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Supplemental Table 5. P. trifoliata specific gene groups
D

Num. in C. celementing

Num in C. unshiu

Note

TaterPro

Members in C.clementing

‘Members in C.unshia

Members in P.irfolia

GFO000418

GFO001731

GF0002682

GF0019481

GF0026133

GF0026132

GFO051614

GFO051613

GF0051612

GFO051611

GFO051610
GF0051609

GFO051608

GFO051607
GF0051606
GFO051605
GFO051604
GF0051603
GF0051602
GF0051601
GF0051600
GF0051599
GFO051598
GFO051597
GF0051596
GFO051595

GFO051594

GF0051593
GFO051592
GF0051591
GF0051590
GF0051589
GFO051588
GFO051587

GFO051586

GF0051585

GFO051584

GF0051583

GFO051582

GFO051581

GFO051580
GFO051579

GFO051578

GFO051577
GFO051576
GFO051575

GFO051574

GFO031573

GFO051572

10 Hypothetical protein (10)

Hypothetical protein (4); Protein FARI-
6 RELATED SEQUENCE 9 (1);
Transposon-like element Lyt2.0 DNA (1)

5 Hypothetical protein (5)

Hypomerica proemn (1
Retrotransposon protein, putative, Tyl-

 copia subelass (1); FOG: Transposon-

? encoded proteins with TYA, reverse:
transcriptase, integrase domains in

 Hypothetical protein (1); Early auxin
2 response protein (1)

2 Hypothetical protein (2)

1 F-box protein SKIP22 (1)

1 Hypothetical protein (1)

1 Hypothetical protein (1)

1 Receptor like protein 9 (1)

1 Hypothetical protein (1)
1 Hypoth

1 protein (1)

1 Acetolactate synthase small subunit (1)

1 Hypothetical protein (1)
1 Hypothetical protein (1)
1 Hypothetical protein (1)
1 Hypothetical protein (1)
1 Hypothetical protein (1)
1 Hypothetical protein (1)
1 Hypoth

I protein (1)
1 Hypothetical protein (1)
1 Hypothetical protein (1)
1 Hypothetical protein (1)
1 Hypothetical protein (1)
1 Hypothetical protein (1)
1 Hypothetical protein (1)

1 Hypothetical protein (1)

1 Hypothetical protein (1)
1 Hypothetical protein (1)
1 Hypoth

1 protein (1)
1 Hypothetical protein (1)
1 Hypothetical protein (1)
1 Hypothetical protein (1)
1 Hypothetical protein (1)
1 Hypothetical protein (1)
| Putative discase resistance protein RGAL
)
1 Hypothetical protein (1)
1 Hypothetical protein (1)

1 Hypothetical protein (1)

1 Hypothetical protein (1)
1 Hypothetical protein (1)
1 Hypothetical protein (1)

1 Cytochrome c oxidase subunit 1 (1)

1 Hypothetical protein (1)
1 Hypothetical protein (1)
1 Hypothetical protein (1)

1 Cytochrome P450 86A1 (1)

1 Cytochrome P450 (1)

1 Cytochrome P450 86A1 (1)

regulation of transcription, DNA-
templated [GO:0006355
biological_process] (6); zine ion binding
[GO:0008270 molecular_function] (5):
nucleic acid binding (GO:0003676
molecular_function] (4)

nucleic acid binding [c.o 0003676
molecular_function] (2); zine ion binding
[G0:0008270 moleculm,funcuon] @

tabolic process
lso 019752 b\o!oglcal |_process] (1);
carboxy-lyase activity [GO:0016831
molecular_function] (1); pyridoxal
phosphate binding [GO:0030170
molecular_function] (1); catalytic activity
[GO:0003824 molecular_function] (1)

protein binding [GO:0005515
molecular_function] (1)

DNA binding [GO:0003677
molecular_function] (1)

protein binding [GO:0005515
molecular_function] (1)

branched-chain amino acid biosynthetic

process [GO:0009082

biological_process] (1); acetolactate
synthase activity [GO:000398:

oleculr _function] (1); metabolic

process [GO:000815:

biological )roccss] m amino acid

binding [GO:0016:

molccl\lnrjunﬂmn] m

protein binding [GO:0005515
molecular_function] (1)

enzyme activator activity [GO:0008047
molecular_function] (1); positive
regulation of catalytic activity
[GO:0043085 biological_process] (1);
deadenylation-dependent decapping of
nuclear-transcribed mRNA [GO:0000290
biological_process] (1)

enzyme inhibitor activity [GO:0004857
molecular_function] (1)

proteolysis [GO:0006508
biological_process] (1): cysteine-type
peptidase activity [GO:0008234
molecular_function] (1)

oxidation-reduction process
[GO:0055114 biological_process] (1);
aerobic respiration [GO:0009060
biological_process] (1); eytochrome-c
oxidase activity [GO:0004129

molecular. fumlmn] U ): electron carrier
iy

I(\ulxrjum.\mn] (I ) iron ion binding
[GO:0005506 molecular_function] (1);
integral component of membrane
[GO:0016021 cellular_component] (1;
heme binding [GO:0020037
molecular_function] (1)

oxidation-reduction process
[GO:0055114 biological process] (1);
oxidoreductase activity, acting on paired
donors, with incorporation or reduction
of molecular oxygen [GO:0016705
molecular_function] (1); ron ion binding
[GO:0005506 molecular_function] (1);
heme binding [GO:0020037
molecular_function] (1)

heme binding [GO:0020037
molecular_function] (1); iron ion binding
[GO:0005506 molecular_function] (1);
oxidoreductase activity, acting on paired
donors, with incorporation or reduction
of molecular oxygen [GO:0016705
molecular_function] (1); oxidation-
reduction process [GO:0035114
biological_process] (1)

oxidation-reduction process
[GO:0055114 biological process] (1);
oxidoreductase activity, acting on paired
donors, with incorporation or reduction
of molecular oxygen [Go,emsms
molecular_function] (1); heme binding
[GO:0020037 moleculnr «_function] (1);
iron ion binding [GO:0003506
molecular_function] (1)

FHY3/FARI family [IPR031052] (6);

Zinc finger, PMZ-type [IPRO06564] (4):

Zinc finger, SWIM-type [IPR007527]

(4): Zin finger, CCHC-type B

[IPROOIS7S] (4); FARI DNA bm
domain [IPR004330] (3): M

transposase domain upnmxzsq] @

Zine finger, CCHC-type [IPROOISTS] (2) -

Pyndoxal pl\osphare dcpe
nsferase [ 24 (1); Pwldoxal
phosphm:dep:ndcm decarboxylase
[IPR002129] (1); Pyridosal phosphate-
dependent transferase, major region,
subdomain 1 [IPRO1S421] (1)

F-box domain [IPRO0IS10] (1) B

B3 DNA binding domain [IPR003340]
(1); DNA-binding pseudobarrel domain -
[IPRO15300] (1)

Leucine-rich repeat domain, L domain-
like [IPR032675] (1); Leucine rich repeat
4 [IPRO25875] (1); Leucine-rich repeat
[IPROOI611] (1)

Acetolactate synthase, small subunit
[IPRO04789] (1); Acetolactate synthase,
small subunit, C-terminal [IPRO19455] ~
(1); ACT domain [IPR002912] (1)

Glutathione S-transferase, C-terminal-
like [IPRO10987] (1)

Viral movement protein [IPR028919] (1) -

SET domain [IPR001214] (1) -

mRNA-decapping enzyme subunit |
[IPRO10334] (1)

Pectinesterase inhibitor domain
[IPRO06501] (1)

Leucine-rich repeat domain, L domain-
like [IPR032675] (1)

Ulpl protease family, C-terminal
catalytic domain [IPR003653] (1); High
mobility group box domain [IPR009071]
0]

Cytochrome ¢ oxidase subunit
[IPRO008S3] (1; Cy\ochmme ¢ oxidase, -
subunit I domain [IPR023616] (1)

Cytochrome P4S0, conserved site
[IPRO17972] (1; Cytochrome PAS0, E-
class, group I [IPR002401] (1);
Cytochrome P450 [IPRO0T128] (1)

Cytochrome P4S0 [IPROOTI2S] (1) -

Cytochrome P4S0 [IPROOTI2S] (1) -

P_tifoliata_00022_mRNA_144.1.P_trifo
liata_00047_mRNA_92.1,P_trifoliata UU
047_mRNA_93.1.P urifoliata_00047.

RNA 94.1 v trifoliata_00047 mRNA 9

1P mRNA_96.1.P_t

1fol\zn 00047  mRNA_97.1.P mfol\an
00257_mRNA_2.1.P_urifoliata_00257_m
RNA_3.1P_trifoliata_00257 mRNA_4.1

P_tifoliata_00090_mRNA_I.LP_tifolia
ta_00297_mRNA_10.1,P_ifoliata_0029

2.1,P_tifolinta 01143 mRNA_LLP
foliata_01252_mRNA 3.1

P_trifoliata umm mRNA_3.1P_trifolia
1

ta( eems > tifoliata_00107
i | p ta_00339_mRNA
,24.1. trifoliata_ 00609 MRNA 2.1

P_tifoliata_00023_mRNA_117.1P_trifo
liata_00377_mRNA_22.1,P_trifoliata_00
600_mRNA_7.1

P_trifoliata_00205_mRNA_44.1.P_tifoli
ata_ 01108 mRNA 2.1

P_trifoliata_00129_mRNA_69.1.P_tifoli
ata_00892 mRNA 4.1

P_tifoliata_01311_mRNA_1.1

P_trifoliata_01306_mRNA_I.

P_trifoliata_01305_mRNA_I.

