 30 | v1.0_scaffold00002.8| -65,74984| 52 435 20 14 | 09565 |KGDTATIPAGK
protein) 57 ARIEMACPHV
. — — . , EGEYGEEEQ
128 Globulin (cruciferin|  Arabidopsis 06 Protein destination 06.20 Storage evm_27.model. AmTr_| Q
303 QozZWA9 ) abliopsis | AT1G03890 o v 66-69 31 o006y 7| -1977388| 17 54,5 6 6 | 02857 E \oOAaDIK
Cupin family protein . . . . evm_27.model. AmTr_| ARIEMACPHV
304 QoLUJ7 (Nutrient reservoir A;i‘;’,‘/.’::as’s AT3G22640 | °° Pfgi‘;‘;‘f;gga“o” 06'§?02i‘r’1f95 500E-54 | 30 | v1.0_scaffold00002.8| -46,59997 | 50 435 12 1| 06957 |SGGR
protein) 57 IEMACPHVSG
. — — . , SDAQQCR
128 Globulin (cruciferin|  Arabidopsis 06 Protein destination 06.20 Storage evm_27.model. AmTr_|
304 QozZWA9 ) abliopsis | AT1G03890 o v 66-69 31 o006y 7| 1003086 @ 54,5 4 4 | 01905 |QeGEVGEEEQ




Cupin family protein Arabidopsis 06 Protein destination 06.20 Storage evm_27.model. AmTr_| ARIEMACPHV
305 QoLUJ7 (Nutrient reservoir abliopsis | AT3G22640 oreln destn 2081ore 500E54 | 30 | v1.0_scaffold00002.6| -71,30986 | 55 435 17 13| 1,0000 [SGGR
protein) 9 P 57] ARIEMACPHV
128 Globulin (cruciferin|  Arabidopsis 06 Protein destination 06.20 Storage evm_27.model. AmTr. GRQEGEYGEE
305 QozZWA9 : AT1G03890 20 St 66-69 31 _27.model AMTT_| o9 59747| 24 54,5 7 7 | 03333 |EQRGEQGK
2) thaliana and storage proteins v1.0_scaffold00067.7|
ILSPEGEEREE
Cupin family protein . . . . evm_27.model. AmTr_| ARIEMACPHV
306 QoLUJ7 (Nutrient reservoir A;i‘;’,‘/.’::as’s AT3G22640 | °° Pfgi‘;‘;‘f;“ga“o” 06'2?02‘:1?95 500E-54 | 30 | v1.0_scaffold00002.8| -07,74711| 62 435 30 22 | 1,3913 |SGGR
protein) 9 P 57] KGDTATIPAGK
12S Globulin (cruciferin|  Arabidopsis 06 Protein destination 06.20 Storage evm_27.model. AmTr GRQEGEYGEE
306 QozZWA9 : AT1G03890 20 St 66-69 31 _27.model AMTr_| o) o5051| 16 54,5 5 5 | 02381 |EQRGEQGK
2) thaliana and storage proteins v1.0_scaffold00067.7|
QEGEYGEEEQ)|
Cupin family protein . . . . evm_27.model. AmTr_| IEMACPH
307 QoLUJ7 (Nutrient reservoir A;i‘;’,‘/.’::as’s AT3G22640 | °° Pfgi‘;‘;‘f;“ga“o” 06'2?02‘:1?95 500E-54 | 30 | v1.0_scaffold00002.8| -96,93983| 60 435 26 19 | 1,2609 |KGDTATIPAGK
protein) 9 P 57] IEMACPHVSG
Cupin family protein . . . . evm_27.model. AmTr_| KGDTATIPAGK
308 QoLUJ7 (Nutrient reservoir | AT@DIdOPSIS | \raaoggq | 06 Protein destination) 0620 Storage | 5 40r 54 | 30 | y1.0 scaffold00002.8| -103,3335| 55 435 27 18 | 1,3478 |[EMACPHVSG
) thaliana and storage proteins
protein) 57| GR
. . . evm_27.model. AmTr_| SLMSEAGQGE
308 Q39649 28 albumin Cﬂ“);;r:q’;a 06 Pfgi‘;‘;‘f;“ga“o” 06'2?02‘:1?95 100E-13 | 35 | v1.0_scaffold00005.2| -15,13371| 20 16,8 5 2 07143 |QQQIIER
g p I SLMSEAGQGE
, — — . , QEGEYGEEEQ
308 qozwae |28 G"’b“';)‘ (eruiferin Arabidopsis | AT1Go3ggo | % Proten destnation 06'2?02‘:1?95 6e-69 31| eyl 2250654 16 54,5 5 5 | 02857 |R
9 P e : TVTDVTSDYN
Cupin family protein . . . . evm_27.model. AmTr_| IEMACPHVSG
309 QoLUJ7 (Nutrient reservoir A;i‘;’,‘/.’::as’s AT3G22640 | °° Pfgi‘;‘;‘f;“ga“o” 06'2?02‘:1?95 500E-54 | 30 | v1.0_scaffold00002.8| -114,6359 | 58 435 38 21 | 1,913 |GR
protein) 9 P 57] MACPHVSGG
. . . evm_27.model. AmTr_| SLMSEAGQGE
309 Q39649 28 albumin Cﬂ“);;r:q’;a 06 Pfgi‘;‘;‘f;“ga“o” 06'2?02‘:1?95 100E-13 | 35 | v1.0_scaffold00005.2| -15,02136| 20 16,8 5 2 07143 |QQQIIER
g p I SLMSEAGQGE
128 Globulin (cruciferin|  Arabidopsis 06 Protein destination 06.20 Storage evm_27.model. AmTr_| LSDAQQCR
309 QOZWA9 2) thaliana AT1G03890 and storage proteins 6e-69 81 v1.0_scaffold00067.7| ~4:468521 3 54,5 2 2 0,0952 QFFIAGGQPR
Cupin family protein . . . . evm_27.model. AmTr_| KGDTATIPAGK
310 QOLUJ7 | (Nutrientreservoir | APIOPSIS | xragpogaq | 06 Protein destination)  06.20 Storage | 5 goe 54 | 30 | v1.0_scaffold00002.6| 4444918 | 39 435 | 12 11| 05217 |ARIEMACPHV
) thaliana and storage proteins
protein) 57| SGGR
. — — . , DEFQCAGVAA
310 Q9ZWA9 12S Globulin (cruciferin Arablq’opsts AT1G03890 06 Protein destination 06.20 St_orage 66-69 31 evm_27.model. AmTr_| 14,62155 7 54,5 3 3 01429 |TR
2) thaliana and storage proteins v1.0_scaffold00067.7| GEGQIQIGTN
Cupin family protein . . . . evm_27.model. AmTr_| KGDTATIPAGK
31 QoLUJ7 (Nutrient reservoir A;i‘;’,‘/.’::as’s AT3G22640 | °° Pfgi‘;‘;‘f;“ga“o” 06'2?02‘:1?95 500E-54 | 30 | v1.0_scaffold00002.8| -69,34831| 45 435 16 14 | 0,7391 |GDTATIPAGK
protein) 9 P 57] IEMACPHVSG
. — — . , QEGEYGEEEQ
31 Qozwae |28 G"’b“';)‘ (eruiferin Arabidopsis | aT1Go3ggo | % Protein destnation 06'2?02‘:1?95 6e-69 31| eyl -31,04301| 19 54,5 8 7| 04286 |R
9 P - : TVTDVTSDYN
Cupin family protein . . . . evm_27.model. AmTr_| AQSDSVFVVG
312 QoLUJ7 (Nutrient reservoir A;i‘;’,‘/.’::as’s AT3G22640 | °° Pfgi‘;‘;‘f;“ga“o” 06'2?02‘:1?95 500E-54 | 30 | v1.0_scaffold00002.8| -23,50973| 14 435 4 4 | 02174 |PR
protein) 9 P 57] GSLEVPFYNS
. o . . . . evm_27.model. AmTr_| SFYLAGGQPR
312 pisass | 125 G'Ob“L;'; (eruciferin A;i‘;’,‘/.’::as’s AT5G44120 | 9° Pfgi‘;‘;‘f;“ga“o” 06'2?02‘:1?95 5e-72 32 | v1.0_scaffold00067.1| -9,96111 12 53 3 3 | 01765 |IQSEGGHTEIW
9 P 2 DEYEDQFLCA
Cupin family protein . . . . evm_27.model. AmTr_| KGDTATIPAGK
313 QOLUJT | (Nutrientreservoir | ATPIUOPSIS | aTagop4q | 06 Protein destination) 0620 Storage | 5o0e64 | 30 | v1.0_scaffold00002.6| -62.78958 | 43 435 | 14 1| 07391 |GDTATIPAGK
protein) 9 P 57] PSSEQLQGLIH
313 Q9ZWA9 128 Globulin (cruciferin|  Arabidopsis AT1G03890 06 Protein destination 06.20 Storage 66-69 31 evm_27.model. AmTr_| 2813613 18 545 8 8 04286 I(-)SE?B/-\EC\J(%?EEEQ
2) thaliana and storage proteins v1.0_scaffold00067.7| ’ ! ! R
Cupin family protein . . . . evm_27.model. AmTr_| KGDTATIPAGK
314 QoLUJ7 (Nutrient reservoir A;i‘;’,‘/.’::as’s AT3G22640 | °° Pfgi‘;‘;‘f;“ga“o” 06'2?02‘:1?95 500E-54 | 30 | v1.0_scaffold00002.8| -76,77163| 48 435 20 13 | 1,0435 |KGDTATIPAGK
protein) 9 P 57] IEMACPHVSG
. — — . , QEGEYGEEEQ
314 Q9ZWA9 128 Globulin (cruciferin Arablq’opsts AT1G03890 06 Protein destination 06.20 St_orage 66-69 31 evm_27.model. AmTr_| 2046771 15 54,5 5 5 02857 |R
2) thaliana and storage proteins v1.0_scaffold00067.7|
GEGQIQIGTN
Cupin family protein . . . . evm_27.model. AmTr_| KGDTATIPAGK
315 QOLUJ7 | (Nutrientreservoir | APIOPSIS | xragpogaq | 06 Protein destination)  06.20 Storage | 5 goe 54 | 30 | v1.0_scaffold00002.6| -58,08045 | 43 435 | 16 12 | 0,6957 |IEMACPHVSG
) thaliana and storage proteins =
protein) 57| GR
. o . . . . evm_27.model. AmTr_| RGQEEGQQE
315 pisass | 125 G'Ob“L;” (eruciferin Af;b’,‘.’ops’s AT5G44120 | 9° Pro;z'” tdfs“”a“o” 0620 ts‘.‘;rage 5e-72 32 | v1.0_scaffold00067.7] -26,30268 | 19 53 7 6 04118 |QEQEQEQER
) allana al storage proteins 2 GOEEGQQEQ
Cupin family protein . . . . evm_27.model. AmTr_| KGDTATIPAGK
316 QoLUJ7 (Nutrient reservoir | AT@DIdOPSIS | \raoog4q | 06 Protein destination) 0620 Storage | 5 40p 54 | 30 | y1.0 scaffold00002.8| -71,79536 | 46 435 18 13 | 07826 |IEMACPHVSG
protein) thaliana and storage proteins 571 GR




Arabidopsis

06 Protein destination

06.20 Storage

evm_27.model. AmTr_|

LSDAQQCR

128 Globulin (cruciferin
316 QozZWA9 ) abliopsis | AT1G03890 o v 66-69 31 o000y 7| 1950242 | 14 54,5 6 6 | 02857 ggggﬁgﬂga
Cupin family protein . . . . evm_27.model. AmTr_| KGDTATIPAGK
317 QoLUJ7 (Nutrient reservoir A;i‘;’,‘/.’::as’s AT3G22640 | °° Pfgi‘;‘;‘f;“ga“o” 06'2?02‘:1?95 500E-54 | 30 | v1.0_scaffold00002.8| -37,46281| 26 435 9 7 | 04348 |IEMACPHVSG
protein) 9 P 57| GR
. o . . . . evm_27.model. AmTr_| RGQEEGQQE
317 pisass | 125 G'Ob“L;” (eruciferin Af;b’,‘.’ops’s AT5G44120 | 9° Pm‘z'” tdes“”a“o” 06.20 f‘."rage 50-72 32 | v1.0 scaffold00067.1| -24,64141| 21 53 7 7 04118 |QEQEQEQER
) allana and storage proteins 2 VGGEGQQQQ
, — — . , GEGQIQIIGTN
317 Q9ZWA9 128 Globulin (cruciferin Arablq’opsts AT1G03890 06 Protein destination 06.20 St_orage 66-69 31 evm_27.model.AmTr_| 1550693 12 54,5 4 4 01905 |GaK
2) thaliana and storage proteins v1.0_scaffold00067.7|
QFFIAGGQPR
. . . evm_27.model. AmTr_| SLMSEAGQGE
317 Q39649 28 albumin Cﬂ“);;r:q’;a 06 Pfgi‘;‘;‘f;gga“o” 06'§?02i‘r’1f95 100E-13 | 35 | v1.0_scaffold00005.2| -16,37675| 20 16,8 3 2 04286 |QQQIIER
12 SLMSEAGQGE
Cupin family protein . . . . evm_27.model. AmTr_| IEMACPHVSG
318 QoLUJ7 (Nutrient reservoir A;i‘;’,‘/.’::as’s AT3G22640 | °° Pfgi‘;‘;‘f;“ga“o” 06'2?02‘:1?95 500E-54 | 30 | v1.0_scaffold00002.8| -73,63341| 47 435 18 13 | 09565 |GR
protein) 9 P 57] ARIEMACPHV
. — — . , GEGQIQIGTN
318 Q9ZWA9 128 Globulin (cruciferin Arablq’opsts AT1G03890 06 Protein destination 06.20 St_orage 66-69 31 evm_27.model.AmTr_| 14,71399 16 54,5 4 4 02381 |GaK
2) thaliana and storage proteins v1.0_scaffold00067.7|
EDQIMIFPSSS
. o . . . . evm_27.model. AmTr_| RGQEEGQQE
318 pisass | 125 G'Ob“L;'; (eruciferin A;i‘;’,‘/.’::as’s AT5G44120 | 9° Pfgi‘;‘;‘f;gga“o” 06'§?02i‘r’1f95 5e-72 32 | v1.0_scaffold00067.1| -16,0856 1 53 3 3 | 02353 |QEQEQEQER
2 VGGEGQQQQ
Cupin family protein . . . . evm_27.model. AmTr_| KGDTATIPAGK
319 QoLUJ7 (Nutrient reservoir A;i‘;’,‘/.’::as’s AT3G22640 | °° Pfgi‘;‘;‘f;“ga“o” 06'2?02‘:1?95 500E-54 | 30 | v1.0_scaffold00002.6| -88,75625| 56 435 24 16 | 1,2174 |IEMACPHVSG
protein) 9 P 57| GR
. o . . . . evm_27.model. AmTr_| RGQEEGQQE
319 pisass | 125 G'Ob“L;'; (eruciferin A;i‘;’,‘/.’::as’s AT5G44120 | 9° Pfgi‘;‘;‘f;“ga“o” 06'2?02‘:1?95 5e-72 32 | v1.0_scaffold00067.7 -11,00274 | 15 53 4 4 | 02353 |QEQEQEQER
9 P 2 ESLGVIRPDEE
. . . evm_27.model. AmTr_| SLMSEAGQGE
319 Q39649 28 albumin Cﬂ“);;r:q’;a 06 Pfgi‘;‘;‘f;“ga“o” 06'2?02‘:1?95 100E-13 | 35 | v1.0_scaffold00005.2| -16,54638| 20 16,8 4 2 05714 |QQQIIER
g P I SLMSEAGQGE
, — — . , QEGEYGEEEQ
319 Q9ZWA9 128 Globulin (cruciferin Arablq’opsts AT1G03890 06 Protein destination 06.20 St_orage 66-69 31 evm_27.model. AmTr_| 12,1615 7 54,5 3 3 01429 |R
2) thaliana and storage proteins v1.0_scaffold00067.7|
GEGQIQIIGTN
. o . . . . evm_27.model. AmTr_| RGQEEGQQE
320 pisass | 125 G'Ob“L;'; (eruciferin A;i‘;’,‘/.’::as’s AT5G44120 | 9° Pfgi‘;‘;‘f;gga“o” 06'§?02i‘r’1f95 5e-72 32 | v1.0_scaffold00067.7 -106,5646 | 59 53 38 24 | 2,5882 |QEQEQEQER
2| RGQEEGQQE
Cupin family protein . . . . evm_27.model. AmTr_| GKGQGQEIK
320 QoLUJ7 (Nutrient reservoir A;i‘;’,‘/.’::as’s AT3G22640 | °° Pfgi‘;‘;‘f;“ga“o” 06'2?02‘:1?95 500E-54 | 30 | v1.0_scaffold00002.8| -103,8355| 61 435 36 21 | 1,9565 |KGDTATIPAGK
protein) 9 P 57] IEMACPHVSG
. — — . , [SDAQQCR
320 Q9ZWA9 128 Globulin (cruciferin Arablq’opsts AT1G03890 06 Protein destination 06.20 St_orage 66-69 31 evm_27.model. AmTr_| 66,3756 37 54,5 16 15 08571 |ISNQQAQDIK
2) thaliana and storage proteins v1.0_scaffold00067.7| QEGEYGEEEQ
Cupin family protein . . . . evm_27.model. AmTr_| CPHVSGGR
321 QoLUJ7 (Nutrient reservoir A;i‘;’,‘/.’::as’s AT3G22640 | °° Pfgi‘;‘;‘f;“ga“o” 06'2?02‘:1?95 500E-54 | 30 | v1.0_scaffold00002.8| -222,5808| 55 435 87 48 | 4,000 |QGLIHGGSGG
protein) 9 P 57| GK
. — — . , ANVIGVGER
321 Q9ZWA9 128 Globulin (cruciferin Arablq’opsts AT1G03890 06 Protein destination 06.20 St_orage 66-69 31 evm_27.model. AmTr_| 7,805208 9 54,5 3 3 01905 |QFFIAGGQPR
2) thaliana and storage proteins v1.0_scaffold00067.7| LIQTILPQIDTR
Cupin family protein . . . . evm_27.model. AmTr_| KGDTATIPAGK
322 QoLUJ7 (Nutrient reservoir A;i‘;’,‘/.’::as’s AT3G22640 | °° Pfgi‘;‘;‘f;“ga“o” 06'2?02‘:1?95 500E-54 | 30 | v1.0_scaffold00002.8| -184,688 52 435 69 40 | 31304 |TIPAGK
protein) 9 P 57] IEMACPHVSG
. o . . . . evm_27.model. AmTr_| RGQEEGQQE
322 pisass | 125 G'Ob“L;'; (eruciferin A;i‘;’,‘/.’::as’s AT5G44120 | 9° Pfgi‘;‘;‘f;gga“o” 06'§?02i‘r’1f95 5e-72 32 | v1.0_scaffold00067.7 1342112 15 53 4 4 | 02353 |QEQEQEQER
2 VGGEGQQQQ
Cupin family protein . . . . evm_27.model. AmTr_| ACPHVSGGR
323 QoLUJ7 (Nutrient reservoir A;i‘;’,‘/.’::as’s AT3G22640 | °° Pfgi‘;‘;‘f;“ga“o” 06'2?02‘:1?95 500E-54 | 30 | v1.0_scaffold00002.8| -156,0177 | 49 435 60 32 | 30870 |IEMACPH
protein) 9 P 57, GLIHGGSGGG
. o . . . . evm_27.model. AmTr_| RGQEEGQQE
323 pisass | 125 G'Ob“L;'; (eruciferin A;i‘;’,‘/.’::as’s AT5G44120 | 9° Pfgi‘;‘;‘f;gga“o” 06'§?02i‘r’1f95 5e-72 32 | v1.0_scaffold00067.1| -14,5086 12 53 3 3 | 02353 |QEQEQEQER
2 SPILGHASAIK
FISC70 (Heat shock — . , , FSDPSVQADM
324 QISON1 cognate 70 kDa Arablq’opsts AT1G16030 06 Protein destination| 06.01 Folq_lng and 0 80 evm_27.model. AmTr_| 7279314 28 716 18 15 09524 |K
protein) thaliana and storage stability v1.0_scaffold00137.8] ATAGDTHLGG
Cupin family protein . . . . evm_27.model. AmTr_| KGDTATIPAGK
324 QoLUJ7 (Nutrient reservoir A;i‘;’,‘/.’::as’s AT3G22640 | °° Pfgi‘;‘;‘f;“ga“o” 06'2?02‘:1?95 500E-54 | 30 | v1.0_scaffold00002.8| -20,64738| 16 435 4 4 | 02174 |PSSEQLQGLIH
protein) 9 P 57, GGSGGGK
Glyceraldehyde-3- Arabidopsis evm_27.model. AmTr_| AAGFNIIPSST
325 QOFX54 phosphate abliopsis | AT1G13440 02 Energy 02.01 Glycolysis | 6,00E-94 | 82,00 | v1.0_scaffold00177.2| -10,18046| 13 24,7 3 2 | 04286 |GaaK
dehvdroaenase 4 TLLFGEKPVTV




Cupin family protein Arabidopsis 06 Protein destination 06.20 Storage evm_27.model. AmTr_| IEMACPHVSG
325 QoLUJ7 (Nutrient reservoir : AT3G22640 20 St 500E54 | 30 | v1.0_scaffold00002.8| -27,61741| 28 435 6 6 | 03478 |GR
protein) thaliana and storage proteins 57 PSSEQLQGLIH
Glyceraldehyde-3- Arabidopsis evm_27.model. AmTr_| KVVISAPSK
326 QOFX54 phosphate abliopsis | AT1G13440 02 Energy 02.01 Glycolysis | 6,00E-94 | 82,00 | v1.0_ scaffold00177.2| -21,42355| 31 24,7 5 5 | 08571 |AAGFNIIPSST
dehvdroaenase 4 GAAK
Cupin family protein . . . . evm_27.model. AmTr_| KGDTATIPAGK
326 QOLUJ7 | (Nutrientreservoir | APIOPSIS | xragpogaq | 06 Protein destination)  06.20 Storage | 5 goe 54 | 30 | v1.0_scaffold00002.6| 46,93636 | 37 435 | 12 10 | 0,5652 |IEMACPHVSG
protein) thaliana and storage proteins 57] GR
Glyceraldehyde-3- Arabidopsis evm_27.model. AmTr_| KVVISAPSK
327 QOFX54 phosphate abliopsis | AT1G13440 02 Energy 02.01 Glycolysis | 6,00E-94 | 82,00 | v1.0_scaffold00177.2| -28,06334| 36 24,7 8 6 | 11429 |AAGFNIIPSST
dehvdroaenase 4 GAAK
Cupin family protein . . . . evm_27.model. AmTr_| KGDTATIPAGK
327 QoLUJ7 (Nutrient reservoir | AT@DIdOPSIS | nraaogsq | 06 Protein destination) 0620 Storage | 5 40r 54 | 30 | y1.0 scaffold00002.8| -18,50076 | 14 435 4 4 | 01739 |PSSEQLQGLIH
protein) thaliana and storage proteins 57] GGSGGGK
. Arabidopsis evm_27.model. AmTr_| MLVSAGLHYP
327 Q9SCV3 | Beta-galactosidase : AT2G32810 | 09 Cell structure 09.01 Cell wall 0 68 2964166 14 74,6 8 6 | 03000 |R
thaliana v1.0_scaffold00117.17|
MLVSAGLHYP
. . Arabidopsis 06 Protein destination evm_27.model AmTr_| DQVFIEATK
328 065390 | Aspartic proteinase ablopsis | AT1G11910 o 06.13 Proteolysis 0 68,00 | v1.0_scaffold00106.4| 6345126 25 55 12 12 | 07059 |SCEIHYGTGS
8 VSGY
. o . . . . evm_27.model. AmTr_| RGQEEGQQE
328 P154ss | 125 Globulin (cruciferin| - Arabidopsis | apggggqpg |06 Protein destination|  06.20 Storage 572 32 | v1.0_scaffold00067.7 -25,73825 | 16 53 7 6 | 04118 |QEQEQEQER
4) thaliana and storage proteins = P VGGEGQQQQ
Thiamine thiazole Arabidopsis evm_27.model.AmTr_| AAHLALK
329 Q38814 s abliopsis | AT5G54770 | 01 Metabolism 01.07 Cofactors | E-133 82 | v1.0_scaffold00005.7| -36,84054 | 33 375 10 8 | 13000 |NIGMIESVPGM
25 K
Cupin family protein . . . . evm_27.model. AmTr_| IEMACPHVSG
329 QoLUJ7 (Nutrient reservoir A;i‘;’,‘/.’::as’s AT3G22640 | °° Pfgi‘;‘;‘f;gga“o” 06'§?02i‘r’1f95 500E-54 | 30 | v1.0_scaffold00002.8| -33,94699 | 32 435 1 10 | 05217 [GR
protein) 57 ARIEMACPHV
Cupin family protein . . . . evm_27.model. AmTr_| IEMACPHVSG
330 QoLUJ7 (Nutrient reservoir A;i‘;’,‘/.’::as’s AT3G22640 | °° Pfgi‘;‘;‘f;gga“o” 06'§?02i‘r’1f95 500E-54 | 30 | v1.0_scaffold00002.8| -39.42167| 35 435 10 9 | 05217 |GR
protein) 57 ARIEMACPHV
. — — . , QEGEYGEEEQ
330 Q9ZWA9 12S Globulin (cruciferin Arablq’opsts AT1G03890 06 Protein destination 06.20 St_orage 66-69 31 evm_27.model. AmTr_| 1726041 12 54,5 4 4 01905 |R
2) thaliana and storage proteins v1.0_scaffold00067.7} GEGQIQIGTN
. o . . . . evm_27.model. AmTr_| RGQEEGQQE
330 p154s5 | 125 Globulin (cruciferin| - Arabidopsis | xp5i44qq | 06 Protein destination|  06.20 Storage 50-72 32 | v1.0 scaffold00067.1] -10,84860 | 12 53 3 3 | 01765 |QEQEQEQER
4) thaliana and storage proteins P VGGEGQQQQ
Dessication-related Arabidopsis . 11.05 Stress evm_27.model AmTr_ GGPPPIGATK
330 FAHWRO ' : AT1G47980 | 11 Disease/defence 106 70 | v1.0_scaffold00016.3| -32,18086 | 27 334 1 8 | 10769 |TILYEQANK
protein thaliana responses 15 TILYEQANK
Cupin family protein . . . . evm_27.model. AmTr_| IEMACPHVSG
331 QoLUJ7 (Nutrient reservoir A;i‘;’,‘/.’::as’s AT3G22640 | °° Pfgi‘;‘;‘f;gga“o” 06'§?02i‘r’1f95 500E-54 | 30 | v1.0_scaffold00002.8| -45,05148| 41 435 1 10 | 06957 |GR
protein) 57 AQSDSVFVVG
. e . . . . evm_27.model. AmTr_| VGGEGQQQQ
331 pisass | 125 G'Ob“L;'; (eruciferin A;i‘;’,‘/.’::as’s AT5G44120 | 9° Pfgi‘;‘;‘f;gga“o” 06'§?02i‘r’1f95 50-72 32 | v1.0 scaffold00067.1] -15,9824 15 53 4 4 | 02941 |GIK
2 SFYLAGGQPR
. . . evm_27.model. AmTr_| SLMSEAGQGE
331 Q39649 28 albumin Cﬂ“);;r:q’;a 06 Pfgi‘;‘;‘f;gga“o” 06'§?02i‘r’1f95 100E-13 | 35 | v1.0_scaffold00005.2| -15,72354| 20 16,8 3 2 04286 |QQQIIER
12 AEQLPQICGIS
Dessication-related Arabidopsis . 11.05 Stress evm_27.model. AmTr_| IVYSSGNEK
331 FAHWRO ' : AT1G47980 | 11 Disease/defence 106 70 | v1.0_scaffold00016.3| -48,72667 | 44 334 12 12| 10769 |GPPPIGATK
protein thaliana responses 15 TILYEQANK
Cupin family protein . . . . evm_27.model. AmTr_| ARIEMACPHV
332 QoLUJ7 (Nutrient reservoir | AT@DIdOPSIS | nraaogsq |06 Protein destination) 0620 Storage | 5 jop 54 | 309 | y1.0 scaffold00002.6| -44,4781 39 435 14 12 | 06957 |SGGR
) thaliana and storage proteins
protein) 57 LVTIGEER
. o . . . . evm_27.model. AmTr_| RGQEEGQQE
332 p154s5 | 125 Globulin (cruciferin| - Arabidopsis | xp5ig4q0 | 06 Protein destination| 06.20 Storage 50-72 32 | v1.0 scaffold00067.1] -35,73885 | 30 53 8 8 | 05204 |QEQEQEQER
4) thaliana and storage proteins P VGGEGQQQQ
, — — . , ISNQQAQDIK
128 Globulin (cruciferin|  Arabidopsis 06 Protein destination 06.20 Storage evm_27.model. AmTr_|
332 QozZWA9 ) abliopsis | AT1G03890 o v 66-69 31 A acoooey 7| 771303| 10 54,5 3 3 | 01905 |QEGEYGEEEQ
. . . evm_27.model. AmTr_| SLMSEAGQGE
332 Q39649 28 albumin Cﬂ“);;r:q’;a 06 Pfgi‘;‘;‘f;“ga“o” 06'2?02‘:1?95 100E-13 | 35 | v1.0_scaffold00005.2| -14,49539| 26 16,8 3 2 05714 |QQQIIER
9 P 12) SLMSEAGQGE
Dessication-related Arabidopsis . 11.05 Stress evm_27.model.AmTr_| VMNSAFGHK
332 FAHWRO ' : AT1G47980 | 11 Disease/defence 106 70 | v1.0_scaffold00016.3| -63,67746 | 52 334 2 17 | 17692 [IVYSSGNEK
protein thaliana responses 15 VMNSAFGHK
Glyoxalase | Arabidopsis evm_27.model. AmTr_| LVTQELGGK
332 065398 | (Lactoylglutathione abiopsiS | AT1G11840 | 11 Diseaseldefence | 11.06 Detoxification | e-130 78 | v1.0_scaffold00037.7 -9,891949| 10 33,2 3 3 | 02143 |EPGPIPGINTK
lvase) 08l VVEVDHSDFL