P_trifoliata_01304_mRNA_I

P_tifoliata_01303_mRNA_I.1
P_tifoliata_01302_mRNA_1.1

P_tifoliata_01301_mRNA_I

P _trifoliata 01300 mRNA 2.1
P_trifoliata_01300_mRNA_I.1
P_tifoliata_01298_mRNA_I.1
P_tifoliata_01296_mRNA 2.1
P_trifoliata_01296_mRNA_I.1
P_tifoliata_01294_mRNA_I.1
P_tifoliata_01291_mRNA 2.1
P _trifoliata 01291 mRNA 1.1
P_trifoliata_01289_mRNA 2.1
P_trifoliata_01289_mRNA_I.1
P_trifoliata_01286_mRNA_I.1

P_trifoliata_01285_mRNA_2.1
P_trifoliata_01281_mRNA_I.1

P_trifoliata_01279_mRNA 2.1

P_trifoliata_01274_mRNA_2.1
P_ifoliata_01271_mRNA_I.1
P
P_trifoliata_01265_ mRNA_1.1
P_trifoliata_01264_mRNA_3.1
P_tifoliata_01264_mRNA_2.1
P_tifoliata_01261_mRNA_1.1

foliata_01270_mRNA 2.1

P_tifoliata_01257_mRNA_3.1
P_trifoliata_01257_mRNA 2.1
P _tifoliata 01257 mRNA 1.1
P_trifoliata_01254_mRNA_I.1
P_tifoliata_01252_mRNA 2.1
P_tifoliata_01251_mRNA_3.1

P_tifoliata_01251_mRNA 2.1
P _trifoliata 01251 mRNA 1.1

P_trifoliata_01249_mRNA_I.1

P_trifoliata_01243_mRNA_4.1
P_ifoliata_01241_mRNA_1.1
P_ifoliata_01237_mRNA_6.1

P_ifoliata_01237_mRNA 5.1

P_ifoliata_01237_mRNA 4.1

P_ifoliata_01237_mRNA_3.1



o Num. in C. celementine _ Numin C.unshiu___ Num in Prifoliata Note GO TnterPro “Members in C.clementine ‘Members in C.unshiu ‘Members in P.irfoliata

oxidation-reduction process
[GO:0055114 biological process] (1);
oxidoreductase activity, acting on paired

donors, with incorporation or reduction 1o nrome P40 E-clss, graup |
o

[IPR002401] (1; Cytochrome P4S0,

GFOOS1571 0 0 om0y () sl o GOMIEns (UL - B P_tifoliata_01237_mRNA_2.1
[GO:0020037 molecular_function] (1), Cytochrome P4SO [IPROOI128] (1)
iron ion binding [GO:0005506
molecular_function] (1)
GFOOS1570 0 0 1 Hypothetica protein (1) - E P_trifoliata 01236 mRNA L1
GF00S1569 0 0 1 Hypothetical protein (1) - - P_rifoliata_01234_ mRNA_2.1
GFOOS1568 0 0 1 Hyporthetical protein (1) - - P_uifolata 01233 mRNA_L1
Leucine-rich repeat [IPROO1G11] (1) P-
loop containing nucleoside riphosphate
GFO0S1567 0 0 1 Hypothetical protein (1) I"ﬁ";;::;’[’i“}:";‘;‘;’z (010‘055'5 :‘:}:‘:;’{"::A;’::‘f;::ﬂgi‘:i(;‘“"”“"“" B . P._trifoliata_01231_mRNA_L.1
[IPRO32675] (1); Leucine-rich repeat,
ypical subtype [IPRO03S91] (1)
GFOOS1566 0 0 1 Hypothetica protein (1) - E P_trifoliata 01227 mRNA 3.1
GF00S1565 0 0 1 Hypothetical protein (1) - - P_tifoliata_01227_mRNA_L1
endoplasmic reticulum [GO:0005783
GFO0S1564 0 0 1 Hypotheical protein (1) Zz::‘;ﬁ:\;"“:"o“;::":d““ue T G021 b s bt - P_tifoliata_01225_mRNA_2.1
cellular_component] (1)
GFO0S1563 0 0 1 Hypothetical protein (1) - - P_uifolata_01225 mRNA_L1
GFOOS1562 0 0 1 Hypotheticalprotein (1) - E P_uifoliata_01223 mRNA_L1
GFOOS1561 0 0 1 Hypothetica protein (1) - E P_trifoliata 01222 mRNA 2.1
GF00S1560 0 0 1 Hypothetical protein (1) - - P_tifoliata_01222_ mRNA_L1
unfolded protein binding [GO:0051082  Chaperone Dnal, C-trminal
GF00S1559 0 0 1 Hypothetical protein (1) molecular_function] (1): protein folding ~[IPR002939] (1): HSP40/Dnal peptide- - - P_uifolata 01220 mRNA_L1
[GO:0006457 biological_process] (1) binding [IPRO0S7I] (1)
Gro0sisss ) ) Coiled-coil domain-containing protein 97 e of oGl D20, . P ol 01219 mRNA 2.1
GFOOS1557 0 0 - E P_uifoliata 01218 mRNA 2.1
GFOOS1556 0 0 1 Hypothetical protein (1) - E P_trifoliata 01216 mRNA 3.1
GFO0S1555 0 0 1 Hypothetical protein (1) - - P_tifoliata_01216_ mRNA_2.1
GFOOS1554 0 0 1 Hyporthetical protein (1) - - P_uifolata_01215 mRNA 2.1
GFO0S1553 0 0 1 Hypothetical protein (1) - E P_uifoliata 01214 mRNA 2.1
GFOOS1552 0 0 1 Hypothetical protein (1) - E P_trifoliata 01213 mRNA 2.1
GFO0S1551 0 0 1 Hypothetical protein (1) - - P_ifoliata_01207_mRNA_2.1
GFO0S1550 0 0 1 Hypothetical protein (1) - - P_uifolata_01206_mRNA 3.1
GFO0S1549 0 o 1 Hypothetical protein (1) - E P_uifolata_01203 mRNA 4.1
GFOOS1548 0 0 1 Hypothetical protein (1) - E P_trifoliata 01203 mRNA 3.1
GF00S1547 0 0 1 Hypothetical protein (1) - - P_ifoliata_01203_mRNA 2.1
GFO0S1546 0 0 1 Hypothetical protein (1) - - P_uifolata_01203 mRNA_L1
GFOOS1545 0 0 1 Hypotheticalprotein (1) - E P_uifoliata 01202 mRNA_L1
GFOOS1544 0 0 1 Hypothetical protein (1) - E P_trifoliata 01201 mRNA 2.1
GFO0S1543 0 0 1 Hypothetical protein (1) - - P_ifoliata_01201_mRNA_L1
GFOOS1542 0 0 1 Hypothetical protein (1) - - P_uifolata_01200_mRNA 2.1
GrOOS1541 0 0 1 Hypothetical protein (1) - E P_uifolata 01200 mRNA_L1
GF00S1540 0 0 1 Hypothetical protein (1) E‘;;‘nﬁz 6:?‘:’:‘)"“""”“ st B . P._trifoliata_01199_mRNA_2.1
GFO0S1530 0 0 1 Hypothetical protein (1) - - P_uifolata_01197_mRNA_L1
Leucine-rich repeat domain, L domain-
GFO0S1538 0 0 1 Hypothetical protein (1) I"ﬁ";;::;;’[’i“x";‘;‘;’g (010‘055'5 ‘,’:;L"P;';;ﬂijht:L:ﬁ;;;;;;f)"‘] W . P._trifoliata_01196_mRNA_2.1
Leucine-rich repeat [IPROO1611] (1)
loap contaming nucieosiae
condensin complex [GO:0000796 triphosphate hydrolase [IPRO27417] (1):
Gro0s1537 0 0 1 Hypathetical protin (1) 00007076 S om0 e - - P isifoliata 01196 mRNA 11
biological_process] (1) RecF/RecN/SMC, Noterminal
GF0051536 0 0 1 Hypothetical protein (1) ﬁ;“‘gf{%’;d‘j‘: RNA-binding domain B P._trifoliata_01195_mRNA_4.1
GFO0S1535 0 0 1 Hypothetical protein (1) - - P_ifoliata_01192_ mRNA_2.1
Acylncuraminate cytidylyluansferase
GF00S1534 0 0 1 Hypothetical protein (1) [IPRO03329] (1); Nucleotide-diphospho- - - P_ifoliata_01192_mRNA_L1
sugar transferases [IPRO29044] (1)
GF0051533 0 0 1 Hypothetical protein (1) - - P_ifoliata_01191_mRNA_6.1
GFO0S1532 0 0 1 Hypothetical protein (1) - - P_uifolata_01191_mRNA 5.1
GFOOS1531 0 o 1 Hypothetical protein (1) - E P_uifoliata_01190_mRNA 3.1
GFO051530 0 0 1 Hypothetical protein (1) - E P_trifoliata 01190 mRNA 2.1
GF0051529 0 0 1 Hypothetical protein (1) - - P_ifoliata_01190_mRNA_L1
GFO0S1528 0 0 1 Hyporthetical protein (1) - - P_uifolata_01189_mRNA 5.1
GFO0S1527 0 o 1 Hypothetical protein (1) - E P_uifoliata 01189 mRNA 3.1
GFO0S1526 0 0 1 Hypothetical protein (1) - E P_trifoliata 01189 mRNA 11
arostsas 0 0 [ET——— Coineric kg sgion, Cmil . el 01186 mRNA 21
WDAOYVIN repeat-like-containing
GFO0S1524 0 0 1 WD repeat-containing protein 82 (1) I"ﬁ";;::;;’[’i“x";‘;‘;’g (0]0‘055' s ;‘;“S;&;;‘J(’Iﬁ?g&o‘:rxzf repeat . P._trifoliata_01186_mRNA_L.1
containing domain [IPRO17986] (1)
Gro0s1523 0 0 1 Hypotheticalprotein (1) - E P_uifoliata 01183 mRNA 3.1
GFo0s1522 0 0 1 Hypothetical protein (1) - - P_tifoliata 01183 mRNA_L1
GFO0S1521 0 0 1 Hypothetical protein (1) - - P_ifoliata_01182_ mRNA_6.1
GFO0S1520 0 0 1 Hypothetical protein (1) - - P_uifolata_01182_mRNA 5.1
GFOOSI519 0 0 1 Hypothetical protein (1) - E P_uifoliata 01182 mRNA 4.1
GFOOSIS18 0 0 1 Hypothetical protein (1) - - P_trifoliata 01152 mRNA 3.1
GFO0S1517 0 0 1 Hypothetical protein (1) - - P_ifoliata_01182_ mRNA_2.1
GFO0S1516 0 0 1 Hyporthetical protein (1) - - P_uifolata_01180_mRNA 2.1
GFOOSISIS 0 0 1 Hypotheticalprotein (1) - E P_uifolata 01180 mRNA_L1

GFO0S1514 0 0 1 Hypothetical protein (1) Ks‘:‘“‘l"s";n's]k (':’)‘““‘“"“"“ domain . P._trifoliata_01179_mRNA_2.1

DNA binding [GO:0003677 DNA-binding pseudobarrel domain

GFO051513 0 0 1 Hypothetical protein (1) e [IPROIS300] (1); B3 DNA binding - - P_trifoliata_01179 mRNA 1.1
molecular_function] (1) domain [IPRO03340] (1)
GFO0051512 0 0 1 Hypothetical protein (1) - - P_trifoliata_01178 mRNA 3.1
protein binding [GO:0005515 Proteasome component (PCI) domain
x 7 . - . X
GFO0S1511 0 0 11COPS signalosome complex subunit 7 (1) PA SR R LR [PROOTI () P_rifoliata_01178 mRNA 1.1
GFO051510 0 0 1 Hypothetical protein (1) - - P_trifoliata 01177 mRNA 2.1
GF0051509 0 0 1 Hypothetical protein (1) - - P_trifoliata_01172 mRNA 4.1
GF0051508 0 0 1 Hypothetical protein (1) - - P_trifoliata 01172 mRNA 3.1
:‘ﬂkmﬁ“}.b’:":"ﬁ [(?‘0 'ngfsr:: A Ribonuclease H domain [IPRO02156]
GF0051507 0 0 1 RnaseH protein (1) 10 eou ar_tunction] (1), (1); Ribonuelease H-like domain - - P_trifoliata_01172_ mRNA 2.1

hybrid ribonuclease activity

[GO:0004523 molecular function] (1) (PRO123371 (1)

Dnal domain [IPR001623] (1);

Alpha/beta hydrolase fold superfamily Alpha/beta hydrolase fold-1 [IPR000073] .
GF0051506 0 0 [ (I Alphaa hdrolase old - - P_trifoliata 01171 mRNA 4.1
[IPRO29058] (1)
GF0051505 0 0 1 Hypothetical protein (1) - - P_trifoliata 01171 mRNA 3.1
GFO051504 0 0 1 Hypothetical protein (1) - - P_trifoliata 01171 mRNA 2.1
GF0051503 0 0 1 Hypothetical protein (1) - - P_trifoliata_01170 mRNA 4.1
GF0051502 0 0 1 Hypothetical protein (1) - - P_trifoliata 01170 mRNA 2.1
GFO051501 0 0 1 Hypothetical protein (1) - - P_trifoliata 01169 mRNA 2.1
GF0051500 0 0 1 Hypothetical protein (1) - - P_trifoliata 01168 mRNA L1
GF0051499 0 0 1 Hypothetical protein (1) - - P_trifoliata_01166 mRNA 2.1
GF0051498 0 0 1 Hypothetical protein (1) - - P_trifoliata 01166 mRNA 1.1
GF0051497 0 0 1 Hypothetical protein (1) - .
GF0051496 0 0 1 Hypothetical protein (1) - - P_trifoliata 01164 mRNA 2.1
GF0051495 0 0 1 Hypothetical protein (1) - - P_rifoliata_01164 mRNA 1.1
carbokycate metabolicprocess Pein lyase fold [IPRO12334] (1); Pectin
oy, lyase foldivirulence factor [IPRO11050]
[GO:0005975 biological_process] (1);
GF0051494 0 0 1 Polygalacturonase (1) (1): Glycoside hydrolase, family 28 - - P_trifoliata 01163 mRNA 3.1
polygalacturanase activity [GO:0004650. 11500007431 (1); Parallel beta-helix
molecular_function] (1) d
repeat [IPRO0G626] (1)
GF0051493 0 0 1 Hypothetical protein (1) - - P_rifoliata 01162 mRNA L1
membrane [GO:0016020
. cellular_component] (1); Glycosyl transferase, family 14 §
GF0051492 0 0 1 Xylosyltransferase 1 (1) ety lgicommmimyltansferase actvity  (IPR00306] (1) - - P_trifoliata 01160 mRNA_L1
[GO:0008375 molecular_function] (1)
GFO051491 0 0 1 Hypothetical protein (1) - - P_trifoliata 01158 mRNA 5.1
:‘“:”""“‘i process. ;‘(’]‘; ‘;““;’“;" Alpha/Beta hydrolase fold [IPR029058]
GF0051490 0 0 1 Carboxyesterase 18 (1) ag ff“?rf;’g;§:7x7  hydrolase (1); Alpha/beta hydrolase fold-3 - - P_trifoliata_01157_mRNA_L.1
B [IPRO13094] (1)
GF0051489 0 0 1 Hypothetical protein (1) - - P_trifoliata 01154 mRNA_L1
» Leucine-rich repeat domain, L domain- . N
GF0051488 0 0 1 Hypothetical protein (1) e LIbROSE (1) - - P_trifoliata 01153 mRNA 2.1
GF0051487 0 0 1 Hypothetical protein (1) - - P_trifoliata 01152 mRNA 2.1
GF0051486 0 0 1 Hypothetical protein (1) - - P_trifoliata 01151 mRNA 3.1