Cupin family protein Arabidopsis 06 Protein destination 06.20 Storage evm_27.model.AmTr_| PSAGPIIYMTG
333 Q9SK09 s abliopsis | AT2G28490 oreln destn 9 Siore e-115 50 | v1.0_scaffold00080.8| -20.45175| 19 431 8 6 | 05000 |AHEPPK
9 P 2 LQIICSIDTSER
, — — . , GRQEGEYGEE
333 Q9ZWA9 128 Globulén (cruciferin Ar;blﬁ'opsts AT1G03890 06 Protzmtdestmanon 06.20 tSt_orage 66-69 31 ev1m0_27.n';focljde(l}.(i]\(l;:}'l;r7 -10,83845 12 54,5 6 6 02857 |EQR
) aliana and storage proteins v1.0_scaffo . QEGEYGEEEQ
. o . . . . evm_27.model. AmTr_| RGQEEGQQE
333 pisass | 125 G'Ob“L;” (eruciferin Af;b’,‘.’ops’s AT5G44120 | 9° Pro;z'” tdfs“”a“o” 0620 ts‘.‘;rage 5e-72 32 | v1.0_scaffold00067.7| -24,89617| 16 53 5 5 04118 |QEQEQ
) allana al storage proteins 2 RGQEEGQQE
. o . . . . evm_27.model. AmTr_| RGQEEGQQE
334 pisass | 125 G'Ob“L;” (eruciferin Af;b’,‘.’ops’s AT5G44120 | 9° Pro;z'” tdfs“”a“o” 0620 ts‘.‘;rage 5e-72 32 | v1.0_scaffold00067.7| -45,52677 | 24 53 12 8 | 07059 |QEQEQ
) allana al storage proteins 2 RGQEEGQQE
—— . — . , evm_27.model AmT, | LQICSIDTSER
334 Qoskog | Cupin (f\?;lrglllll)llﬁ )"“’te'” A;i‘;’,‘/.’::as’s AT2G28490 | °° Pfgi‘;‘;‘f;gga“o” 06'§?02i‘r’1f95 e-115 50 | v1.0_scaffold00080.8| -5294478| 6 43,1 2 2 01250 |IGHQPFQSFIL
2 GGGR
. e . i . . evm_27.model. AmTr_| VGGEGQQQQ
335 pisass | 125 G'Ob“L;” (eruciferin Af;b’,‘.’ops’s AT5G44120 | 9° Pro;z'” tdfs“”a“o” 0620 ts‘.‘;rage 50-72 32 | v1.0 scaffold00067.1] -77,37683| 28 53 27 16 | 1,7647 |GIKDR
) aliana and storage proteins ) VGGEGAQAQ
, — — . , YNREDQIMIFP
335 Q9ZWA9 128 Globulin (cruciferin Arablq’opsts AT1G03890 06 Protein destination 06.20 St_orage 66-69 31 evm_27.model.AmTr_| 1501314 10 54,5 4 4 01905 |SSSR
2) thaliana and storage proteins v1.0_scaffold00067.7| QFFIAGGQPR
Cupin family protein . . . . evm_27.model. AmTr_| GQGPIVRPSS
335 QoLUJ7 (Nutrient reservoir A;i‘;’,‘/.’::as’s AT3G22640 | °° Pfgi‘;‘;‘f;“ga“o” 06'2?02‘:1?95 500E-54 | 30 | v1.0_scaffold00002.8| -25,13883| 21 435 5 4 | 03043 |EQLQGLIHGG
protein) 9 P 57| SGGGK
. e . . . . evm_27.model. AmTr_| VGGEGQQQQ
336 pisass | 125 G'Ob“L;” (eruciferin Af;b’,‘.’ops’s AT5G44120 | 9° Pm‘z'” tdes“”a“o” 06.20 f‘."rage 50-72 32 | v1.0 scaffold00067.7 -100,5973| 32 53 31 20 | 1,9412 |GIKDRHQK
) allana and storage proteins 2 VGGEGQQQQ
Cupin family protein . . . . evm_27.model. AmTr_| KGDTATIPAGK
337 QoLUJ7 (Nutrient reservoir A;i‘;’,‘/.’::as’s AT3G22640 | °° Pfgi‘;‘;‘f;“ga“o” 06'2?02‘:1?95 500E-54 | 30 | v1.0_scaffold00002.8 -35,7267 | 24 435 9 8 | 05217 |LVTIGEERQDS
protein) 9 P 57] HNLKK
. . . evm_27.model. AmTr_| FIQTGRPE
337 Q39649 28 albumin Cﬂ“);;r:q’;a 06 Pfgi‘;‘;‘f;“ga“o” 06'2?02‘:1?95 100E-13 | 35 | v1.0_scaffold00005.2| -9,236572| 14 16,8 2 2 02857 |AEQLPQICGIS
9 P 12 QQR
. . . evm_27.model. AmTr_| FIQTGRPE
337 Q39649 28 albumin Cﬂ“);;r:q’;a 06 Pfgi‘;‘;‘f;gga“o” 06'§?02i‘r’1f95 500E-16 | 37 | v1.0_scaffold00005.2] -9,236572| 14 16,8 2 2 02500 |AEQLPQICGIS
15 Qar
Cupin family protein . . . . evm_27.model. AmTr_| AQSDSVFVVG
338 QoLUJ7 (Nutrient reservoir A;i‘;’,‘/.’::as’s AT3G22640 | °° Pfgi‘;‘;‘f;“ga“o” 06'2?02‘:1?95 500E-54 | 30 | v1.0_scaffold00002.8| -15,95001| 16 435 4 3 | 02600 |PR
protein) 9 P 57] ASQEENLQIIC
idopsi CTTINCGQVTQ
338 Q9SCV3 | Beta-galactosidase | AT@XOPSIS | xoGaogeg | 09 Cell structure 09.01 Cell wall 0 g [Gvm-27.modelAMTI) a3 55576| 36 215 8 7 | 06154 |R
thaliana v1.0_scaffold00117.16 GEAWVNGHSI
Chaperonin . . . . K evm_27.model. AmTr_| SVAAGMNAMD
339 P29197 | (Chaperonin-60kD, A;i‘;’,‘/.’::as’s AT3G23990 |©° Pfgi‘;‘;‘f;“ga“o” 06'0152";?:;?9 and 0 86 | v1.0 scaffold00003.2| -56,36271| 22 61,2 13 9 | 04667 |LR
ch60. CPN60) 9 Y 61 APGFGENR
. — — . , TSNQQAQDIK
339 Q9ZWA9 12S Globulin (cruciferin Arablq’opsts AT1G03890 06 Protein destination 06.20 St_orage 66-69 31 evm_27.model. AmTr_| -14,90593 12 54,5 5 5 02857 |GEGQIQIGTN
2) thaliana and storage proteins v1.0_scaffold00067.7| GaK
K . . . . . evm_27.model. AmTr_| RGQEEGQQE
339 pisass | 125 G'Ob“L;” (eruciferin Af;b’,‘.’ops’s AT5G44120 | 9° Pm‘z'” tdes“”a“o” 06.20 f‘."rage 50-72 32 | v1.0 scaffold00067.1 -17,0938 12 53 4 4 | 02353 |QEQEQEQER
) aliana and storage proteins ) VGGEGQQQA
Cupin family protein . . . . evm_27.model. AmTr_| LVTIGEER
339 QoLUJ7 (Nutrient reservoir A;i‘;’,‘/.’::as’s AT3G22640 | °° Pfgi‘;‘;‘f;“ga“o” 06'2?02‘:1?95 500E-54 | 30 | v1.0_scaffold00002.8| -16,38806| 9 435 3 3 | 01304 |AQSDSVFWG
protein) 9 P 57 PR
. — — . , HGGHLKTINR
340 Q9ZWA9 12S Globulin (cruciferin Arablq’opsts AT1G03890 06 Protein destination 06.20 St_orage 66-69 31 evm_27.model. AmTr_| 74.60673 32 54,5 23 15 1,0952 |ISNQQAQDIK
2) thaliana and storage proteins v1.0_scaffold00067.7} READIYSR
. o . . . . evm_27.model. AmTr_| SFYLAGGQPR
340 pisass | 125 G'Ob“L;'; (eruciferin A;i‘;’,‘/.’::as’s AT5G44120 | 9° Pfgi‘;‘;‘f;“ga“o” 06'2?02‘:1?95 50-72 32 | v1.0 scaffold00067.1] -16,18923 | 14 53 4 4 | 02353 |SLSLPNFEPAP
g p ) R
Cupin family protein . . . . evm_27.model. AmTr_| IEMACPHVSG
225b QoLUJ7 (Nutrient reservoir A;i‘;’,‘/.’::as’s AT3G22640 | °° Pfgi‘;‘;‘f;“ga“o” 06'2?02‘:1?95 500E-54 | 30 | v1.0_scaffold00002.8| -223,5644| 73 435 90 44 | 46087 |IEMACPH
protein) 9 P 57] IEMACPH
. — — . , HSGESGSIGH
246b Q9ZWA9 12S Globulin (cruciferin Arablq’opsts AT1G03890 06 Protein destination 06.20 St_orage 66-69 31 evm_27.model. AmTr_| -198,2926 43 54,5 68 47 37143 |R
2) thaliana and storage proteins v1.0_scaffold00067.7|
RLSDAQQCR
. o . . . . evm_27.model. AmTr_| SLQKPDER
246b pisass | 125 G'Ob“L;” (eruciferin Af;b’,‘.’ops’s AT5G44120 | 9° Pro;z'” tdfs“”a“o” 0620 ts‘.‘;rage 5e-72 32 | v1.0_scaffold00067.7| -55,68047 | 28 53 16 12 | 09412 |RGQEEGQQE
) aliana and storage proteins ) QEOEQEQER
Cupin family protein . . . . evm_27.model. AmTr_| ARIEMACPHV
246b QoLUJ7 (Nutrient reservoir A;i‘;’,‘/.’::as’s AT3G22640 | °° Pfgi‘;‘;‘f;“ga“o” 06'2?02‘:1?95 500E-54 | 30 | v1.0_scaffold00002.8| -59,79795| 49 435 14 1| 06957 |SGGR
protein) 9 P 57] IEMACPHVSG




Cupin family protein

evm_27.model. AmTr_|

— . , GRKGQGQEIK
256b QoLUJ7 (Nutrient reservoir A;i‘;’,‘/.’::as’s AT3G22640 | °° Pfgi‘;‘;‘f;“ga“o” Os'zfoi‘%fge 500E-54 | 30 | v1.0_scaffold00002.8| -113,5415| 45 435 46 24 | 2,4783 |IEMACPH

protein) 9 P 57] IEMACPHVSG

. o . . . . evm_27.model. AmTr_| RGQEEGQQE

256b p154s5 | 125 Globulin (cruciferin| - Arabidopsis | xp5ig4qq | 06 Protein destination|  06.20 Storage 50-72 32 | v1.0 scaffold00067.1| -48,60043| 31 53 1 10 | 06471 |QEQEQEQER

4) thaliana and storage proteins o RGQEEGQQE




Supplemental table 5: Seed biochemical composition

Percentage are expressed in % of the fresh weight. Starch assay has not been performed as litterature reports

absence of it (Floyd & Friedman, 2001)

Seed Protein Lipid Hydrosolul?le
storage type polysaccharides
18.6 57 2.6
Osborne protein fractions
Albumin Globulin Prolamin Glutelin
4.35 13.91 0.02 0.36




Supplemental table 6: list of the proteins identifed from the albumine fraction of germinating seeds of Amborella trichopoda significantly varying during germination
Proteins have been analyzed by two-dimensional electrophoresis and identified by mass spectrometry LC/MS-MS. The protein spots were analysed by LC-MS/MS on the PAPPSO plateform (Benoit Valot, Thierry Balliau, Michel Zivy, INRA Moulon, France; http://pappso.inra.fr). Based on the spectrum generated, proteins were identified using the X-Tandem software.
Image analysis of the scanned 2D gels was carried out with the Progenesis Samespots software (nonlinear dynamics) according to the instruction booklet. After spot detection and background substraction, 2D gels were aligned and matched and the quantitative determination of the spot volumes was performed. Only spots with an average standardized abundance that
varied by a minimum a 1,2 fold (p <0,02) were considered as varying spots. "Samespot ID" relates to the protein identification number automatically attribute to a spot by the software. "Spot ID" relates to the protein position on the 2DE reference map. "Number of id per spot” reflect the number of single identifications in the same spot. "NCBI accession number" is
the accession number in NCBI database. "Protein name™. "Organism" relates to the organism from which the identied protein comes from for functional analysis - efforts were focus on Arabidopsis thaliana as a plant model. "AGI". "Function category” and "Function des: ion" relate to the functional categories defined according to the ontological classification of]|
Bevan et al. [Bevan et al. (1998) Nature 391:485-488]. "log(Evalue) identification” reflects the statistical power of the identification by BLAST (performed on TAIR or BLAST). “Identity” indicates in % the recovery of the Amborella protein sequence against the identified protein. "Anova" reflects the power of the statistical test performed by the software to confort the
variation of the spot volume during from the different samples. "Fold" relates to the importance of the variation. "Highest mean™ indicates the condition with the higher spot volume. "Lowest mean™ indicates the condition with the lower spot volume. "Description” was taken from the Amborella EVM 27 Predicted Proteins (http://www.amborella.org). The "log (E value)"|
is a statistical parameter that represents the number of peptides present at random in the database. It was calculated by the product of the Evalue of unique peptides identified in the protein spot (Valot et al., 2011). "Coverage" refers to the recovery rate of the protein by the identified peptides, expressed in %. "MW" relates to the molecular weight expressed in kDa.
“Spectra” corresponds to the number of spectra which allowed the protein identification from 2DE protein single spot. "Speci corresponds to the number of specific spectrum corresponding to the identification among the other identifications of the group. "Uniques" refers to the number of unique peptides (different sequences) that led to the protein identification.
"PAI" is the protein abundance index in the spot. "Peptide sequences” displays identified peptides for each protein spot.
. . VGPGLTGR
645 7 AfL4Y4 NADPH:quinone | Arabidopsis | xrsa61510 | 11D e | 11.06 D 6136 82 | 0000128 | 1,30225 | 422230 | 0,30842 |8VM27-MOdELAMTE | 4 4oe g #“ 40,09999847 14 - 09333  |AVGPGLTGR
reductase thaliana v1.0_scaffold00111.28| KITNGEGVHY
Pathogenesis-related | Arabidopsis 12 Unclear 12 Unclear evm_27.model. AmTr_| HGALPNYDIVN
1036 7 ABMS14 ; - AT1G78780 9,00E-62 67 0,0026609 3,25164 | 7,27437 | 0,447 |v1.0_scaffold00071.7 -5,77E+00 10 24,70000076 2 - 2 0,1429 K
protein thaliana classification classification M |ENIELEYDR
Arabidopsis evm_27.model. AmTr_| 'YDNCNNDGVD|
533 126 4 B9IDGL8 Alpha-galactosidase thali P AT5G08370 09 Cell structure 09.01 Cell wall e-171 75 0,0004666( 0,35955 | 0,17708 | 2,03047 |v1.0_scaffold00171.3 -2,40E+01 16 45,09999847 5 - 5 0,3333 PR
aliana 2 DSOGNIVPK
Dessication-related | Arabidopsis 11.05 Stress evm_27.model. AmTr_| TILYEQANK
533 126 4 F4HWRO : - AT1G47980 | 11 Disease/defence e-109 82 0,0004666( 0,35955 | 0,17708 | 2,03047 |v1.0_scaffold00016.3 -5,40E+01 34 33,40000153 15 - 8 1,3846 VDPYPHTISEF
protein thaliana responses 15 TNNISOLR.
Dessication-related Arabidopsis 11.05 Stress evm_27.model. Amr_ TILYEQANK
713 | 113b 5 F4AHWRO . dop: AT1G47980 | 11 Disease/defence e-109 82 0,0019856( 0,39246 | 0,12791 | 3,06825 |v1.0_scaffold00016.3 -4,11E+01 35 33,40000153 9 - 8 0,7692 TPQEILR
protein thaliana responses 5 ANLDPLTR.
Dessication-related | Arabidopsis 11.05 Stress evm_27.model. AmTr_| TILYEQANK
731 124 3 F4HWRO : 0P AT1G47980 | 11 Disease/defence e-109 82 9,55E-05 | 0,27662 | 0,17504 | 1,58028 |v1.0_scaffold00016.3 -2,34E+01 21 33,40000153 5 - 4 0,4615 VDPYPHTISEF
protein thaliana responses 's TNNISOLR
Dessication-related Arabidopsis 11.05 Stress evm_27 model.AmTr_| VMNSAFGHK
734 119 3 F4AHWRO . dop: AT1G47980 | 11 Disease/defence e-109 82 0,0001252 0,54547 | 0,15533 | 3,5117 |v1.0_scaffold00016.3 -6,24E+01 43 33,40000153 17 - 14 1,4615 IVYSSGNEK
protein thaliana responses 15 IVYSSGNEK
Dessication-related | Arabidopsis 11.05 Stress evm_27.model AmTr_| TILYEQANK
736 123 6 F4HWRO : - AT1G47980 | 11 Disease/defence e-109 82 0,0008994( 0,37749 | 0,30548 | 1,23571 |v1.0_scaffold00016.3 -3,38E+01 27 33,40000153 6 - 6 0,5385 ANLDPLTR
protein thaliana responses 15 SPGGFEPK
Dessication-related Arabidopsis 11.05 Stress evm_27.model. Amr_ GGPPPIGATK
742 120 5 F4AHWRO . dop: AT1G47980 | 11 Disease/defence e-109 82 4,48E-05 | 0,5563 | 0,22585 | 2,46319 [v1.0_scaffold00016.3 -3,37E+01 23 33,40000153 7 - 7 0,5385 AYQEVGHLR
protein thaliana responses 15 TILYEQANK
Dessication-related | Arabidopsis 11.05 Stress evm_27.model. AmTr_| VMNSAFGH
757 178 2 F4HWRO : 0P AT1G47980 | 11 Disease/defence e-109 82 0,0050002( 0,17494 | 0,7288 | 0,24004 |v1.0_scaffold00016.3 -5,04E+01 32 33,40000153 17 - 14 1,4615 GGPPPIGATK
protein thaliana responses 's AYORVGHLR
Dessication-related Arabidopsis 11.05 Stress evm_27.model. Amr_ VMNSAFGHK
796 180 2 F4AHWRO . dop: AT1G47980 | 11 Disease/defence e-109 82 0,0017072( 0,12213 | 0,24349 | 0,50157 |v1.0_scaffold00016.3 -9,65E+01 37 33,40000153 25 - 20 2,1538 KVDPYPH
protein thaliana responses 5 PPPIGATK
Dessication-related | Arabidopsis 11.05 Stress evm_27.model. AmTr_| KISGNLLASDQ
821 170 4 F4HWRO : - AT1G47980 | 11 Disease/defence e-109 82 0,0172238( 0,44096 | 0,44829 | 0,98364 |v1.0_scaffold00016.3 -2,70E+01 13 33,40000153 6 - 3 0,4615 FSLSFDRTPQ
protein thaliana responses 's EiR
Dessication-related Arabidopsis 11.05 Stress evm_27.model Amr_ TILYEQANK
782 9 F4AHWRO . dop: AT1G47980 | 11 Disease/defence e-109 82 0,0006529| 0,74675 | 3,14802 | 0,23721 |v1.0_scaffold00016.3 -1,79E+01 11 33,40000153 3 - 3 0,2308 PLLDLSSENFA|
protein thaliana responses 15 K
Dessication-related | Arabidopsis 11.05 Stress evm_27.model Amr_| TILYEQANK
407 14 F4HWRO : 0P AT1G47980 | 11 Disease/defence e-109 82 0,0092583( 1,69181 | 1,84846 | 0,91526 |v1.0_scaffold00016.3 -7,22E+00 12 33,40000153 3 - 3 0,2308 SPGGFFPK
protein thaliana responses 's L GOIGIKDEGHT
Dessication-related Arabidopsis 11.05 Stress evm_27.model. Amr_ VMNSAFGHK
768 6 F4AHWRO . dop: AT1G47980 | 11 Disease/defence e-109 82 0,0010332( 1,85717 | 5,783 | 0,32114 |v1.0_scaffold00016.3 -6,66E+01 46 33,40000153 16 - 15 1,3846 VMNSAFGH
protein thaliana responses 15 AYOEVGHLR
Dessication-related | Arabidopsis 11.05 Stress evm_27.model. AmTr_| TILYEQANK
789 7 F4HWRO : 0P AT1G47980 | 11 Disease/defence e-109 82 0,017244 | 1,64782 1,94 0,84939 (v1.0_scaffold00016.3 -7,72E+00 13 33,40000153 3 - 3 0,2308 VDPYPHTISEF
protein thaliana responses 's TNNISOLR
Dessication-related Arabidopsis 11.05 Stress evm_27 model.AmTr_| GGPPPIGATK
790 8 F4AHWRO . dop: AT1G47980 | 11 Disease/defence e-109 82 5,26E-05 | 1,00671| 3,80321| 0,2647 |v1.0_scaffold00016.3 -1,97E+01 17 33,40000153 5 - 5 0,3846 TILYEQANK
protein thaliana responses 15 PL1 DI SSENFA!
Dessication-related | Arabidopsis 11.05 Stress evm_27.model AmTr_| TILYEQANK
808 9 F4HWRO : - AT1G47980 | 11 Disease/defence e-109 82 0,0012118| 3,14897 | 4,15446 | 0,75797 (v1.0_scaffold00016.3 -1,59E+01 1 33,40000153 3 - 3 0,2308 PLLDLSSENFA|
protein thaliana responses 15 K
Dessication-related Arabidopsis 11.05 Stress evm_27.model. Amr_ TILYEQANKK
818 7 F4AHWRO . dop: AT1G47980 | 11 Disease/defence e-109 82 0,0072403( 1,69716 | 3,47994 | 0,4877 |v1.0_scaffold00016.3 -3,05E+01 20 33,40000153 6 - 6 0,4615 ANLDPLTR
protein thaliana responses 15 PLI DI SSENFA!
Dessication-related | Arabidopsis 11.05 Stress evm_27.model AmTr_| TILYEQGANKK
828 6 F4HWRO : - AT1G47980 | 11 Disease/defence e-109 82 0,014279 | 0,94689 | 1,68458 | 0,56209 [v1.0_scaffold00016.3 -1,44E+01 14 33,40000153 4 - 3 0,3077 VDPYPHTISEF
protein thaliana responses 's TNNISOLR
Peptidase M1 famil Arabidopsis 06 Protein destination evm_27.model Amr._ YTCHVEADK
68 1 F413R2 P . y dop: AT1G63770 ! natl 06.13 Proteolysis | 0,00E+00 85 0,0045623( 3,8802 | 2,9084 | 1,33417 |v1.0_scaffold00009.1 -7,11E+01 22 100 15 - 14 0,4146 TAIAQNPGEAR)
protein thaliana and storage 58 DOEFSSDMGS
Protein kinase domain-| Arabidopsis evm_27.model AmTr_| GPPSPVVQAY
145 4 F413Vv3 .y - AT1G69910 |10 Signal transduction|  10.0404 Kinases 1,00E-86 52 0,0018854( 2,07447 | 0,8712 | 2,38116 |v1.0_scaffold00002.2 -4,25E+00 7 64 2 - 2 0,0769 VHSPPSQH
containing protein thaliana 80 TYRLTOASDV




evm_27.model AmTT.

IKNPNYQGK

451 2 F41529 Calreticulin A’;""ﬁo”s’s AT1GS6340 | %° P’°;Zi"‘“fs""a“°" 06.01 f°b""h‘l"9 and | o164 89 |0,0069263| 1,20014 | 4,40772 | 02927 |v1.0_scaffold00003.1| -1,18E+02 57 44,90000153 27 . 25 10345  |LDCGGGYMK
aliana El storage stal ly 0 KPEDWDDK.
Arabidopsis evm_27.model. AmTr_| HVPGFIAQAEE]
1070 4 F4ID64 Peroxiredoxin eS| AT1G65980 | 11D ce | 11.06 D 700E-31 | 72 |0,0050128| 2,3629 | 4,83628 | 0,48858 [v1.0_scaffold00109.9 | -1,78E+01 28 15,69999981 5 - 4 0,7143
] SFEDENNSLQ
] : Arabidopsis 06 Protein destination| ~ 06.20 Storage evm_27.model AmTr_| VESVEVYDGS
407 14 F4IQKS Cupin-like protein o AT2G18540 i S 800E-82 | 62 |0,0092583| 1,69181| 1,84846 | 0,91526 [v1.0_scaffold00059.6 | -8,83E+00 7 44,00999847 3 - 3 01765  [EK
aliana El storage proteins 4 SGSVFYVOSK
Transketolase Arabidopsis 02.07 Pentose evm_27.model. AmTr_| ANSYSVHGSA
145 4 FaIW47 (chioroplaste) TebtS || AT2G45290 02 Energy P 000E+00| 87  [0,0018854| 2,07447 | 08712 | 2,38116 |v1.0_scaffold00009.4 | -7 45E+01 23 81,30000305 12 - 1 04667  [LGAK
P phosp 33 GGYIVSDNSM
Transketolase Arabidopsis 02.07 Pentose evm_27.model AmTr_| KRPSVLALSR
467 11 Falwa7 hluiations o AT2G45290 02 Energy A 000E+00| 87  [0,0173342| 0,83843 | 2,86452 | 0,29269 |v1.0_scaffold00009.4 | -3,57E+01 16 81,30000305 9 - 9 03333  [RPSVLALSR
(chloroplastic) aliana phosphate 23 HVSEGASLEA.
Transketolase Arabidopsis 02.07 Pentose evm_27.model. AmTr_| YKEEAVEFK
1002 14 FaIW47 (chioroplaste) TeolS | AT2G45290 02 Energy ohosphaln 000E+00| 87  [0,0179685| 1,00507 | 2,65214 | 0,37896 |v1.0_scaffold00009.4 |  -2,67E+01 9 81,30000305 5 - 5 01667  |ALPVYTAESPA
33 DATR
Short-chain u— 2 Unciear 2 Uncioar ‘evm_27.model AmTr_| ALYLASDDAK
675 8 FaJ227 dehydrogenase fraacs AT3G29250 Bteiielt e 1,00E33 | 50 | 6,01E-05 | 4,28718 | 3,84318 | 1,11563 |v1.0_scaffold00030.2 | -1,85E+01 16 22,39999962 5 2 4 06250  |AEDIAQAALYL
Aot aliana classificatiol classificatio 17 ASDDAK
Short-chain Arabidopsis 12 Unclear 12 Unclear evm_27.model. AmTr_| AALYLASDDAK|
689 9 FaJ2z7 dehydrogenase TebolS | AT3G29250 et Ptetiam 1,00E33 | 50 | 3,23E-06 | 8,06804 | 4,88286 | 165232 |v1.0_scaffold00030.2 | -1,44E+01 1 22,39999962 3 2 3 05000  |AEDIAQAALYL
duct: 17 ASDDAK.
Metal-dependent | Arabidopsis 12 Unclear 12 Unclear evm_27.model AmTr_| FADAEVVR
1018 9 F4K000 ! ! AT5G41970 " ) €150 79 | 7,51E-05 | 2,87435 | 3,95283 | 0,72716 |v1.0_scaffold00027.8 |  -7,49E+00 8 405 3 - 3 01500  |ELQLEEGHPD
protein hydrolase thaliana classification classification a VOR
SRPBCC ligand- Arabidopsis 12 Unclear 12 Unclear evm_27.model. AmTr_| LEIQEKPGGIS
944 8 F4K5S5 binding domain- TeolS | AT5G28010 et Ptetiam 220E-02| 55 |0,0003015| 0,69549 | 7,23177 | 0,09617 [v1.0_scaffold00048.1 | -1,23E+01 23 17 2 - 2 07500  [VIK
inina orotein 2 ISADALWDVY
u— .05 Stess ‘evm_27.model AmTr_| PGLTIGDTIPNI
407 14 004005 | 1-Cys peroxiredoxin o AT1G48130 | 11 Disease/defence et 1,00E-88 | 82 |0,0092583| 1,69181 | 1,84846 | 091526 |v1.0_scaffold00045.3 | -1,17E+01 13 24,20000076 2 - 2 01818  [EADSSHGR
aliana ‘esponses 7 ALDSLLLAAK
Arabidopsis 11.05 Stress evm_27.model. AmTr_| ALHIVGPDK
926 6 004005 | 1-Cys peroxiredoxin TiebolS | AT1G48130 | 11 Disease/defence resmonses 1,00E-88 | 82 |0,0110232| 2,96598 | 2,57879 | 1,15015 |v1.0_scaffold00045.3 | -1,46E+01 23 24,20000076 3 - 3 03636  |LSFLYPGTTGR
7 DIEAYTPGSNV]
" - - ‘ovm_27.model AmTr_| DPDYGAGAAA
407 14 023029 AWPM'”;"*‘”E'"”Y A’;"’ﬁo”s’s AT1G04560 | %° P’°;Z'"‘“fs""a“°" 06.01 f°b""h‘l"9 and | 500e50 | 77 |00092583| 1,69181 | 184846 | 0,91526 [v1.0_scaffold00039.1 | -1,47E+01 12 18,60000038 2 . 2 06667  [DPAAPK
protein aliana El storage stal ly 23 YGPGYRDPDY!
S- Arabidopsis evm_27.model. AmTr_| AEEEFEK
740 4 023255 | Adenosylhomooysteine| “E0CPSS | ATAG13940 | 01 Metabolism 01.01 AminoAcid | 0,00E+00 | 92 |0,0009213| 1,2946 | 394075 | 0,32852 |v1.0_scaffold00013.2 | -4,78E+01 25 53 15 - 1 08889  [RLVGVSEETTT|
77 GVK.
- u— ‘evm_27.model AmTr_| LVGVSEETTT
979 3 023255 | Adenosylhomocysteine| 5> % AT4G13940 | 01 Metabolism 01.01 AminoAcid | 0,00E+00| 92 |0,0002014| 2,38364 | 3,23999 | 0,73569 |v1.0_scaffold00013.2 |  -7,66E+00 4 53 2 - 2 011 |evK
hvdrolase aliana 77 TEFGPSQPFK
S- Arabidopsis evm_27.model. AmTr_| DMSQADFGR
743 7 023255 | Adenosylhomooysteine| “E0CPSS | ATAG13940 | 01 Metabolism 01.01 AminoAcid | 0,00E+00| 92 |0,0033999| 0,72625 | 3,326 | 0,21836 |v1.0_scaffold00013.2 | -3,21E+01 20 53 7 - 5 05000  [DSAAVFAWK
hvdrolase 77 GETLOEYWW
- ‘evm_27.model AmTr_| LKPTSSYLQN
1037 1 023443 ;”;“E‘I’V'aﬁf’|:°a°e"a!e A’;"’ﬁo”s’s AT4G15940 | 01 Metabolism 01.01 Amino Acid e-100 90 |0,0015442| 0,56374 | 3,05468 | 0,18455 |v1.0_scaffold00183.2 | -7,37E+01 69 23,79999924 21 - 16 2,7500  [ALALDMTAR
lydrolase-like protein aliana 6 NYAAHAKEL G
Haloacid dehalogenase| Arabidopsis evm_27.model. AmTr_| AGYDYDQETF
768 6 048587 e g eS| AT5G44730 | 11D ce | 11.06 D 6116 90  [0,0010332| 1,85717 | 5,783 | 0,32114 |v1.0_scaffold00032.2 |  -1,34E+01 9 29,20000076 2 - 2 01538  [EK
¥ 06 GLIVGIVSNAE
u— ‘evm_27.model AmTr_| VEVNGDNATP
882 |187| 2 048646 | Glutathione peroxidase| 5> % AT4G11600 | 11D ce | 11.06 D V| 4e78 67 | 0000333 | 0,25229 | 0,10625 | 2,37449 |v1.0_scaffold00009.2 |  -2,45E+01 40 18,89999962 6 - 6 0,8889
aliana 77 DOTSVHDFTV
Arabidopsis evm_27.model. AmTr_| LSGTGSEGATI
230 [ 25| 2 049209 | Phosphoglucomutase | 202 | AT1G23190 02 Energy 02.01 Glycolysis | 0,00E+00| 89 |0,0021759| 0,24941 | 0,27765 | 0,89829 [v1.0_scaffold00010.1 | -6,65E+01 39 63,70000076 18 - 17 06897 [R
23 ETSPIDSQKPG]
- ‘evm_27.model AmTr_| APDDLDTR
269 6 049485 Pg":p;“’g‘m’a‘e A’;"’ﬁo”s’s AT4G34200 | 01 Metabolism 01.01AminoAcid | 0,00E+00| 82  |0,0024029| 1,40422 | 0,8639 | 1,62545 |v1.0_scaffold00051.5 |  -1,09E+01 3 65,19999695 2 - 2 0,1034  [LAVQLVAGGS
lehydrogenase aliana 9 GVK
- Arabidopsis evm_27.model. AmTr_| ALATALSGHK
982 3 050008 | methyltetrahydropteroyl] “E05PSS | AT5G17920 | 01 Metabolism 01.01 AminoAcid | 0,00E+00| 92 |0,0100551| 3,05388 | 2,72367 | 1,12123 |v1.0_scaffold00004.9 | -7,78E+01 34 84,5 21 - 21 06970  [ISQEDYVK
9 TSVDLANETK
- u— ‘evm_27.model AmTr_| ASHIVGYPR
537 | 95| 6 050008 | methyletrahydropteroyl] 8>8PS | AT5G17920 | 01 Metabolism 01.01 AminoAcid | 0,00E+00| 92 |0,0002003| 0,09174 | 0,1778 | 0,51598 |v1.0_scaffold00004.9 | -2,78E+01 7 845 5 - 5 01515  |GNASLPAMEM
9 TK
5- Arabidopsis evm_27.model. AmTr_| IPTTDEIADR
828 6 050008 TebtS | AT5G17920 | 01 Metabolism 01.01 AminoAcid | 0,00E+00 | 92 | 0,014279 | 0,94689 | 1,68458 | 0,56209 |v1.0_scaffold00004.9 |  -8,73E+00 4 84,5 3 - 3 00909  [YGAGIGPGVY
9 DIHSPR
- ‘evm_27.model AmTr_| ALNEDLGQAK
583 10 064640 Carb"x‘é‘esl'e’ase A’;"’ﬁo”s’s AT2G45600 | 11 Disease/defence |11.02 Defence-related| 1,00E-64 57 |0,0182765| 1,25654 | 2,01037 | 0,62503 |v1.0_scaffold00001.4 | -1,84E+01 19 32,59999847 4 - 4 0,2500  [ATTTPDVPPIC
(probable) aliana 29 NAQGR
- P - ‘evm_27.model AmTr_| SKPQGGEVVA
799 8 065282 Chapeg’“r'"‘zgz)o kDa, A"i‘;’g:,’,’:’s AT5G20720 | 8 P’;’;ﬁ";&f:"ga"°" 06 015530;?1‘:?9 and e-102 83 |0,0125632| 1,10491 | 2,40277 | 0,45985 [v1.0_scaffold00007.3 | -3,57E+01 33 26,39999962 1 - 9 09231  |VGEGK
P! 9 Y 83 PQGGEVVAVG
- - - ‘evm_27.model AmTr_| AGAQUVYSK
808 9 065282 Chape’é’""‘zgzo kDa, A’;"’ﬁo”s’s AT5G20720 | %6 P’°;Z'"‘“fs""a“°" 06.01 f°b""h‘l"9 and | o402 83 |0,0012118| 314807 | 4,15446 | 0,75797 |v1.0_scaffold00007.3 |  -6,64E+01 63 26,30999962 16 . 15 13077 |NKVEISVK
pn. ) aliana El storage stal ly 3 SKPQGGEVVA
- P - ‘evm_27.model AmTr_| PQGGEVVAVG
810 12 065282 Chapeg’“r'"‘zgz)o kDa, A"i‘;’g:,’,’:’s AT5G20720 | 8 P’;’;ﬁ";&f:"ga"°" 06 015530;?1‘:?9 and e-102 83 |0,0021851| 1,58254 | 4,0931 | 0,38664 |v1.0_scaffold00007.3 | -1,01E+01 17 26,39999962 3 - 3 02308  |EGK
P! 9 Y 83 TGGGILLPTTA
- - - ‘evm_27.model AmTr_| AGAQUVYSK
1036 7 065282 Chape’é’""‘zgzo kDa, A’;"’ﬁo”s’s AT5G20720 | %6 P’°;Z'"‘“fs""a“°" 06.01 f°b""h‘l"9 and | o402 83 |0,0026600| 3,25164 | 7,27437 | 0447 |v1.0_scaffold00007.3 | -1,96E+01 18 26,30999962 4 . 4 03077 |PQGGEWAVG
pn. ) aliana El storage stal ly 83 EGK
Lactoylglutathione | Arabidopsis evm_27.model. AmTr_| LVTQELGGK
713 (13| 5 065398 e e oo eS| AT1G11840 | 11D ce | 11.06 D e-130 78 [0,0019856| 0,39246 | 0,12791 | 3,06825 |v1.0_scaffold00037.1 |  -396E+01 23 33,20000076 8 - 7 06429  [AIATEDVYK
¥: L 06 YTLAMMGYAE
- ‘evm_27.model AmTr_| 1SDNPAYK
734 | 19| 3 065398 "Ia°'°y‘ﬁ<'”'a:”‘(°"e A’;"’ﬁo”s’s AT1G11840 | 11D 1ce | 11.06 D | e130 78 |0,0001252 0,54547 | 0,15533 | 3,5117 |v1.0_scaffold00037.1 | -1,06E+02 57 33,20000076 31 29 23 24286 |MGYAEEK
lyase-like protein aliana 06 KDKHRFL HAV