T Nam.inC.celementine  Namm C_umshiu  Namn PNt ote EJ TaterPro Members n C.clementine Members i Cunshiu Members in P oA
P-loop containing nucleoside
i 2
nucleic acid binding [GO:0003676 "’gz‘;”é‘;‘;g”: °':‘T ["'R: 7417) (1);
GF0051485 0 0 1 Small nuclear ribonucleoprotein (1) molecular_function] (1); ATP binding 0% peliease domain P_trifoliata_01151_mRNA_L1
[G0:0003524 molecular_functon] (1) | 'PRO1S43] (1; Helicase superfamily
§ - 112, ATP-binding domain [IPRO14001]
m
metal ion binding [GO:0046872
molecular_function] (1); metalion  Heavy metal-assaciated domain, HMA
GFO0S 1484 0 0 1 Hypothetical protein (1) omaport [GO0030001 {pRO06111 (1) P_rifoliata_01150_mRNA_3.1
biological_process] (1)
GFO0S 1483 0 0 1 Hypothetical protein (1) - P_rifoliata_01149_mRNA_7.1
GFO0S 1482 0 0 1 Hypothetical protein (1) - P_ifoliata_01149_mRNA_6.1
GFO031481 0 0 1 Hypothetical protein (1) - P_sifoliata_01149_mRNA_5.1
GF0051480 0 0 1 Hypothetical protein (1) - P_urifoliata_01149_mRNA 2.1
zine ion binding [GO:0008270
molecular_function] (1); nucleic acid
GFO051479 0 0 1 Hypothetical protein (1) Hindine [GO0003676 Zine finger, CCHC-type [IPRO0ISTS] (1) - P_rifoliata_01147_mRNA_S.1
molecular_function] (1)
GFO0S1478 0 0 1 Hypothetical protein (1) - P_rifoliata_01146_mRNA_2.1
Translation iniiation factor IF-2, putative Protein of unknown function DUF674
GFO01477 0 0 Ly [IPRO07750] (1) P_rifoliata_01141_mRNA_6.1
DNA binding [GO:0003677 Homeodomain-like [IPR0090S7] (1);
. el rotein molecular_function] (1: phosphorelay  Signal transduction response regulator, folats .
GFO051476 0 0 1 Hypothetical protein (1) signal transduction system [GO:0000160. recciver domain [IPR001789] (1); CheY~ P_tifolista_01141_mRNA_5.1
biological_process] (1) like superfamily [IPRO11006] (1)
GFO051475 0 0 1 Hypothetical protein (1) Che-like superfamily [IPROT1006] (1) - P_urifoliata 01141 mRNA 4.1
GFO0S1474 0 0 1 Hypothetical protein (1) - P_rifoliata_01141_mRNA_L1
GFO051473 0 0 1 Hypothetical protein (1) - P_ifoliata_01139_mRNA_L1
GFO0S1472 0 0 1 Hypothetical protein (1) defense response [GO:0006952 Knotin, scorpion toxin-like [IPR003614] _ P._trifoliata_01138_mRNA_2.1
biological_process] (1) m
GFO051471 0 0 1 Hypothetical protein (1) - P_ifoliata_01138 mRNA_11
GFO051470 0 0 1 Hypothetical protein (1) - P_ifoliata_01136_mRNA_L1
GFO01469 0 0 1 Hypothetical protcin (1) - P_usifoliata_01135_mRNA 2.1
G Sterile alpha moiif/poined domain
GFO0S1468 0 0 1 SAM domain family protein (1) I"“"o’l‘:'l‘“';'r““}:";‘;‘l;’g (010‘055'5 [IPRO13761] (1); Sterile alpha motif - P._trifoliata_01135_mRNA_L.1
- domain [IPROD1660] (1)
mRNA processing [GO:0006397
biological_process] (1): 7-
methylguanosine mRNA capping mRNA capping enzyme, catalytic domain .
GFO051467 0 0 1 Hypothetical protein (1) Teon0e hlnloglcal)mcess] W lioRo ey - P_usifoliata_01133_mRNA_S.1
mRNA guanlyltransferas
1G0:0004484 maleeur funton] (1
GF0051466 0 0 1 Hypothetical protein (1) - P_urifoliata_01131_mRNA 3.1
GFO0S 1465 0 0 1 Hypothetical protein (1) - P_rifoliata_01131_mRNA_L1
iron ion binding [GO:0005506
molecular_function] (1: heme binding
[GO:0020037 molecular_function] (1);
oxidation-reduction process Cytochrome P450, E-class, group |
GFO0S 1464 0 0 1 Hypothetical protein (1) [GO:00551 14 biological_process] (1);  [IPR002401] (1); Cytochrome 450 - P_urifoliata 01128 mRNA_11
oxidoreductase activity, acting on paired [IPRO01128] (1)
donors, with incorporation or reduction
of molccular oxygen [GO:0016705
molecular_function] (1)
GFO0S 1463 0 0 1 Hypothetical protein (1) - P_ifoliata_01126 mRNA_L1
I regulation of transcription, DNA- FARI DNA binding domain
GF0051462 0 0 ;:;I'l“d "':::‘m(‘:‘”“""“‘“‘ (FARD omplated [GO:0006355 [IPR004330] (1); FHY3/FARI family - P_uifoliata_01124 mRNA 2.1
v biological process] (1) [IPRO31052] (1)
GFO0s 1461 0 0 1 Hypothetical protein (1) - P_ifoliata_01122_ mRNA_L1
GFO051460 0 0 1 Hypothetical protcin (1) - P_usifoliata_01121_mRNA_L1
GF0051459 0 0 1 Hypothetical protein (1) - P_urifoliata 01120 mRNA 3.1
GFO0S 1458 0 0 1 Hypothetical protein (1) - P_rifoliata_01120 mRNA 2.1
GFO0S 1457 0 0 1 Hypothetical protein (1) - P_ifoliata_01119_mRNA_L1
GFO0S1456 0 0 1 Hypothetical protcin (1) - P_usifoliata_01118 mRNA_4.1
GFO051455 0 0 1 Hypothetical protein (1) - P_urifoliata 01118 mRNA 3.1
GFO0S 1454 0 0 1 Hypothetical protein (1) - P_ifoliata_01118 mRNA_11
GFO0S 1453 0 0 1 Hypothetical protin (1) - P_ifoliata_01117_mRNA_3.1
GFO0S1452 0 0 1 Hypothetical protcin (1) - P_usifoliata_01117_mRNA_L1
EF-Hand 1, calcium-binding site
GFO031451 0 0 1 Hypothetical protcin (1) [IPROI8247] (1); Thioredoxin-like fold - P_usifoliata_01116 mRNA_4.1
[IPROI2336] (1)
- o Legume lectin domain [IPR001220] (1);
GF0051450 0 0 1 Hypothetical protein (1) carbohydrate binding [GO:0030246 Concanavalin A-like lectin/glucanase - P_trifoliata_01115_mRNA 5.1
molecular_function] (1) domain (IPROI33201 (1)
Concanavalin A-like lectin/glucanase
GF0051449 0 0 1 Hypothetical protein (1) f:’:’“hﬂ’“:.‘}"'z":]g(g“m 0030246 domain [IPRO13320] (1); Legume lectin - P_trifoliata_01115_mRNA 4.1
rolecular_functio domain [IPR001220] (1)
Leucine-rich repeat domain, L domain-
ADP binding [GO:0043531 like (IPR032675] (1); Leucine-rich repeat
GFO0S 1448 0 0 1 Disease resistance RPSS-like protein (1) molecular_function] (1): protein binding [IPRO01611] (1); NB-ARC [IPRO02182] - P_rifoliata_01115_mRNA_L1
[GO:0005515 molceular_function] (1) (1); P-loop containing nuclcoside
triphosphate hydrolase [IPRO27417] (1)
GFO0S 1447 0 0 1 Hypothetical protein (1) - P_rifoliata_01114_mRNA_3.1
voltage-gated chloride channel activity
[GO:0005247 molecular_function] (1);
transmembrane transport [GO:0055085
biological_process] (1): chloride Chloride channel, core [IPRO14743] (1);
GFO0S1446 0 0 1 Hypothetical protein (1) transport [GO:0006821 Chloride channel, voltage gated - P_urifoliata 01113 mRNA 2.1
biological_process] (1); membrane  (IPRO0ISOT] (1)
[GO:0016020 cellular_component] (1);
fon channel activity [GO:0005216
moleeular_function] (1)
GFO0S 1445 0 0 1 Hypothetical protein (1) - P_ifoliata_01113 mRNA_L1
GFO0S1444 0 0 1 Hypothetical protein (1) - P_sifoliata_01112_mRNA_4.1
ranseription factor activity, scquence-
specific DNA binding [GO:0003700
molecular_function] (1); regulation of ; .
GF0051443 0 0 1 Hypothetical protein (1) transcription, DNA-templated giﬁ'f: ::',":":“[::'ﬁ‘g"l:m ‘7'72 o P_trifoliata_01112_ mRNA 3.1
[GO:0006355 biological_process] (1); ‘g dor
DNA binding [GO:0003677
molecular_function] (1)
GFO0S 1442 0 0 1 Hypothetical protein (1) - P_ifoliata_01111_mRNA_L1
slyoxylate cycle [GO:0006097
biological process] (1) catalytic activity
GF00S1441 0 0 | Malate synthase (1) [GO:0003824 molecular._function] (1); m“:“:: ;y.;::;n:: EIT,;L‘)'SI‘;':S']‘Z‘:J o P._trifoliata_01110_mRNA_2.1
malate synthase activity [GO:0004474 ¥
molecular_function] (1)
GFO0S1440 0 0 1 Hypothetical protein (1) - P_usifoliata_01110_mRNA_L1
GF0051439 0 0 1 Hypothetical protein (1) - P_urifoliata 01109 mRNA 3.1
Pyridoxal phosphate-dependent
transferase, major region, subdomain |
Cysteine desulfurase, putative, expressed catalytic activity [GO:0003824 [IPRO15421] (1); Pyridoxal phosphate-
5 0 - 5 4
GF0031438 0 0 "0y molecular_function] (1) dependent transferase [IPRO15424] (1); P_ifoliata_01103_mRNA._4.1
Aminotransferase class V domain
[IPRO00192] (1)
GFO051437 0 0 1 Hypothetical protein (1) - P_ifoliata_01103_ mRNA 3.1
Pyridoxal phosphate-dependent
transferase [IPRO1S424] (1);
Aminotransferase class V domain
' [IPRO00192] (1); Trimeric LpxA-like
GF0051436 0 0 1 SufS subfamily cysteine desulfurase (1) f:“':'x“i?°;f‘::‘{l[fﬁ’f“’“3824 [IPRO11004] (1); Nucleotide-diphospho- - P_trifoliata_01103_mRNA_I.1
rolecular_functio sugar transferases [IPR029044] (1);
Pyridoxal phosphate-dependent
transferase, major region, subdomain |
[IPROIS421] (1)
Tetratricopeptide repeat [PRO19734]
(1): Tetratricopeptide repeat-containing.
Tetratricopepide repeat (TPR)-like G y o
GF0051435 0 0 1 superfamily protein, putative isoform 3 Protein binding (GO:0005515 domain [IPR013026] (1); Clustered P_trifoliata_01102_ mRNA 2.1
o molecular_function] (1) ‘mitochondria protein, N-terminal
[IPRO28275] (1); Tetratricopepide-Tike
helical domain [IPRO11990] (1)
GFO051434 0 0 1 Hypothetical protein (1) - P_urifoliata_01101_mRNA 8.1
GFO051433 0 0 1 Hypothetical protein (1) - P_rifoliata_01101_mRNA_7.1
GFO0S1432 0 0 1 Hypothetical protein (1) - P_ifoliata_01101_mRNA_6.1
GFO051431 0 0 1 Hypothetical protcin (1) - P_sifoliata_01101_mRNA_5.1
zinc ion binding [GO:0008270 Zinc finger, PMZ-type [IPRO06564] (1); .
GFO051430 0 0 1 Hypothetical protein (1) et Tuneion] (1 T s, St et TBROGTS27) (1 * P_usifoliata_01100_mRNA_3.1
Leucine-rich repeat domain, L domain-
4
GFO051429 0 0 1 Hypothetical protein (1) e LbROS6TS1 (1) P_rifoliata_01099_mRNA 4.1
» protein binding [GO:0005515 .
GFO051428 0 0 1 Hypothetical protcin (1) e foneton] (1 SH3 domain [IPRO01452] (1) - P_usifoliata_01099_mRNA 3.1
GFO0s1427 0 0 1 Hypothetical protein (1) - P_ifoliata_01098 mRNA_L.1
GFO051426 0 0 1 Hypothetical protein (1) - P_usifoliata_01097_mRNA_L1
Legume lectin, beta chain, Mn
binding site [IPRO19825] (1);
GF0051425 0 0 1 Lectin (1) carbohydrate binding [GO:0030246. 1 canavalin Al lectin/glucanase - P_urifoliata_01095_ mRNA 2.1

molecular_function] (1)