- Svm_27.model AmTr_ EPGPIPGINTK
736 | 123| 6 065398 "Ia°'°y‘ﬁ<'”'a:”‘(°"e A’;"’ﬁo”s’s AT1G11840 | 11D 1ce | 11.06 D | e130 78 |0,0008994| 0,37749 | 0,30548 | 1,23571 |v1.0_scaffold00037.1 |  -2,26E+01 21 33,20000076 6 . 5 05714 |FYTECFGMK
lyase-like protein aliana 06 YTLAMMGYAE
Lactoylglutathione | Arabidopsis evm_27.model. AmTr_| YTLAMMGYAE
742 |120| 5 065398 actoylalutanione ablopsis | AT1G11840 | 11D ce | 11.06 D €130 78 | 4.48E-05 | 05563 | 0,22585 | 2,46319 [v1.0_scaffold00037.1 | -2,33E+01 25 33,20000076 4 - 4 05000  |EK
¥: L 06 EYTECFGMK
- evm_27.model AmTr_ TSDNPAYK
661 1 065398 "Ia°'°y‘ﬁ<'”'a:”‘(°"e A’;"’ﬁo”s’s AT1G11840 | 11D 1ce | 11.06 D | e130 78 | 9.96E-05 | 1,08968 | 535699 | 0,20341 |v1.0_scaffold00037.1 | -7,37E+01 45 37,20000076 16 . 14 12000  |YGVTEYTK
lyase-like protein aliana 06 YTLAMMGYAE
Lactoylglutathione | Arabidopsis evm_27.model. AmTr_| ISDNPAYK
675 8 065398 actoylalutanione rablopsis | AT1G11840 | 11D ce | 11.06 D €130 87 | 6,01E-05 | 4,28718 | 3,84318 | 1,11553 [v1.0_scafiold00037.1 | -6,64E+01 38 37,20000076 11 - 1 07333 |EPGPIPGINTK
¥: L 06 EYTECFGMK
- evm_27.model AmTr_ VVFVDHSDFL
689 9 065398 "Ia°'°y‘ﬁ<'”'a:”‘(°"e A’;"’ﬁo”s’s AT1G11840 | 11D 1ce | 11.06 D | e130 78 | 3,23E-06 | 8,06804 | 4,88286 | 1,65232 |v1.0_scaffold00037.1 |  -3,74E+01 21 37,20000076 5 . 5 03333 [K
lyase-like protein aliana 06 GFEGHFAIATED
NADPH quinone Arabidopsis evm_27.model. AmTr_| IMESSTHIGK
663 2 065423 e duinone rabliopsis | AT4G21580 02 Energy 02.13 Respiration | e-138 84 | 0,004841 | 1,04845 | 2,43558 | 0,79999 [v1.0_scaffold00003.3 | -7,03E+01 52 34,59999847 17 - 13 11250  |QIQEVEDPK
60 NLDSLNMDGR
Dienelactone hydrolase| evm_27.model AmTr_ AFMTTSPEGV
802 8 080889 |  domain-containing abidopsis | aT2a32520 | 1101 ce | 11.06 D 1| e-109 87 |0,0053343| 15642 | 3,66597 | 042668 [v1.0_scaffold00014.8 | -3,25E+401 21 295 6 - 6 06667  |K
orotein aliana 7 SSGVPYEVHIY|
Superoxide dismutase | Arabidopsis evm_27.model. AmTr_| GDASSTVRLQ
833 6 081235 i rablopsis | AT3G10920 | 11D ce | 11.06 D 800E-76 | 79 [00133914] 4,64276 | 2,00655 | 2,31381 |v1.0_scaffold00077.2 |  -1,33E+01 14 22,39999962 2 - 2 0,2500
6 TLSVETTANQ
- - evm_27.model AmTr_ NLAPVNEGGG
1039 2 081235 S”pemx'd’\: dismutase A’;"’ﬁo”s’s AT3G10920 | 11D \ 11.06 D | 8,00E-76 79 4,42E-05 | 2,22255 | 5,47811 | 0,40572 |v1.0_scaffold00077.2 |  -1,38E+01 21 22,39999962 3 - 3 03750  [EPPK
(Mn) aliana 6 GDASSTVOLQ
Arabidopsis evm_27.model. AmTr_| AAAQGNSFEK
o7 1 081644 Villin-2 abWOpSIS | AT2G41740 | 09 Cellstructure | 09.04 Cytoskeleton | 000E+00 | 74 | 0,012987 | 29895 | 07035 | 4,24968 [v1.0_scaffold00025.4 | -1,07E402 2 101,5999985 2 - 20 05000  |[VTQLEDR
05 LANTMTNSLK
Quinone reductase | Arabidopsis 12 Unclear 12 Unclear evm_27.model AmTr_| YSMYGHVEK
1039 2 081830 oo red e AT4G27270 12 onclear. jZonclear | 100894 | 88 | 442E-05 | 222255 | 547811 | 040572 |v1.0_scaffold00043.7 |  -6,89E+01 58 21,60000038 17 - 12 38000  |SMYGHVEK
lamily protein aliana classificatiol classificatio 7 FGMMAAQFEK
Glycosyl hydrolase Arabidopsis evm_27.model. AmTr_| VALSIGGDSVG]|
768 6 081862 | family proteinchitinase| 47219P% | ATAG19810 | 11D 1ce | 11.02 Def lated| 6,00E-:03 | 44  |0,0010332| 185717 | 5783 | 0,32114 |v1.0_scaffold00023.7| -5,18E+01 31 35 8 - 8 06154 |NGK
domain) 30 SDSDTFAECIG
- evm_27.model AmTr_ ALQSLNVPR
647 | 106| 3 081884 d';"gj‘“"’se A’;"’ﬁo”s’s AT4G33670 | 01 Metabolism 01.05 Sugars da"d e135 | 7500 |00049465| 0,22485| 0,1798 | 125058 |v1.0_scaffold00033.2 | -7,19E+00 12 45 3 . 3 03333  |ENVSSALEISS
lehydrogenase aliana polysaccharides 7
B B evm_27.model. AmTr_|
600 6 082399 | Maate denydrogenase| “7aP0%PSIS | xraco5780 02 Energy 0210 TCApathway | e-161 86 |00178552 5,14912 | 4,89334 | 105227 [v1.0_scaffold00033.3 | -1,58E+401 13 37,29999924 4 1 4 03333 | aNGCTEVVE
8
pr— evm_27.model AmTr_ TQNGGTEVVE
645 7 082399 | Malate denydrogenase| “220%PSIS | AT2G25780 02 Energy 0210 TCApathway | e-161 86 | 0,000128 | 1,30225 | 4,22239 | 0,30842 [v1.0_scaff0ld00033.3 | -1,68E+01 12 37,20999924 3 - 3 02000 |AK
aliana 8 GGAEEIYPLG
3-phosphoshikimate 1- Arabidopsis evm_27.model. AmTr_| ASALASPSK
432 4 POS466 | carboxyvinyltransferase| ASo°PS'S | AT2G45300 | 01 Metabolism | 01.01AminoAcid | 0,00E+00| 83 00133909 2,25306 | 132966 | 169447 |v1.0_scafold00069.1 | -9,42E+01 39 55,09999847 23 - 20 1,0000  [AIVEGSGGHF
(ct il 2 PVGK
- evm_27.model AmTr_
510 9 P06525 | Alcohol dehydrogenase A’;‘;’ﬁ:f’fj’s AT1G77120 02 Energy 02.16 Fermentation | e-159 71 |0,0003205| 2,01724 | 2,58062 | 0,78169 |v1.0_scaffold00071.6 | -4,52E+000 7 41,00999847 2 . 2 1,88E-001 ﬁgcgsmggm
5
Arabidopsis evm_27.model. AmTr_| GVMLSDGK
1004 | 77| 2 P0G525 | Alcohol dehydrogenase| A5 | AT1G77120 02 Energy 02.16 Fermentation | e-159 71 |0,0035325| 0,568442 | 0,31418 | 1,86015 [v1.0_scafiold00071.6 | -8,34E+01 52 34,20000076 27 - 17 22500  |GVMLSDGK
5 GVMLSDGK
— - - evm_27.model AmTr_ RGQEEGQQE
321 [131| 5 P15455 1256""’“"'{‘ (eruciferin A’;"’ﬁo”s’s AT5G44120 |06 P’°;Z'"‘“fs""a“°" 06208l0ra0e | 100870 | 52 |0,0023794| 045958 | 0,32038 | 143448 |V1.0_scaffold00067.1 |  -1,65E+01 8 53 3 . 2 01765 |QEQEQEQER
) aliana El storage proteins 2 GISIVFPGCTE
—— — - evm 27 model AmTr_ RGQEEGQAE
424 9 p154ss | 125 Globulin (cruciferin A"i‘;’g:,’,’:’s AT5G44120 | %° P’;’;ﬁ";&f:"ga"°" 06 Z?O‘Se“‘:":ge 1,00E-70 52 |0,0156606| 1,00376 | 0,52462 | 1,91332 [v1.0_scaffold00067.1 | -5,61E+01 32 53 17 - 15 1,1765 |QEQEQEQER
9 P 2 RGOEEGQQE
— - - evm_27.model AmTr_ RGQEEGQQE
742 [120| 5 pisass | 128 G'°°“"'1" (eruciferin A’;"’ﬁo”s’s AT5G44120 | 06 P’°;Z'"‘“fs""a“°" 06208l0ra0e | 100870 | 52 | 4,48E-05 | 0,5563 | 0,22585 | 2.46319 |V1.0_scaffold00067.1 | -5,14E+01 31 53 9 . 9 05294 |QEQEQEQER
) aliana El storage proteins 2 VGGEGOOOO
—— — - evm_27.model AmTr_ VGGEGQQQQ
407 14 pisass | 128 G'“““"'{)‘ (eruciferin A"i‘;’g:,’,’:’s AT5G44120 | %° P’;’;ﬁ";&f:"ga"°" 06 Z?O‘Se“‘:":ge 1,00E-70 52 |0,0092583| 1,69181 | 1,84846 | 0,91526 |v1.0_scaffold00067.1 | -1,38E+02 48 53 44 - 31 29412 |GIKDRHQK
9 P 2 RGOEEGQQE
— - - evm_27.model AmTr_ RGQEEGQQE
675 8 pisass | 128 G'°°“"'1" (eruciferin A’;"’ﬁo”s’s AT5G44120 |06 P’°;Z'"‘“fs""a“°" 06208l0ra0e | 100e70| 52 | 6,01E-05 | 428718 3,84318 | 1,11553 |V1.0_scaffold00067.1 |  -3,25E+01 15 53 6 . 6 0352 |QEQEQEQER
) aliana El storage proteins 2 GOEEGQQEQ
—— — - evm_27.model AmiTr_ RGQEEGQQE
793 12 p154ss | 125 Globulin (cruciferin A"i‘;’g:,’,’:’s AT5G44120 | %6 P’;’;ﬁ";&f:"ga"°" 06 Z?O‘Se“‘:":ge 1,00E-70 52 |0,0010663| 2,43627 | 6,5698 | 0,37083 [v1.0_scaffold00067.1 | -2,23E+01 12 53 4 - 4 02353 |QEQEQEQER
9 P 2 VGGEGQQQQ
— - - evm_27.model AmTr_ RGQEEGQQE
810 12 pisass | 128 G'°°“"'1" (eruciferin A’;"’ﬁo”s’s AT5G44120 |06 P’°;Z'"‘“fs""a“°" 06208l0ra0e | 100870 | 52 |0,0021851) 1,58254 | 4,0931 | 0,38664 |v1.0_scaffold00067.1| -5,03E+01 24 53 12 . 1 07050  |QEQEQEQER
) aliana El storage proteins 2 VGGEGOOOO
—— — - evm_27.model AmiTr_ RGQEEGQQE
1066 4 pis4ss | 128 Globulin (cruciferin A"i‘;’g:,’,’:’s AT5G44120 | %6 P’;’;ﬁ";&f:"ga"°" Oszfo‘se“‘:":ge 1,00E-70 52 |0,0002698| 3,70566 | 10,3468 | 0,35815 |v1.0_scaffold00067.1 |  -7,66E+00 5 53 2 - 2 01176  |QEQEQEQER
9 P 2 SEYLAGGOPR
— - - evm_27.model AmTr_ RGQEEGQQE
044 8 pisass | 128 G'°°“"'1" (eruciferin A’;"’ﬁo”s’s AT5G44120 |06 P’°;Z'"‘“fs""a“°" 062080208 | 100e70| 52 |0,0003015| 0,69549 | 7,23177 | 0,09617 [v1.0_scaffold00067.1 | -7,53E+00 5 53 2 . 2 01176  |QEQEQEQER
) aliana El storage proteins 2 SFEYLAGGOPR
— - evm_27.model AT LPENGKVDEV
926 6 P19036 H::;|7S'ﬁo(g'f2fo";’r‘|‘f" A"i‘;’g:,’,’:’s AT3G46230 | %° P’;’;ﬁ";&f:sga"°" 06 ms;ﬁ&g and | 5 00E-48 76 |0,0110232| 2,96598 | 2,57879 | 1,15015 [v1.0_scaffold00165.3 | -6,65E+01 60 18,10000038 26 24 20 65000  [K
6 LPENGKVDEV
- - evm_27.model AmTr_ VLQISGER
1065 4 P19036 H§P1(7,|4; (C'fsf 'f’"a" A’;"’ﬁo”s’s AT3G46230 | %° P’°;Z'"‘“fs""a“°" 06.01 f°b""h‘l"9 and | 200E48| 76 00005017 4,67039 | 8,73697 | 0,53455 [v1.0_scaffold00165.3 | -7,13E+00 13 18,10000038 2 . 2 05000  |[ATMENGVLTV
\eat shock prof e\ﬂ) aliana El storage stal ly 6 TVPK
— - evm_27.model AmTr AAMENGVLTV
926 6 P19037 :'iz&a:oimaf!:ﬁa; A"i‘;’g:,’,’:’s AT5GS59720 | 6 P’;’;ﬁ";&f:"ga"°" 06 015530;?1‘:?9 and | 5 00E-43 56 |0,0110232| 2,96598 | 2,57879 | 1,15015 [v1.0_scaffold00009.1 | -1,60E+01 20 18,60000038 5 3 4 12500  |TVPK
L v 9 Y 99 ADLPGLKKEE
- - GTTDDVAPFV
929 2 p1gog7 | MSP18.1 (small heat | - Arabidopsis | srggeq7aq | 06 Protein destination| 06.01 Foldingand | 4 goe 46 | 77 [0,0085309| 14,9086 | 9,38328 | 1,58885 |SY-27MOdeLAMTT_{ 4 qoe 01 16 17,79999924 2 - 2 05000  [NAR
shock protein family) | thaliana and storage stability V1.0 scaffold00136.4 TG TY.




PathogenesisTelated | o Svm_27.model AmTr_ DRGGAVCAG
331 8 P19171 protein abidopsis | AT3G12500 | 11 Diseaseldefence |11.02 Defence-related|  e-116 75 |0,0076661| 1,16096 | 0,33556 | 345981 [v1.0_scaffold00001.2 | -4,15E+01 25 34,20000076 6 - 6 05455  |GLCCSK
it 85 GGAVCAGGLC
Pathogenesis-related Arabidopsis evm_27.model. AmTr_| AIGFDGISNPD
583 10 P19171 i rablopsis | AT3G12500 | 11D 1ce | 11.02 Def lated| e-116 75 |0,0182765| 1,25654 | 2,01037 | 0,62503 [v1.0_scaffold00001.2 |  -4,19E+01 32 34,20000076 9 - 7 08182 |AVATDAVISFK
85 VPGYGVITNIIN
Pathogenesis-telated | oo evm_27.model AmTr_ GGAVCAGGLC]
689 9 P19171 protein 3 abidopsis | AT3G12500 | 11 Diseaseldefence |11.02 Defence-related|  e-116 75 | 32306 | 8,06804 | 4,88286 | 165232 [v1.0_scaffold00001.2 | -2,42E+401 2 34,20000076 5 - 5 04545  [CSK
it 5 SEPAEGTTGDT]
Pathogenesis-related Arabidopsis evm_27.model. AmTr_| SFPAFGTTGD
740 4 P19171 protein 3 rablopsis | AT3G12500 | 11D 1ce | 11.02 Def lated| e-116 75 |0,0000213| 1,2046 | 3,94075 | 0,32852 [v1.0_scaffold00001.2 | -5,82E+00 1 34,20000076 2 . 2 01818  |TATQK
it 85 VPGYGVITNIN
Pathogenesis-telated | oo evm_27.model AmTr_ WTPSAADR
810 12 P19171 protein 3 abidopsis | AT3G12500 | 11 Diseaseldefence |11.02 Defence-related|  e-116 75 |00021851) 1.58254 | 40931 | 0,38664 |v1.0_scafold00001 2 | -,13E+01 2 34,20000076 5 - 5 04545 |SFPAFGTTGD]
Pathogenesis-related Arabidopsis evm_27.model. AmTr_| WTPSAADR
982 3 P19171 protein 3 rablopsis | AT3G12500 | 11D 1ce | 11.02 Def lated| e-116 75 |00100551) 3,05388 | 272067 | 1,12123 | V1.0_scafod00001 2 | -1,05E+01 14 34,20000076 3 - 3 02127 |GNGFYTYSAFI
Pathogenesis-telaled | oo evm_27.model AmTr_ GLECGHGSDA|
1028 4 P19171 protein abidopsis | AT3G12500 | 11 Diseaseldefence |11.02 Defence-related|  e-116 75 |0,0055659| 6,06452 | 9,66228 | 062765 [v1.0_scaffold00001.2 |  -3,36E+02 86 34,20000076 88 65 62 83636 |R
it 85 GGLECGHGSD
Pathogenesis-related Arabidopsis evm_27.model. AmTr_| VLAQNCGKDR
1028 4 P19171 i rabopsis | AT3G12500 | 11D 1ce | 11.02 Def ftec| 2008:53 | 68 | 00055659| 606452 | 965228 | 0,62765 |v1.0_scalfod0001 2 | -372E+01 20 21,60000038 15 1 9 23750  |GGAVCAGGLC
Fathogenesis-related - evm_27.model AmTr_
1028 4 P19171 protein 3 A’;‘;’ﬁ:f’fj’s AT3G12500 | 11 Diseaseldefence [11.02 Defence-related| e-112 77 |0,0055659| 6,06452 | 9,66228 | 0,62765 |v1.0_scaffold00001.2 |  -5,65E+01 25 35,59999847 15 1 12 1,0667 H]?';';E'AAFL
it 82
Pathogenesis-related — evm_27.model AmiTr_
1028 4 P19171 protein 3 Arabidopsis | ar3G12500 | 11D 1ce | 11.02 Def lated| 3,00E-35 | 66  |0,0055659| 6,06452 | 9,66228 | 0,62765 |v1.0_scaffold00001.2 |  -2,48E+01 16 20,79999924 8 1 5 14286  |SFPAPGTTGD
in thaliana u TTTRKR
Pathogenesis-telaled | oo evm_27.model AmTr_ DRGGAVCAG
1036 7 P19171 protein 3 abidopsis | AT3G12500 | 11 Diseaseldefence |11.02 Defence-related|  e-116 75 |0,0026609| 3,25164 | 7,27437 | 0447 [v1.0_scaffold00001.2 | -1,57E+01 18 34,20000076 3 - 3 03636  |GLCCSK
it 85 SEPAFGTTGD
Chaperonin Arabidopsis 06 Protein destination| 06.01 Folding and ovm_27.model.AmTr_| EKLEDADER
252 3 P21238 | (Chaperonin-60kD, rabiopsis. | AT2G28000 rotein des o 000E+00| 93 |0,0016951| 4,19739 | 3,87379 | 1,08354 [v1.0_scafiold00009.2 | -1,61E+02 53 61,09999847 38 - 30 13793 |VGAATETELE
ch60. CPN6Q) 9e Stabiity 7 DRK
Chaperonin Arabidopsis 06 Protein destination| 06.01 Folding and evm_27.model AmTr_| VGAATETELE
1066 4 P21208 | (Chaperorin GOKD, abidopsis | T2a28000 oo iy 0008400 | 83 |00002658] 370565 | 10,3468 | 0.35815 v1.0_scafold0000S.Z |  -5926+00 6 61,00999847 2 - 2 ooe0 foR
chéo_Ci s¢
Superoxide dismutase | Arabidopsis evm_27.model. AmTr_| HAGDLGNVTV
269 6 P24704 d AT1G08830 | 11D ce | 11.06 D 200674 | 84  [00024029] 140422 | 08639 | 1,62545 |v1.0 scaffold00057.1 |  -1,48E+01 20 17,79999924 4 - 4 08000  |GEDGTANF
(Cuizn) thaliana " N v
Superoxide dismutase |  Arabidopsis evm_27.model AmTr_| AVVVHADPDD
944 8 P24704 d AT1G08830 | 11D ce | 11.06 D 1| 200e74| 84 [0,0003015| 0,69549 | 7,23177 | 0,09617 |v1.0_scaffold00057.1 |  -1,11E+01 27 17,79999924 2 - 2 04000  [LGK
(Cu/zn) thaliana 30 HAGDLGNVTV
Superoxide dismutase | Arabidopsis evm_27.model. AmTr_| EHGAPEDENR]
1070 4 P24704 d AT1G08830 | 11D ce | 11.06 D 200674 | 84 [00050128| 2,3629 | 4,83628 | 048858 |v1.0_scaffold00057.1 |  -8,51E+01 53 17,79999924 23 - 18 46000 |AVVVHADPDD
(Cuizn) thaliana " A
arabdopss evm_27.model AmTr_ HIANLAGNK
349 | 58| 3 P25696 Enolase abidopsis | T2636530 02 Energy 0201 Ghcolysis | O00E#00 | §3 | 336E05 | 025222 024991 | 100927 |11.0_scaflld00O41.3 | 290401 12 47,90000153 4 - 4 0105 |VaVGDDLLYT
Arabidopsis evm_27.model. AmTr_| VVIGMDVAAS
236 3 P25696 Enolase rabiopsis | AT2G36530 02 Energy 02.01 Glycolysis | 0,00E+00| 93 |0,0074384| 1,27937 | 2,72956 | 0,46871 |v1.0_scaff0ld00041.3 |  -1,90E+01 6 47,90000153 2 . 2 00952  [EFYDSK
4 LGANAILAVSL
arabdopas evm_27.model AmTr_ FIANLAGNK
407 14 P25696 Enolase abidopsis | T2636530 02 Energy 02.01 Glycolysis | 0,00E+00| 93 |0,0092583| 1,69181 | 1,84846 | 091526 |v1.0_scaffold00041.3 |  -9,19E+01 40 47,90000153 14 - 13 07143 |LTAEIGEK
4 DGGSDYLGK
Arabidopsis evm_27.model. AmTr_| GNPTVEVDVG
432 4 P25696 Enolase rabiopsis | AT2G36530 02 Energy 02.01 Glycolysis | 0,00E+00| 93 |0,0133909| 2,25306 | 1,32966 | 1,69447 |v1.0_scaffold00041.3 |  -1,98E+01 14 47,90000153 3 - 3 01905  |LSDGTCHR
4 VQIVGDDLLVT
arabdopas evm_27.model AmTr_ HIANLAGNK
488 10 P25696 Enolase abidopsis | T2636530 02 Energy 02.01 Glycolysis | 0,00E+00| 93 [0,0120942| 15885 | 2,29785 | 0,6913 |v1.0_scaffold00041.3 | -6,86E+01 28 47,90000153 1 - 9 05714 |KPVEPY
4 DGGSDYI GK
Arabidopsis evm_27.model. AmTr_| HIANLAGNK
467 1 P25696 Enolase rabopsis | AT2G36530 02 Energy 02.01 Glycolysis | 0,00E+00 | 93 [0,0173342| 0,83843 | 2,86452 | 0,20269 |v1.0_scaffold00041.3 |  -5,21E+01 23 47,90000153 9 - 7 04286  |TYDLNFKEEN
4 NDGSQK
arabdopas evm_27.model AmTr_ HIANLAGNK
471 8 P25696 Enolase abidopsis | T2636530 02 Energy 02.01 Glycolysis | 0,00E+00| 93 | 0,004315 | 0,79614 | 2,66316 | 0,31061 |v1.0_scaffold00041.3 |  -5,42E+01 25 47,90000153 1 - 9 05238  |DGGSDYLGK
4 ACNALLLK
Arabidopsis evm_27.model. AmTr_| GNPTVEVDVG
600 6 P25696 Enolase rabiopsis | AT2G36530 02 Energy 02.01 Glycolysis | 0,00E+00 | 93 |0,0178552| 5,14912 | 4,89334 | 1,05227 |v1.0_scaffold00041.3 |  -1,25E+01 7 47,90000153 2 . 2 00952 |LSDGTCHR
4 VVIGMDVAAS
arabdopas evm_27.model AmTr_ VVIGMDVAAS
638 4 P25696 Enolase abidopsis | T2636530 02 Energy 02.01 Glycolysis | 0,00E+00| 93 |0,0027807| 7,4861 | 4,88871 | 1,53131 |v1.0_scaffold00041.3 | -1,59E+01 6 47,90000153 2 - 2 00952  |EFYDSK
4 LGANAILAVSL
Arabidopsis evm_27.model. AmTr_| HIANLAGNK
1002 14 P25696 Enolase rabiopsis. | AT2G36530 02 Energy 02.01 Glycolysis | 0,00E+00| 93 [0,0179685( 1,00507 | 2,65214 | 0,37896 |v1.0_scaffold00041.3 |  -1,46E+02 4 47,90000153 29 - 2 14762 [MGVEVYHHLK
4 KPVEPY
arabdopas evm_27.model AmTr_ VVIGMDVAAS
1065 4 P25696 Enolase abidopsis | T2636530 02 Energy 02.01 Glycolysis | 0,00E+00| 93 |0,0005017| 4,67039 | 8,73697 | 0,53455 |v1.0_scaffold00041.3 |  -1,13E+01 6 47,90000153 2 - 2 00952  |EFYDSK
4 LGANAILAVSL
Arabidopsis evm_27.model. AmTr_| IEEELGAEAVY
743 7 P25696 Enolase rabliopsis | AT2G36530 02 Energy 02.01 Glycolysis | 0,00E+00| 93 |0,0033999( 0,72625| 3,326 | 0,21836 |v1.0_scaffold00041.3 | -1,90E+01 7 47,90000153 2 . 2 00952  |AGANFR
— e
- - evm_27 model AmiTT
959 1 P20448 Thioredoxin Arabidopsis | araggqg3g |06 Protein destination| - 06.01 Foldingand | g goe 37 | 78 |0,0062709| 0,12046 | 1,18719 | 0,10147 |v1.0_scaffold00002.3 |  -2,07E+01 39 13,39999962 8 . 6 11250  |VDVDELK
thaliana and storage stability 23 EOVGVIIPCHT
Arabidopsis evm_27.model. AmTr_| AEQPKPVTQK
407 14 P29525 Oleosin type 1 rabopsiS | AT4G25140 | 09 Cell structure 0999 Others | 1,00E-25 | 82 |0,0092583| 1,69181 | 1,84846 | 0,91526 [v1.0_scafiold00056.1 | -6,01E+00 14 15,39999962 2 - 2 1,0000  |AKaveayva
60 oK
Leucine Arabidopsis 06 Protein destination evm_27.model AmTr_| PGDIVTASNGK|
331 8 P30184 Leucing d AT2G24200 06.13 Proteolysis | 0,00E+00 | 78 |0,0076661| 1,16096 | 0,33556 | 345981 [v1.0_scaffold00065.2 | -1,11E+02 65 54,79999924 23 - 20 08966 | TIEVNNTDAEG
aminopeptidase thaliana and storage 04 R




evm_27.model AmTT_|

N - - TIEVNNTDAEG|
424 9 P30184 v"e“°":% A’;"’ﬁo”s’s AT2G24200 | %6 P’°;Z'"‘“fs""a“°" 06.13 Proteolysis | 0,00E+00| 78 |0,0156606| 1,00376 | 0,52462 | 1,91332 [v1.0_scaffold00065.2 | -2,13E+01 7 54,79999924 3 3 01034 |R
aminopeptidase aliana El storage 04 GLTFDSGGYN
Leucine Arabidopsis 06 Protein destination evm_27.model. AmTr_| VYACNQGVEK
325 2 P30184 i s rablaopsis | AT2G24200 | % Proten destn 06.13 Proteolysis | 0,00E+00 | 78 |0,0046381| 1,89829 | 1,01019 | 1,87914 [v1.0_scaffold00065.2 | -1,34E+02 43 54,79999924 23 21 08276  |PGDIVTASNGK|
pep! 9 04 TIEVNNTDAEG
Leucine Arabidopsis 06 Protein destination evm_27.model AmTr_| TIEVNNTDAEG)
782 9 P30184 amiepeiase aiiobsis. | aT2a4200 | % P Sesin 06.13 Proteolysis | 0006400 78 [0,0008529| 0,74675 | 3,14802 | 0,23721 |v1.0_scaffold00065.2 |  -2,04E+01 15 54,79999924 5 5 02069 |R
o4 OAANVGVLLA
Translationally- Arabidopsis 03 Cell 03.26 Growth evm_27.model. AmTr_| EGEGVDDQAV|
1058 2 P31265 | controlled tumor protein| ASP0%PSIS | aTagrgea0 | 03 EEN 320 Brow 200675 | 79 [0,0010558| 1,54866 | 3,87352 | 0,39981 V1.0 scaffold00045.3 |  -3,06E+01 36 19 2 8 17143 |k
homoloa 9 9 19 GADEGEGVDD)
- IQQVSMESNG
313 | 41 2 P34795 Phosphoglucose | - Arabidopsis | Arsc49740 02 Energy 02.01 Glycolysis | 0,00E+00| 82  |0,0073752| 0,55087 | 0,19930 | 2,76283 [8YM-27-modelLAMTE_| 4 gop o) 58 62,40000153 54 32 20000 [K
isomerase thaliana V1.0 scaffold00111.63 K MNDSER
Chorismate mutase | Arabidopsis evm_27.model. AmTr_| MYYDELLPR
743 7 P42738 it abopsiS | AT3G29200 | 01 Metabolism | 01.01AminoAcid | 2,006-85 | 69 |00033999| 0.72625 | 3,326 | 0,21836 [v1.0_scaffold00065.1 | -1,28E+01 1 33,00999847 3 3 02727  |AMVFGQEVSL
98 DGK
NEDDGactvatng | Arabidopers evm_27.model AmTr_ TWGEQGQEAL
325 2 Pa2744 abid AT1G05180 [10 Signal transduction| 1099 Others | 0,00E+00 | 81  |0,0046381| 1,89829 | 1,01019 | 187914 [v1.0_scaffold00037.8 | -7,87E+00 4 58,59999847 2 2 00909  |EK
enzyme aliana 7 SYGLTGLVR
Arabidopsis evm_27.model. AmTr_| EAIWCGSTNS
583 10 P46637 Arginase abopsiS | AT4G08900 | 01 Metabolism | 0101 Aminoacid | e-168 92 |0,0182765| 1,25654 | 2,01037 | 0,62503 [v1.0_scaffold00002.2 | -1,93E+01 23 36,70000076 5 5 03571  |TTETGK
56 DRDLLENLK
T2 The ot | Aranidopers i evm_27.model AmTr_ AASSDELTVEE]
743 7 P48348 abid AT5G65430 | 04 Transcription | 04.1901 General TFs|  e-124 93 |0,0033999| 0,72625| 3,326 | 0,21836 [v1.0_scaffold00135.2 | -2,23E+401 20 27,89999962 5 4 04000 |R
aliana 7 EAAEDTMLAY
Triosephosphate Arabidopsis . evm_27.model. AmTr_| IIYGGSVNGAN
768 6 P48491 osephosph rabliopsis | AT3GS5440 02 Energy 02.01 Glycolysis | e-114 87 |00010332| 1,85717| 5783 | 032114 [v1.0_scafiold00012.1 | -1,34E+01 14 27,20999924 3 3 02500 |CK
64 VIACVGETLEQ
Tosenrouhae | Arabidopsrs ) evm_27.model AmTr_ VIAGVGETLEQ
774 4 P48491 ° e AT3G55440 02 Energy 02.01 Glycolysis | e-114 87 |0,0178635| 2,04497 | 3,67878 | 055588 [v1.0_scaffold00012.1 | -1,50E+01 22 27,20999924 4 4 03333 |R
isomerase aliana 64 VATPAQAQEV
Triosephosphate Arabidopsis . evm_27.model. AmTr_| ESGSTMDVVA
789 7 P48491 osephosph rabliopsis | AT3GS5440 02 Energy 02.01 Glycolysis | e-114 87 | 0017244 | 1,64782| 194 | 084939 [v1.0_scafiold00012.1| -1,77E+01 21 27,20999924 5 5 04167  |AQTK
64 VAYALSR
Tosenrouhae | Arabidopsrs ) evm_27.model AmTr_ ESGSTMDVVA
790 8 P48491 ° e AT3G55440 02 Energy 02.01 Glycolysis | e-114 87 | 526-05 | 1,00671| 3,80321| 0,2647 [v1.0_scaffold00012.1 | -3,02E401 25 27,20999924 5 5 04167  |AQTK
isomerase aliana 64 VAYAL SR
Triosephosphate Arabidopsis . evm_27.model. AmTr_| CNGTVEEVK
782 9 P48491 osephosph rabliopsis. | AT3GS5440 02 Energy 02.01 Glycolysis | e-114 87 |0,0006529| 0,74675 | 3,14802 | 0,23721 [v1.0_scaffold00012.1 |  -6,66E+01 45 27,20999924 16 14 14167 |VSPAVAASTR
64 CNGTVEEVKK
Tosenrouhae | Arabidopsrs ) evm_27.model AmTr_ ESGSTMDVVA
796 |180| 2 P48491 ° abid AT3G55440 02 Energy 02.01 Glycolysis | e-114 87 |0,0017072| 0,12213 | 0,24349 | 050157 [v1.0_scaffold00012.1 | -1,21E+01 15 27,20999924 3 3 02500  |AQTK
isomerase aliana 64 IIYGGSVNGAN
Arabidopsis evm_27.model. AmTr_| NTISGRPEK
35 | 66| 3 P48641 | Glutathione reductase | ASP19PSIS | AT3G24170 | 11 D1 ce | 11.06 D 000E+00 | 69 |0,0027293| 0,30401 | 0,15949 | 1,90621 [v1.0_scafiold00067.1 |  -5,62E+401 30 57,5 1 1 04583  |SEQQAVEQAK
36 LVNSHTVEVT
pr— evm_27.model AmTr_ FAGDDAPR
25 | 19| 6 P53492 Actin7 abidopsis | ATSG09810 | 09 Cellstructure | 09.04 Cytoskeleton | 0,008+00 | 99 [0,0059659) 070174 | 0,26816 | 2,61681 |v1.0 scaffold00018.1 |  -2,18E+01 14 41,59999847 6 6 04000  |VGMGQKDAYV|
o4 GDFAGSK
Arabidopsis evm_27.model. AmTr_| FAGDDAPR
235 | 19| 6 P53496 Actin 11 abopsiS | AT3G12110 | 09 Cellstructure | 09.04 Cytoskeleton | 000E+00 | 98 |0,0059659| 0,70174 | 0,26816 | 261681 [v1.0_scaffold00044.6 | -2,18E+01 14 43,90000153 6 6 03750  |VGMGQKDAYV|
1 GDEAQSK
pr— evm_27.model AmTr_ FAGDDAPR
25 | 19| 6 P53496 Actin 11 abiopsis | AT3G12110 | 09 Cellstructure | 09.04 Cytoskeleton | 0,008+00 | 99 [0,0059659) 070174 | 0,26816 | 2,61681 |v1.0_scaffold00062.1 |  -2,18E+01 14 415 6 6 04000  |VGMGQKDAYV|
aliana 82 GDEAQSK
Arabidopsis evm_27.model. AmTr KLDATADELSE
564 8 P57106 | Malate dehydrogenase d AT5G43330 02 Energy 0210 TCApathway | 6,00E-49 | 84 | 0,011869 | 1,64894 | 2,36483 | 0,65499 [SVT-27-MOdCLAMTE | 5409 40 12,30000019 5 3 1,0000
thaliana V1.0 scaffold01428.1
= KL DATADELSE|
Arabidopsis evm_27.model AmTr KLDATADELSE|
583 10 P57106 | Malate dehydrogenase 10PSIS | AT5G43330 02 Energy 0210 TCApathway | 6,00E-49 | 84  |0,0182765| 1,25654 | 2,01037 | 0,62503 [SVT-27-MOdCLAMTE | 4 49,09 2 12,30000019 3 3 06000  |EK
thaliana V1.0 scaffold01428.1 K TADELSEF
UDP-glucose Arabidopsis 01.05 Sugars and evm_27.model. AmTr_| LASAVAGLNQI
a6 | 51| 3 PSTIST | oot ooiase | ol | ATSG17310 | 01 Metabolism s e | 000E+00 | 78 |0,0001011] 018479 | 017894 | 1,03268 |V1.0_scaffold00044.4 | -4,20E+01 16 52,20000076 6 6 02308  |SESEK
2 EGCINLVSR
- evm_27.model AmTr_ AAVATKPASSE
49 | 58| 3 P57751 UDhP'g";‘”sf A’;"’ﬁo”s’s AT5G17310 | 01 Metabolism 01.05 Sugars da"d 000E+00| 78 | 3,36E-05 | 0,25222 | 0,24991 | 1,00927 |v1.0_scaffold00044.4 | -4,50E+01 27 52,20000076 9 9 03462  [SEK
pyrophosphorylase aliana polysaccharides 2 L OSAVAGLNOI
UDP-glucose Arabidopsis 01.05 Sugars and evm_27.model. AmTr_| AAVATKPASSE
402 3 P57751 oSt e | onobSiS | ATSG17310 | 01 Metabolism 05 Sugareand 1 0.00E+00| 78 |0,0116642| 0,72452 | 474682 | 015263 |v1.0_scaffold00044.4 |  -6,85E+00 5 52,20000076 2 2 00769 |SEK
pyrophosphory poly: 2 FFDQAIGINVP
pr— evm_27.model AmTr_ AVSTEEGEQF
833 6 P92963 | Ras-related protein a0iopSiS | ATa17170 | 08 Invacelluar taffic|  08.07 Vesicular | e-108 90 |0,0133914| 4,64276 | 2,00855 | 2,31381 [v1.0_scaffold00166.2 | -2,02E+01 32 23,20000076 4 4 0,3571
aliana 2 YIIGDTGVGK
) | Arabidopsis 12 Unclear 12 Unclear evm_27.model. AmTr_| SSQNPGVITIA
799 8 P92999 | Germin-iike protein abliopsis | Ascagteo | 2 Unclear aluncleat | 200872 | 77 [0,0125632] 1,10491 | 240277 | 045985 |v1.0_scaf0ld00089.6 |  -1,53E+01 18 23,39999962 3 3 06000  |K
8 LQDECVADNY
Vaouolar soring | Arabidops ) evm_27.model AmiTr_ AEQDSQIGHG
459 | 86| 4 P93026 : abid AT3G52850 | 08 Intracellular traffic|  08.13 Vacuolar | 0,00E+00 | 73 |0,0037057| 0,46074 | 0,36244 | 1,27121 [v1.0_scaffold00077.7 |  -7,61E+01 2 69,40000153 20 15 07333 |AR
receptor aliana 8 ESI PHPDER
Arabidopsis 01.05 Sugars and evm_27.model. AmTr_| IDYQDR
302 | 38| 2 P94078 | Alpha-mannosidase | ASPOPSIS | AT3G26720 | 01 Metabolism 05 Sugareand 1 0.00E+00| 81 | 0,000044 | 0,50421 | 02155 | 275736 |v1.0_scaffold00016.6 |  -3,03E+01 6 114,9000015 7 6 01628  |VMSGYYMAAR
poly: 8 EQSEAMOAVV
pr— T S— evm_27.model AmTr_ TTEMSLSANQE]
424 9 P94078 | Alpha-mannosidase | A/2OPSS | aTaGa6720 | 01 Metabolism 0o Sugare a4 | 0,00E+00 | 81 |0,0156606| 1,00376 | 052462 | 1,91332 |v1.0_scaffold00016.6 | -1,35E+01 4 114,9000015 3 3 00698  |R
aliana polysaccharides 8 L AHLYEAGED
Ketol-acid Arabidopsis evm_27.model. AmTr_| MVDNCSTTAR
291 2 Qoszss | Ketokadd abWopsiS | AT3G58610 | 01 Metabolism | 01.01AminoAcid | 000E+00| 80 |0,0003834| 2,93432 | 2,88705 | 1,01637 |v1.0_scaffold00021.4 | -1,17E%02 30 6340000153 23 19 12632 |GSQGPAQAQ
2 NLR
p— pr— evm_27.model AmTr_ VSMPAVKPEK
204 8 Q05758 - a0idopsis | AT3GS8610 | 01 Metabolism | 0101 AminoAcid | 0,00E+00| 80 [0,0070497| 375653 | 4,0454 | 0,92859 v1.0 scaffold00021.4 | -9,1E+01 28 63,40000153 18 13 10526 [ISDAAQADTYE|
reductoisomerase aliana 2 K