domain [IPRO13320] (1); Legume lectin
domain [IPR001220] (1)
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GFO051424 0 0 T Hypothetical protein (1) - P_trifoliata 01094 mRNA 2.1
GFO0051423 0 0 1 Hypothetical protein (1) - P_trifoliata_01094 mRNA 1.1
ATP binding [GO:0005524
ol fncion] (16 IS i s e domin P01 1001
GF0051422 0 0 1 Hypothetical protein (1) (1): Protein kinase domain [IPRO00TI9] - P_trifoliata_01093 mRNA 2.1
Plloicl process] (1) proteinkinase
activity [GO:
molecular_function] (n
GFO051421 0 0 1 Hypothetical protein (1) - P_trifoliata 01092 mRNA 4.1
GF0051420 0 0 1 Hypothetical protein (1) - P_trifoliata 01092 mRNA 3.1
GF0051419 0 0 1 Hypothetical protein (1) - P_trifoliata_01091 mRNA 7.1
GF0051418 0 0 1 Hypothetical protein (1) - P_rifoliata_01091 mRNA 5.1
GF0051417 0 0 1 Hypothetical protein (1) - P_trifoliata 01091 mRNA 3.1
GFO051416 0 0 1 Hypothetical protein (1) - P_trifoliata 01090 mRNA 4.1
heme binding [GO:0020037
molecular_function] (1); iron ion binding
[GO:0005506 molecular_function] (1);
oxidation-reduction process Cytochrome P450, E-class, group T
GFO051415 0 0 1 Cytochrome P450 (1) [GO:0055114 biological_process] (1):  [IPR002401] (1); Cytochrome P4S0 - P_rifoliata 01089 mRNA L1
oxidoreductase activity, acting on paired [IPROOI128] (1)
donors, with incorporation or reduction
of molecular oxygen [GO:0016705
molecular_function] (1)
GFO051414 0 0 1 Hypothetical protein (1) - P_trifoliata_01088 mRNA 2.1
GFO051413 0 0 1 Hypothetical protein (1) ﬁ;vy::\sn:n;?;’ﬁxn‘)pme o - P_trifoliata_01088 mRNA 1.1
GFO051412 0 0 1 Hypothetical protein (1) - P_trifoliata 01085 mRNA 2.1
Wall-associated receptor kinase,
:0030247
GF00S1411 0 0 1 Hypothetical protein (1) "m‘::lyc‘::si”f':;:’i":‘;‘]“zf‘mo V03047 o lacturonan-binding domain B P tifoliata 01034 mRNA 2.1
! [IPRO25287] (1)
GF0051410 0 0 1 Hypothetical protein (1) - P_trifoliata 01084 mRNA L1
. el rotein response o stress [GO:0006950 Late embryogenesis abundant protein, folats .
GF0051409 0 0 1 Hypothetical protein (1) Slosiea process) (b LEAs me L1pR001926] () P_trifoliata 01083 mRNA 8.1
GF0051408 0 0 1 Hypothetical protein (1) - P_trifoliata 01083 mRNA 6.1
GF0051407 0 0 1 Hypothetical protein (1) - P_trifoliata 01083 mRNA 5.1
GF0051406 0 0 1 Hypothetical protein (1) Formin, FH2 domain [IPROI5425] (1) - P_trifoliata_01082 mRNA 2.1
GF0051405 0 0 1 Hypothetical protein (1) - P_trifoliata_01082 mRNA L1
GF0051404 0 0 1 Hypothetical protein (1) - P_trifoliata 01081 mRNA 6.1
GF0051403 0 0 1 Hypothetical protein (1) - P_trifoliata 01081 mRNA 4.1
GF0051402 0 0 1 Hypothetical protein (1) - P_rifoliata_01080 mRNA_1.1
nucleic acid binding [GO:0003676 Zine knuckle CX2CX4HXAC
GFO051401 0 0 1 Hypothetical protein (1) molecular_function] (1); zinc ion bmdmg [IPRO25836] (1); Zinc finger, CCHC- - P_trifoliata_01079 mRNA 5.1
[GO:0008270 molecular_function] (1) type [IPROOISTS] (1)
Groostaoo 0 0 | ypothetist prtin (1 Revre rnsripasedomin - P il 01079 mRNA 4.1
GF0051399 0 0 1 Hypothetical protein (1) - P_trifoliata 01078 mRNA 2.1
GFO0S1398 0 0 1 Hypothetical protein (1) :{;::’ﬁ:;x:’l“s’;]“(;‘;"“"’" DUF47, P._trifoliata_01078_mRNA_L.1
GF0051397 0 0 1 Hypothetical protein (1) - P_trifoliata_01077_mRNA 6.1
GF0051396 0 0 1 Hypothetical protein (1) ;:;‘;&“2';22:‘17 I“y"“‘m"‘k" - P_trifoliata_01077_mRNA 3.1
GF0051395 0 0 1 Hypothetical protein (1) - P_trifoliata_01077 mRNA_L.1
GF0051394 0 0 1 Hypothetical protein (1) - P_trifoliata_01076 mRNA 5.1
Rad21/Rec8-Jike protein, C-terminal
[IPR023093] (1): Rad21/Rect-like
i nuclear chromosome [Goomnzzs - protein, Gl eukaryotic §
GF0051393 0 0 1 Hypothetical protein (1) Cetar component (1 TIbR006000] (1), Winged el turn- P_trifoliata 01076 mRNA_L1
helix DNA-binding domain [IPRO11991]
0]
| Transposon proein, v, Muaior Transposase, MuDR, plant [IPR004332]
GFO051392 0 0 o {‘,"‘S"}”" otein, putative, Mutato! (1); MULE transposase domain - P_trifoliata_01075_mRNA 3.1
[IPROIS289] (1)
GF0051391 0 0 1 Hypothetical protein (1) ;gag';; f &";’IZ’ET‘L: ':;':::“:;” (1) Nomspanin (TM9SF) [IPRO4240] (1) - P_trifoliata_01074_ mRNA_2.1
GF0051390 0 0 1 Hypothetical protein (1) - P_rifoliata_01072 mRNA 6.1
GF0051389 0 0 1 Hypothetical protein (1) - P_rifoliata_01072 mRNA 5.1
GF0051388 0 0 1 Hypothetical protein (1) - P_trifoliata 01072 mRNA 4.1
GFO0S1387 0 0 1 Hypothetical protein (1) - P_trifoliata 01072 mRNA 3.1
GFO0S1386 0 0 1 Hypothetical protein (1) - P_ifoliata_01071_mRNA_4.1
GFO0051385 0 0 1 Hypothetical protein (1) - P_trifoliata_01071_mRNA_L1
Wall-associated receptor kinase,
GF0051384 0 0 1 Hypothetical protein (1) ”“’f‘“;“',"’c :’"‘“{‘Zf [GO-0030247 s cturonan-binding domain - P_trifoliata_01070_ mRNA 4.1
molecular_function] (1) [PRO25287] (1)
GF0051383 0 0 1 Hypothetical protein (1) - P_trifoliata_01070 mRNA L1
GF0051382 0 0 1 Hypothetical protein (1) - P_trifoliata 01068 mRNA 5.1
GFO0S1381 0 0 1 Hypothetical protein (1) - P_trifoliata 01068 mRNA 3.1
transeription factor actvity, sequence-
specific DNA binding [GO:0003700
GF0051380 0 0 1 Hypothetical protein (1) molecular_function] (1); regulation of  AP2/ERF domain [IPRO0I4TI (1) - P_trifoliata_01067 mRNA 1.1
transcription, DNA-templated
[GO:0006355 biological _process] (1)
GF0051379 0 0 1 Hypothetical protein (1) - P_trifoliata_01066 mRNA 2.1
P-loop containing nucleoside
wiphosphat bydrolase (PRO2747] (1)
ADP binding [GO:0043531 ¢ domain [IPRO03593] (1): _
GF0051378 0 0 1 Discaseresistance protein RPSS (1) 70 2P O e npnooz 1521 (3 Proteinof P_trifoliata_01066 mRNA 1.1
unknown function DUF2921
[IPRO21319] (1)
GF0051377 0 0 1 Hypothetical protein (1) - P_trifoliata 01065 mRNA 3.1
GFO0S1376 0 0 1 Hypothetical protein (1) - P_trifoliata 01065 mRNA L1
GF0051375 0 0 1 Hypothetical protein (1) - P_trifoliata_01063 mRNA 8.1
GF0051374 0 0 1 Hypothetical protein (1) - P_rifoliata_01063 mRNA 7.1
GF0051373 0 0 1 Hypothetical protein (1) - P_rifoliata 01063 mRNA 5.1
GFO051372 0 0 1 Hypothetical protein (1) - P_trifoliata 01063 mRNA 4.1
GFO051371 0 0 1 Hypothetical protein (1) - P_rifoliata_01063 mRNA 3.1
GF0051370 0 0 1 Hypothetical protein (1) - P_rifoliata_01063 mRNA 2.1
GF0051369 0 0 1 Hypothetical protein (1) - P_trifoliata 01063 mRNA_10.1
GFO0S1368 0 0 1 Hypothetical protein (1) - P_trifoliata 01063 mRNA L1
y NB-ARC [IPR002182] (1): P-loop
GFO0S1367 0 0 1 Hypothetical protein (1) :3‘;‘:‘&‘:“}5][2&%3‘5“ containing nucleoside triphosphate - P_trifoliata 01062 mRNA 5.1
& hydrolase [IPRO27417] (1)
P-loop containing nucleoside
. s o wiphosphat bydrolase (PRO2TAL) (1) folats .
GFO01366 0 0 1 TMV resistance protein N (1) el bkt DA binding P_trifoliata 01062 mRNA 4.1
domain 1PROT1991] (1)
GFO0S1365 0 0 1 Hypothetical protein (1) - P_trifoliata 01062 mRNA 2.1
GFO0051364 0 0 1 Hypothetical protein (1) - P_trifoliata_01062 mRNA 1.1
P-loop containing nucleoside
arnsis 0 0 1 NS LRR e s s i ADP iding 6006531 G b AT 0% - P it 0061 1.3
rolecular_functio NB-ARC [IPRO02182] (1)
GFO0051362 0 0 1 Hypothetical protein (1) - P_trifoliata_01060 mRNA 2.1
GF0051361 0 0 1 Hypothetical protein (1) E’;’:,:g I"; I‘:"J":“I‘;W" function DUF3522 P_trifoliata_01059 mRNA 6.1
GF0051360 0 0 1 Hypothetical protein (1) - P_trifoliata 01059 mRNA_L1
GF0051359 0 0 1 Hypothetical protein (1) - P_trifoliata_01057 mRNA 7.1
e n g COMT0 e cxacamNC
GF0051358 0 0 1 Hypothetical protein (1) bind M[Zi)uotot;smé nuctel [IPRO25836] (1): Zinc finger, CCHC- - P_trifoliata_01057_mRNA 4.1
inding [GO:000 type [IPRODISTS] (1)
molecular_function] (1)
GF0051357 0 0 1 Hypothetical protein (1) - P_trifoliata 01057 mRNA_L1
nucleic acid binding [GO:0003676
molecular_function] (1); regulation of  Carlavirus nucleic acid-binding protein .
GF0051356 0 0 1 Hypothetical protein (1) omseripton. DNA templaed {IbRO0SS68] (1) P_trifoliata 01056 mRNA 4.1
[GO:0006355 biological_process] (1)
GF0051355 0 0 1 Hypothetical protein (1) - P_rifoliata 01055 mRNA 4.1
metabolic process [GO:0008152 Hg‘;zﬁ;i’;;"(‘l‘:‘g‘ﬁi’:z’
GFO051354 0 0 |(5;" determination protein tasselsced-2 :l?:f’%“i’(',{;’z:ﬂ;‘”°"'d°md"“’“’ dehydrogenase/reductase SDR - P_trifoliata_01054_ mRNA 1.1
Taloouler faction] (1) [IPRO02198] (1): NAD(P)-binding
= domain [IPRO16040] (1)
GFO0S1353 0 0 1 Hypothetical protein (1) - P_trifoliata 01052 mRNA 7.1
Groosias2 0 0 1 W1 prten sform 1 (1) Domainof ngoun nion DUF1336 P ita 01052 mRNA 61
GF0051351 0 0 1 Ripening related protein family (1) ::m:,‘;;;;“("l':"'" beta-barrel domain P_trifoliata_01052_ mRNA 5.1
GFO0S1350 0 0 1 Hypothetical protein (1) - P_rifoliata_01052_mRNA 4.1
GF0051349 0 0 1 Hypothetical protein (1) - P_rifoliata_01052 mRNA 2.1
GF0051348 0 0 1 Hypothetical protein (1) - P_trifoliata_01051_mRNA 3.1
GF0051347 0 0 1 Hypothetical protein (1) - P_trifoliata 01050 mRNA 4.1
bilgil proce) 1 ot aig bl Kok domsin
3 iypothetical protein g,y - * tifoliata_01050_mRNA 3.
GFO0S1346 0 0 1 Hypothetical 0 e [IPROI12337] (1); I I P_rifoliata_01050_mRNA_3.1

binding [GO:0003676
molecular_function] (1)

core [IPRO01S84] (1
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GF0051345 0 0 1 Hypothetical protein (1) B P_urifoliata_01050 mRNA_1.1
GFO0S 1344 0 0 1 Metacaspase 1 isoform 2 (1) Caspase-like domain [IPR029030] (1) - P_rifoliata_01049_mRNA_5.1
GFO051343 0 0 1 Hypothetical protein (1) -
GFO051342 0 0 1 Hypothetical protcin (1) Caspase-like domain [IPR029030] (1) -
GFO0S1341 0 0 1 Hypothetical protein (1) - P_urifoliata_01049_ mRNA_1.1
GFO01340 0 0 1 Hypothetical protein (1) - P_rifoliata_01048 mRNA 2.1
heme binding [GO:0020037
molecular_function] (1: iron fon binding
[GO:0005506 molecular_function] (1);
oxidoreductase activity, acting on paired
GFO051339 0 0 1 Hypothetical protein (1) donors, with incorporation or reduction  Cytochrome P40 [IPROOTI2S] (1) - P_urifoliata_01046_mRNA 3.1
of molecular oxygen [GO:0016705
molecular_function] (1); oxidation-
reduction process [GO:0035114
biological_process] (1)
heme binding [GO:0020037
molecular_function] (1: catalyti actvity
[GO:0003824 molceular_function] (1)
iron ion binding [GO:0005506 Histidine triad, conserved site
molecular_function] (1); oxidation-  (IPRO19808] (1); HIT-like domain
GFO0S1338 0 0 1 Cytochrome P450 (1) reduction process [GO:0055114 [IPRO11146] (1); Cytochrome P450 - P_rifoliata_01046_mRNA_1.1
biological_process] (1); oxidoreductase (IPRO01128] (1); Histidine triad (HIT)
activity, acting on paired donors, with  protein [IPR001310] (1)
incorporation or reduction of molecular
oxygen [GO:0016705
molecular_function] (1)
GFO051337 0 0 1 Hypothetical protein (1) - P_urifoliata_01045_mRNA 2.1
Leucine-rich repeat domain, L domain-
g like (IPR032675] (1); P-loop containing
GF0051336 0 0 1 P:“‘“‘::T’(‘f'““ resistance RPP13-like 2":’ f"ﬂ‘:“;?:‘i?ml‘m nucleoside triphosphate hydrolase B P_trifoliata_01043_mRNA 2.1
protel ) rolecular_functio [IPRO27417] (1); NB-ARC [IPR002182]
0}
GFO0S1335 0 0 1 Hypothetical protein (1) - P_rifoliata_01043 mRNA_11
GFO051334 0 0 1 Hypothetical protein (1) - P_ifoliata_01042_mRNA 4.1
P-loop containing nucleoside
GF0051333 0 0 1 Discase resistance protein RPSS (1) '“’IP l"l"d’“f [r:o ‘mm‘ triphosphate hydrolase [IPR027417] (1; - P_tifoliata_01042 mRNA 2.1
molecular_function] (1) NB-ARC [IPRO021821 (1)
Transposase-associated domain
GFO01332 0 0 1 Hypothetical protein (1) {PRORO450] (1) - P_ifoliata_01040_mRNA_3.1
endonuclease activity [GO:0004519
molecular_functio] (1); DNA repair
0006281 biological_process] (1);  Endonuclease/exonuclease/phosphatase
1 DNAaprii o pyinidinic i) yase DNA i [GO:0003677 [IPROOS135] (1); AP endonuclease 1,
3 . X
R ! 0 RU) lecular_function] (1); intracellular  conserved site [IPRO20848] (1); AP P_rifoliata_01040_mRNA_L1
600005622 cellar component] (1); _ endomacleas 1 IPRO04SOS) (1)
nuclease activity [GO:0004518
molecular_function] (1)
GFO051330 0 0 1 Hypothetical protcin (1) - P_usifoliata_01038 mRNA_7.1
GFO051329 0 0 1 Hypothetical protein (1) - P_urifoliata_01038_ mRNA 5.1
GFO0S1328 0 0 1 Hypothetical protein (1) - P_rifoliata_01038 mRNA 2.1
GF0051327 0 0 1 Hypothetical protein (1) ‘T")“"s”"”"‘ En/Sprn-like [1PR004242] P_trifoliata_01038_ mRNA_10.1
GFO051326 0 0 1 Hypothetical protein (1) - P_urifoliata_01036_mRNA 2.1
GFO0S1325 0 0 1 Hypothetical protein (1) - P_ifoliata_01035_mRNA_5.1
API80 N-terminal homology (ANTH)
phospholipid binding (GO:0005543  domain [IPROI1417] (1); ENTH/VHS
GFO051324 0 0 1 Hypothetical protein (1) R ntar andiont ) {IPRO0842) (1, EXTH domain P_ifoliata_01035_mRNA_L1
[IPRO13809] (1)
Domain of unknown function DUF4283
[IPRO25S58] (1);
GFO051323 0 0 1 Hypothetical protein (1) Endonusesaicuomuctess/gbosphatase P_ifoliata_01034_mRNA 4.1
[IPRO0S135] (1)
GFO051322 0 0 1 Hypothetical protein (1) - P_ifoliata_01034_mRNA 3.1
GFO031321 0 0 1 Hypothetical protein (1) - P_sifoliata_01034_mRNA_L1
GFO051320 0 0 Hydroxyproline-rich glycoprotein family . P_usifoliata_01033_ mRNA_5.1
protein (1) 2 L 01033_mRNA
GFO0S1319 0 0 1 Putative xaa-pro aminopeptidase p (1) IGR protein motif [IPROI90S3] (1) - P_ifoliata_01033 mRNA 3.1
GF00S1318 0 0 1 Hypothetical protein (1) calcium ion binding [GO:0005509 EF-hand domain [IPR002048] (1) - P_trifoliata_01032_ mRNA_I.1
molecular_function] (1)
GFO0S1317 0 0 1 Hypothetical protein (1) - P_ifoliata_01031_mRNA_4.1
GFO0S1316 0 0 1 Hypothetical protein (1) - P_ifoliata_01031_mRNA_L1
GFO0S1315 0 0 1 Hypothetical protein (1) - P_usifoliata_01030_mRNA_L1
GFO01314 0 0 1 Hypothetical protein (1) - P_urifoliata_01029_ mRNA_7.1
GFO0S1313 0 0 1 Hypothetical protein (1) - P_ifoliata_01029_mRNA_2.1
Domain of unknown function DUF4216
GFO0S1312 0 0 1 Hypothetical protein (1) LbR03S3 1] (1) P_rifoliata_01027_mRNA_8.1
protcolysis [GO:0006508
. cal rotein biological_process] (1):cysteine-type  Ulpl protease family, C-terminal folats .
GFO0S1311 0 0 1 Hypothetical protein (1) peptidase activity [GO:0008234 catalytic domain [IPR003653] (1) P_trifoliata_01027 mRNA_6.1
molecular_function] (1)
oxidation-reduction process
. el rotein [GO:0055114 biological_process] (1):  FAD/NAD(P)- bmdmg domain . folate .
GFO0S1310 0 0 1 Hypothetical protein (1)  orcduete e [hrooredor. [1bR039783, (1 P_urifoliata 01027 mRNA 4.1
molecular_function] (1)
oxidation-reduction process
. cal rotein [GO:00551 14 biological_process] (1):  FAD/NAD(P)-binding domain . folats .
GF0051309 0 0 1 Hypothetical protein (1)  dorcducte et [0 rado1.  [1bR039783, 1y P_urifoliata 01027 mRNA 3.1
molecular_function] (1)
FAD binding [GO:0071949
iy - OIS EAD bining doman [IPRO02938) (1):
GF0051308 0 0 1 Salicylate 1-monooxygenase (1) aetivity [GO:001 FAD/NAD(P)-binding domain - P _trifoliata 01027 mRNA 2.1
ol Rnction] 0 xdaton {3 )
Juction process [GO:0055114
hmlugmal L process] (1)
GFO0S1307 0 0 1 Hypothetical protein (1) - P_rifoliata_01025_mRNA 2.1
GFO051306 0 0 1 Hypothetical protein (1) - P_ifoliata_01025_mRNA_L1
GFO051305 0 0 1 Hypothetical protein (1) - P_usifoliata_01024 mRNA_7.1
GFO051304 0 0 1 Hypothetical protein (1) - P_urifoliata 01024 mRNA_6.1
mucloxame [GO0000TEG
cellular_component] (1); p Histone H2A/H2B/H3 [IPROO7125] (1);
GFO051303 0 0 1 Histone H3 (1) heterodimerization activity [GO 0046982 Histone H3/CENP-A [IPR000164] (1); - P_rifoliata_01024 mRNA 4.1
molecular_function] (1); DNA binding  Histone-fold [IPR009072] (1)
[GO:0003677 mnlecula.;uncnon] )
DNA binding [GO:0003677
BAT-like transposase, RNase-H fold
GF0051302 0 0  CDNA clone:002-110-HI2, fullinsert - molecular_function] (1): nucleie acid 1ppo»55)s) (1); Ribonuclease Helike - P_trifoliata_01024 mRNA 3.1
sequence (1) binding [GO:0003676
domain [IPRO12337] (1)
molecular_function] (1)
GFO051301 0 0 1 Hypothetical protein (1) ‘G":G'P“"““g'““ domain [IPRO25724] _ P_urifoliata 01023 mRNA 3.1
GFO051300 0 0 1 Hypothetical protein (1) - P_usifoliata_01023 mRNA_L1
GFO051299 0 0 1 Hypothetical protein (1) - P_urifoliata_01021_mRNA 9.1
GFO051298 0 0 1 Hypothetical protein (1) - P_rifoliata_01021_mRNA_6.1
ATP binding [GO:0005524 Ploop containing nucleoside
GFO051297 0 0 1 Hypothetical protein (1) molecular_function] (1): ATPase activity triphosphate hydrolase [IPR027417] (1); - P_ifoliata_01019_mRNA_11
[GO:0016887 molceular_function] (1) ABC transporter-like [IPR003439] (1)
GF0051296 0 0 1 Hypothetical protein (1) - P_rifoliata_01018 mRNA 4.1
zinc ion binding [GO:0008270
molecular_function] (1); nucleic acid
GFO051295 0 0 1 Hypothetical protein (1) iding [GOD003E70 Zine finger, CCHC-type [IPROOISTS] (1) - P_ifoliata_01018 mRNA 2.1
molecular_function] (1)
GFO051294 0 0 1 Hypothetical protein (1) - P_ifoliata_01017_mRNA_6.1
. Reverse transeriptase zine-binding
GFO051293 0 0 1 Putative ribonuclease H protein (1) o [1pRO6960] (1) P_ifoliata_01017_mRNA 3.1
GFO051292 0 0 1 Hypothetical protein (1) - P_ifoliata_01017_mRNA 2.1
GFO051291 0 0 1 Hypothetical protein (1) - P_ifoliata_01016 mRNA_9.1
GFO051290 0 0 1 Hypothetical protein (1) - P_usifoliata_01016_ mRNA_8.1
GFO051289 0 0 1 Hypothetical protein (1) - P_urifoliata 01016 mRNA_7.1
GFO0S 1288 0 0 1 Hypothetical protein (1) - P_rifoliata_01016_mRNA_4.1
Reverse transeriptase, RNA-dependent
GFO0S 1287 0 0 1 Hypothetical protein (1) DNA polymerase [IPROI3103] (1)~ P_rifoliata_01016_mRNA 2.1
GF0051286 0 0 1 Hypothetical protein (1) - P_urifoliata 01013 mRNA_7.1
GFO0S 1285 0 0 1 Hypothetical protein (1) - P_rifoliata_01013_mRNA_4.1
Domain of unknown function DUF4283
3 X
GFO0S 1284 0 0 1 Hypothetical protein (1) [IPRO25558] (1) P_rifoliata_01013_mRNA_3.1
GFO0S1283 0 0 1 Hypothetical protein (1) - P_urifoliata_01011_mRNA 4.1
GFO0S 1282 0 0 1 Hypothetical protein (1) - P_ifoliata_01011_mRNA_3.1
zine ion binding [GO:0008270
ol icton) (0 XTSI g o 1016040
GFO051281 0 0 1 Hypothetical protein (1) Y (1): Aleohol dehydrogenase superfamily, - P_ifoliata_01011_mRNA 2.1
molecular_function] (1): oxidaton- {1 S L) T
reduction process [GO:0055114 c-type
biological_process] (1)
Leucine-rich repeat domain, L domain-
. G ke [IPROS2675) 1 Leucine-ich repcat
GF0051280 0 0 | Probably inactive leucine-rich repeat  protein binding [GO:0005515 [IPRO01611] (1; Leucine-rich repe P._trifoliata_01011_mRNA_L.1