evm_27.model AmTT.

NCAPLMVR

743 7 QIPERG | Ascorbate peroxidase | A7POPSIS | AT3G09640 | 11D ce | 11.06 D 1| 30099 | 79 [00033999| 0,72625| 3,326 | 0,21836 |v1.0 scaffold00023.3 | -1,87E+01 19 27,79999924 5 - 5 04167  |GANAGLDIAVR]
36 AGLDIAVR
Arabidopsis evm_27.model. AmTr_| DIVALSGAH
740 4 QUPERS | Ascorbate peroxidase | A2099PSIS | AT3G09640 | 11 D ce | 11.06 D 300E-99 | 79 [00009213| 1,2046 | 3,94075 | 0,32852 |v1.0 scaffold00023.2 |  -4,31E+01 2 27,79999924 8 - 7 06667  |GANAGLDIAVR|
36 DIVALSGAHTL
arabdopas evm_27.model AmTr_ LPDATKGPDH
774 4 QIPERG | Ascorbate peroxidase | A7P0PSIS | AT3G09640 | 11D ce | 11.06 D 1| 30099 | 79 [00178635| 2,04497 | 3,67878 | 0,55588 |v1.0_scaffold00023.3 |  -8,04E+01 52 27,79999924 16 - 14 13333 [IR
36 CYPEVCEEYQ
Arabidopsis evm_27.model. AmTr_| GANAGLDIAVR|
789 7 QUPERS | Ascorbate peroxidase | A2099PSIS | AT3G09640 | 11D ce | 11.06 D 300E-99 | 79 | 0017244 | 1,64782| 1,94 | 084939 |v1.0 scaffold000232 | -1,46E+01 17 27,79999924 5 - 5 04167  |AGLDIAVR
36 ALIEDPAFHPY
arabdopas evm_27.model AmTr_ GANAGLDIAVR
790 8 QIPERG | Ascorbate peroxidase | A7POPSIS | AT3G09640 | 11D ce | 11.06 D 1| 30099 | 79 | 526E-05 | 100671 | 3,80321 | 0,2647 V1.0 scaffold00023.3 |  -7,35E+00 13 27,79999924 2 - 2 02500  |DIVALSGAHTL
36 GR
Arabidopsis evm_27.model. AmTr_| AGLDIAVR
802 8 QUPERS | Ascorbate peroxidase | A2099PSIS | AT3G09640 | 11D ce | 11.06 D 300E-99 | 79 [00053343| 1,5642 | 3,66597 | 042668 |v1.0 scaffold00023.2 |  -1,10E+01 15 27,79999924 3 - 3 02500  |DIVALSGAHTL
36 GR
arabdopas evm_27.model AmTr_ DIVALSGAFTL
810 12 | QIPER6 | Ascorbate peroxidase | POPSIS | AT3G0g640 | 11D ce | 11.06 D 1| 30099 | 79 [0,0021851| 158254 | 40931 | 0,38664 |v1.0 scaffold00023.3 |  -7,78E+00 9 27,79999924 2 - 2 01667 |GR
36 EGLLQOILPSDK
Rossmann-fold NAD(P)| 2 Onetenr 2 Unonr evm_27.model AmiTr VHFSELVK
638 4 Q29034 binding domain- abliopsis | ATsGigas0 | 2 Unclear 2 dntear 139 86 |00027807| 74861 | 4,88871| 153131 [v1.0_scaffold00025.3 | -5,53E+01 4 35,20000076 2 10 12 08000  |CVDENPFPPK
inina brotein 67 RVVILTSSVAAV
Rossmann-fold NADPP)| 2 Uncionr 2 Uncioar evm_27.model AmTr_ [LAYEVPSASG
638 4 Q29034 binding domain- abidopsis | aTsroaso | - f2Undear 2 undear e-111 75 |0,0027807| 74861 | 4,88871| 153131 [v1.0_scaffold00025.3 | -1,93E+01 10 37,90000153 5 3 4 03333 |R
inina brotein 66 DVAEAHILAYE
Rossmann-fold NADP)| 2 Onetenr 2 Unonr evm_27.model AT GYTVOATVR
1018 9 Q29034 binding domain- abliopsis | ATsGigas0 | 2 Unclear 2 dnlear 139 86 | 7.51E-05 | 2,87435 | 3,95283 | 0,72716 [v1.0_scaffold00025.3 | -8,04E+00 6 35,20000076 2 . 2 01333 |TLAEEAAWDF
inina brotein 67 AK
- - evm_27 model AmiTT [GAGQVIK
220 4 Q38931 Rotamase A’;‘;’ﬁ:f’fj’s AT3G25230 | %° Pz’r"z";“;f:""a“°" 06.01 f°b'°“l"9 and | go0E+00| 75  [0,0013779| 2,6839 | 252121 | 1,06453 |v1.0_scaffold00087.2 |  -1,58E+01 10 65,90000153 5 . 5 03158  |LEEDGTIVSK
9e stabiity 0 YIEYDTSFSEE
Serefthreonine- — evm 27 model AmiTT
252 3 Q38950 | protein phosphatase 2a|  7aP%PSIS | ATaGo5800 (10 Signal transauction| 190407 000E+00| 96 |0,0016951| 4,19739 | 3,87379 | 1,08354 [v1.0_scafiold00048.4 | -6,00E+00 3 65,40000153 2 . 2 00760 |TAATYEPNYLK]
(subunit A beta) thaliana osphatases M
- - evm_27 model AmiTT
467 11 Q39043 HSP70 (Luminal |~ Arabidopsis | \p5gp099 | 06 Protein destination) 06.01 Foldingand | g goe00 | 88 [0,0173342| 0,83843 | 2,86452 | 0,20269 |v1.0_scaffold00009.3 |  -8,20E+00 5 73,19999695 2 - 2 01200 |VENANDAGNR
binding protein 2) thaliana and storage stability 0 FEELNNDLFR
. } . evm_27.model. AmTTr_
471 8 Q39043 :SF.WO (Luminal Arabidopsis | ap5a4p00 |06 Protein destination| - 06.01 Folding and | 4 56,50 88 0,004315 | 0,79614 | 2,56316 | 0,31061 [v1.0_scaffold00009.3 | -1,24E+01 3 73,19999695 2 1 2 00800 |NEIEEIVLVGG
inding protein 2) thaliana and storage stability w STR
- - evm_27.model AmiTT
1002 14 Q39043 HSP70 (Luminal | Arabidopsis | \pggp099 | 06 Protein destination) 06.01 Foldingand | g goe00 | 88 [0,0179685| 1,00507 | 2,65214 | 0,37896 |v1.0_scaffold00009.3 |  -8,28E+00 3 73,19999695 2 - 2 00800 |VENANDAGNR
binding protein 2) thaliana and storage stability 10 FEELNNDLFR
NADP-dependent Arabidopsis evm_27.model. AmTr_| VVVEVARE
600 6 Q39173 | alkenal double bond | AP | ATsG16990 | 11D ce | 11.06 D 300E-86 | 85 |00178552| 514912 | 4,89334 | 1,05227 |v1.0 scaffold00013.6 |  -5,05E+01 40 23 9 - 8 09000  [SIGCYWWGSA
reductase 2 GSK.
NADP-dependent | o evm_27.model AmTr_ ISEYNQEEPAG
790 8 Q39173 | alkenal double bond | A@POPSIS | ATsG16990 | 11D ce | 11.06 D 1| 30086 | 85 | 526E-05 | 100671 | 3,80321 | 0,2647 V1.0 scaffold00013.6 | -2,92E+01 2 23 5 - 5 05000  |VR
reductase 2 SIGCYVVGSA
NADP-dependent Arabidopsis evm_27.model. AmTr_| ISEYNQEEPAG]
1013 6 Q39173 | alkenal double bond | AP | ATsG16990 | 11D ce | 11.06 D 300E-86 | 85 | 2,22E-05 | 146601 | 3,04975 | 04807 V1.0 scaffold00013.6 | -2,13E+01 2 23 5 - 5 05000  |VR
2T ogT AT VASVMIETDR
; - evm_27 model AmiTT
808 9 Q42539 Pl)'°r':e‘;‘hL|:f:::";f::e'e A’;‘;’ﬁ:f’fj’s AT3G48330 | 11D ce | 11.06 D 1| 4.00E-94 | 85  [0,0012118| 3,14807 | 4,15446 | 0,75797 |v1.0_scaffold00166.1 | -6,54E+00 1 29 2 - 2 02000  [SPAAPLLQEG
V! 4 SLQIHVGDGR
] Arabidopsis evm_27.model.AmTr_| NCDNFQVTK
979 3 Q42560 Aconitase o AT4G35830 02 Energy 0210 TCA pattway | 0.00E+00| 84 |0,0002014| 2,38364 | 3,23099 | 0,73569 [*)D2TMOIOLMIL 1 46E402 40 93,19999695 32 14 27 12222 PGQDISWTD
aliana V1.0 scaffol . bea
- FSFHGK
980 2 Q42560 Aconitase Arabidopsis | xr4G35830 02 Energy 02.10 TCA pathway | 0,00E+00 | 84  |0,0158731| 2,68389 | 34203 | 07847 [SYM-27-modelLAMTL | 4 o4p o) 44 93,19999695 48 17 36 18519 |NCDNFQUTK
thaliana V1.0 scaffold00115. 1 e
Arabidopsis evm_27.model. AmTr_| DAGPNETVR
591 1 Q43729 Peroxidase rabliopsis | ATsG17820 | 11D ce | 11.06 D 300E-97 | 71 [00062419] 0,95562 | 10215 | 0,09355 |v1.0 scaffold00018.8 |  -3,45E+01 2 35,59999847 6 - 6 03158  |LCGSSSLPTV
6 R
arabdopas evm_27.model AmTr_ DAGPNETVR
608 1 Q43729 Peroxidase abidopsis | aTs17820 | 1101 ce | 11.06 D 1| 30097 | 71 [0,0051106| 1,18249 | 11,3794 | 0,10392 |v1.0 scaffold00018.6 | -1,35E+01 1 35,59999847 3 - 3 01579  |DAVALSGGPS
6 YPIPTGR
Arabidopsis evm_27.model. AmTr_| DAGPNETVR
1015 1 Q43729 Peroxidase rabliopsis | ATsG17820 | 11D ce | 11.06 D 300E-97 | 71 | 0,003793 | 0,59093 | 64544 | 0,09155 |v1.0 scaffold00018.8 | -3,82E+01 31 35,59999847 8 - 8 04737  |LFNFQGTGKP
6 DPSMDTALVS
arabdopas evm_27.model AmTr_ DAGPNETVR
1017 2 Q43729 Peroxidase abidopsis | aTs17820 | 1101 ce | 11.06 D 1| 30097 | 71 [0,0066763| 0,84286 | 12,0481 | 0,06996 |v1.0_scaffold00018.6 |  -2,48E+01 18 35,59999847 5 - 5 02632  |DAVALSGGPS
6 YPIPTGR
e p— 20 Secona 201 evm_27.model AmTr_ GEICVAGSR
331 8 Qs6YU0 dohyionamso rabliopsis | AT3G24503 9| phenyipr o146 79 |0,0076661| 1,16096 | 0,33556 | 345981 [v1.0_scafiold00078.1 |  -5,52E+401 41 42,20999924 11 - 10 05238  |VAFTGSTEVG
enalics 94 R
arabdopas evm_27.model AmTr_ EVITEEGVVA]
467 1 Q68015 | Glutathione hydrolase | A/249PSIS | aT4G30650 | 11D ce | 11.06 D V| e178 69 |0,0173342| 0,83843 | 2,86452 | 0,20269 [v1.0_scaffold00002.8 | -9,81E+00 5 62,90000153 2 - 2 00952 |ADDGR
0 ISPYLYYQMTO)]
Arabidopsis evm_27.model. AmTr_| DMYANDPSAK
471 8 Q68015 | Glutathione hydrolase | AS219PSIS | AT4G3g650 | 11 D ce | 11.06 D 6176 69 | 0,004315 | 0,79614 | 2,66316 | 0,31061 [v1.0_scafiold00002.8 | -8,19E+01 27 62,90000153 2 13 16 10476 |YQMTQTEAAI
0 R
- evm_27 model AmiTT
an 8 Q68015 | Glutathione hydrolase A’;‘;’ﬁ:f’fj’s ATAG39650 | 11D wce | 11.06 D | e-108 72 | 0004315 0,79614 | 256316 | 0,31061 |v1.0_scaffold00002.8 | -3,11E+01 23 38,79999924 10 1 7 09091 z’;NGLVDAYD
2
Arabidopsis evm_27.model. AmTr_| ETAPAAASR
488 10 Q68015 | Glutathione hydrolase | AS299PSIS | AT4G3g650 | 11 D ce | 11.06 D 6176 69 |00120042| 15885 | 2,20785| 0,6913 [v1.0_scaffold00002.8 | -3,52E+401 15 62,90000153 7 - 6 03810  |DMYANDPSAK
0 EVITEEHGVVA
arabdopas evm_27.model AmTr_ DMYANDPSAK
1002 14 Q68015 | Glutathione hydrolase | A/249PSIS | aT4G30650 | 11D ce | 11.06 D V| e178 69 |0,0179685| 1,00507 | 2,65214 | 0,37896 [v1.0_scaffold00002.8 | -2, 11E+01 10 62,90000153 5 - 4 02381  |EVITEEHGWA
0 ADDGR




- - Svm_27.model AmTr_ NAQLPNPR
799 8 arpst | 208 p'°l§ea.5t°é"§ (beta A’;"’ﬁo”s’s AT5G40580 | %° P’°;Z'"‘“fs""a“°" 06.13 Proteolysis | e-135 93 [0,0125632 1,10491 | 2,40277 | 0,45985 |v1.0_scaffold00088.1 | -8,08E+00 9 29,30999962 3 . 3 03750  |ATEGPIVCDK
subunit B-2) aliana and storage 26 TTIVGLVEK
p— 20 Seconda 201 evm_27.model AmTr_ NPLLHTVR
895 4 Q84TH6 |  Dirigent protein 23 rablaopsis | AT2G21100 9| phenyipr 100633 | 64 |0,0015653| 1,69054 | 104031 | 0,1625 |v1.0 scaffold00041.7| -7,02E+01 52 205 2 - 10 16250  |LHDLLVAEKPT
enolics 33 AVPVSEAK
& pr— 2,07 Pentoms evm_27.model AmTr_ GAFTVLSGG
740 4 | Qsswwz | Phosphogluconolacton| APOPSIS | AT5G24400 02 Energy o7 Pen 20090 | 80  [00009213| 1,2946 | 3,94075 | 0,32852 |v1.0 scaffold00027.2 |  -6,41E+00 1 29,60000038 2 - 2 02222 [SLIK
ase aliana phosphate 7 LLVFENEEELM|
12-oxophytodienoate | Arabidopsis ovm_27.model.AmTr_| QLKPQLR
488 10 | oseves opytodi abopsiS | AT1G76690 | 01 Metabolism | 01.06 Lipid and sterol|  e-166 87 |00120042| 15885 | 2,20785| 0,6913 [v1.0_scaffold00071.2 | -1,22E402 61 38,79999924 30 15 25 20000 |TDQYGGSLEN
07 R
- - evm_27.model AmTr_ TORYGGSLEN
488 10 Q8GYB8 12“’*"‘;““;""9""3‘9 A’;"’ﬁo”s’s AT1G76690 | 01 Metabolism | 01.06 Lipid and sterol|  e-169 76 |0,0120042| 15885 | 2,20785| 0,6913 |v1.0_scaffold00071.2 |  -1,26E+02 56 41,90000153 2 12 23 14444 |R
reductase aliana 06 QL SPOVDANQ
12-oxophytodienoate | Arabidopsis evm_27.model. AmTr_| GNFISTGGHT
488 10 | oseves opytodi abopsiS | AT1G76690 | 01 Metabolism | 01.06 Lipid and sterol|  e-163 85 |00120042| 15885 | 2,20785| 0,6913 [v1.0_scaffold00071.2 | -5,57E+01 40 41,40000153 14 8 13 077178 |K
08 TDQYGGTLEN
- - evm_27.model AmTr_ QLSPQVDANQ
510 9 Q8GYB8 12“’*"‘;““;""9""3‘9 A’;"’ﬁo”s’s AT1G76690 01 Metabolism | 01.06 Lipid and sterol|  e-169 76  |0,0003295| 2,01724 | 2,58062 | 0,78169 [v1.0_scaffold00071.2 | -3,12E+001 24 41,90000153 8 5 8 4,44E-001 |INK
reductase aliana 06 VSNYGYOQPNG
N B B evm_27.model. AmTr_|
510 9 Qseysg | '2oxophytodiencate | Arabidopsis | aryg76690 01 Metabolism | 01.06 Lipid and sterol|  e-166 87  |0,0003295| 2,01724 | 2,58062 | 0,78169 [v1.0_scaffold00071.2 | -1,23E+001 1 38,79999924 4 1 4 2,67E-001 |IPQYCGSLEN
reductase thaliana v R
- - evm_27.model AmTr_ RFELNAPLNK
793 12 Q8GYB8 12“’*"‘;““;""9""3‘9 A’;"’ﬁo”s’s AT1G76690 01 Metabolism | 01.06 Lipid and sterol|  e-169 76  |0,0010663| 2,43627 | 6,5698 | 0,37083 [v1.0_scaffold00071.2 | -2,28E+01 2 41,90000153 4 - 4 03333 |AIAEGATDLAV
reductase aliana 06 FGR
12-oxophytodienoate | Arabidopsis evm_27.model. AmTr_| GTFISAGGYTK|
802 8 Q8GYB8 opytodi abopsiS | AT1G76690 | 01 Metabolism | 01.06 Lipid and sterol|  e-169 76 |0,0053343| 15642 | 3,66597 | 042668 [v1.0_scafiold00071.2 | -2,67E+01 18 41,90000153 5 - 5 02778 |RFELNAPLNK
06 NAIDAGFDGV.
- - evm_27.model AmTr_ TDQYGGSLEN
1002 14 Q8GYB8 12“’*"‘;““;""9""3‘9 A’;"’ﬁo”s’s AT1G76690 01 Metabolism | 01.06 Lipid and sterol|  e-166 87 |0,0179685| 1,00507 | 2,65214 | 0,37896 [v1.0_scaffold00071.2 | -5,69E+01 39 38,79999924 12 5 12 08000 |R
reductase aliana 07 VSNYGYOPNG
12-oxophytodienoate | Arabidopsis evm_27.model. AmTr_| SFGNVPQPH
1002 14 | aseves opytodi abopsiS | AT1G76690 | 01 Metabolism | 01.06 Lipid and sterol|  e-169 76 |0,0179685| 1,00507 | 2,65214 | 0,37896 [v1.0_scafiold00071.2 | -5,15E+01 a2 41,90000153 2 6 12 07778 |VSNYGYQPNG
06 OAPISCTSK
- - evm_27.model AmTr_ TDQYGGTLEN
1002 14 Q8GYB8 12“’*"‘;““;""9""3‘9 A’;"’ﬁo”s’s AT1G76690 | 01 Metabolism | 01.06 Lipid and sterol|  e-163 85 |0,0179685| 1,00507 | 2,65214 | 0,37896 |v1.0_scaffold00071.2 |  -1,38E+01 1" 41,40000153 5 2 5 02778 |[R
reductase aliana 08 YSVI YAHYVEP|
12-oxophytodienoate | Arabidopsis evm_27.model. AmTr_| QLSPQVDANQ|
467 1 Q8GYB8 opytodi abopsiS | AT1G76690 | 01 Metabolism | 01.06 Lipid and sterol|  e-169 76 |0,0173342| 0,83843 | 2,86452 | 0,20269 [v1.0_scaffold00071.2 | -2,79E+01 16 41,90000153 5 - 5 02778 [INK
06 RFELNAPLNK
- - evm_27.model AmTr_ VSNYGYQPNG
471 8 Q8GYB8 12“’*"‘;““;""9""3‘9 A’;"’ﬁo”s’s AT1G76690 01 Metabolism | 01.06 Lipid and sterol|  e-166 87 0,004315 | 0,79614 | 2,56316 | 0,31061 |v1.0_scaffold00071.2 | -3,14E+01 20 38,79999924 7 5 7 04667  |QAPISSTNK
reductase aliana 07 GTFISAGGYN
12-oxophytodienoate | Arabidopsis evm_27.model. AmTr_| QLSPQVDANQ|
471 8 Q8GYB8 opytodi abopsiS | AT1G76690 | 01 Metabolism | 01.06 Lipid and sterol|  e-169 76 | 0,004315 | 0,79614 | 2,66316 | 0,31061 [v1.0_scaffold00071.2 | -1,68E+401 12 41,90000153 5 3 5 02778 [INK
06 YNIVYAHFVEP
Phosphogooss | Arabidopsts ) evm_27.model AmTr_ TVAHMAANDR
321 |11 5 Q8H103 ° abid AT4G24620 02 Energy 02.01 Glycolysis | 0,00E+00| 92 [0,0023794| 0,45958 | 0,32038 | 1,43448 |v1.0_scaffold00135.2 |  -1,44E+02 49 68,40000153 41 - 28 11500  |GAIANPDEGR
isomerase aliana 0 SALYANNR
Phosphoglucose | Arabidopsis ] evm_27.model. AmTr_| AMDELER
331 8 Q8H103 ospnogluce rabliopsis | AT4G24620 02 Energy 02.01 Glycolysis | 0,00E+00| 92 |0,0076661| 1,16096 | 0,33556 | 3,45981 |v1.0_scaffold00135.2 |  -4,74E+01 19 68,40000153 11 - 1 02750  |FSEDVTR
0 ALIAEGSCGSP|
" - evm_27.model AmTr_
827 |166| 2 Q8H114 | ApPri-pprocessing | Arabidopsis | araGa0600 | 05 Protein synthesis | 0204 Transiation | 50 g5 67 |0,0001876| 0,06927 | 0,04685 | 1,47864 |v1.0_scaffold00077.3 | -4,50E+00 13 23,20000076 2 . 2 03636  |DYHPQASLR
enzyme family protein | thaliana factors 10 VPEVQPGVR
Arabidopsis evm_27.model. AmTr_|
235 | 19| 6 Q8L831 Nudix hydrolase abopsiS | AT1G79690 | 01 Metabolism | 01.03 Nucieotides | 000E+00| 66 |0,0059659| 0,70174 | 0,26816 | 261681 [v1.0_5caff0ld00036.8 | -1,46E+01 5 88,19999695 4 1 4 01290  [LQEAEVSAVK
4
— - evm_27.model AmTr_ TTQPISDICITEE
145 4 Q8L831 M”m"“f“f family A’;"’ﬁo”s’s AT1G79690 Zis‘e?’l‘id:y 202 Terpenoids | 0,00E+00| 79 |0,0018854| 2,07447 | 0,8712 | 2,38116 |v1.0_scaffold00019.5 | -6,94E+00 3 86 2 - 2 0,0556 K
protein aliana etabolis 8 GPOIVAENL PN
MutT/nudix family | Arabidopsis 20 Secondary ) ovm_27.model.AmTr_| FGLDEAHGK
331 8 Q8L831 raten rablopsis | AT1G79690 0 Socondar 202 Terpenoids | 0,00E400| 79 |0,0076661| 1,16096 | 0,33556 | 3,45981 |v1.0_scaffold00019.5 | -2,16E+01 7 86 5 . 5 01389  |ILQPISDICITEE|
8 OK
— - evm_27.model AmTr_ KASDLLGK
424 9 Q8L831 M”m"“f“f family A’;"’ﬁo”s’s AT1G79690 Zis‘e?’l‘id:y 202 Terpenoids | 0,00E+00| 79 |0,0156606| 1,00376 | 0,52462 | 191332 |v1.0_scaffold00019.5 | -1,96E+02 39 86 45 - 2 13056  |AYEVANTPSLK
protein aliana etabolis 8 K
MutT/nudix family | Arabidopsis 20 Secondary ) ovm_27.model.AmTr_| AFLTTADSAVK
218 2 Q8L831 o rabiopsis | AT1G79690 0 Socondar 202 Terpenoids | 0,00E+00| 79 |0,0063427| 243317 | 2,16763 | 1,1225 |v1.0_scaffold00019.5 |  -4,09E+01 14 86 8 - 8 02500  |APWSSLDENK
L 8 EILTIOAQGDK
— - evm_27.model AmTr_ AFLTTADSAVK
220 4 Q8L831 M”m"“f“f family A’;"’ﬁo”s’s AT1G79690 Zis‘e?’l‘id:y 202 Terpenoids | 0,00E+00| 79 |0,0013779| 26839 | 2,52121 | 1,06453 |v1.0_scaffold00019.5 | -2,49E+01 10 86 6 - 6 01667  |IQVPVDIAPK
protein aliana etabolis 8 EILTIQAQGDK.
MutT/nudix family | Arabidopsis 20 Secondary ) ovm_27.model.AmTr_| 1QVPYDIAPK
407 14 Q8L831 raten rabliopsis | AT1G79690 0 Socondar 202 Terpenoids | 0,00E+00| 79 |0,0092583| 1,69181 | 1,84846 | 0,91526 |v1.0_scaffold00019.5 |  -2,50E+01 10 86 6 - 6 01667  |EILTIQAQGDK
8 PAAASLLDK
— - evm_27.model AmTr_ VEGAVESLSR
810 12 Q8L831 M”m"“f“f family A’;"’ﬁo”s’s AT1G79690 Zis‘e?’l‘id:y 202 Terpenoids | 0,00E+00| 79 |0,0021851| 1,58254 | 4,0031 | 0,38664 |v1.0_scaffold00019.5 | -6,27E+00 5 86 3 - 3 00833 |EILTIQAQGDK
protein aliana etabolis 8 PAAASLL DK
205 proteasome (beta | Arabidopsis 06 Protein destination ovm_27.model.AmTr_| DGVVLGADSR
828 6 Q8LD27 e rablaopsis | ATagatago | % Proten destn 06.13 Proteolysis | e-106 88 | 0,014279 | 0,94689 | 1,68458 | 056209 [v1.0_scaffold00025.2 | -1,19E+01 13 24,70000076 3 - 3 03750  |AVSLAIAR
9 53 ITOLTDNVYLC
pr— evm_27.model AmTr_ ATAYKPEEAR
1018 9 Q8RUFS |  Omega-amidase A0I0PSIS | ATSG12040 | 01 Metabolism | 01.01 AminoAcid | e-140 84 | 7.51E-05 | 2,87435 | 3,95283 | 0,72716 [v1.0_scaffold00024.1 | -4,34E+01 2 33,70000076 7 - 7 06364  |AVDNQIYVATC
95 SPAR
Arabidopsis evm_27.model. AmTr_| AVDNQIYVATC
1019 4 Q8RUFS |  Omega-amidase abWOPSIS | AT5G12040 | 01 Metabolism | 01.01AminoAcid | e-140 84 |0,0016868| 2,39482 | 3,51011 | 0,68226 [v1.0_scaffold00024.1 | -9,85E400 8 33,70000076 2 . 2 01818  |SPAR
95 RGDLYQLVDV
- " - - evm_27.model AmTr_ TGIVSPVK
790 8 Qsrwqg | "M p’°'elf:f: aleurain- A’;‘;’ﬁ:f’fj’s AT3G45310 | %° Pz’r"z";“;fjsga“°" 06.13 Proteolysis | e-116 85 | 526E-05 | 1,00671 | 3,80321 | 02647 |v1.0_scaffold00024.2 | -1,81E+01 12 33,59999847 3 . 3 02727  |STTGALEAAYT
85




pr— Svm_27.model AmTr_ GAPSPFPATA
799 8 Q8WALO | Calmodulin-like protein| A7PI0PSIS | AT3G10300 |10 Signal transduction|  10.04 Mediators | 200829 | 92 |0,0125632| 1,10491 | 2,40277 | 045985 |Vv1.0_scaifold00053.1|  -8,40E+00 18 15,80000019 2 - 2 05000  |GGKPSAH
aliana 46 ALSSYNQSFS
Arabidopsis evm_27.model. AmTr_| SYPGYPGGQS
808 9 Q8WALO | Calmoduiin-ike protein| A209PSIS | AT3G10300 (10 Signal transduction|  10.04 Mediators | 200820 | 92 |0,0012118| 3,14897 | 4,15446 | 0.75797 V1.0 scaffold0003.1 | -4, 91E+00 36 15,80000019 2 - 2 05000  |PYGGGQAPY
46 GYAPYPGAGA
pr— evm_27.model AmTr_ HFEVAQFLGA
451 2 Q8W4Q1  |Uncharacterized protein|  ASP9PSS | AT4G35360 | 13 Undlassified 13 Unclassified | 170 88 |0,0069263| 1,29014 | 4,40772| 0,2927 [v1.0_scaffold00022.1 | -1,10E+01 5 41,70000076 2 - 2 01333 |R
aliana 61 SIETNLYAQFR
Phosphoglucosamine | Arabidopsis ] evm_27.model. AmTr_| AITTAALANK
321 |131| s QR | e | oo | ATSG17530 02 Energy 02.01 Glycolysis | 0,00E+00| 66 |0,0023794| 0,45958 | 0,32038 | 1,43448 |v1.0_scaffold00148.2 |  -1,52E+01 1 64 4 - 4 01852 [ISAQMLQDAV
3 sR
Glyoxalase T - evm_27.model AmTr_
734 | 19| 3 Q8W593 | (Lactoylglutathione A’;‘;’ﬁ:f’fj’s AT1G67280 | 11D 1ce | 11.06 D V| e-t51 78 |0,0001252 0,54547 | 0,15533 | 3,5117 |v1.0_scaffold00109.1| -6,63E+00 8 32 3 1 2 02143 ﬁE;PEPLCQV
lvase) 50
Aluminum induced Arabidopsis evm_27.model. AmTr_| ATNEGQLIIEA
808 9 Q9aV62 | protein with YGLand | A20MOPSIS | AT4Ga7450 | 13 Unclassified 13 Unclassified | 6,00E-91 | 78  [0,0012118| 3,14897 | 4,15446 | 0,75797 |v1.0_scaffold00009.4 |  -1,78E+01 12 27,79999924 3 - 3 02727 |YK
| RDR motif 01 GNLDNLSSLIR
CDP-mannose 35 | Arabidopsts evm_27.model AmTr_ AQGIDLSVYG
510 9 QU3VR3 " g abid AT5G28840 | 01 Metabolism 0107 Cofactors | 0,00E+400| 95  |0,0003295| 2,01724 | 2,58062 | 0,78169 |v1.0_scaffold00002.5 | -2,90E+001 19 425 6 - 5 300E-001 |SSK
epimerase aliana 38 EATSYGEYTY
GDP-mannose 3.5- Arabidopsis evm_27.model. AmTr_| AQGIDLSVYG
808 9 QU3VR3 mannose 3. abopsis | AT5G28840 | 01 Metabolism 0107 Cofactors | 0,00E400| 95 | 0,0012118| 3,14897 | 4,15446 | 0,75797 |v1.0_scaffold00002.5 | -1,22E+01 7 425 2 - 2 0,1000
i a8 SETEIDEGVEG
coPramase 3. | Arabionas evm_27.model AmTr_ EATSYGEYTY
1065 4 QU3VR3 " g abidopsis | ATsG28840 | 01 Metaboiism 0107 Cofactors | 0,00E+00| 95  |0,0005017| 467039 | 8,73697 | 0,53455 |v1.0_scaffold00002.5 |  -1,28E+01 8 425 2 - 2 01000  |ANLER
epimerase aliana a8 ISITGAGGFIAS
GDP-mannose 3,5- | Arabidopsis evm_27.model. AmTr_| GAGGFIA
782 9 QU3VR3 P abopsis | AT5G28840 | 01 Metabolism 01.07 Cofactors | 0,00E400| 95 |0,0006529| 0,74675 | 3,14802 | 0,23721 |v1.0_scaffold00002.5 | -2,51E+01 13 425 4 - 4 02000  |AQGIDLSVYG
a8 SSK
pr— evm_27.model AmTr_ FDEAANGGTV
1066 4 QU3VRe MLP-lke protein a0idopsis | AT1G24020 | 11 Diseaseldefence |11.02 Defence-related| 2008-05 | 44 [0,0002698| 3,70566 | 10,3468 | 0,35815 |v1.0_scaffold00003.1 |  -1,76E+02 9 17,89999962 59 - 33 58182 |AK
aliana 19 FDEAANGGTV
Arabidopsis evm_27.model. AmTr_| YTVIEGER
1070 4 QU3VR4 MLP-like protein rablopsis | AT1G24020 | 11D 1ce | 11.02 Def lated| 20005 | 44  |0,0050128| 2,3629 | 4,83628 | 0,48858 |v1.0_scaffold00003.7| -9,76E+00 15 17,89999962 2 - 2 01818  |[VAGTLSDEYV
19 SPLPAAR
pr— evm_27.model AmTr_ ALDDHVMGAA
944 8 QU3VR4 MLP-lke protein a0idopsis | AT1G24020 | 11 Diseaseldefence |11.02 Defence-related| 800E-32 | 66 [0,0003015| 069549 | 7,23177 | 0,09617 |v1.0 scaffold00088.4 |  -5,84E+01 68 16,5 15 - 10 20000  |ALDDHVMGAA
aliana 8 VIDYAEGMPV
Arabidopsis evm_27.model. AmTr_| FDEAANGGTV
944 8 QU3VR4 MLP-like protein rablopsis | AT1G24020 | 11D 1ce | 11.02 Def lated| 200805 | 44 |0,0003015| 0,69549 | 7,23177 | 0,09617 |v1.0_scaffold00003.7| -1,37E+01 28 17,89999962 4 - 4 03636  |AK
19 TDVEDEEK
Coatomer (subunit | Arabidopsis ) evm_27.model AmTr_| QVDGEGSYDP)
743 7 Qoav22 et abid AT5G05010 | 08 Intracellular traffic|  08.07 Vesicular | 0,00E+00 | 75 |0,0033999| 0,72625| 3,326 | 0,21836 [v1.0_scaffold00049.8 | -1,12E+401 7 615 4 - 4 01538  |R
elta) aliana 5 NGSMEFVWR
Isochorismatase family|  Arabidopsis 20 Secondary evm_27.model. AmTr_| HLYGVGK
Ba2 | 160| 4 Q93z51 matas rabliopsis | AT3G16190 0 Socondar 20.3 Alkaloids 1e-64 64 |0,0056319| 0,80598 | 0,20929 | 3,85098 [v1.0_scaffold00067.1 | -4,61E+01 59 21,10000038 8 - 7 16000  [SVTVLTDATAA
L 82 ASPEVHEANL
- - - evm_27.model AmTr_ GAELVEGLVIE
832 3 Q93z51 's°°"°”s’"€:‘?se'a'""y A’;"’ﬁo”s’s AT3G16190 Zis‘e?’l‘id:y 20.3Akaloids | 2,00E-65| 75  |0,0172602| 3,88032 | 2,10717 | 1,84148 |v1.0_scaffold00067.1 |  -1,23E+01 14 21,10000038 2 . 2 04000  [EGDYK
protein aliana etabolis 82 QTVFDAVALD
] Arabidopsis ) evm_27.model AmTr VYDSDSSDAR
682 | 12| 2 Q941A4  [Uncharacterized protein d AT5G45690 | 13 Unclassified 13 Unclassified | 1,00E-74 | 70 |0,0108656| 0,37066 | 0,18761 | 1,97568 |°™- | -0.90E+01 7 28,89999962 2 - 20 18235  |AVYDSDSSDA
thaliana V1.0 scaffold00162.9 A
] Arabidopsis ) evm_27.model AmTr_ VYDSDSSDAR
6sa | 13| 2 Q941A4  [Uncharacterized protein d AT5G45690 | 13 Unclassified 13 Unclassified | 1,00E-74 | 70 | 4,10E-05 | 0,58962 | 0,04952 | 11,9067 1,53E+02 75 28,89999962 49 - 29 34118 |AVYDSDSSDA
thaliana V1.0 scaffold00162.9 A
] Arabidopsis ) evm_27.model AmTr VYDSDSSDAR
713 |13| 5 Q941A4  [Uncharacterized protein d AT5G45690 | 13 Unclassified 13 Unclassified | 1,00E-74 | 70 |0,0019856| 0,39246 | 0,12791 | 3,08825 | %™ | -1,30E+02 75 28,89999962 38 - 25 24118 |AVYDSDSSDA
thaliana V1.0 scaffold00162.9 A
Arabidopsis evm_27.model AmTr IPESLPDEEKK
821 |170| 4 Q941A4  [Uncharacterized protein d AT5G45690 | 13 Unclassified 13 Unclassified | 1,00E-74 | 70 [0,0172238| 0,44096 | 0,44829 | 098364 |SYT-27-MOdSLAMIT_| 4 55e 51 21 28,89999962 4 - 4 02353  |QIQQHVCSFR
thaliana V1.0 scaffold00162.9 O oo R
) Arabidopsis ] evm_27.model. AmTr YNQDFLQCAY
843 4 Q941A4  [Uncharacterized protein d AT5G45690 | 13 Unclassified 13 Unclassified | 1,00E-74 | 70 |0,0054464| 1,06021| 0,166 | 644124 |SV™- | 1218401 14 28,89999962 2 - 2 01765 |YDSDSSDAR
thaliana V1.0 scaffold00162.9 N
arabdopas 207 Pomoss Svm_27.model AmTr_ YQTQPEVYE
204 8 Qo49ws Xylulose kinase abid AT5G49650 02 Energy 07 Pen 000E+00| 84 |0,0070497| 3,75653 | 4,0454 | 0,92859 [v1.0_scaffold00109.1 | -2,75E+01 15 61 6 - 6 02500  |K
aliana phosphate 67 YLEQTAPLNG
Serine Arabidopsis 06 Protein destination evm_27.model. AmTr_| QVGVSAGPDC
a6 | 51| 3 Q9ICCE | o See e rablaopsis | AT4G3s19s | %0 Proteln destn 06.13 Proteolysis | 0,00E+00 | 84 [0,0001011| 0,18479 | 0,17894 | 1,03268 |v1.0_scaffold00182.2 |  -1,24E+01 9 54,20999924 4 . 4 02667  |K
ypep! 9 9 QYYQDSLNVK
Serine Arabidopsis 06 Protein destination evm_27.model AmTr_| QVGVSAGPDC]
539 | 93| 4 Qoacce o abid AT4G36195 o de 06.13 Proteolysis | 0,00E+00 | 84 [0,0017522| 0,13283 | 0,24423 | 0,54388 |v1.0_scaffold00182.2 |  -2,66E+01 15 54,20999924 7 - 7 05333 |K
carboxypeptidase aliana El storage 9 GALQEITR
Serine Arabidopsis 06 Protein destination evm_27.model. AmTr_| LLDNEIAVK
583 10| aoces | oee e o> | ATacastes |0 PO o 06.13 Proteolysis | 0,00E+00 | 84  |0,0182765| 1,25654 | 2,01037 | 0,62503 [v1.0_scaffold00182.2 | -6,84E+00 4 54,20999924 2 . 2 01333 |YYINTPGQLET
9 YDR
Short-chain pr— 2 Uncioar 2 Uncioar evm_27.model AmTr_ VTNEDDVCK
675 8 QoaKat dehydrogenase abidopsis | aT2ea7140 12 onclear. jZonclear | 50063 | 67 | 6O1E-05 | 426718 | 384318 | 1,11553 |v1.0_scaffold00030.2 |  -4,00E+01 47 28,79999924 14 It 13 18750  [DVINEDDVCK
Aot o aliana classificatiol classificatio 20 VMIPAGK
Short-chain Arabidopsis 12 Unclear 12 Unclear evm_27.model. AmTr_| VMIPAGK
689 9 QoaKat dehydrogenase abliopsis | At2ga7ia0 | 2 Unclear aluncleat | 30063 | 67 | 323E-06 | 806804 | 488286 | 165232 v1.0_scaf0ld00030.2 |  -3,38E+01 39 28,79999924 2 It 1 17500  |STPAPSVPNA
duct 2 KR
Sutathions 5. pr— ‘evm_27.model AmiTr_ GQVPAFEDGD
799 8 Q96266 gy abidopsis | aT2ea7730 | 1101 ce | 11.06 D 1| 30052 | 62 [00125632| 110491 | 2,40277 | 0,45985 |v1.0 scaffold00057.2 |  -7,36E+00 1 22,39999962 2 - 2 01818 |LK
ransferase aliana 1 | HGSWMSTAT
Glutathione S- Arabidopsis evm_27.model. AmTr_| AAALSDAAIPK
808 9 Q96266 Juaone s rabliopsis | AT2647730 | 11D ce | 11.06 D 300E-52 | 62 [0,0012118] 3,14897 | 4,15446 | 075797 |V1.0 scaffold00057.2 |  -6,28E+00 17 22,39999962 3 - 3 02727 [LHGSWMSTAT
61 IR
- - evm_27.model AmTr_ VIVASQLTATP
1019 4 Q9ASR1 T'ans‘a:;"goer“z’"ga”"" A’;‘;’ﬁ:f’fj’s AT1G56070 | 05 Protein synthesis | > 04;:0";'3“0" 000E+00| 93  [0,0016868| 2,39482 | 3,51011 | 0,68226 |v1.0_scaffold00032.9 | -6,70E+00 3 93,90000153 2 . 2 0,0667
3

PLEEGLPEAID




evm_27.model AmTr_|

TGINFASAGSG|

1017 2 QQC996 | GDSL esterasellipase A’;"’?”“ AT1G71120 | 01 Metabolism | 01.06 Lipid and sterol| 1,00E-78 | 73 |0,0066763| 0,84286 | 12,0481 | 0,06996 |v1.0_scaffold00105.8 | -9,22E+00 i 32,50999847 2 - 2 01667  [LLQETSR
aliana 0 IVALGLGPVGC
Py fruct Arabidopsis evm_27.model. AmTr_| ATAQVPDAK
230 [ 25| 2 Q9CIK3 6-phosphate 1- eS| AT1GT6550 02 Energy 02.01 Glycolysis 0 79 |0,0021759| 0,24941 | 0,27765 | 0,89829 |v1.0_scaffold00022.1 |  -4,39E+01 24 73,80000305 15 - 12 06071 [IIQEHPVIR
14 CGGAPITAMM
Glutathione S- Arabidopsis evm_27.model AmTT_| TPVLLHK
790 8 QQCAS7 ot s AT1G74590 | 11 D ce | 11.06 D | 5,00E-49 | 61 | 526E-05 | 1,00671 | 3,80321 | 0,2647 [v1.0_scaffold00033.1 | -4,20E+01 40 26,39999962 10 - 10 12222 |EMLLESSK
ransferase aliana 21 AMVTSGEVK.
Glutathione S- Arabidopsis evm_27.model. AmTr_| SPVLLQFNPIH
793 12 Q9CAS7 anfanas eS| AT1G74590 | 11D ce | 11.06 D 500E-49 | 61 [0,0010663 243627 | 65698 | 0,37083 [v1.0_scaffold00033.1 | -1,07E+01 1 26,39999962 2 - 2 02222 R
1 GISYEYLEEDL
Glutathione 5. Arabidopsis ‘evm_27.model AmTr_| AMVTSGEVK
810 12 QQCAS7 ot s AT1G74590 | 11 D ce | 11.06 D | 5,00E-49 | 61  [0,0021851| 1,58254 | 4,0931 | 0,38664 [v1.0_scaffold00033.1 | -1,71E+01 18 26,39999962 4 - 4 04444  |TIFFVEGEEQE
ransferase aliana 1 K
Glutathione S- Arabidopsis evm_27.model. AmTr_| TIFFVEGEEQE
1036 7 Q9CAS7 anfames eS| AT1G74590 | 11D ce | 11.06 D 500E-49 | 61 [0,0026609| 325164 | 7,27437 | 0,447 [v1.0_scaffold00033.1 | -1,23E+01 10 26,39999962 2 - 2 02222 [K
21 SPVLLOFNPIH
Arabidopsis ‘evm_27.model AmTr_| TAANVATK
221 2 Q9CAB3 | Malate dehydrogenase| "2 AT1G79750 02 Energy 02.10 TCA pathway | 0,00E+00| 87  [0,0011093| 3,70339 | 0,98016 | 3,77835 [v1.0_scaffold00056.8 | -1,98E+02 39 71,90000153 45 - 33 15517 |ISAHIAANVATK]
aliana 7 ISAHIAANVATK|
) Arabidopsis 06 Protein destination|  06.20 Storage ovm_27.model.AmTr_| SEAGQGEQQ
424 9 QOFF40 25 albumin o | AT5G38160 o torgn ot 270E+00| 36  |0,0156606| 1,00376 | 0,52462 | 1,91332 [v1.0_scaffold00005.2 | -2,71E+01 31 16,79999924 9 7 5 1,2857  |QIER
9 P 12 SLMSEAGQGE]
: Arabidopsis 06 Protein 06.20 Storage evm_27.model AmTr_| SLMSEAGQGE
407 14 Q9FF40 25 albumin s AT5G38160 o S 270E+00| 36  |0,002583| 169181 | 1,84846 | 0,91526 [v1.0_scaffold00005.2 | -2,13E+01 20 16,79999924 8 7 3 1,2857  |QQQIER
aliana El storage proteins 2 SLMSEAGOGE,
) Arabidopsis 06 Protein destination|  06.20 Storage ovm_27.model.AmTr_| FIQTGRPE
768 6 QOFF40 25 albumin o | AT5G38160 and storage orotaing 270E+00| 36  [0,0010332 185717 | 5783 | 0,32114 [v1.0_scaffold00005.2 | -9,20E+00 16 16,79999924 2 - 2 02857  |SLMSEAGQGE|
2 QQOIEER
) Arabidopsis 06 Protein destination| ~ 06.20 Storage evm_27.model AmTr_| FIQTGRPE
789 7 Q9FF40 25 albumin s AT5G38160 o S 270E+00| 36 | 0017244 | 164782| 1,94 | 0,84939 [v1.0_scaffold00005.2 | -1,23E+01 16 16,79999924 3 - 2 04286  |SLMSEAGQGE]|
aliana El storage proteins 2 QO0IER
) Arabidopsis 06 Protein destination|  06.20 Storage evm_27.model. AmTr_| SLMSEAGQGE
802 8 QOFF40 25 albumin o | AT5G38160 o torgn ot 270E+00| 36  [0,0053343| 1,5642 | 3,66597 | 0,42668 [v1.0_scaffold00005.2 | -1,14E+01 20 16,79999924 2 - 2 02857  |QQQIER
9 P 12 AEQLPQICGIS
. Arabidopsis 06 Protein destination|  06.20 Storage evm_27.model AmTr_| FIQTGRPE
895 4 Q9FF40 25 albumin s AT5G38160 o S 270E+00| 36  |0,0015653| 169054 | 10,4031 | 0,1625 [v1.0_scaffold00005.2 | -1,07E+01 16 16,79999924 3 - 2 04286  |SLMSEAGQGE]|
aliana El storage proteins 12 QO0IER
) Arabidopsis 06 Protein destination|  06.20 Storage evm_27.model. AmTr_| SLMSEAGQGE
1066 4 QOFF40 25 albumin o | AT5G38160 o orgn ot 270E+00| 36  [0,0002698| 3,70566 | 10,3468 | 0,35815 [v1.0_scaffold00005.2 | -1,20E+01 20 16,79999924 2 - 2 02857  |QQQIER
9 P 12 AEQLPQICGIS
) Arabidopsis 06 Protein destination| ~ 06.20 Storage evm_27.model AmTr_| SLMSEAGQGE
944 8 Q9FF40 25 albumin s AT5G38160 o S 270E+00| 36  [0,0003015| 0,69549 | 7,23177 | 0,09617 [v1.0_scaffold00005.2 | -1,22E+01 20 16,79999924 2 - 2 02857  |QQQIER
aliana El storage proteins 2 AEQLPOICGIS
- - P - evm_27.model AmTr_| VDAIEDSDLAQ
224 2 QUFF55 P“?;z'r’:‘g;z:!'de A"i‘;’g:,’,’:’s AT5G60640 | %° P’;’;ﬁ";&f:"ga"°" 06 015530;?1‘:?9 and | 4 00E+00 79 |0,0007787| 6,66879 | 4,48676 | 1,48633 [v1.0_scaffold00175.3 | -3,81E+01 15 63,70000076 6 - 6 02308  |K
9 Y 7 SFDPITVDTER
- - evm_27.model AmTr_| YFGYLVSTR
564 8 QoFFpg | UDP-arabinopyranose A’;‘;’ﬁ:f’fj’s AT5G16510 | 09 Cell structure 09.01 Cell wall e-110 70 0,011869 | 1,54894 | 2,36483 | 0,65499 [v1.0_scaffold00020.6 |  -8,20E+00 6 39,09999847 2 - 2 0,1053  [TAVTAEDCILEI
2 AK
Cinnamoyl-CoA Arabidopsis 20 Seconda 201 evm_27.model. AmTr_| HLQGLEGAES
647 | 106| 3 QOFGH3 i TeolS | AT5G58490 92| Phenylpr e-124 67  |0,0049465| 0,22485 | 0,1798 | 1,25058 |v1.0_scafiold00153.3 |  -1,87E+01 14 24,79999924 4 - 4 04444 [R
enolics 5 AAWDFAK
) Arabidopsis 06 Protein destination| ~ 06.20 Storage evm_27.model AmTr_| SLMSEAGQGE
424 9 QOFH31 25 albumin s AT5G54740 o i 450E-02| 55 [0,0156606| 1,00376 | 0,52462 | 1,91332 |v1.0_scaffold00005.2 |  -2,12E+01 25 17,20000076 6 4 3 08571  |QQQMIER
aliana El storage proteins 15 SILMSEAGOGE
) Arabidopsis 06 Protein destination|  06.20 Storage ovm_27.model.AmTr_| SLMSEAGQGE
407 14 QOFH31 25 albumin o | AT5G54740 o torge ot 450E02 | 55 [0,0092583| 1,69181 | 1,84846 | 0,91526 |v1.0_scaffold00005.2 | -2,11E+01 20 17,20000076 5 4 2 07143 |QQQMIER
9 P 15 SLMSEAGQGE
S-phase kinase- Arabidopsis 06 Protein destination evm_27.model AmTr_| VTEDKTQEEE
1058 2 QOFHW? o e s AT5G42190 o 06.13 Proteolysis | 2,00E-54 | 62 [0,0010558| 1,54866 | 3,87352 | 0,39981 [v1.0_scaffold00029.1 | -7,34E+00 15 17,89999962 2 - 2 02222 [K
associated protein aliana El storage 1 NDFTPEEEEE
Shikimate O- Arabidonsis 20 Seconda 201 ‘evm_27.model AmTT_| APTPPNSAIER
432 4 Q9FI78 | hydroxycinnamoyliransf| 2P | AT5G48930 92| Phenylpr 300E-38 | 44  [0,0133909| 2,25306 | 1,32066 | 1,69447 [v1.0_scaffold00002.4 | -3,23E+01 17 48,79999924 6 - 6 03333 [VAALVHAAIAQ
erase enolics 3 VNDR
Shikimate O- 20 Secondan 20.1 evm_27.model AmTT_| GVGEEETSQL
432 4 QOFI78 | hydroxyci s AT5G48930 motaolon | Phenyipropanoids/ph| 1,00E-44 | 46 |0,0133000| 2.25306 | 1,32966 | 1,69447 |v1.0_scaffold00038.2 |  -1,10E+01 7 48,29999924 3 - 3 01667 [R
erase aliana etabolis! enolics 2 SFVDEDAGVE
Arabidopsis 03 Cell evm_27.model. AmTr_| NHVQSVISR
564 8 QoFJZ3 Beta-mannanase o | AT5G66460 growth/aivision 03.99 Other e-149 75 | 0011869 | 1,54804 | 2,36483 | 0,65499 |v1.0_scaffold00003.1 |  -1,25E+02 40 47,90000153 28 1 22 14737 |EQFNPGYK
31 POYVOWAR
Arabidopsis 03 ol evm_27.model AmTr_| DLGGRPQYVQ)
564 8 QoFJZ3 Beta-mannanase s AT5G66460 owthdiision 03.99 Other e-149 78 | 0011869 | 1,54894 | 2,36483 | 0,65499 |v1.0_scaffold00003.1 |  -1,13E+02 24 47,79999924 21 4 19 15714 |WAGNQGQ
aliana gro Siof 24 AGNQGOSLNS
Arabidopsis evm_27.model AmTr MGNISPLTGSS
645 7 QOFLCO Peroxidase ! AT5G05340 | 11D ce | 11.06 D 115 82 | 0000128 | 1,30225 | 4,22239 | 0,30842 |&T-£7MOCEIINI| 1 46E+01 17 33,20000076 4 - 3 05714
thaliana v1.0_scaffold00077.2
= MGNISPLTGSS]
N Arabidopsis evm_27.model. AmTr_| TAGPNANSVR
645 7 Q9FLCO Peroxidase ’ AT5G05340 | 11 D ce | 11.06 D ' | 300E-46 | 88 | 0,000128 | 1,30225 | 4,22239 | 0,30842 1416401 34 13,60000038 3 - 3 1,0000  |QLSANFYSSS
thaliana v1.0_scaffold00077.3 Cor
Arabidopsis evm_27.model. AmTr_| DSVVQLGGPS
645 7 QOFLCO Peroxidase eblS | AT5G05340 | 11D ce | 11.06 D 108 78 | 0,000128 | 1,30225 | 4,22239 | 0,30842 |v1.0_scafiold00077.1 |  -1,16E+01 10 325 2 - 2 01818 [YSVPVGR
0 SVVSCADILAIA
Bifunctional Arabidopsis evm_27.model AmTr_| SSIQNLDDSS
269 6 Q9FN41 | methylthioribulose-1- | “3>2F AT5G53850 [ 01 Metabolism 01.01 AminoAcid | 0,00E+00 | 84  |0,0024029| 1,40422 | 0,8639 v1.0_scaffold00068.1 | -3,34E+01 12 57,40000153 4 - 4 01600  [GPSR
nhosphate aliana 1.6255|16 NDLISTYDSEE
Bifunctional Arabidopsis evm_27.model. AmTr_| NLDDSSGPSR
743 7 Q9FN41 | methylthioribulose-1- | AFPVIOPSIS | AT5GS3850 | 01 Metabolism 01.01 AminoAcid | 0,00E+00| 84  |0,0033999| 0,72625 | 3,326 | 0,21836 |v1.0_scaffold00068.1 | -1,28E+01 6 57,40000153 3 - 3 01200  |AQVLEDLK
phosphate 16 NDLISTYDSEE
Glutathione S Arabidopsis evm_27.model AmTr_| VPVLLAH
818 7 QoFUS8 ot s AT1G10370 | 11D ce | 11.06 D | 7.00E72| 73 [0,0072403| 169716 | 3,47994 | 04877 [v1.0_scaffold00022.1 | -2,59E+01 28 25,39999962 5 - 5 06667  |WADSFTSAEA
ransferase aliana 88 VK




- Svm_27.model AmTr_ NEGQITCLPLA]
564 8 QOFWW1 | GDSL esterasellipase A’;"’ﬁo”s’s AT1GT71250 12 Unclear. 12 Unclear. e-113 70 | 0011869 | 1,54894 | 236483 | 0,65499 |v1.0_scaffold00099.1 |  -1,29E+01 9 38 2 . 2 02500  |TPCPNR
aliana classificatiol classificatio 02 ASAAAGILDET
p— evm_27.model AmiTr_ GVLGGVNPR
627 6 QOFWV1 | GDSL esterasellipase A"i‘;’g:,’,’:’s AT1G71250 Cﬂ;:gs‘;;’n c?azs:fn\cd;:;n e-113 70 |0,0003956| 3,60946 | 5,35739 | 0,67374 [v1.0_scaffold00099.1 | -3,43E+01 21 38 7 - 5 08750  [NEGQITCLPLA
02 TPCPNR
- evm_27.model AmTr_ NEGQITCLPLA]
639 5 QOFW1 | GDSL esterasellipase A’;"’ﬁo”s’s AT1GT71250 12 Unolear. 12 Unclear. e-113 70 | 0003018 | 245421 | 450863 | 0,54434 |v1.0_scaffold00099.1 | -2,16E+01 21 38 4 . 4 05000  |[TPCPNR
aliana classificatiol classificatio 02 ASAAAGILDET
p— evm_27.model AmTr_ NEGQITCLPLA]
1018 9 QOFVV1 | GDSL esterasellipase A"i‘;’g:,’,’:’s AT1G71250 Cﬂ;:gs‘;;’n c?azs:fn\cd;:;n e-113 70 7,51E-05 | 2,87435 | 3,95283 | 0,72716 |v1.0_scaffold00099.1 | -1,24E+01 10 38 2 - 2 0,2500  [TPCPNR
02 AFTGPPSVCY
- evm_27.model AmTr_ VDETVER
402 3 QOFWA3 5‘22‘;?‘;’[‘33;‘:‘°:s"ea'9 A’;‘;’ﬁ:f’fj’s AT3G02360 02 Energy szf‘z;i’:l?e 000E+00| 94  |0,0116642| 0,72452 | 4,74682 | 0,15263 |v1.0_scaffold00061.2 |  -2,08E+02 64 53,79999924 56 45 38 26667  |[GNLHLR
3 DNKGDGYLVD
Glyceraldehyde-3- Arabidopsis evm_27.model. AmTr_| KVVISAPSK
731 | 124| 3 QFX54 phosphate rabliopsis | AT1G13440 02 Energy 02.01 Glycolysis | 8,00E-95 | 86 | 9,55E-05 | 0,27662 | 0,17504 | 1,58028 |v1.0_scaffold00177.2 |  -3,36E+01 a2 24,70000076 9 - 6 14286 [KVVISAPSK
ase 4 DAPMFVVGVN
Glyceraldehyde-3— | evm_27.model AmTr_ KVVISAPSK
736 | 123 6 QFX54 phosphate abidopsis | T1G13440 02 Energy 02.01 Glycolysis | 8,00E-95 | 86  |0,0008994| 0,37749 | 0,30548 | 1,23571 |v1.0_scaffold00177.2 |  -3,42E+01 33 24,70000076 9 - 6 14286 [DAPMFVWWGWN
se 4 EHEYKPDVH
Glyceraldehyde-3- Arabidopsis evm_27.model. AmTr_| VVESTGVFTD
742 |120| 5 QFX54 phosphate rabliopsis | AT1G13440 02 Energy 02.01Glycolysis | BOOE-95 | 86 | 4,48E-05 | 05563 | 0,22585 | 2,46319 |v1.0_scaffold00177.2 |  -5,97E+01 a2 24,70000076 16 - 13 24286 |K
ase 4 DAPMFVVGVN
Restiction arabdopss evm_27.model AmTr_ DSPINNPSLR
1002 14| qomxpz | Res n| Ao AT1G67660 | 01 Metabolism | 01.03 Nucleotides | 0,01 55 |0,0179685| 1,00507 | 2,65214 | 0,37896 [v1.0_scaffold00045.5 | -1,53E+01 12 37,20000076 3 - 3 02308  |GCDGSVLIDST]
endonuclease (type Il) aliana 3 AGNSAEK
Restriction Arabidopsis evm_27.model. AmTr_| DSPINNPSLR
467 1 QUKD | e pe )| s | ATIGE7660 | 0T Metabolism | 01.03 Nucieotides | 0,01 55 |0,0173342| 0,83843 | 2,86452 | 0,20269 [v1.0_scaffold00045.5 | -7,34E+00 7 37,20000076 2 . 2 01538  |DSTALTGGLNF|
3
HSP70 (Heat shock |\ iosis 06 Protein destination| 06.01 Folding and evm_27.model AmTr_|
218 2 Q9LDZ0 cognate 70 kDa afiobsis. | aTsGogsso | °° Preien Sesin i 000E+00| 92 |0,0063427| 2,43317 | 2,16763 | 1,1225 [v1.0_scaffold00046.1 | -1,34E+02 43 71,90000153 32 - 2 1,0645
orotein) 70
HSP70 (Heat shock | 110565 06 Protein destination| 06.01 Folding and evm_27.model. AmTr_|
220 4 Q9LDZ0 cognate 70 kDa o> | ATsGooseo |0 PO Seelh it 000E+00 | 92 |0,0013779| 2,6839 | 252121 | 1,06453 [v1.0_scafiold00046.1 | -1,43E+02 49 71,90000153 4 30 27 1,3226
orotein) 70
- - evm_27.model AmTr_
220 4 QoLDZ0 prg(e:i:\s(:)\g(cﬁ:;;\) A’;‘;’ﬁ:f’fj’s AT5G09590 | %° Pz’r"z";“;fjsga“°" 08 m;:blﬁ:z"yg and | go0E+00| 87  [0,0013779| 2,6839 | 252121 | 1,06453 |v1.0_scaffold00022.71| -381E+01 14 725 13 2 10 04194 [IINEPTAAALSY
1 GLNNK
HSP70 (Heat shock | 110565 06 Protein destination| 06.01 Folding and evm_27.model. AmTr_| NAMGGENAEE
236 3 Q9LDZ0 cognate 70 kDa rablaopsis | ATsGogsgo | %0 Proteln destn o 000E+00 | 92 |0,0074384| 1,27937 | 2,72956 | 0,46871 [v1.0_scafiold00046.1 | -2,51E+01 13 71,90000153 7 - 6 02581  [IK
orotein) 9 Y 70 NAMGGENAEE]
- evm_27.model AmTr_
675 8 QOLE15 Peroxidase Arabidopsis | at1G14s40 | 11D ce | 11.06 D 1| 300E40| 74 | 601E-05 | 428718 | 3,84318 | 1,11553 |v1.0_scaffold00029.3 |  -1,46E+01 21 13,89999962 2 1 2 06667  |SEVESICPGVY)
thaliana 10 SCADILAVAAR
. Arabidopsis evm_27.model. AmTr_| GFEVIDEVK
689 9 QOLE1S Peroxidase abuopsis | AT1G14540 | 11D ce | 11.06 D 300640 | 74 | 323E-06 | 8,06804 | 4,88286 | 1,65232 |v1.0 scaffold00020.2 |  -1,18E+01 a7 13,89999962 3 - 3 1,0000  |QLSSNFYDSS
35 CPNALSTIR
- MEMQLOK
264 2 QoLFae | Zhydroxyacyl-CoA | Arabidopsis | xrsai73g0 | 01 Metabolism | 01.06 Lipid and sterol| 0,00E+00 | 62 | 8,68E-05 | 2,8676 | 234851 | 1,22103 [SYM-27-model AmTr_| 4 07p ) 50 61,29999924 a7 - 30 17619 |RNPEEISGPYK|
yase thaliana V1.0 scaffold00111.8 R enaor
Late embryogenesis | Arabidopsis 11.05 Stress evm_27.model. AmTr_| AGEANDSAAD
459 | 86| 4 QLRB | o e eny| malos” | AT3653040 | 11 Diseaseldefence fiosdunbet 3e-44 37 |0,0037057| 0,46074 | 0,36244 | 1,27121 [v1.0_scaffold00002.3 | -1,93E+01 13 33,90000153 3 - 3 05000  [ATR
88 VTAEDAGER
- evm_27.model AmTr_ AGEANDSAAD
533 | 126 4 QoLF8s L'a'ze’;‘bw‘:g.e"el_sé; A’;"’ﬁo”s’s AT3G53040 | 11 Disease/defence 1105 Stress 3e-44 37 |0,0004666| 0,35955 | 0,17708 | 2,03047 |v1.0_scaffold00002.3 | -2,17E+01 16 33,90000153 4 . 4 0,7500
abundant protein (| ) aliana esponses 88 VTAEDAGER
evm_27.model. AmTr_| YVCVGSGGER]
467 1 QOLFA3 enydroase rabliopsis | AT3G52880 | 11D ce | 11.06 D V| e7s 84 |00173342| 0,83843 | 2,86452 | 0,20269 [v1.0_scafiold00069.1 | -6,93E+01 35 47,00999847 2 - 12 06842  |EAVAPYERPAL
93 SK
evm_27.model AmTr_ EAVAPYERPAL]
471 8 QOLFA3 e abid AT3G52880 | 11D ce | 11.06 D 1| e175 84 | 0,004315 | 0,79614 | 2,56316 | 0,31061 [v1.0_scaffold00069.1 | -6,10E+01 32 47,00999847 10 - 10 0,5789
reductase aliana 93 GTVAVGEDSD
evm_27.model. AmTr_| EAVAPYERPAL|
488 10 QOLFA3 enydroase rabliopsis | AT3G52880 | 11D ce | 11.06 D V| e7s 84 |00120042| 15885 | 2,20785| 0,6913 [v1.0_scaffold00069.1 | -9,15E+01 40 47,00999847 16 - 15 09474 |SK
93 LSDFGVQGAD
evm_27.model AmTr_ AYLFPEGAAR
510 9 QOLFA3 e abid AT3G52880 | 11D ce | 11.06 D 1| e175 84 |0,0003295| 2,01724 | 2,58062 | 0,78169 [v1.0_scaffold00069.1 | -2,48E+001 16 47,00999847 6 - 6 316E-001 |PLTNLFK
reductase aliana 93 YGTLIATGSTV]|
evm_27.model. AmTr_| VIGVFLEGGTP|
645 7 QOLFA3 enydroase rabliopsis | AT3G52880 | 11D ce | 11.06 D V| e7s 84 | 0,000128 | 1,30225 | 4,22239 | 0,30842 [v1.0_scafiold00069.1 | -2,28E+401 15 47,00999847 4 - 4 02105 |EENK
93 YGTLIATGSTV|
evm_27.model AmTr_ EAVAPYERPAL]
1002 14 QOLFA3 e abid AT3G52880 | 11D ce | 11.06 D 1| e175 84 |0,0179685| 1,00507 | 2,65214 | 0,37896 [v1.0_scaffold00069.1 | -7,61E+01 33 47,00999847 12 - 1 06316
reductase aliana 93 | SDFGVOGAD
Aluminum induced Arabidopsis evm_27.model. AmTr_| GPYPPDQVVR|
782 9 Q9LIL3 | proteinwith YGLand | ASP9%PSS | AT3G22850 | 13 Unclassified 13 Unclassified | 6,00E-99 | 79 [0,0008529| 0,74675 | 3,14802 | 0,23721 |v1.0_scaffold00002.5 |  -2,06E+01 18 27 4 - 4 04000  |LGVAGSMVYT
LRDR motif 70 ADK
Glutamine-fructose 6 | o 20 Secondor evm_27.model AmTr_ REAVIDGLFOL
799 8 QoLIPg phosphate abidopsis | ATaa24090 9 Socondary 205Amines | 0,00E+00 | 84  |0,0125632| 1,10491 | 2,40277 | 045985 [v1.0_scaffold00095.9 | -4,05E+00 5 76,50999847 2 - 2 00690  [PNK
aliana etabolis! 6 LSEDSNNGAS
— - evm_27.model AmiTr ALEDASLOK
471 8 QILKR3 ::dﬁ':gé'r‘;':i‘:i') A"i‘;’g:,’,’:’s AT5G28540 | %° P’;’;ﬁ";&f:sga"°" 06 ms;ﬁ&g and | 4 00E+00 90 0,004315 | 0,79614 | 2,56316 | 0,31061 [v1.0_scaffold00002.5 | -1,53E+01 5 74,19999695 3 2 3 0,111 IINEPTAAAIAY
4 GLDK
- - evm_27.model AmTr_ VEIANDQGNR
488 10 QILKR3 :de;70 ("“t’”v‘"ﬁ' A’;"’ﬁo”s’s AT5G28540 | %° P’°;Z'"‘“fs""a“°" 06.01 f°b""h‘l"9 and | g o0E+00| 90  [0,0120042| 1,5885 | 2,20785| 06913 |v1.0_scaffold00002.5 | -1,38E+01 4 74,19999695 2 . 2 00741 [INEPTAAAIAY
inding protein ) aliana El storage stal ly 4 GLDK
— - evm_27.model AmTr_ IINEPTARATAY
510 9 QILKR3 ::;':0 “;;’:i‘r"‘i') A"i‘;’g:,’,’:’s AT5G28540 | %° P’;’;ﬁ";&f:"ga"°" 06 015530;?1‘:?9 and | 4 00E+00 90  |0,0003295| 2,01724 | 2,58062 | 0,78169 [v1.0_scaffold00002.5 | -1,15E+001 4 74,19999695 3 - 3 1,11E-001 |GLDKK
9 P! 9 Y 4 DAGVIAGLNVA|
- - evm_27.model AmTr_ VQVWVGVDGK
537 | 95| 6 Q9LQQ3 128 Globulin A’;"’ﬁo”s’s AT1607750 | %° P’°;Z'"‘“fs""a“°" 0620 Storage e-129 63 |0,0002003| 0,00174 | 0,178 | 0,51598 |v1.0_scaffold00044.1 | -7,18E+01 45 38,40000153 18 . 14 16364 |VAYVIQGK
aliana El storage proteins 74 VAYVIQGK