receptor-like protein kinase (1) molecular_function] (1)

containing N-terminal, plant-type
[IPRO13210] (1)
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GF0031279 0 0 1 Hypothetial protein (1) - P_trifoliata 01010 mRNA 2.1
GF00s1278 0 0 1 Hypothetical protein (1) - P_ifoliata_01009_mRNA_L1
GF00s1277 0 0 1 Hypotheical protein (1) -
GFO0S1276 0 0 1 Hypothetical protein (1) .
GF00S1275 0 0 1 Hypothetical protein (1) - P_trifoliata 01008 mRNA 3.1
GF00S1274 0 0 1 Hypothetical protein (1) - P_tifoliata_01008_mRNA_2.1
GFO0S1273 0 0 1 Hypotheical protein (1) -
GFO0s1272 0 0 1 Hypothetical protein (1) .
GFO0S1271 0 0 1 Hypothetical protein (1) - P_tifoliata_01007_mRNA 3.1
GF0051270 0 0 1 Hypothetical protein (1) Pentatricopeptide repeat [IPRO02885] (1) - P_ifoliata_01006_mRNA_S.1
GF0051269 0 0 | Pentatricopeptide repeat-containing Pentatricopeptide repeat [IPR00288S] (1) - P_trifoliata_01006_mRNA 4.1
! protein, chloroplastc (1)
GFO0S1268 0 0 1 Hypothetical protein (1) - P_trifoliata_01006_mRNA 2.1
GF0051267 0 0 1 Hypothetical protein (1) - P_ifoliata_01006_mRNA_L1
GF00S1266 0 0 1 Hypotheical protein (1) - P_tifoliata_01005_mRNA_S.1
GFO0S1265 0 0 1 Hypothetical protein (1) - P_trifoliata_01005_mRNA_4.1
S-adenosyl-L methionine-dependent
prtindimcrizion sty methyltransferase [IPR029063] (1); O-
[GO:0046983 molecular_function] (1);  methylransferase, family 2 [IPRO0I077]
Oometirstonss sty (1): Winged helix turn-helix DNA-
Groosiacy 0 0 ! typothetical proein (1) [GO:0008171 molecular_function] (1);  binding domain [IPRO11991] (1); 0~ P_rifoliata_01005_mRNA_L1
(GO:0008168 MT-type
molecular.function] (1) [IPROI6461] (1); Plant methylransferase:
dimerisation [IPROI12967] (1)
GFO051263 0 0 1 Hypothetical protein (1) - P_trifoliata_01004_mRNA_3.1
GFO0S1262 0 0 1 Hypothetical protein (1) - P_trifoliata 01004 mRNA 2.1
GF00S1261 0 0 1 Hypothetical protein (1) - P_ifoliata_01004_ mRNA_L1
GF0051260 0 0 1 Hypotheical protein (1) - P_tifoliata_01003_mRNA_4.1
GFO0S1259 0 0 1 Hypothetical protein (1) - P_trifoliata_01003_mRNA_3.1
GFO0S1258 0 0 1 Hypothetical protein (1) - P_tifoliata 01003 mRNA 2.1
GF0031257 0 0 1 Hypothetical protein (1) - P_tifoliata_01000_mRNA 4.1
GFO0S1256 0 0 1 Hypotheical protein (1) - P_tifoliata_00999_mRNA_7.1
GFO0S1255 0 0 1 Hypothetical protein (1) PGG domain [IPR026961] (1) - P_trifoliata_00999_mRNA_6.1
Ak et cotining doain
GFO0S1254 0 0 1 Hypothetical protein (1) [IPRO20683] (1); P - P_trifoliata_00999_mRNA_S.1
[1PRO26961] (1)
GFO0S1253 0 0 1 Hypothetical protein (1) P_trifoliata_00999_mRNA_4.1
IR TPt 1ROV 10 (15 P
. © ot protein binding [GO:0005515 domain IPRO26961] (1. Ankyrin i
GFO0S1252 0 0 1 Ankyin sepeat planlke proin () 170 e (OO e doma bRo30683) P_trifoliata_00999_mRNA_3.1
GFO0S1251 0 0 1 Hypothetical protein (1) - P_trifoliata_00999_mRNA_2.1
GFO0S1250 0 0 I Neurofilament heavy protein, putative (1) - P_trifoliata 00999 mRNA 11
GF0051249 0 0 1 Hypothetical protein (1) - P_tifoliata_00998_mRNA 4.1
GFO0S1248 0 0 1 Hypotheical protein (1) - P_tifoliata_00998 mRNA_L1
§ b Zinc finger, RING/FY VE/PHD-t
GF0051247 0 0 1 RING/FYVE/PHD zinc finger zinc ion binding [GO:0008270 [IPRO13083] (1); Zine finger, RING-CH- - P._tifoliata_00997_mRNA_4.1
superfamily protein isoform 1 (1) molecular_function] (1) e RO 01611
metal ion binding [GO:0046872
molecular_function] (1): metalion  Heavy metal-associated domain, HMA
GFO0S1246 0 0 1 Hypotheical protein (1) oy i, P_tifoliata_00996_mRNA_2.1
biological_process] (1)
GFO0S1245 0 0 1 Hypotheical protein (1) - P_tifoliata_00995_mRNA_4.1
GFO0S1244 0 0 1 Hypothetical protein (1) ﬁ;"'(‘;‘z';‘}’:;“:‘:‘;’““ function DUF4219 P._tifoliata_00995_mRNA_3.1
arosizss 0 0 [EEe—— Dk nction DUF2S3 il 00994 mRNA 11
GFO0S1242 0 0 1 Hypothetical protein (1) - P_trifoliata_00992_ mRNA 8.1
GFO0S1241 0 0 1 Hypothetical protein (1) - P_trifoliata 00992 mRNA 6.1
GF0051240 0 0 1 Hypothetical protein (1) - P_ifoliata_00992_ mRNA_S.1
GF0051239 0 0 1 Hypotheical protein (1) - P_tifoliata_00992_ mRNA_4.1
oxidation-reduction procass FADNADIP) binding domin
GF0051238 0 0 1 Polyamine oxidase 1-like protein (1) L00:0055114 biological_process] (1 11pg3753) (1); Amine oxidase B P._trifoliata_00991_mRNA_7.1
oxidoreducase activity [GO016491 PRI (1)
molecular.function] (1) g
GF00S1237 0 0 1 Hypothetical protein (1) NAD g dosin 1PRO1 6040 P_tifoliata_00991_mRNA_S.1
. Structural constituent of ribosome, Uneharacterised protein family UPFO114
GFO051236 0 0 [ ot - P_trifoliata 00991 mRNA 2.1
DNA binding [GO:0003677
molecular_function] (1); regulation of .o o4 pefix_tumhelix DNA-binding
transcription, DNA-e
[GO:0006355 biological process] (1); dz’“":r[a's'; ':’ "::97‘; (':"I;N}A
DNAtemplatedwanserpion, miaton [LVOERS ST
GFO0S1235 0 0 1 Hypothetical protein (1) 1600006352 bioogial process] (s [0 (T e e P_tifoliata_00991_mRNA_L1
sigma fctor actvity (GO0016987 1% <01 2 FPROLR ()
molslar_fntion 1 cnsripion £ EOESS RS SO
ator ativity, sequence-specifi DNA L1 I8 POMess
bmdmg (GO:0003700
molecular function] (1)
Jease activity Ap 1 [IPROO4S08] (1):