Arabidopsis 06 Protein destination|  06.20 Storage evm_27.model AmTr_| TAFNVSPDME
564 8 QsLaas 128 Globulin 10PSiS | AT1G07750 9 129 63 | 0011869 | 1,54894 | 2,36483 | 065499 [v1.0_scaffold00044.1 | -2,58E+01 19 38,40000153 6 6 05455  |K
thaliana and storage proteins v K eEATLDVD!
Arabidopsis 06 Protein destination|  06.20 Storage evm_27.model AmTr_ VAVVEVDGKR]
583 10 | asLaas 128 Globulin OPSIS | AT1G07750 9 129 63 |0,0182765| 1,25654 | 2,01037 | 0,62503 [v1.0_scafiold00044.1 | -545E+401 38 38,40000153 20 12 19091  [STEFVSR
thaliana and storage proteins " STErVSR
Arabidopsis 06 Protein destination|  06.20 Storage evm_27.model AmTr_| NGFALPSYSD
1013 6 QsLaas 128 Globulin 10PSiS | AT1G07750 9 129 63 | 2,22E-05 | 1,46601 | 3,04975| 0,4807 [v1.0_scaffold00044.1 | -9,09E+00 10 38,40000153 3 3 02727 [sAK
thaliana and storage proteins v A L PEATSH]
Coproporphyrinogen-lil|  Arabidopsis evm_27.model. AmTr_| EGEEDPPISSS]
583 10 | qoLrys | Coproporphyrinogen OPSIS | AT1G03475 02Energy | 02.30 Photosynthesis| e-165 83 |0,0182765| 1,25654 | 2,01037 | 0,62503 [v1.0_scaffold00032.2 | -1,87E+01 18 45,00999847 5 5 02727  |SSSPSSVR
oxidase (chloroplastic) | thaliana w e i
Dienelactone hydrolase| evm_27.model AmTr_ YSLDDETWVK
793 12 | QoLuGs | domain-containing 10PSiS | AT3G23600 | 11D ce | 11.06 D 1| 600E-84| 77 [0,0010663| 243627 | 65698 | 0,37083 |v1.0_scaffold00025.1 |  -1,42E+01 30 25,80999962 3 3 03077  |SGSIQAAVLLH
: thaliana -
otein 00 PSLVKPEDISE
Dienelactone hydrolase!| Arabidopsis evm_27.model. AmTr_| AYVTGSSDSK
802 8 QOLUGS |  domain-containing OPSIS | AT3G23600 | 11D ce | 11.06 D 600E-84 | 77 [00053343| 1,5642 | 3,66597 | 042668 |v1.0 scaffold00025.1 |  -8,43E+00 9 25,89999962 2 2 01538  |R
n thaliana
tein 00 CPIAILGAEIDK
Cupin family protein 1 0 06 Protein destination|  06.20 Storage evm_27.model AmTr_| IEMACPH
15 | 2| 1 QOLUS7 | (Nutrient reservoir 10PSIS | AT3G22640 9 | 400E53| 48 |0,0068724| 0,19404 | 0,21547 | 0,90054 |v1.0_scaffold00002.6 |  -1,36E+02 65 435 42 2 20000  |KGDTATIPAGK
e thaliana and storage proteins =
otein) 57 KGDTATIPAGK
Cupin family protein Arabidopsis 06 Protein destination 06.20 Storage evm_27.model. AmTr_| ISNDHGELYEL
145 4 QOLUS7 | (Nutrient reservoir d AT3G22640 400E-53 | 48 [00018854] 2,07447 | 08712 | 2,38116 |V1.0 scaffold00002.6 |  -8,45E+00 6 59,79999924 2 2 00714  |DETEYSPLR
e thaliana and storage proteins
rotein) 57 AFSDEILEASF
Cupin family protein |, pr— Pr— evm_27.model AmTr_ AQSDSVFWG
221 2 QOLUS7 | (Nutrient reservoir 10PSiS | AT3G22640 9 | 400e53| 48 |0,0011093| 3,70339 | 0,98016 | 3,77835 |v1.0_scaffold00002.6 | -7,99E+00 5 59,79999924 2 2 00714 |PR
e thaliana and storage proteins =
orotein) 57 ASQEENLOIIC
Cupin family protein Arabidopsis 06 Protein destination 06.20 Storage evm_27.model. AmTr_| DISTEHGSFR
269 6 QOLUS7 | (Nutrient reservoir d AT3G22640 400E-53 | 48 [0,0024029| 140422 | 08639 | 1,62545 |v1.0 scaffold00002.6 |  -2,96E+01 14 59,79999924 5 5 02143 |AQSDSVFWG
lont res: thaliana and storage proteins o na
Cupin family protein - - evm_27.model AmTr_ 1EMACPH
321 [131| 5 QoLuJ7 (Nutrient reservoir | AY3PI09PSIS | xragoggaq | 06 Protein destination|  06.20 Storage | 4y gop 53 | 45 | 0,0023794| 045958 | 0,32038 | 143448 |v1.0_scaffold00002.6 | -8,96E+01 60 435 23 18 10870  |KGDTATIPAGK
e thaliana and storage proteins =
orotein) 57 IEMACPHVSG
Cupin family protein | 57 06 Protein destination|  06.20 Storage evm_27.model. AmTr_| ARIEMACPH
a6 | 51| 3 QOLUJ7 | (Nutrient reservoir d AT3G22640 400E-53 | 48 [0,0001011| 0,18479 | 0,17894 | 1,03268 |V1.0 scaffold00002.6 |  -1,93E+02 68 435 78 39 35652 |IEMACPH
e thaliana and storage proteins
rotein) 57 KGDTATIPAGK
Cupin family protein 1 0 06 Protein destination|  06.20 Storage evm_27.model AmTr_| IEMACPH
347 | 52| 1 QOLUS7 | (Nutrient reservoir 10PSIS | AT3G22640 9 | 400E53| 48 |0,0061084 0,07817 | 0,16902 | 0,46245 |v1.0_scaffold00002.6 | -1,65E+02 57 435 57 32 25217 |KGDTATIPAGK
e thaliana and storage proteins =
otein) 57 KGDTATIPAGK
Cupin family protein | .o sis 06 Protein destination| ~ 06.20 Storage evm_27.model. AmTr_| IEMACPH
349 | 58| 3 QOLUS7 | (Nutrient reservoir OPSIS | AT3G22640 9° | 400853 | 48 | 3,36E-05 | 0,25222 | 0,24991 | 1,00927 |v1.0_scaffold00002.6 |  -1,62E+02 60 435 58 28 26522 |KGDTATIPAGK
e thaliana and storage proteins
rotein) 57 KGDTATIPAGK
Cupin family protein 1 0 06 Protein destination| ~ 06.20 Storage evm_27.model AmTr_| IEMACPH
35 | 66| 3 QOLUS7 | (Nutrient reservoir 10PSIS | AT3G22640 9 | 400E53| 48 |0,0027293| 0,30401 | 0,15949 | 1,90621 |v1.0_scaffold00002.6 | -1,19E+02 60 435 38 2 18261  |KGDTATIPAGK
e thaliana and storage proteins =
orotein) 57 KGDTATIPAGK
Cupin family protein Arabidopsis 06 Protein destination 06.20 Storage evm_27.model. AmTr_| KGDTATIPAGK
a7t | s7| 1 QOLUJ7 | (Nutrient reservoir OPSIS | AT3G22640 9| 400e53| 48 |0,0011097| 0,28952 | 0,12721 | 2,27602 |v1.0_scaffold00002.6 | -1,58E+02 61 435 54 29 24783 |KGDTATIPAGK
e thaliana and storage proteins
orotein) 57 IEMACPHVSG
Cupin family protein |, 6 Proom dostmatonl 0620 oo evm_27.model AmTr_ KGDTATIPAGK
424 9 QOLUS7 | (Nutrient reservoir 10PSIS | AT3G22640 9 | 400E53| 48 |0,0156606| 1,00376 | 0,52462 | 1,91332 |v1.0_scaffold00002.6 | -3,72E+01 18 59,79999924 8 8 02857  |DISTEHGSFR
e thaliana and storage proteins =
orotein) 57 EVSFENVPSR
Cupin family protein Arabidopsis 06 Protein destination 06.20 Storage evm_27.model. AmTr_| KGDTATIPAGK
459 | 86| 4 QOLUS? | (Nutrient reservoir OPSIS | AT3G22640 9| 400e53| 48 |0,0037057| 046074 | 0,36244 | 1,27121 |v1.0_scaffold00002.6 |  -2,70E+01 15 435 6 4 03043  |ATEIVVILEGR
e thaliana and storage proteins
rotein) 57 ASQEENLQIIC
Cupin family protein 1 0 06 Protein destination|  06.20 Storage evm_27.model AmTr_| ACPHVSGGR
523 | 90| 2 QOLUS7 | (Nutrient reservoir 10PSIS | AT3G22640 9 | 400E53| 48 | 4,13E-05 | 0,23029 | 0,18131 | 1,27018 |v1.0_scaffold00002.6 | -2,05E+02 49 435 79 39 36957  |KGDTATIPAGK
Nt rose thaliana and storage proteins o rrtio)
Cupin family protein — - evm_27.model AmTr TEMACPFVSG
537 | 95 6 QILUJ7 (Nutrient reservoir | A7@PIdOPSIS | xraapg4q |06 Protein destination|  06.20 Storage 4,00E-53 48 |0,0002003| 0,09174 | 0,1778 | 0,51598 [v1.0_scaffold00002.6 | -9,80E+01 54 435 23 17 11304  [GR
e thaliana and storage proteins
rotein) 57 MACPHVSGG
Cupin family protein 1 0 06 Protein destination|  06.20 Storage evm_27.model AmTr_| IEMACPH
539 | 93| 4 QOLUS7 | (Nutrient reservoir 10PSIS | AT3G22640 9 | 400e53| 48 |0,0017522| 0,13283 | 0,24423 | 0,54388 |v1.0_scaffold00002.6 | -1,60E+02 57 435 57 31 28696  |ARIEMACPH
e thaliana and storage proteins =
orotein) 57 KGDTATIPAGK
Cupin family protein | . osis 06 Protein destination| ~ 06.20 Storage evm_27.model. AmTr_| GQGPIVR
682 | 12| 2 QOLUST | (Nutrient reservoir OPSIS | AT3G22640 9| 400E53| 48 |0,0108656| 0,37066 | 0,18761 | 1,97568 |v1.0_scaffold00002.6 | -2,07E+01 19 435 6 6 02609  |PSSEQLQGLIH
e thaliana and storage proteins
orotein) 57 GGSGGGK
Cupin family protein 1 o 06 Protein destination|  06.20 Storage evm_27.model AmTr_| EVSFNVPSR
713 | 13| 5 QOLUS7 | (Nutrient reservoir 10PSIS | AT3G22640 9 | 400E53| 48 |0,0019856| 0,39246 | 0,12791 | 3,06825 |v1.0_scaffold00002.6 | -3,14E+01 27 435 8 7 03913 |PSSEQLQGLIH
e thaliana and storage proteins =
orotein) 57 GGSGGGK
Cupin family protein — - evm_27.model AmiTr TEMACPH
731 | 124 3 QILUJ7 (Nutrient reservoir A"i‘”ﬁ"”s’s AT3G22640 | %° P“"z‘“ destination| 06.20 Storage 4,00E-53 48 9,55E-05 | 0,27662 | 0,17504 | 1,58028 |v1.0_scaffold00002.6 | -5,57E+01 35 435 14 1 06522  |ARIEMACPHV
o aliana and storage proteins o 5008
Cupin family protein - - evm_27.model AmTr_ JEMACPH
736 | 123| 6 QoLuJ7 (Nutrient reservoir | AY3PI09PSIS | araGo9g4q | 06 Protein destination|  06.20 Storage | 4y gop 53 | 45 | 0,0008994| 037749 | 0,30548 | 123571 |v1.0_scaffold00002.6 | -4 54E+01 28 435 1 8 05217  |IEMACPHVSG
Nt rose thaliana and storage proteins o S
Cupin family protein — - evm_27.model AmiTr KGDTATIPAGK
264 2 QILUJ7 (Nutrient reservoir | A7@PIdOPSIS | xraapg4q |06 Protein destination|  06.20 Storage 4,00E-53 48 8,68E-05 | 2,8676 | 2,34851 | 1,22103 |v1.0_scaffold00002.6 | -1,93E+01 9 59,79999924 4 4 0,429  |DISTEHGSFR
e thaliana and storage proteins
rotein) 57 DADIIYYVANG
Cupin family protein |, 6 Proom dostmatonl 0620 oo evm_27.model AmTr_ KGDTATIPAGK
201 2 QOLUS7 | (Nutrient reservoir 10PSIS | AT3G22640 9 | 400e53| 48 |0,0003834| 293432 | 2,88705 | 1,01637 |v1.0_scaffold00002.6 | -3,24E+01 17 59,79999924 7 7 02500  |DISTEMGSFR
e thaliana and storage proteins
orotein) 57 GVTGNPYAFE
Cupin family protein | 57 06 Protein destination|  06.20 Storage evm_27.model. AmTr_| IEMACPH
742 |120| 5 QOLUJ7 | (Nutrient reservoir o AT3G22640 ° 400E-53 | 48 | 448E-05 | 0,5563 | 0,22585 | 246319 |v1.0 scaffold00002.6 |  -3,25E+01 27 435 8 7 03913  |AQSDSVFWG
b aliana and storage proteins o R
Cupin family protein - - evm_27.model AmTr_ ERESESESEG
407 14 QoLuJ7 (Nutrient reservoir | A/3PI09PSIS | xragoogaq | 06 Protein destination|  06.20 Storage | 4y nop 53 | 45 | 0,0002583| 1,69181 | 1,84846 | 091526 |v1.0_scaffold00002.6 | -1,11E+02 40 50,79999924 25 21 09286 |R
e thaliana and storage proteins
orotein) 57 KGDTATIPAGK
Cupin family protein Arabidopsis 06 Protein destination 06.20 Storage evm_27.model. AmTr_| DISTEHGSFR
583 10 QOLUJ7 | (Nutrient reservoir o AT3G22640 ° 400E-53 | 48 [00182765| 1,25654 | 2,01037 | 0,62503 |v1.0_scaffold00002.6 |  -1,63E+01 8 50,79999924 4 4 01429  |GVTGNPYAFE
o aliana and storage proteins o 5
Cupin family protein - - evm_27.model AmTr_ GVTGNPYAFE
782 9 QoLuJ7 (Nutrient reservoir | A/8PI09PSIS | xragogg4q | 06 Protein destination|  06.20 Storage | 4y gop 53 | 45 | 0,0006529| 074675 | 3,14802 | 023721 |v1.0_scaffold00002.6 | -9,56E+00 4 50,79999924 2 2 00714
thaliana and storage proteins o

orotein)

AFSDEILEASF




Cupin family protein

evm_27.model AmTT.

DISTEHGSFR

627 6 QoLuJ7 (Nutrient reservoir | AY8PI09PSIS | xragoggaq | 06 Protein destination|  06.20 Storage | 4y gop 53 | 45 |0,0003956| 3,60946 | 5,35739 | 067374 |v1.0_scaffold00002.6 |  -1,69E+01 15 50,79999924 5 5 02143 |GVTGNPYAFE
Nt rose thaliana and storage proteins o o
Cupin family protein — - evm_27.model AT AQSDSVFWG
675 8 QILUJ7 (Nutrient reservoir | A7@PIAOPSIS | xraapg4q |06 Protein destination|  06.20 Storage 4,00E-53 48 6,01E-05 | 4,28718 | 3,84318 | 1,11553 [v1.0_scaff0ld00002.6 | -8,13E+00 7 59,79999924 2 2 01071 |PR
e thaliana and storage proteins
orotein) 57 ISNDHGELYEL
Cupin family proftein |, 6 Proom dostmatonl 0620 oo evm_27.model AmTr_ 1SNDHGELYEL
689 9 QOLUS7 | (Nutrient reservoir 10PSIS | AT3G22640 9 400E-53 | 48 | 3,23E-06 | 8,06804 | 4,88286 | 1,65232 |v1.0 scaffold00002.6 |  -6,55E+00 5 59,79999924 2 2 00714 |DETEYSPLR
e thaliana and storage proteins =
brotein) 57 ATEIVVILEGR
Cupin family protein | 57 06 Protein destination|  06.20 Storage evm_27.model. AmTr_| AQSDSVFVVG
774 4 QOLUST | (Nutrient reservoir d AT3G22640 400E-53 | 48 [00178635| 2,04497 | 3,67878 | 0,55588 |v1.0_scaffold00002.6 |  -2,34E+01 1 50,79999924 5 5 01786  |PR
e thaliana and storage proteins
orotein) 57 NSILNOIER
Cupin family protein |, 6 Proom dostmatonl 0620 Sorae evm_27.model AmTr_ KGDTATIPAGK
810 12 QOLUS7 | (Nutrient reservoir 10PSIS | AT3G22640 9 400E-53 | 48 [00021851| 1,58254 | 40931 | 0,38664 |v1.0_scaffold00002.6 |  -3,30E+01 16 59,79999924 6 6 02143 |DISTEHGSFR
e thaliana and storage proteins =
brotein) 57 GOGPIVRPSS
Cupin family protein Arabidopsis 06 Protein destination 06.20 Storage evm_27.model. AmTr_| DISTEHGSFR
832 3 QOLUST | (Nutrient reservoir d AT3G22640 400E-53 | 48 [00172602| 3,88032 | 2,10717 | 1,84148 |V1.0 scaffold00002.6 |  -4,68E+01 18 59,79999924 13 1 04643  |STEHGSFR
e thaliana and storage proteins
orotein) 57 LVTIGEER
Cupin family protein - - evm_27.model AmTr_ GQGPIVRPSS
833 6 QoLuJ7 (Nutrient reservoir | AY3PI09PSIS | aragoggaq | 06 Protein destination|  06.20 Storage | 4y gop 53 | 45 |0,0133914| 464276 | 2,00655 | 231381 |v1.0_scaffold00002.6 | -5,61E+01 21 50,79999924 2 15 08571 |EQ
e thaliana and storage proteins =
otein) 57 TTVIINKDSOR
Cupin family protein | 5 psis 06 Protein destination|  06.20 Storage evm_27.model. AmTr_| IEMACPH
1018 9 QOLUS7 | (Nutrient reservoir d AT3G22640 400E-53 | 48 | 7.51E-05 | 2,87435 | 3,95283 | 0,72716 |v1.0_scaffold00002.6 |  -2,13E+01 15 59,79999924 6 6 02143 [IEMACPHVSG
font res: thaliana and storage proteins o e
Cupin family protein - - evm_27.model AmTr_ PSSEQLAGLH
1019 4 QoLuJ7 (Nutrient reservoir | A73PI09PSIS | xraGo9640 | 06 Protein 06.20Storage | 4 5oe.53 | 48 |0,0016868| 2,39482 | 3.51011 | 0,68226 [v1.0_scaffold00002.6 | -1,33E+01 8 50,79999924 3 3 01071  |GGSGGGK
e thaliana and storage proteins =
brotein) 57 ATEIVVILEGR
Cupin family protein Arabidopsis 06 Protein destination 06.20 Storage evm_27.model. AmTr_| KGDTATIPAGK
821 | 170| 4 QOLUS7 | (Nutrient reservoir d AT3G22640 400E-53 | 48 [00172238| 0,44096 | 0,44829 | 0,98364 |v1.0 scaffold00002.6 |  -2,98E+01 21 435 6 6 03043  |PSSEQLQGLIH
e thaliana and storage proteins
orotein) 57 GGSGGGK
Cupin family protein |, PSS E— evm_27.model AmTr_ KGDTATIPAGK
827 | 166 | 2 QOLUS7 | (Nutrient reservoir 10PSiS | AT3G22640 9 40053 | 48 [00001876| 0,06927 | 0,04685 | 1,47864 |v1.0_scaffold00002.6 |  -1,78E+01 14 435 5 4 02174 |LVTIGEER
e thaliana and storage proteins =
brotein) 57 GOGPIVRPSS
Cupin family protein Arabidopsis 06 Protein destination 06.20 Storage evm_27.model. AmTr_| KGDTATIPAGK
836 |168| 2 QOLUJ7 | (Nutrient reservoir d AT3G22640 400E-53 | 48 [0,0032058| 0,61535 | 0,19061 | 3,22831 V1.0 scaffold00002.6 |  -2,46E+01 18 435 6 5 03043  |LVTIGEER
e thaliana and storage proteins
orotein) 57 GOGPIVRPSS
Cupin family protein |, PSS E— evm_27.model AmTr_ KGDTATIPAGK
812 |169| 4 QOLUS7 | (Nutrient reservoir 10PSIS | AT3G22640 9 40053 | 48 [0,0056319] 0,80598 | 0,20920 | 3,85098 |v1.0 scaffold00002.6 |  -2,22E+01 14 435 6 6 02609  |LVTIGEER
e thaliana and storage proteins =
otein) 57 GOGPIVRPSS
Cupin family protein Arabidopsis 06 Protein destination 06.20 Storage evm_27.model. AmTr_| GQGPIVRPSS
843 4 QOLUS7 | (Nutrient reservoir 2o AT3G22640 400E-53 | 48 [00054464] 1,06921| 0,166 | 644124 |v1.0 scaffold00002.6 | -1,98E+01 6 50,79999924 4 4 01429  |GQGPIVRPSS
lont res: thaliana and storage proteins o o9
Cupin family protein - - evm_27.model AmTr_ AFSDEILEASF
871 | 284| 3 QoLuJ7 (Nutrient reservoir | AY3PI09PSIS | xragoggaq | 06 Protein destination| - 06.20 Storage | 4y gop 53 | 48 | 1,50E-05 | 013357 | 0,05308 | 251653 |v1.0_scaffold00002.6 |  -1,17E+01 16 435 4 3 02174  [NVDR
e thaliana and storage proteins =
brotein) 57 KGDTATIPAGK
Cupin family protein | o i 06 Protein destination|  06.20 Storage evm_27.model. AmTr_| IEMACPH
1074 | 54 | 1 QOLUJ? | (Nutrient reservoir d AT3G22640 400E-53 | 48 [0,0010006| 0,27312 | 0,21134 | 1,20238 |V1.0 scaffold00002.6 |  -2,17E+02 69 435 85 a2 39130  |ARIEMACPH
e thaliana and storage proteins
orotein) 57 KGDTATIPAGK
Arabidopsis 06 Protein destination evm_27.model AmTr_| GVASGMAPLA
736 | 123 6 QILUM3 | Subtilase family protein 10PSIS | AT3G14240 06.13 Proteolysis 0 55 |0,0008994| 0,37749 | 0,30548 | 1,23571 [v1.0_scaffold00003.1 | -1,82E+01 8 61 6 5 03333 |R
thaliana and storage v R AL GYAR
Phosphoglucose Arabidopsis evm_27.model. AmTr_| IAVLDHEK
537 | o5 | 6 QaLves osphog OPSIS | AT5G57330 02 Energy 02.01 Glycolysis | e-143 76 |0,0002003| 0,09174 | 0,1778 | 051598 [v1.0_scafiold00019.3 | -3,96E+01 33 35,20000076 8 7 06471  |QELSAVPSSY
isomerase thaliana
39 CSGOLDPOR
Senescencs-related [ o0 12 Unclear 12 Unclear evm_27.model. AmTr TLRPEPSVEG
467 1 QoLVI9 | protein dihydroorotate 10PSiS | AT3G17810 y ) 000E+00| 89 |0,0173342| 0,83843 | 2,86452 | 0,20269 [8VT-27MOdCLAMTE_| g o4 100 1 46,90000153 3 3 01579  |YSTPGGYSSK
oate | thaiiana classification classification V1.0 scaffold00176.8 peicabe
Arabidopsis evm_27.model. AmTr_| LGNEAYIR
467 1 QOLYE?  |Uncharacterized protein| A"279%PSI> | ATGG11420 | 13 Unclassified 13 Unclassified o147 85 |00173342| 0,83843 | 2,86452 | 0,20269 [v1.0_scafiold00042.5 | -2,03E+01 22 35,79999924 5 5 05000  |QGDMLLVVPE
0 GACAVR
pr— 207 Pomoss evm_27.model AmTr_ TIDSNVEQAK
502 1 QoLYR4 Transaldolase 10PSIS | AT5G13420 02 Energy e-163 87 |0,0032833| 3,88104 | 536256 | 0,72373 [v1.0_scaffold00016.4 | -3,87E+01 22 47,20999924 10 8 05789 [IGPDTVSTMP
thaliana phosphate M oF
Arabidopsis evm_27.model. AmTr_| DHSVGLNCGR]
313 | 41| 2 QoLzcs Malate synthase rabopsis | AT5G03860 02 Energy 02.10 TCA pathway | 0,00E+00 | 75 |0,0073752| 0,65087 | 0,19939 | 2,76283 [v1.0_scafiold00049.8 | -6,47E+00 6 64,80000305 3 3 01111 |HGAVLDGDGV
6 K
pr— evm_27.model AmTr_ AGCYAANETQ
828 6 QoLZGO |  Adenosine kinase IOPSIS | AT5G03300 | 01 Metabolism | 01.03 Nucleotides | e-166 91 | 0,014279 | 0,94689 | 1,68458 | 056209 [v1.0_scaffold00148.6 | -1,86E+01 8 375 2 2 01250 |R
thaliana 2 IAVITOGADPV
Chalcone-flavanone Arabidopsis evm_27.model. AmTr_| VMDEVVSR
793 12 | qemixz | isomerase famiy IOPSIS | AT3G63170 | 01 Metabolism | 01.06 Lipid and sterol| 2,00E-37 | 61 [0,0010663| 2.43627 | 65698 | 0,37083 |v1.0_scaffold00061.1 |  -7,34E+01 62 23,20000076 27 16 20667  |VESEVLCR
4 thaliana
otein ) ALHDGLEMMG
Chalcone-flavanone | o evm_27.model AmTr_ VESEVLCR
799 8 QoM1x2 | isomerase family 1OPSIS | AT3G63170 | 01 Metabolism | 01.06 Lipid and sterol| 2,00E-37 | 61 [0,0125632| 1,10491 | 2,40277 | 0,45985 |v1.0_scaffold00061.1 |  -3,37E+01 39 23,20000076 8 6 06000  |IFNDNLGASIK
. thaliana -
brotein ) LVVVYGGLNM
Chalcone-flavanone Arabidopsis evm_27.model. AmTr_| VMDEVVSR
802 8 QoM1x2 | isomerase family IOPSIS | AT3G63170 | 01 Metabolism | 01.06 Lipid and sterol| 2,00E-37 | 61 [0,0053343| 1,5642 | 3,66597 | 0,42668 |v1.0_scaffold00061.1 |  -5,70E+01 54 23,20000076 14 12 1,0000  [VESEVLCR
4 thaliana
rotein ) KIENDNL GASI
Chalcone-flavanone | o evm_27.model AmTr_ AKFESAPSEP
808 9 QoM1x2 | isomerase family 1OPSIS | AT3G63170 | 01 Metabolism | 01.06 Lipid and sterol| 2,00E-37 | 61 [0,0012118| 3,14897 | 4,15446 | 0,75797 |v1.0_scaffold00061.1 |  -7,45E+01 69 23,20000076 21 14 16000  [K
. thaliana -
brotein ) VMDEWVSR
Chalcone-flavanone Arabidopsis evm_27.model. AmTr_| FESAPSEPK
810 12 | qemixz | isomerase famiy IOPSIS | AT3G63170 | 01 Metabolism | 01.06 Lipid and sterol| 2,00E-37 | 61 [0,0021851| 1,58254 | 4,0931 | 0,38664 |v1.0_scaffold00061.1 |  -5,90E+01 68 23,20000076 18 14 14000  [VESEVLCR
4 thaliana
rotein ) | SOGENNDEL
Chalcone-flavanone | o evm_27.model AmTr_ VMDEVVSR
818 7 QoM1x2 | isomerase family 1OPSIS | AT3G63170 | 01 Metabolism | 01.06 Lipid and sterol| 2,00E-37 | 61 [0,0072403| 1,69716 | 3,47994 | 04877 |v1.0_scaffold00061.1 | -3,17E+01 45 23,20000076 8 8 05333 |VESEVLCR
. thaliana
otein ) | SOGENNDEL
Chalcone-flavanone Arabidopsis evm_27.model. AmTr_| LSQGENNDEL
1036 7 QoM1x2 | isomerase family IOPSIS | AT3G63170 | 01 Metabolism | 01.06 Lipid and sterol| 2,00E-37 | 61 [0,0026609| 3,25164 | 7,27437 | 0,447 |v1.0 scaffold00061.1 |  -3,13E+01 a7 23,20000076 6 6 04667  [LOR
4 thaliana
rotein ) IFNDNLGASIK
Chalcone-flavanone | o evm_27.model AmTr_ VMDEVVSR
782 9 QoM1x2 | isomerase family 1OPSIS | AT3G63170 | 01 Metabolism | 01.06 Lipid and sterol| 2,00E-37 | 61 [0,0008529| 0,74675 | 3,14802 | 0,23721 |v1.0_scaffold00061.1 |  -4,38E+01 56 23,20000076 10 9 07333 |VESEVLCR
orotein thaliana 92 LSOGENNDEL




Chalcone-flavanone | o= Gvm_27.model AmTr_| NLLGLVPLKIY
944 8 QIM1X2 isomerase family ool | AT3G63170 | 01 Metabolism [ 01.06 Lipid and sterol| 2,00E-37 | 61 [0,0003015( 069549 | 7.23177 | 0,09617 [v1.0_scaffold00061.1 |  -9,62E+00 11 23,20000076 2 - 2 01333 [LVWVYGGLNM
orotein 92 GTVR
Dihydrolipoamide Arabidopsis evm_27.model. AmTr_| VMGVDASGS
294 8 QIMsK2 AT, TebolS | AT3G17240 02 Energy 02.10 TCA pathway | 0,00E+00 | 86 | 0,0070497| 3,75653 | 4,0454 | 0,92859 [v1.0_scaffold00014.1 | -5,25E+01 36 53,90000153 12 5 10 05833  [GVR
yaroge 14 VMGVDASGS
- evm_27.model AmTr_| AAQLGLK
302 | 38 2 QIM5K3 Eij‘“xdg"”p"am‘de A’;"’ﬁo”s’s AT1G48030 02 Energy 02.10 TCA pathway | 0,00E+00 | 87 0,000944 | 0,59421| 0,2155 | 2,75736 |v1.0_scaffold00064.4 | -8,25E+01 40 53,79999924 19 2 17 08261  [GALGGTCLNV
lehydrogenase aliana 9 GCIPSK
Dihydrolipoamide | Arabidopsis evm_27.model. AmTr_| EAAMATYDK
459 | 86 | 4 QIMBK3 AT, eS| AT1G48030 02 Energy 02.10 TCA pathway | 0,00E+00 | 87 | 0,0037057| 0,46074 | 0,36244 | 1,27121 [v1.0_scaffold00064.4 | -1,18E+02 42 53,79999924 30 - 18 1,3478 | TCHAHPTLSE
yaroge 9 AVK
- ‘evm_27.model AmTr_|
294 8 QIMSK3 Dinydrolipoamide | - Arabidopsis | xr1G48030 02 Energy 02.10 TCA pathway | 0,00E+00 | 87  |0,0070497| 3,75653 | 4,0454 | 0,92859 [v1.0_scaffold00064.4 | -3,62E+01 21 53,79999924 8 1 8 03478  |VTGVDASDSG
dehydrogenase thaliana 9 VR
Dihydrolipoamide | Arabidopsis evm_27.model. AmTr_| SNLTNSMK
342 [ 65| 3 QIMSKS Hehydrogenase eS| AT3G16950 02 Energy 02.10 TCA pathway | 0,00E+00 | 82 | 0,0079229| 0,26873 | 0,11466 | 2,34363 [v1.0_scaffold00003.1 | -1,06E+02 40 57,00999847 22 - 17 1,0952 | QGVADHANNL
6 ASK
- ‘evm_27.model AmTr_| MMLAHTASAQ
355 | 66 3 QIM5KS5 EL‘Z%‘;L‘?“‘)Z";’:;": A’;‘;’ﬁ:f’fj’s AT3G16950 02 Energy 02.10 TCA pathway | 0,00E+00| 82  |0,0027293| 0,30401 | 0,15949 | 1,90621 |v1.0_scaffold00003.1 | -1,04E+02 42 57,09999847 2 - 19 1,3333  |QGVADHANNL
6 ASK
“Acetylornithine Arabidonsis ‘evm_27.model AmTr_| [VDSCFADR
488 10 Q9MEM7 |  aminotransferase eS| AT1G80600 | 01 Metabolism 01.01 AminoAcid |  e-169 82 [0,0120942| 1,5885 | 2,20785| 06913 |v1.0_scaffold00032.1 | -1,39E+01 9 57,20000076 2 - 2 01200  [IFFSNSGTEAN
ic/mif 26 EAAIK
‘Acetylornithine U— ‘evm_27.model AmTr_| VDSCFADR
1002 14 Q9MEM7 |  aminotransferase s AT1G80600 | 01 Metabolism 01.01 AminoAcid |  e-169 82 |0,0179685| 1,00507 | 2,65214 | 0,37896 |v1.0_scaffold00032.1 |  -2,54E+01 12 57,20000076 5 - 5 02000  |ELEQGVEILCK
ic/mi aliana 26 IFESNSGTEAN
Phosphoglycerate | Arabidopsis ] evm_27.model. AmTr_| SALEAVKK
236 3 QIMIK1 ksl TeolS | AT3G08590 02 Energy 02.01 Glycolysis | 0,00E+00| 82 | 0,0074384| 1,27937 | 2,72956 | 0,46871 [v1.0_scaffold00077.2 | -1,70E+02 62 61,20999924 40 - 35 1,6667 |GVDAQIASGG
1 GR
- ovm_27.model AmTr_| GVDAQIASGG
488 10 QIMIK1 Phosphoglycerate A’;"’ﬁo”s’s AT3G08590 02 Energy 02.01 Glycolysis | 0,00E+00| 82  |0,0120042| 1,5885 | 2,20785| 0,6913 [v1.0_scaffold00077.2 | -9,90E+00 4 61,20090924 2 . 2 00833 [GR
aliana 1 TSGEYLVHNGI
Phosphoglycerate Arabidopsis . evm_27.model. AmTr_| GVDAQIASGG
510 9 QIMIK1 ksl TeolS | AT3G08590 02 Energy 02.01 Glycolysis | 0,00E+00| 82  |0,0003295| 2,01724 | 2,58062 | 0,78169 [v1.0_scaffold00077.2 | -1,69E+001 7 61,20999924 4 - 4 1,67€-001 |GR
" VHILTDGR
Zinc-binding u— ovm_27.model AmTr_| TPSYSSDSK
600 6 Q@MoM7 | dehydrogenase family | “E°VIOPSIS | AT3G03080 | 13 Unclassified 13 Unclassified | 2006417 | 77 |0,0178552| 5,14912 | 4,89334 | 1,05227 [v1.0_scaffold00013.6 | -9,68E+00 63 8,800000191 3 - 3 08000  |ETDFEMVPSS
orotein 3 LK
Zinc-binding Arabidopsis evm_27.model. AmTr_| TPSYSSDSK
1013 6 QMOM7 | dehydrogenase family [ A5>79PSIS | AT3G03080 | 13 Unclassified 13 Unclassified | 2,00E-17 | 77 | 2,22E-05 | 1,46601 | 3,04975 | 0,4807 [v1.0_scaffold00013.6 | -9,66E+00 39 8,800000191 3 - 3 06000  [ETDFEMVPSS
protein 3 LK
u— ‘evm_27.model AmTr_| IHNEANIDSGF
675 8 Q9M9Q9 Peroxidase o AT1G14550 | 11D ce | 11.06 D 1| e-08 75 | 6,01E-05 | 4,28718 | 3,84318 | 1,11553 |v1.0_scaffold00029.2 |  -3,16E+01 23 33,90000153 7 6 5 1,0000 |ASTR
aliana a1 IHNEANIDSGE
Arabidopsis evm_27.model. AmTr_| IHNEANIDSGF
689 9 Q9IM9Q9 Peroxidase eS| AT1G14850 | 11D ce | 11.06 D 108 75 | 3,23E-06 | 8,06804 | 4,88286 | 1,65232 |v1.0_scaffold00029.2 |  -1,80E+01 13 33,90000153 3 - 3 04286  [ASTR
31 MGDIGPLTGS
- - TKDNNLLGK
150 | 16| 2 Qosont | HSP70(heatshock | Arabidopsis | xpqq4gogq |06 Protein destination| 06.01 Foldingand | g o409 | 8o |0,0011266| 0,4233 | 0,21500 | 1,96797 |8M-27MOACLAMTL | 7 51E 4 2 71,59999847 15 - 13 07619  |FSDPSVQADM
protein) thaliana and storage stability v1.0_scaffold00137.8 A
- - TKDNNLLGK
153 | 16 2 Q9S9N1 HSP70 (heat shock |~ Arabidopsis | xp41g030 |06 Protein destination|  06.01 Foldingand | o goe00 | g9 |0,0053885| 0,52253 | 0,24434 | 2,13855 [SVM-27 MOdLAMTE | 7 54 23 71,59999847 15 - 13 07619  [FSDPSVQADM
protein) thaliana and storage stabilty v1.0_scaffold00137.8 A
- - FSDPSVQADM
25 | 19| 6 Qosont | HSP70(heatshock | Arabidopsis | xpqq4gogq |06 Protein destination| 06.01 Foldingand | g o409 | g0 |0,0059659| 0,70174 | 0,26816 | 2,61681 |M-27MOACLAMTL | 5 74 14 71,59999847 7 - 7 03333 [K
protein) thaliana and storage stability v1.0_scaffold00137.8 UEIPNDOGNR
- - ATAGDTHLGG
1004 | 77 2 Q9S9N1 HSP70 (heat shock | Arabidopsis | xr41g039 |06 Protein destination|  06.01 Foldingand | o goe.00 | g9 |0,0035325| 0,58442 | 0,31418 | 1,86015 |SVT-27 MOdeLAMTE | 4 5oe g7 36 71,59999847 34 - 2 17619 |RFSDPSVQAD
protein) thaliana and storage stabilty v1.0_scaffold00137.8 N
S-adenosyIL- u— 0222 mRNA Gvm_27.model AmTr_| SSLSEDQQK
143 | 11 1 Q9S9P4 | methionine-dependent | 722 50P AT1G30550 | 04 Transcription e 26-79 68 | 0001741 05739 | 0,2859 | 2,00727 |v1.0_scaffold00019.5 |  -1,99E+02 35 122 57 - 35 13043 |AGYVSAGDK
(7- aliana processing 7 SKGVTAAPIR
S-adenosyl-L- Arabidopsis 04.22 MRNA evm_27.model. AmTr_| SSLSEDQQK
150 | 16| 2 Q9S9P4 | methionine-dependent | A5>PSIS | AT1G30550 | 04 Transcription o 2679 68 [0,0011266| 04233 | 0,21500 | 1,96797 |v1.0_scaffold00019.5 |  -1,34E+02 24 122 32 - 25 07391  [KASDLLQK
(- L 9 7 EHSDDSDLDK
S-adenosyl-L- u— 0222 MRNA ‘ovm_27.model AmTr_| SSLSEDQQK
153 | 16| 2 Q9S9P4 | methionine-dependent | “72250P AT1G30550 | 04 Transcription e 26-79 68  |0,0053885 0,52253 | 0,24434 | 2,13855 |v1.0_scaffold00019.5 |  -1,34E+02 24 122 32 - 25 07391  [KASDLLQK
(7- aliana processing 7 EHSDDSDLDK
S-adenosyl-L- Arabidopsis 04.22 MRNA evm_27.model. AmTr_| KASDLLQK
235 [ 19| 6 Q9S9P4 | methionine-dependent | “5>9PSIS | AT1G30550 | 04 Transcription processing 2679 68 [0,0059659| 0,70174 | 0,26816 | 2,61681 |v1.0_scaffold00019.5 |  -1,32E+02 30 122 33 30 26 07391  |AYEVANTPSLK
(7- 7 FGLDEAH
S-adenosyl-L- u— 0222 MRNA ‘ovm_27.model AmTr_| FGLDEAHGK
736 | 123| 6 Q9S9P4 | methionine-dependent | “72250P AT1G30550 | 04 Transcription e 26-79 68 |0,0008994| 0,37749 | 0,30548 | 1,23571 |v1.0_scaffold00019.5 |  -5,94E+01 11 122 1 - 11 02826  [PAAASLLDK
(7- aliana processing 7 EILTIOAQGDK
S-adenosyl-L- Arabidopsis 04.22 MRNA evm_27.model. AmTr_| APWSSLDENK
757 [ 178 2 Q9S9P4 | methionine-dependent | “5>PSIS | AT1G30550 | 04 Transcription processing 2679 68 [0,0050002 0,17494 | 0,7288 | 0,24004 |v1.0_scaffold00019.5 | -6,91E+00 2 122 3 - 3 00652  [IQVPVDIAPK
- 7 ADIVGLWALK
- ‘ovm_27.model AmTr_| RPFAAVGGSK]
523 | 90 2 Q9SAJ4 Ph“ﬁ:g‘!é”““* A’;‘;’ﬁ:f’fj’s AT1G79550 02 Energy 02.01 Glycolysis | 0,00E+00| 93 4,13E-05 | 0,23029 | 0,18131 | 1,27018 |v1.0_scaffold00062.1 | -2,43E+01 20 42,40000153 4 - 4 0,2273  [VDLNVPLDDN
99 oK
Phosphoglycerate Arabidopsis . evm_27.model. AmTr_| AHASTEGIAK
533 126 4 QISAJ4 A eS| AT1GT9550 02 Energy 02.01 Glycolysis | 0,00E+00| 93 | 0,0004666| 0,35955 | 0,17708 | 2,03047 [v1.0_scaffold00062.1 | -1,17E+02 63 42,40000153 24 - 19 11364 |YLMENGAK
99 VILASHLGR
- ‘evm_27.model AmTr_| LSSFHDEVR
539 | 93| 4 QSCX9 G'Vge;";a'ph"s"“a'e A’;"’ﬁo”s’s AT5G40610 | 01 Metabolism | 01.06 Lipid and sterol|  e-164 78 |0,0017522 0,13283 | 0,24423 | 0,54388 |v1.0_scaffold00049.71|  -1,01E+01 15 425 3 - 3 03125 |VRPDAQAISLI
lehydrogenase aliana 1 K
Epoxide hydrolase-like | Arabidopsis ovm_27.model.AmTr_| ATMEVVHR
627 6 Q9sD4s arotein ToeblS | AT3G51000 | 01 Metabolism | 01.06 Lipid and sterol| ~ e-116 77 |0,0003956| 3,60946 | 535739 | 0,67374 |v1.0_scaffold00002.2 |  -1,77E+01 18 36,20000076 5 4 5 05000  [AFACYDALTIM
76 K
) - - evm_27.model AmTr_|
627 6 QoSD45 Ep"x'dep’gfgi‘:"ase"'ke A’;‘;’ﬁ:f’fj’s AT3G51000 | 01 Metabolism | 01.06 Lipid and sterol|  e-117 78 |0,0003956| 3,60946 | 5,35739 | 0,67374 |v1.0_scaffold00002.2 |  -8,00E+00 10 36,5 2 1 2 02727 ;'YTsNED'GFE
74




) - - Svm_27.model AmTr_| YYVIGPTFK
639 5 Qospas | EPoxide "yf’.‘"ase"'ke A’;"’ﬁo”s’s AT3G51000 | 01 Metabolism | 01.06 Lipid and sterol|  e-116 77 | 0.003018 | 245421 | 4,50863 | 0,54434 |v1.0_scaffold00002.2 | -3,20E+01 23 36,20000076 6 5 6 06000  |AYGDGFYINQ
protein aliana 76 FOEPGR
Epoxide hydrolase-like | Arabidopsis evm_27.model. AmTr_| AGMEVVHR
639 5 Q9sD4s i TebiS | AT3G51000 | 01 Metabolism | 01.06 Lipid and sterol|  e-117 78 | 0003018 | 245421 | 450863 | 0,54434 |v1.0_scaffold00002.2 |  -1,49E+01 12 365 4 3 4 03636  [DYVNGAIFK
P 74 ALVSLSIPYQP
) - - ‘evm_27.model AmTr_| AGMEVVHR
1018 9 Qospas | EPoxide "yf’.‘"ase"'ke A’;"’ﬁo”s’s AT3G51000 | 01 Metabolism | 01.06 Lipid and sterol|  e-117 78 | 7,51E-05 | 2,87435 | 3,95283 | 0,72716 |v1.0_scaffold00002.3 |  -7,91E+01 #“ 36,5 20 16 18 18182 |YDTLTWWKK
protein aliana 74 ITOFOEPGR
Epoxide hydrolase-like | Arabidopsis evm_27.model. AmTr_| ATMEVVHR
1018 9 Q9sD4s arotein ToeblS | AT3G51000 | 01 Metabolism | 01.06 Lipid and sterol|  -116 77 | 7.51E-05 | 2,87435 | 395283 | 0,72716 |v1.0_scaffold00002.2 |  -2,31E+01 16 36,20000076 6 2 6 06000  [FIVGNEDIGFQ
76 SFGTK
Arabidopsts 0105 Sogars and evm_27.model AmTr_| AVTAATNYNN
321 [131| 5 QUSEES Galactokinase ool | AT3G06580 | 01 Metabolism Dolysoohes | 000E+00 | 83 |0,0023794| 045058 | 032038 | 143443 |v1.0_scaffoldd0003.2 | -6.78E+01 38 50,90000153 14 - 14 07000 |[R
34 EAVSSELSDE
MD-2-related lipid Arabidopsis evm_27.model. AmTr_| SISASTEAPLS
684 | 13| 2 Q9SF20 | recognition domain- eS| AT3G11780 | 11D ce [11.02 Def lated| 4,00E-46 | 74 | 4,10E-05 | 0,58962 | 0,04952 | 11,9067 |v1.0_scaffold00004.T | -1,49E+01 26 16,39999962 3 - 3 05000  [EGK
containina protein 91 VSGMEVDPDP|
MD-2-related lipid |, ‘evm_27.model AmTr_| VSGMEVDPDP|
713 [113| 5 Q9SF20 | recognition domain- fraacs AT3G11780 | 11 Diseaseldefence |11.02 Defence-related| 4,00E-46 | 74  |0,0019856| 0,39246 | 0,12791 | 3,06825 |v1.0_scaffold00004.1 | -1,38E+01 26 16,39999962 4 - 3 08333
inina protein aliana 91 SISASTEAPLS
Alpha-L- Arabidopsis evm_27.model. AmTr_| SLATANVIADS
331 8 Q9S8O | e dase | e | AT3G10740 | 09 Cell structure 09.01 Cellwall | 0,00E+00| 68  [0,0076661| 1,16096 | 0,33556 | 3,45981 |v1.0_scaffold00095.1 |  -1,22E+01 4 73,09999847 2 - 2 0,000  [SDVQK
48 FPGGCYVEGE
Arabidopsts 01,05 Sugars and ‘evm_27.model AmTr_| ASGSVAAR
1002 14 QUSGED xylose synthase o AT1G08200 | 01 Metabolism R 000E+00| 94  [0,0179685| 1,00507 | 2,65214 | 0,37896 |v1.0_scaffold00040.2 |  -4,86E+01 30 43,70000076 13 - 10 05200  |QLAEMMTEVY
aliana polysaccharides 98 SK
Arabidopsis 01.05 Sugars and evm_27.model. AmTr_| EFYGEGYDDS
467 1 QUSGEO xylose synthase eblS | AT1G08200 | 01 Metabolism e &0 | 0,00E+00| 94 |0,0173342| 0,83843 | 2,86452 | 0,20269 |v1.0_scaffold00040.2 |  -3,54E+01 30 43,70000076 8 - 7 03600  [DK
poly: 98 ANGQIFNVGN
6-Phosphogluconate |  Arabidopsis 02.07 Pentose evm_27.model AmTr_| TLSAFMEPGD
402 3 Q9SH69 o s AT1G64190 02 Energy A 000E+00| 90  [0,0116642| 0,72452 | 4,74682 | 0,15263 |v1.0_scaffold00047.1 |  -4,94E+01 16 53,79999924 12 1 9 06000  |CLIDGGNEWY
lehydrogenase aliana phosphate 59 ENTER
Arabidopsis evm_27.model. AmTr_| PGQDVTWTD
979 3 QgsiBg Aconitase TelS | AT2G05710 02 Energy 02.10 TCA pathway | 0,00E+00 | 91 | 0,0002014| 2,38364 | 3,23999 | 0,73569 [v1.0_scaffold00001.1 | ~-1,75E+02 45 107 39 21 34 1,0833  |SGK
43 EVDYNEPQTE
u— ‘evm_27.model AmTr_| RDFNSYGSR
980 2 Q9sIBg Aconitase o AT2G05710 02 Energy 02.10 TCA pathway | 0,00E+00 | 91  |0,0158731| 2,68389 | 3,4203 | 0,7847 [v1.0_scaffold00001.1 | -2,23E+02 50 107 63 32 46 1,7778  |NCDDFEVKK
aliana 43 SFHGAPAQLK
Arabidopsis evm_27.model. AmTr_| RGNDEVMAR
982 3 QgsiBg Aconitase eS| AT2G05710 02 Energy 02.10 TCA pathway | 0,00E+00 | 91  |0,0100851| 3,05388 | 2,72367 | 1,12123 [v1.0_scaffold00001.1 | -1,14E+02 22 107 23 - 18 06389  [PGQDVTWTD
43 SGK
u— ‘evm_27.model AmTr_| AEEEEEEFDP
793 12 QosIv3 Adenylate cyclase o AT2G11890 |10 Signal transduction|  10.04 Mediators 638 60  |0,0010663| 243627 | 6,5698 | 0,37083 |v1.0_scaffold00033.1 |  -1,51E+01 16 22,60000038 2 - 2 01538  [SLGR
aliana a8 THLOENAFED
Fructose-bisphosphate | Arabidopsis ] evm_27.model. AmTr_| NAAYIGTPGR
488 10 Q9sJag i TeolS | AT2G36460 02 Energy 02.01 Glycolysis | e-178 91 [0,0120042| 1,5885 | 2,20785| 06913 |v1.0_scaffold00040.2 | -1,53E+01 16 38,20000076 4 - 4 02500  [RLSSINVENVE
04 SNR
- ‘evm_27.model AmTr_| LSSINVENVES
510 9 Q9sJQ9 F"‘C“’Sel‘db‘fph"s"“a'e A’;"’ﬁo”s’s AT2G36460 02 Energy 02.01 Glycolysis e-178 91 |0,0003295| 2,01724 | 2,58062 | 0,78169 |v1.0_scaffold00040.2 | -6,88E+000 9 38,20000076 2 - 2 1,25E-001 [NR
aldolase aliana 04 IGPTEPSPLSIL
Fructose-bisphosphate | Arabidopsis ] evm_27.model. AmTr_| GDAPVGEGAS
564 8 Q9sJag i eS| AT2G36460 02 Energy 02.01 Glycolysis | e-178 91 | 0011869 | 1,54894 | 2,36483 | 0,65499 |v1.0_scaffold00040.2 |  -5,60E+01 36 38,20000076 8 - 8 06250  [ESLH
04 ANSEATLGTY.
- ‘evm_27.model AmTr_| CQQYYAAGAR|
583 10 Q9sJQ9 F"‘C“’Sel‘db‘fph"s"“a'e A’;"’ﬁo”s’s AT2G36460 02 Energy 02.01 Glycolysis e-178 91 |0,0182765| 1,25654 | 2,01037 | 0,62503 |v1.0_scaffold00040.2 | -4,53E+01 31 38,20000076 8 - 8 0,5000  [NAAYIGTPGR
aldolase aliana 04 ANSEATLGTY
Fructose-bisphosphate |  Arabidopsis ] evm_27.model. AmTr_| GDAPVGEGAS
600 6 Q9sJag i eS| AT2G36460 02 Energy 02.01 Glycolysis | e-178 91 |0,0178552| 514912 | 4,89334 | 1,05227 |v1.0_scaffold00040.2 |  -4,38E+01 25 38,20000076 7 - 7 04375  [ESLH
04 NAAYIGTPGR
- ‘evm_27.model AmTr_| MVTPGSDAPK
537 | 95 6 Q9sJQ9 F"‘C“’Sel‘db‘fph"s"“a'e A’;"’ﬁo”s’s AT2G36460 02 Energy 02.01 Glycolysis e-178 91 |0,0002003| 0,09174 | 0,1778 | 0,51598 |v1.0_scaffold00040.2 | -4,72E+01 33 37,70000076 9 - 9 05294  [NAAYIGTPGR
aldolase aliana 04 ANSEATLGTY
Fructose-bisphosphate |  Arabidopsis ] evm_27.model. AmTr_| MVTPGSDAPK
539 | 93| 4 Q9sJag o oS | AT2G36460 02 Energy 02.01 Glycolysis | e-178 91 [0,0017522| 0,13283 | 0,24423 | 0,54388 |v1.0_scaffold00040.2 |  -1,97E+01 12 37,70000076 5 - 4 02941  [MVTPGSDAPK
04 COQYYAAGAR
- ‘evm_27.model AmTr_| CQQYYAAGAR|
1013 6 Q9sJQ9 F"‘C“’Sel‘db‘fph"s"“a'e A’;"’ﬁo”s’s AT2G36460 02 Energy 02.01 Glycolysis e-178 91 2,22E-05 | 1,46601 | 3,04975 [ 0,4807 [v1.0_scaffold00040.2 | -9,94E+01 62 38,20000076 24 - 23 16875 | TWAGKEENIP
aldolase aliana 04 AAQK
—— - P - ‘evm_27.model AmTT_| VLQGMGNVQ
407 14 QISK09 C“p'"(f@i"c‘i'l'i{‘ ;”°'e'" A"i‘;’g:,’,’:’s AT2G28490 | ° P’;’;ﬁ";&f:sga"°" Osifo‘se“‘;fge e-118 66 |0,0092583| 1,69181 | 1,84846 | 0,91526 |v1.0_scaffold00080.8 |  -8,63E+00 9 50,40000153 3 - 3 0,1667  |VVFPNGSLAM
2 DTNVK
- - - - ‘evm_27.model AmTr_| EGDAFWIPR
833 6 Qoskog | Cupin ffj."‘.':? protein A’;"’ﬁo”s’s AT2G28490 | %° P’°;Z'"‘“fs""a“°" 0620 Storage e-118 66 |0,0133914| 4,64276 | 2,00655 | 2,31381 |v1.0_scaffold00080.8 |  -7,02E+00 7 50,40000153 2 . 2 01667  |GPELATAFNLS
(Vicilin) aliana and storage proteins 5 PDELR
—— - P - ‘evm_27.model AmTr_| ESVILPETIHAP|
821 | 170 4 QUSK09 C“p'"(f@i"c‘i'l'i{‘ ;”°'e'" A"i‘;’g:,’,’:’s AT2G28490 | ° P’;’;ﬁ";&f:"ga"°" 06 Z?O‘Se“‘:":ge e-118 66 |0,0172238| 0,44096 | 0,44829 | 0,98364 [v1.0_scaffold00080.8 | -4,73E+01 17 43,09999847 13 - 9 08125  |PHG
9 P 2 ESVILPETIHAP)
- - - - ‘evm_27.model AmTr_| HTTDSYNLYK
836 |168| 2 oskog | CuPinfami protein. | - Arabidonsis | araaagago |8 Proten destination) 0620 Storage o118 66 |0,0032058| 0,61535 | 0,19061 | 3,22831 |v1.0_scaffold00080.8 | -1,04E+02 28 43,00999847 2 - 20 1,8125  |PETIHAPPHGK
(Vicilin) aliana and storage proteins 5 LPETIHAPPHG
Cupin family protein | Arabidopsis 06 Protein destination|  06.20 Storage ovm_27.model.AmTr_| LAMDTNVK
842 | 169 4 QoSKo9 (Vi) TeolS | AT2G28490 Pt o 6118 66 |0,0056319] 0,80598 | 0,20929 | 3,85098 |v1.0_scaffold00080.8 |  -1,64E+02 30 43,09999847 47 - 29 31875  [HTTDSYNLYK
9 P 2 HTTDSYNLYK
- - - - ‘evm_27.model AmTr_| ESVILPETIHAP|
843 4 Qoskog | Cupin ffj."‘.':? protein A’;"’ﬁo”s’s AT2G28490 | %° P’°;Z'"‘“fs""a“°" 0620 Storage e-118 66  |0,0054464| 1,06921| 0,166 | 644124 |v1.0_scaffold00080.8 | -541E+01 17 50,40000153 13 . 10 07778 |PH
(Vicilin) aliana and storage proteins 5 ESVILPETIHAP)
Cupin family protein | Arabidopsis 06 Protein destination|  06.20 Storage evm_27.model. AmTr_| YLVNIGEGQR
871 284 3 QoSKo9 (Vi) TeotS | AT2G28490 Pt o 6118 66 | 1,59E-05 | 0,13357 | 0,05308 | 2,51653 |v1.0_scaffold00080.8 | -2,91E+01 15 43,09999847 8 - 7 05000  [LQICSIDTSER
9 P 2 GSVLSGFNLK
- - - - ‘evm_27.model AmTr_| TGAHEPPK
877 | 186 1 Q9SK09 C“"'"fs.’“.'l'y protein A’;"’ﬁo”s’s AT2G28490 | %° P’°;Z'"‘“fs""a“°" 0620 Storage e-118 66 |0,0002383| 0,19234 | 0,08471| 22705 |v1.0_scaffold00080.8 | -7,79E+01 22 43,00999847 28 . 16 18750  |MTGAHEPPK
(Vicilin) aliana and storage proteins 5

LVNIGEGOR




evm_27.model AmTr_|

TGAHEPPK

882 | 187 2 Qoskog | Cupin ffj."‘.':? protein A’;"’ﬁo”s’s AT2G28490 | %° P’°'Z'"‘“es""a“°" 0620 Storage e-118 66 | 0000333 | 0,25229 | 0,10625 | 2,37449 |v1.0_scaffold00080.8 | -6,66E+01 22 43,00999847 29 14 18750  |INRDDLVEK
(Vicilin) aliana and storage proteins 5 LVNIGEGOR
Cupin family protein | Arabidopsis 06 Protein destination|  06.20 Storage ovm_27.model.AmTr_| DDLVEKELR
888 188 2 QISK09 (Vicilin) thaliana AT2G28490 and storage proteins e-118 66 0,0066561( 0,38386 | 0,22927 | 1,67431 |v1.0_scaffold00080.8 -5,42E+01 19 43,09999847 13 10 0,9375 YLVNIGEGQR
2 IGWINRDDLVE
Triosephosphate Arabidopsis ‘evm_27.model AmTr_| IYGGSVNGSN
331 8 QISKP6 isomerase fha/fallja AT2G21170 02 Energy 02.01 Glycolysis 2,00E-48 87 0,0076661( 1,16096 | 0,33556 | 3,45981 |v1.0_scaffold00041.2 -1,18E+01 27 12,39999962 2 2 0,4000 CAELAK
! i 1 QEDIDGFLVG
Triosephosphate Arabidopsis evm_27.model. AmTr_| VATPQQAQDV
774 4 QISKP6 isomerase tha/iar’l’a AT2G21170 02 Energy 02.01 Glycolysis 2,00E-48 87 0,0178635( 2,04497 | 3,67878 | 0,55588 |v1.0_scaffold00041.2 -1,52E+01 36 12,39999962 3 3 0,6000 H
(ct i 1 IIYGGSVNGSN
Triosephosphate Arabidopsis ‘evm_27.model. AmTr_| VATPQQAQDV
789 7 QISKP6 isomerase fha/fallja AT2G21170 02 Energy 02.01 Glycolysis 2,00E-48 87 0,017244 | 1,64782 1,94 0,84939 (v1.0_scaffold00041.2 -2,75E+01 52 12,39999962 7 5 1,4000 H
! i 1 VATPOOAQDV
Triosephosphate Arabidopsis evm_27.model. AmTr_| VATPQQAQDV
790 8 QISKP6 isomerase tha/iar’l’a AT2G21170 02 Energy 02.01 Glycolysis 2,00E-48 87 5,26E-05 | 1,00671| 3,80321| 0,2647 |v1.0_scaffold00041.2 -9,17E+00 23 12,39999962 2 2 0,4000 H
(ct i 61 IIYGGSVNGSN
Triosephosphate Arabidopsis ‘evm_27.model. AmTr_| VATPQQAQDV
793 12 QISKP6 isomerase fha/fallja AT2G21170 02 Energy 02.01 Glycolysis 2,00E-48 87 0,0010663( 2,43627 | 6,5698 | 0,37083 |v1.0_scaffold00041.2 -6,17E+00 23 12,39999962 2 2 0,4000 H
! i 61 IIYGGSVNGSN
Triosephosphate Arabidopsis evm_27.model. AmTr_| IIYGGSVNGSN
802 8 QISKP6 i erase tha/iar’l’a AT2G21170 02 Energy 02.01 Glycolysis 2,00E-48 87 0,0053343( 1,5642 | 3,66597 | 0,42668 |v1.0_scaffold00041.2 -1,77E+01 27 12,39999962 2 2 0,4000 CAELAK
(ct i 61 QEDIDGFLVG
Arabidopsis 20 Secondary 20.1 evm_27.model. AmTr_| NLAASVENIR
1002 14 QI9SMT7 | Coumarate-CoA ligase thaliana AT3G48990 metabolism Phenylpropanoids/ph [ 0,00E+00 78 0,0179685( 1,00507 | 2,65214 | 0,37896 |v1.0_scaffold00009.2 -5,39E+00 5 57,70000076 2 2 0,111 GDDVALFLHT
enolics 1 SGTTSRPK
Arabidopsis evm_27.model. AmTr_| IQNAGTEVVEA
627 6 Q9SN86 | Malate dehydrogenase thaliana AT3G47520 02 Energy 02.10 TCA pathway e-151 82 0,0003956( 3,60946 | 5,35739 | 0,67374 |v1.0_scaffold00010.4 -3,97E+01 28 43,70000076 9 9 0,5000 K
72 ALEALKPELK
Arabidopsis evm_27.model. AmTr_| GVAADLSHCN
639 5 Q9SN86 | Malate dehydrogenase thaliana AT3G47520 02 Energy 02.10 TCA pathway e-151 82 0,003018 | 2,45421 | 4,50863 | 0,54434 (v1.0_scaffold00010.4 -3,76E+01 25 43,70000076 8 8 0,4444 TPSK
72 IONAGTEVVEA
Arabidopsis evm_27.model. AmTr_| IQNAGTEVVEA
1018 9 Q9SN86 | Malate dehydrogenase thaliana AT3G47520 02 Energy 02.10 TCA pathway e-151 82 7,51E-05 | 2,87435 | 3,95283 | 0,72716 |v1.0_scaffold00010.4 -2,00E+01 12 43,70000076 4 4 0,2222 K
72 EEIEELTVR
Bifunctional 3- Arabidopsis evm_27.model. AmTr_| SIGAVNTIVR
294 8 Q9sQT8 dehydroquinate fha/fallja AT3G06350 01 Metabolism 01.01 Amino Acid | 0,00E+00 76 0,0070497 3,75653 | 4,0454 | 0,92859 |v1.0_scaffold00057.1 -1,79E+01 11 56,70000076 4 4 0,1905 LDHLEAFRPS
ki 22 EDLOR
Glutathione S- Arabidopsis evm_27.model. AmTr_| NIEHYDAEK
768 6 QISR36 transferase thaliana AT3G09270 | 11D 1ce | 11.06 D 3,00E-56 67 0,0010332( 1,85717 | 5,783 | 0,32114 |v1.0_scaffold00027.1 -4,45E+01 47 25,70000076 12 " 2,3333 AANIEHYDAEK|
07 WTAYSTQGVQ
Glutathione S- Arabidopsis evm_27.model. AmTr_| GINYEYKDEDI
793 12 QISR36 transferase thaliana AT3G09270 | 11D ! 11.06 D 1 [ 5,00E-50 65 0,0010663( 2,43627 | 6,5698 | 0,37083 |v1.0_scaffold00119.5 -1,54E+01 27 25,20000076 5 5 0,4545 HNK
7 IPILLHGSK
Glutathione S- Arabidopsis evm_27.model. AmTr_| GHLEALHSTS
793 12 QISR36 transferase thaliana AT3G09270 | 11D 1ce | 11.06 D 5,00E-56 67 0,0010663( 2,43627 | 6,5698 | 0,37083 |v1.0_scaffold00027.11|  -8,10E+00 16 25,29999924 3 3 0,3333 TSS
1 SPLLLESNPVH|
Glutathione S- Arabidopsis evm_27.model. AmTr_| ILGEAAGIQYY
802 8 QISR36 transferase thaliana AT3G09270 | 11D ! 11.06 D 1 | 5,00E-56 67 0,0053343( 1,5642 | 3,66597 | 0,42668 |v1.0_scaffold00027.11|  -1,42E+01 20 25,29999924 3 3 0,3333 DAEK
1 LLGAWGSPFV
Glutathione S- Arabidopsis evm_27.model. AmTr_| GHLEALHSTS
810 12 QISR36 transferase thaliana AT3G09270 | 11D 1ce | 11.06 D 5,00E-56 67 0,0021851( 1,58254 | 4,0931 | 0,38664 |v1.0_scaffold00027.11|  -4,20E+01 44 25,29999924 8 7 0,8889 TSS
1 SPLLLESNPVH|
Glutathione S- Arabidopsis evm_27.model. AmTr_| GINYEYKDEDI
810 12 QISR36 transferase thaliana AT3G09270 | 11D ! 11.06 D 1 [ 5,00E-50 65 0,0021851( 1,58254 | 4,0931 | 0,38664 |v1.0_scaffold00119.5 -3,33E+01 38 25,20000076 6 6 0,6364
7 IPILLHGSK
Glutathione S- Arabidopsis evm_27.model. AmTr_| DFLDHPVIK
818 7 QISR36 transferase thaliana AT3G09270 | 11D 1ce | 11.06 D 5,00E-50 65 0,0072403( 1,69716 | 3,47994 | 0,4877 |v1.0_scaffold00119.5 -1,02E+01 20 25,20000076 3 3 0,2727 QGEEELVESL
7 K
Glutathione S- Arabidopsis evm_27.model. AmTr_| LAQCQAVHDR
1036 7 QISR36 transferase thaliana AT3G09270 | 11D ! 11.06 D 1 [ 5,00E-50 65 0,0026609( 3,25164 | 7,27437 | 0,447 |v1.0_scaffold00119.5 -6,45E+01 59 25,20000076 20 16 2,0909 GINYEYKDEDI
7 HNK
Glutathione S- Arabidopsis evm_27.model. AmTr_| GHLEALHSTS
1036 7 QISR36 transferase thaliana AT3G09270 | 11D 1ce | 11.06 D 5,00E-56 67 0,0026609| 3,25164 | 7,27437 | 0,447 |v1.0_scaffold00027.11]  -5,35E+01 46 25,29999924 " " 1,2222 TSS
1 GHLEALHST
N Arabidopsis evm_27.model. AmTr_| QISEYVAQLR
818 7 QISRLS Ferritin, chloroplastic : AT3G11050 | 11 Disease/defence |11.02 Defence-related| 2,00E-88 84 0,0072403( 1,69716 | 3,47994 | 0,4877 -8,37E+00 15 28,10000038 3 3 0,3000 ELLTLASTPQT
thaliana v1.0_scaffold00007.7 SLAR
UDP-L-arabinose | Arabidopsis evm_27.model. AmTr_| DGADFVR
537 95 6 QISRT9 mutase thaliana AT3G02230 09 Cell structure 09.01 Cell wall 0,00E+00 95 0,0002003( 0,09174 | 0,1778 | 0,51598 |v1.0_scaffold00047.1 -5,91E+01 35 40,90000153 13 " 0,5909 HLIIVQDGDPT
49 K
Glutathione S- Arabidopsis evm_27.model. AmTr_| AITNYIAHK
782 9 Q9SRY5 transferase thaliana AT1G02920 | 11D ! 11.06 D 1 [ 2,00E-37 67 0,0006529| 0,74675 | 3,14802 | 0,23721 |v1.0_scaffold00057.2 -1,64E+01 41 19,39999962 6 5 0,8000 ASLFTSR
65 EQGTELVGTD
Glutathione S- Arabidopsis evm_27.model. AmTr_| AITNYIAHK
828 6 QI9SRY5 transferase thaliana AT1G02920 | 11D 1ce | 11.06 D 2,00E-37 67 0,014279 | 0,94689 | 1,68458 | 0,56209 [v1.0_scaffold00057.2 -4,92E+00 15 19,39999962 2 2 0,2000 AMLGIPVDETV|
65 VEEATGK
Glutathione S- Arabidopsis evm_27.model. AmTr_| AVALSDAVIPK
790 8 Q9SRY5 transferase thaliana AT1G02920 | 11D ! 11.06 D 1 [ 2,00E-37 67 5,26E-05 | 1,00671 | 3,80321| 0,2647 |v1.0_scaffold00057.2 -8,44E+00 16 19,39999962 2 2 0,2000 AMLGIPVDETV|
65 VEEATGK
Glutathione S- Arabidopsis evm_27.model. AmTr_| AITNYIAHK
799 8 QI9SRY5 transferase thaliana AT1G02920 | 11D 1ce | 11.06 D 2,00E-37 67 0,0125632( 1,10491 | 2,40277 | 0,45985 |v1.0_scaffold00057.2 -1,19E+01 22 19,39999962 4 4 0,5000 TNYIAHK
65 FSLVDLHHLPN|
Glutathione S- Arabidopsis evm_27.model. AmTr_| AVALSDAVIPK
808 9 Q9SRY5 transferase thaliana AT1G02920 | 11D ! 11.06 D 1 [ 2,00E-37 67 0,0012118| 3,14897 | 4,15446 | 0,75797 (v1.0_scaffold00057.2 -1,01E+01 14 19,39999962 2 2 0,2000 LNEVLDVYES
5 MLAK
Arabidopsis evm_27.model. AmTr_| ALGLELDLTEK
269 6 QI9SRZ4 Peroxiredoxin thaliana AT1G65970 | 11D 1ce | 11.06 D 2,00E-34 88 0,0024029( 1,40422 | 0,8639 | 1,62545 |v1.0_scaffold00109.9 -3,28E+01 60 9,5 5 4 1,0000 VANLEEGGAF
1 SVSSADEILK
Arabidopsis evm_27.model. AmTr_| WAESYPENK
1070 4 Q9SRzZ4 Peroxiredoxin thaliana AT1G65970 | 11D ! 11.06 D 1 [ 2,00E-34 88 0,0050128( 2,3629 | 4,83628 | 0,48858 |v1.0_scaffold00109.9 -6,72E+01 78 9,5 13 12 2,6000 FVADGSASYT
1 H




P— pr— Svm_27.model AmiTr_ SSMTVAYER
998 1 QUSRZ6 o abidopsis | aT1ass930 02 Energy 0210 TCA pathway | 0,00E+00 | 92 |0,0035458| 4,2004 | 2,75285 | 1,55853 [v1.0_scaffold00071.1 | -1,27E+02 61 46,70000076 37 - 29 20000  |HAFGDQYK
ehydrogenase aliana 47 TIEAEAAHGTV|
Isocitrate Arabidopsis evm_27.model. AmTr_| SSMTVAYEK
999 1 Q9SRZ6 deyarmgonase rabopsis | AT1G65930 02 Energy 0210 TCA pathway | 0,00E+00 | 92 | 8,51E-05 | 3,10103 | 2,74392 | 1,13015 [v1.0_scafiold00071.1 | -1,15E+402 58 46,70000076 31 - 2 17000  [HAFGDQYK
47 HAFGDQYK
pr— evm_27.model AmTr_ FEEGANGGSV]
926 6 QUSSK7 MLP-lke protein abidopsis | AT1G70850 | 11 Diseaseldefence |11.02 Defence-related| 4008-03 | 51 [0,0110232| 296598 | 2,57879 | 1,15015 |v1.0_scaffold00003.1 | -2,08E+01 38 17,60000038 4 - 4 05556 |SK
aliana 27 AVEGYLLONH
Arabidopsis evm_27.model. AmTr_| SVEVCEGNGG|
929 2 QSSK7 MLP-lke protein rablopsis | AT1G70850 | 11D 1ce | 11.02 Def lated| 400E-03 | 51 |0,0085309| 14,9086 | 9,38328 | 1,58885 |v1.0_scaffold00003.1| -9,67E+01 56 17,60000038 2 - 18 25556 |VGTVK
27 ISSVEVCEGN
pr— evm_27.model AmTr_ FEEGANGGSV]
1065 4 QSSK7 MLP-lke protein abidopsis | AT1G70850 | 11 Diseaseldefence |11.02 Defence-related| 4008-03 | 51 [0,0005017| 4,67039 | 8,73697 | 0,53455 |v1.0_scaffold00003.1 | -1,11E+02 70 17,60000038 2 - 19 30000  |SK
aliana 27 DKTVALDDEK
Betaine aldehyde | Arabidopsis 11.05 Stress evm_27.model. AmTr_| DLEQCDR
269 6 QosTst pA A rabopsis | AT3G48170 | 11 Disease/defence fiodubbet 000E+00 | 89 |0,0024029| 1,40422 | 0,8639 | 162545 [v1.0_scafiold00055.1 | -6,18E+01 a7 54,50999847 19 - 15 1,111 |SEGATILCGGD)|
45 RPQHLEK
- - evm_27.model AmTr_ IMQSQTLSDA
71 1 Q9STX5 HSP9O A’;"’ﬁo”s’s ATaG24190 | %° P’°;Z'"‘“fs""a“°" 06.01 f°b""h‘l"9 and | g00E+00| 90  [0,0063056| 6,187 | 0,9314 | 6,64486 |v1.0_scaffold00041.1 | -0,14E+01 24 93,50999847 2 . 21 05789 [NK
aliana El storage stal ly 14 FYHSIAK
) ] Arabidopsis 06 Protein destination evm_27.model. AmTr_| IVGLQTGR
342 | 65| 3 QoSxs3 | Oligopeptidase B o> | AT1Gs0380 |0 PO Seoh 06.13 Proteolysis | 0,00E+00 | 85 [0,0079229| 0,26873 | 0,11466 | 2,34363 |v1.0_scaffold00171.4 |  -4,41E+01 17 80,90000153 11 - 1 03056  |MESQFSSHILR]
8 TPNSVYDHDM
Aldehyde pr— evm_27.model AmTr_ TIEISPDAPVVK
204 8 QUSYG7 | denydrogenase (Turgor| A7POPSIS | AT1G54100 | 11D ce | 11.06 D 1| 000E+00| 85  [0,0070497| 3,75653 | 40454 | 092859 |v1.0 scaffold00024.3 |  -2,38E+01 14 54,79999924 5 - 5 03125  |SVLFAAVGTAG|
resnonsive) aliana 06 oRrR
UDP- Arabidopsis evm_27.model. AmTr_| VTLVTTIQNLK
331 8 Q9SYK9 | glycosylransferase | 7P19P%S | AT1G05680 |10 Signal transduction| 10,04 Mediators | e-102 61 |0,0076661| 1,16096 | 0,33556 | 345981 [v1.0_scaffold00066.2 | -7,81E+00 4 56,40000153 2 . 2 01111 |VGSLTLDSLLA
(74E2) 09 R
pr— evm_27.model AmTr_ AASDTSGOYK|
645 7 QosYTo Annexin 1 abidopsis | AT1G35720 |10 Signal transduction| 1099 Others e-100 78 | 0,000128 | 1,30225 | 4,22239 | 0,30842 [v1.0_scaffold00060.1 | -4,23E+01 33 35,5 10 - 10 05263  |DGSGMQINK
aliana 14 AENHEELVR
Arabidopsis evm_27.model. AmTr_| GGADPSINPR
782 9 QoszH2 Peroxidase rablopsis | AT4G25980 | 11D ce | 11.06 D 109 75 |0,0006529| 0,74675 | 3,14802 | 0,23721 [v1.0_scaffold00071.6 | -1,02E401 1 345 2 - 2 02143 |DSIVVSNGPN
1 YOQVPTGR
- SHVTSIFEPAR
294 8 Qo074 | Phosphoenolpyruvate | - Arabidopsis | a4c37g70 02 Energy 02.10 TCA pathway | 7,00E-55 | 68  |0,0070497| 3,75653 | 4,0454 | 0,92850 [SYM-27-mOdELAMTE_| = 5 4 p 04 2 22,89999962 8 - 8 08000  |TSHVTSIFEPA
carboxylase thaliana V1.0 scaffold00033.3 A
Phosphoenolpyruvate | Arabidopsis evm_27.model.AmTr_| YAAMLAEK
204 8 QgTo74 d AT4G37870 02 Energy 02.10 TCA pathway | 0,00E+00 | 91  |0,0070497| 3,75653 | 4,0454 | 0,92859 -7,99E+01 a7 50,70000076 18 - 14 09500  |TGWSGGSYG
carboxylase thaliana V1.0 scaffold00033.2 o
- Svm_27.model AmTr_ VTELAGESGK
564 8 Q9TOA7 UDP-glucose 4- A’;"’ﬁo”s’s AT4G23920 | 01 Metabolism 01.05 Sugars da"d 156 85 | 0011869 | 154894 | 2,36483 | 0,65499 |v1.0_scaffold00024.7 |  -7,94E+01 49 37,90000153 17 . 14 12353 |RPGDAEIVYAS|
epimerase aliana polysaccharides 8 TDK
UDP-glucose 4- Arabidopsis 01.05 Sugars and evm_27.model. AmTr_| VTELAGESGK
1013 6 QoTOA7 piniont rabopsis | AT4G23920 | 01 Metabolism v utalll IS 85 | 2,22E-05 | 1,46601| 3,04975| 0,4807 [v1.0_scaffold00024.7 | -3,48E+01 32 37,90000153 10 - 9 05882  |RPGDAEIVYAS
8 TDK
T o Ew—— evm_27.model AmTr_ “AVLVDKDQNP
510 9 QUTOK7 | CoA hydrolase-like a0I0PSIS | AT4G13360 | 01 Metabolism | 01.01 AminoAcid | e-148 67 |0,0003295| 2,01724 | 2,58062 | 0,78169 [v1.0_scaffold00142.4 | -7,73E+001 42 48,70000076 20 - 17 8,33E-001 |K
orotein aliana 0 YSKEPESEAQ
- — - evm_27.model AmiTr_ VDANDEVNK
224 2 QoXI01 P“?;z'r’:‘g;z:!'de A"i‘;’g:,’,’:’s AT1G21750 | %8 P’;’;ﬁ";&f:sga"°" 06 ms;ﬁ&g and e-172 79 |0,0007787| 6,66879 | 4,48676 | 1,48633 |v1.0_scaffold00186.1 |  -1,28E+02 44 57,40000153 25 - 24 08621 |GGASVQEYK
4 QAGPASAEIK
- - - evm_27.model AmTr_ SEPIPEVNNEP]
252 3 QoXI01 Protein disulfide A’;"’ﬁo”s’s AT1621750 | %° P’°;Z'"‘“fs""a“°" 06.01 f°b""h‘l"9 and | g7z 79 |0,0016951| 4,19739 | 3,87379 | 1,08354 |v1.0_scaffold00186.1 | -9,74E+00 8 57,40000153 3 . 3 01034 K
isomerase aliana El storage stal ly 4 IDSTANDIPSD
205 proteasome beta | Arabidopsis 06 Protein destination evm_27.model. AmTr_| VIVVTPDDITE
818 7 Qoxi0s i rablaopsis | AT1G21720 | % Proten destn 06.13 Proteolysis | e-103 89 |0,0072403| 1,69716 | 3,47994 | 0,4877 [v1.0_scaffold00002.1 | -7,01E400 12 27 2 - 2 02222 |R
9 42 LGVOLQTIATD
- ] - evm_27.model AmTr_ SDEEHHFEPR
926 6 Qoxigr | Eukamolc transiation |- Arabionsis | AT1613950 | 05 Protein synthesis | %4 TTaNS8ON | 500877 | g2 | 0,0110232] 2,96598 | 257679 | 1,15015 |v1.0_scaffold00065.1 | -1,94E+01 39 17,39999962 5 4 5 07143 |LPTDESLHTQI
Initiation factor aliana actors 97 R
N N B B evm_27.model. AmTr_|
926 6 QoXI91 Eukaryotic translation | - Arabidopsis | aryG13950 | 05 Protein synthesis | 0504 Translation | g 55 75 91 0,0110232| 2,96598 | 2,57879 | 1,15015 |v1.0_scaffold00058.5 | -1,05E+01 19 17,20000076 2 1 2 02857 |-PTDESLCSQI
initiation factor thaliana factors Y K
pr— evm_27.model AmTr_ BVSHINTR
600 6 Q9ZP06 | Malate dehydrogenase| A20199PSS | aT1G53240 02 Energy 0210 TCA pathway | e-143 90 |0,0178552] 5,14912 | 4,89334 | 1,05227 [v1.0_scaffold00021.8 | -2,02E+02 71 36,09999847 41 38 35 75000  |RTQDGGTEWV
7 EAK
Arabidopsis evm_27.model. AmTr_| VPVEQVNVPV
1013 6 Q9ZP06 | Malate detydrogenase| AanioPSiS | AT1G53240 02 Energy 0210 TCApathway | e-143 90 | 2,22E-05 | 1,46601 | 3,04975 | 0,4807 [v1.0_scaffold00021.8 | -2,35E+01 15 36,09999847 4 - 4 06667  |VGGH
7 SNALSDEEIQA]
p——— pr— evm_27.model AmTr_ VEYREENLAN
828 6 QozRW8 g abidopsis | aT1G78380 | 1101 ce | 11.06 D 1| 40074 | 76 | 0014279 | 0,94689 | 1,68458 | 0,56209 |v1.0 scaffold00092.8 |  -4,49E+01 52 245 20 - 14 23333 |K
ransferase aliana 1 KIPVLIHDGK
Glutathione S- Arabidopsis evm_27.model. AmTr_| KIPVLIHDGK
793 12 | aozrws Juaione s rablopsis | AT1G78380 | 11D ce | 11.06 D 400574 | 76 [0,0010663| 2.43627 | 65698 | 0,37083 |v1.0 scaffold00092.8 |  -4,41E+00 10 25 2 - 2 02222 |NPPLLPEDAYE|
1 R
o——— pr— evm_27.model AmTr_ IPVLTHDGK
818 7 QozRW8 g abidopsis | aT1G78380 | 1101 ce | 11.06 D 1| 40074 | 76 [0,0072403| 169716 | 3,47994 | 04877 1.0 scaffold00092.8 |  -8,98E+00 12 245 3 - 3 04444 |FWADFADKK
ransferase aliana 1 ILEFVGFLK.
Fructose-bisphosphate | Arabidopsis ] evm_27.model. AmTr_| LSSIGLDNTEP
583 10 | aozusz | FHcoee el M | AT2G01140 02 Energy 02.01 Glycolysis | 0,00E+00| 89 |0,0182765| 1,25654 | 2,01037 | 0,62503 |v1.0_scaffold00001.T |  -1,08E+01 6 42,40000153 2 . 2 01420 |NR
1 GILAIDESNAT
- evm_27.model AmTr_ FVDCMIDEK
627 6 Qozus52 FG‘CI“’S‘?‘bﬁph"sl"“f'e A’;"’ﬁo”s’s AT2G01140 02 Energy 02.01 Glycolysis | 0,00E+00| 89  |0,0003956| 3,60946 | 535739 | 0,67374 [v1.0_scaffold00001.1 | -5,87E+01 35 42,40000153 14 - 1 1,429  |ANSLAQLGR
aldolase (chloroplastic) aliana 1 ILLDGDHSIDR
Fructose-bisphosphate |  Arabidopsis ] evm_27.model. AmTr_| LSSIGLDNTEP
639 5 a0z | | ol | AT2G01140 02 Energy 02.01 Glycolysis | 0,006+00| 89 | 0,003018 | 2,45421 | 4,50863 | 0,54434 |v1.0_scaffold00001.1 |  -7,32E+00 10 42,40000153 2 - 2 01429 |NR
P 61 YAAIAQDNGLV
- evm_27.model AmTr_ YSAAGESEEA
1018 9 Qozus2 FG‘CI“’S‘?‘bﬁph"sl"“f'e A’;"’ﬁo”s’s AT2G01140 02 Energy 02.01 Glycolysis | 0,00E+00| 89 | 7.51E-05 | 2,87435 | 3,95283 | 0,72716 [v1.0_scaffold00001.1 | -3,52E+01 29 42,40000153 9 . 9 06420 [KK
aldolase (chloroplastic) aliana 61 ANSLAOLGR.




- Svm_27.model AmTr_ ALQNTVIK
1019 4 QozU52 FG‘CI“’S‘?‘bﬁph"sl"“f'e A’;"’ﬁo”s’s AT2G01140 02 Energy 02.01 Glycolysis | 0,00E+00| 89 |0,0016868| 2,39482 | 3,51011 | 0,68226 |v1.0_scaffold00001.1 | -2,45E+01 20 42,40000153 6 - 6 04286  [FVDCMIDEK
aldolase (chloroplastic) aliana 61 GILAIDESNAT
Arabidopsis 20 Secondar evm_27.model. AmTr_| FGDMEADGNK|
631 1 Q9zUB3 | Spermidine synthase | PI1PSS | AT1G23820 0 Secondary 20.5 Amines o145 87 |00039311| 3,69168 | 3,28531 | 1,12369 [v1.0_scafiold00061.11| -4,23E+01 41 36,5 2 - 9 12500  [FGDMEADGNK
1 HPVNILDDCD.
pr— 20 Secondor evm_27.model AmTr_ FGDMEADGNK
638 4 QoZUB3 | Spermidine synthase | ASPOPSIS | AT1G23820 9 Socondary 20.5 Amines e-145 87 |00027807| 74861 | 4,88871| 153131 [v1.0_scaffold00061.11| -1,67E+01 14 36,5 4 - 4 03333 |HPVNILDDCD
1 GK
- P y evm_27.model. AmTr_|
944 8 Qozvas | D-mannosebinding | Arabidopsis | xr1G7gg60 | 11 Diseaseldefence 11.09 Others | 7.90E-02 | 54 [0,0003015( 0,69549 | 7,23177 | 0,09617 [v1.0_scaffold00012.3 | -9,77E+00 12 175 2 - 2 05000  [PIWASQTYNR
lectin protein thaliana " GEGDYVFVLR
— - - TSNQQAQDIK
42 | 65| 3 Qozwag | 128 Globulin (cruciferin| - Arabidopsis | xr450gg9 | 06 Protein destination|  06.20 Storage | 7 50z 70 | 51 | 0,0079220| 0,26873 | 0,11466 | 2,34363 [SYM-27MOdELAMTE | 4 47p 09 6 54,5 3 - 3 01429  |GEGQIQIGTN
2) thaliana and storage proteins V1.0 scaffold00067.7 oee
—— — - QEGEYGEEEQ)]
424 9 Qozwag | 128 Globulin (cruciferin A"i‘;’g:,’,’:’s AT1G03890 | % P’;’;ﬁ";&f:"ga"°" 06 Z?O‘Se“‘:":ge 700E70 | 51 [0,0156606| 1,00376 | 052462 | 1,91332 a”g—i’;&‘;ﬂg%g‘; 5| -es4e+01 35 54,5 20 17 17 1,0000 |RGEQGKEK
9 P - - GROEGEYGEE]
— - - Svm_27.model AmTr_ VLIPEEEEREE
424 9 Qozwae |28 G'°°“'é" (eruciferin A’;"’ﬁo”s’s AT1G03890 | %° P"’r'fj'" ‘dfs""a“”‘ 06 2? ?'ﬁ"age 200E-64| 51  |0,0156606| 1,00376 | 0,52462 | 1,91332 |v1.0_scaffold00067.1 | -5,74E+01 33 49,00999847 12 9 12 06316 |EERER
) aliana and storage proteins 1 VLIPEEEEREE
128 Globulin (cruciferin|  Arabidopsis 06 Protein destination|  06.20 Storage evm_27.model AmTr_ ISNQQAQDIK
467 1 QozWA9 o> | AT1Gosa00 |0 PO Seelh e TO0E70| 51 |0,0173342] 0,83643| 2.86452 | 0.20269 3y0-2T RN 4,440 4 545 2 - 2 00952 | SrEeOoPR
— - - TSDAQQCR
647 |106| 3 Qozwag | 128 Globulin (cruciferin| - Arabidopsis | xr450g99 |06 Protein 06.20Storage | 700270 [ 51 |0,0049465| 0,22485 | 0,1798 | 1,25088 |&YM-27-modelAMTr_| 4 g 4y 2 54,5 55 - 35 29524 |SFHSGESGSI
2) thaliana and storage proteins V1.0 scaffold00067.7 S
—— — - GRQEGEYGEE
407 14 Qozwag | 128 Globulin (cruciferin| - Arabidopsis | 4 go3gqq | 06 Protein destination| 0620 Storage | 7 joe 79 51 |0,0002583| 169181 | 1,84846 | 091526 |8VM-27-modeLAMTr | 4 o7 ) 50 54,5 53 41 35 2,8095 |EQRGEQGKEK
2) thaliana and storage proteins V1.0 scaffold00067.7 R asKEK
— - - Svm_27.model AmTr_ RDQHQQVQ
407 14 Qozwae |28 G'°°“'é" (eruciferin A’;"’ﬁo”s’s AT1G03890 | %° P"’r'fj'" ‘dfs""a“”‘ 06 2? ?'ﬁ"age 200E-64 | 51  |0,0092583| 1,69181 | 1,84846 | 0,91526 |v1.0_scaffold00067.1 | -8,67E+01 51 49,00999847 27 15 20 15263 |R
) aliana and storage proteins 1 |RONIDTLR
—— — - GEGQIQNIGTN
. ) Qozwne | 125 Globulin (crucierin|  Arabidopsis | . o3ea | 06 Protein destination|  06.20 Storage | 7 o0e 20k g1 | o o0agat | 104845 | 243558 | 070060 |SVM_27-modelAmTe | o o R sis ) . ) o0ss2 |oan
thaliana and storage proteins V1.0 scaffold00067.7
- TVTDVTSDYN
— - - TSNQQAQDIK
675 8 Qozwag | 128 Globulin (cruciferin| - Arabidopsis | xr450gg9 | 06 Protein destination|  06.20 Storage | 7 50z 70 | 51 | 6,01E-05 | 4,28718 | 3,84318 | 1,11553 [SYM-27MOdELAMTL | 4 g4p 09 9 54,5 5 - 4 02381 |QEGEYGEEEQ)
2) thaliana and storage proteins V1.0 scaffold00067.7 a
—— — - QEGEYGEEEQ)|
689 R Qoo | 125 Globulin (crucierin|  Arabidopsis | . s oaseq | 06 Protein cestination|  06.20 Storage | 7 o0c 20| g1 | 525506 | ,06804 | 488286 | 165232 |V 2T-modelAmTe o0 1 sis o 3 R 0.2857
thaliana and storage proteins V1.0 scaffold00067.7 R VIGVGER
— - - Svm_27.model AmTr_
689 9 Qozwag | 128 Globulin (cruciferin| - Arabidopsis | xr450gg9 | 06 Protein destination|  06.20 Storage | 5 goe 64 | 51 | 3,23€-06 | 8,06804 | 4,88286 | 1,65232 [v1.0_scaffold00067.1 | -1,80E+01 12 49,00999847 4 1 4 02105 |TLAESFGIPDE
2) thaliana and storage proteins y1-0- LAQR
—— — - TVTDVTSDYN
789 R Qozwe | 125 Globuln (crucierin| - Arabidopsis | . oasaq | 06 Protein cestination| 0620 Storage | 7 o0e 20l g1 | 0017244 | 1.64782| 104 | 08400 |EVM2TmodelAmTe o o0 10 sis o R R 04266 | QLD
2) thaliana and storage proteins V1.0 scaffold00067.7
QFFIAGGOPR
— - - Svm_27.model AmTr_
789 7 Qozwag | 128 Globulin (cruciferin| - Arabidopsis | xr450gg9 | 06 Protein destination|  06.20 Storage | 5 goe 64 | 51 | 0,017244 | 1,64782| 1,94 | 0,84939 [v1.0_scaffold00067.1 | -1,62E+01 1" 49,00999847 5 1 4 02632 |TLAESFGIPDE
2) thaliana and storage proteins y1-0- LAQR
—— — - GRQEGEYGEE
793 12 Qozwag | 128 Globulin (cruciferin| - Arabidopsis | \p4Go3gqq | 06 Protein destination| 0620 Storage | 7 joe 79 51 |0,0010663| 243627 | 65698 | 037083 |8VM-27mOdeLAMTr |, 7 5 16 54,5 7 4 6 03810  [EQR
thaliana and storage proteins V1.0 scaffold00067.7 R MEPSSS
— - - Svm_27.model AmTr_ EEQLMIFPSSS)
793 12| Qozwag |128 Globuln (crucierin) - Arabidonsis | xrigoagog |06 Protoin destination) 06208191266 | 200E-64 | 51 |0,0010663| 2.43627 | 6,5698 | 0,37083 |v1.0_scaffold00067.1 | -1,89E+01 12 49,09999847 5 2 4 0,2632
) aliana and storage proteins 1 | AESEGIPDE
—— — - GRQEGEYGEE
810 12 Qozwag | 128 Globulin (cruciferin| - Arabidopsis | \p4Go3gqq | 06 Protein destination| 0620 Storage | 7 joe 79 51 |0,0021851| 158254 | 4,0031 | 038664 |SVM-27MOdELAMTE | g 4o 5 36 54,5 20 15 17 09524  |[EQRGEQGK
thaliana and storage proteins V1.0 scaffold00067.7 R
— - - Svm_27.model AmTr_ TSDLPIHTPLY
810 12 Qozwae |28 G'°°“'é" (eruciferin A’;"’ﬁo”s’s AT1G03890 | ° P"’r'fj'"‘dfs""a‘m 06 2? ?'ﬁ"age 200E-64 | 51 |0,0021851| 1,58254 | 4,0931 | 0,38664 |v1.0_scaffold00067.1 |  -4,24E+01 23 49,00999847 9 4 7 05263  [GYTSAIK
) aliana and storage proteins 1 TSDLPIMTPLY
—— — - GEGQIQNIGTN
a3 R Qozwne | 125 Globuln (crucierin|  Arabidopsis | . oasaq | 06 Protein cestination|  06.20 Storage | 7 o0e 20| g1 [0 0172602| 388032 | 210717 | 184148 |EVm2T-modelAmTe {00 R sis 3 . R onazs  |oan
2) thaliana and storage proteins V1.0 scaffold00067.7
TVTDVTSDYN
— - - Svm_27.model AmTr_ GEGQIQIIGTN
833 6 Qozwag | 128 Globulh (cruciforin) - Arabidonsis | r4goaggo | 06 Proten destination|  06.20 Storage | 5 o0E64 | 51 [00133914| 4,64276 | 2,00655 | 231381 [v1.0_scaffold00067.1 |  -9,02E+00 5 49,00999847 2 - 2 01053 |GaK
) aliana and storage proteins 1 GMPIEVLTNAY
—— — - GEGQIQNIGTN
a3 R Qozwne | 125 Globulin (crucierin|  Arabidopsis | . o3ea | 06 Protein destination|  06.20 Storage | 7 o0e 20k g1 |0 0133ta| 464276 | 2.00855 | 231381 |SVM_27modelAmTe | oo o R sis ) . ) o0ss2 |oan
thaliana and storage proteins V1.0_scaffold00067.7
- GMPIEVLTNAY
— - - DEFQCAGVAA
095 R Qozwag | 125 Globuin (cruciferin|  Arabidopsis | 14 oaggg |06 Protein destination|  06.20Storage | 7 o0e 20| 51 | 0.0015653| 1.69054 | 104031 | 0,162 |EVM_2T-modelAMTE L s o ® sis ; s R 03338 |k
2) thaliana and storage proteins V1.0 scaffold00067.7 Ly
N N B B N evm_27.model. AmTr_|
895 4 Qazwag | 128 Globulin (cruciferin| - Arabidopsis | xr4503gg¢ |06 Protein destination| - 06.20 Storage 2,00E-64 51 |0,0015653| 1,69054 | 10,4031 | 0,1625 |v1.0_scaffold00067.1 | -1,78E+01 9 49,09999847 3 1 3 01579 | LAESFGIPDE
thaliana and storage proteins y LAQR
— - - QEGEYGEEEQ
1002 14| qozwag |12 Globuiin (crucierin| Arabidopsis | 4 oaaeq |06 Protein destination| 0620 Storage | 7 o0e 20| 51 [0 0170685 1.00507 | 265214 | 037806 |27 modelAMTE | oo 0 R sis s R R 01005 |8
2) thaliana and storage proteins V1.0 scaffold00067.7 R FIAGGOPR
N N B B N evm_27.model. AmTr_|
1002 14 Qazwag | 128 Globulin (cruciferin| - Arabidopsis | xr4503gg¢ |06 Protein destination|  06.20 Storage 2,00E-64 51 |0,0179685| 1,00507 | 2,65214 | 0,37896 [v1.0_scaffold00067.1 | -1,22E+01 6 49,09999847 2 1 2 01053 | LAESFGIPDE
2) thaliana and storage proteins y LAQR
— - - TSNQQAQDIK
842 |169| 4 Qozwag | 128 Globulin (cruciferin| - Arabidopsis | xp4Go3gg | 06 Protein destination|  06.20 Storage | 7 g0e 70 | 51 [0,0056319| 0,80598 | 0,20929 | 3,85098 |SYT-27MOUSLAMIT_| 5 goe 01 13 545 5 - 4 02381  |[TVTDVTSDYN
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Supplemental table 7: list of the proteins from various samples of P. gabriellae seed

Proteins have been analyzed by two-dimensional electrophoresis and spots of interest recognized by western blot analysis using an anti-DING antibody (Perera
et al. 2008). Spots content was then identified by mass spectrometry LC/MS-MS. The protein spots were analysed by LC-MS/MS on the "Centre d'Analyse
Protéomique de Marseilles" (Maya Belghazi - IFR Jean Roche, Faculté de médecine - http://crn2m.univ-mrs.fr/plates-formes-pfrn/proteomique-capm). Based on
the spectrum generated, proteins were identified using the X-Tandem software."Echantillon" correspond to the origin of the sample studied. "Protein Name".
"Organism" correspond to the name of the organism from wich the protein was identified. "Matched queries" "Real Mascot Matched queries" "Mascot cov %"
correspond to the coverga of experimentally identified peptide on the peptide sequence from the source organism "Mascot score" "Peptide sequences"
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