GFO0s1234 0 0 1y aprini o SpYTIANE SHE) I motecula functon] (1: DNA repsic  Endonuslesslexonueleaslphosphatase - P_tifoliata 00990 mRNA 6.1
[GO:0006281 biological process] (1) [IPRO0S135] (1)
GFO051233 0 0 1 Hypothetial protein (1) - P_trifoliata 00990 mRNA 5.1
GF0051232 0 0 1 Hypothetical protein (1) - P_tifoliata_00990_mRNA_L1
Short-chain dehydrogenase/reductase
| Short-chain dehydrogenase TIC 32, ::;:boch:l p'f:ffiﬁﬁ T-i\leczmm SDR [IPRO02198] (1); Glucoseribitol
GFO0S1231 0 0 wiro sical g dehydrogenase [IPR002347) (1): - P_tifoliata_00989_mRNA_7.1
! choroplasi (1) activity [GO:0016491 NAD(P)-binding domain [IPRO16040]
molccular_function] (1) o
DNA-binding pscudobarrel domain
GF0051230 0 0 1 Transeription factor (1) Derorsaooson - P_ifoliata_00989_mRNA_6.1
GFO051229 0 0 1 Hypothetical protein (1) - P_trifoliata 00989 mRNA 4.1
GFO0s1228 0 0 1 Hypothetical protein (1) - P_ifoliata_00988_mRNA 3.1
cysteine-type pepidase activity
[GO:0008234 molecular_function] (1);  Ulpl protease family, C-t .
GFO0s1227 0 0 1 Hypothetical protein (1) oo [oor0006805 e o ERO0S o P_tifoliata_00988_mRNA_2.1
biological_process] (1)
GFO0S1226 0 0 1 Hypothetical protein (1) - P_tifoliata_00986_mRNA 3.1
GFO0S1225 0 0 1 Hypothetical protein (1) - P_trifoliata_00986_mRNA_2.1
““f “"; l”“,d'“g‘ [F?(?OOBZ ]" g Zinc finger, CCHC-ype [IPROOISTS]
GF00S1224 0 0 1 Hypothetical protein (1) molecular_function] (1):nucleic acid ), 7 ynuckle CX20X4HX4C - P_tifoliata 00986 mRNA 1.1
binding [GO:000367 {rrosssaen 1y
moleoun fnction] (1
GFO0S1223 0 0 1 Hypothetical protein (1) - P_trifoliata 00984 mRNA 4.1
RanlC-like elly roll fold [IPRO14710]
Putatve cyelic nucleotide-gated ion (1): Cyclic nucleotide-binding-like
GF0051222 0 0 et 1y (Rora00) 1 Coc maeotie. P_ifoliata_00984_ mRNA 2.1
binding domain [IPRO00SS] (1)
Cyclic nucleotide-binding domain
Cyelic nucleotide-gated calmodulin- [IPRO0OSO5] (1): RmIC-ike jelly roll
GFo0si221 0 0 ! binding ion channel-like (1) fold [IPROI4TI0] (1) Cyelic nucleotide- ~ P_rifoliata_00984_ mRNA_L1
binding-like [IPROI8490] (1)
GF0051220 0 0 1 Hypothetical protein (1) - P_ifoliata_00983_mRNA_S.1
GFO0S1219 0 0 1 Hypotheical protein (1) - P_tifoliata_00983_mRNA_4.1
GFO0s1218 0 0 1 Hypothetical protein (1) - P_trifoliata_00983_mRNA_L1
GFO0s1217 0 0 1 Hypothetical protein (1) - P_trifoliata 00981 mRNA 2.1
GFO0S1216 0 0 1 Hypothetical protein (1) - P_ifoliata_00980_mRNA 3.1
membrane [GO:0016020
Mechanosensitive fon channel 10 cellular_component] (1: ransmembrane. Mechanosensitive ion channel MseS
Gro0s1215 0 0 protein (1) transport [GO:0055085 [IPRO0GGSS] (1) P_uifoliata_00979_mRNA_7.1
biological_process] (1)
GFO0S1214 0 0 1 Hypotheical protein (1) - P_tifoliata_00979_mRNA_S
GFO0S1213 0 0 1 Hypothetical protein (1) - P_trifoliata_00979_mRNA_4.1
GFO0s1212 0 0  Mechanosensitive fon channel domain- - P_trifoliata_00979_mRNA_3.1
containing protcin-ike (1) - 00979 mRNA.
protein kinase actvity [GO:0004672
molecular function] (1); protin Protein kinase-like domain (IPRO1 1009]
GFO0S1211 0 0 1 Hypotheical protein (1) phosphorylation [GO:0006465 (1): Protein kinase domain [IPR000719] - P_tifoliata_00979_mRNA_2.1
biological_process] (1); ATP binding (1)
[GO:0005524 molecular_function) (1)
response 10 sress [GO:0006950 Late embryogencsis abundant protein,
GFO0S1210 0 0 1 Hypothetical protein (1) o v e o ios6) (1 P_ifoliata_00978_mRNA_S.1
Leucine-rich repeat domain, L domain- )
GFO0S1200 0 0 1 Hypothetical protein (1) [t P_trifoliata_00978_mRNA_3.1
Leucine-tich repeat domain, L domain-
ADP binding [GO:0043531 like [IPRO32675] (1); P-loop containing
GF00S1208 0 0 1 RPS2 protein (1) molccular_function] (1): protein binding nuclcoside triphosphate hydrolase - P_tifoliata_00978_mRNA_2.1
[GO:0005515 molecular function] (1) [IPR027417] (1); NB-ARC [IPRO02182]
(1): Leucine-rich repeat [IPRO01611] (1)
GF0051207 0 0 1 Hypothetical protcin (1) - P_tifoliata_00976_mRNA_S.1
GF0051206 0 0 1 Integrase (1) ‘AIS)“““'C peptidase domain [IPRO21109] P._tifoliata_00976_mRNA_4.1
GF0051205 0 0 1 Hypothetical protein (1) - P_ifoliata_00976_mRNA_2.1
GF00S1204 0 0 1 Hypothetical protein (1) - P_tifoliata_00976_mRNA_L1
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GF0051203 0 0 1 Hypothetical protein (1) B P_urifoliata 00975 mRNA_1.1
GFO051202 0 0 1 Hypothetical protein (1) - P_rifoliata_00974 mRNA_7.1
GFO051201 0 0 1 Hypothetical protein (1) -

GFO051200 0 0 1 Hypothetical protcin (1) .
GFO051199 0 0 1 Hypothetical protein (1) - P_urifoliata_00973_ mRNA 5.1
GFO0S1198 0 0 1 Hypothetical protein (1) - P_rifoliata_00973_mRNA_3.1
GFO0s1197 0 0 1 Hypothetical protein (1) -
GFO051196 0 0 1 Hypothetical protein (1) .
GFO051195 0 0 1 Hypothetical protein (1) - P_urifoliata 00972 mRNA 2.1
GFO0S1194 0 0 1 Hypothetical protein (1) - P_ifoliata_00971_mRNA_3.1
GFO0S1193 0 0 1 Hypothetical protein (1) - P_ifoliata_00971_mRNA 2.1
GFO051192 0 0 1 Hypothetical protcin (1) - P_sifoliata_00971_mRNA_L1
GFO0S1191 0 0 1 Hypothetical protein (1) - P_uifoliata_00970 mRNA_1.1
oxidoreductase activity, acting on paircd
donors, with incorporation or reduction
of molecular oxygen [GOO0IGTOS (s
molecular_function] (1): oxidaton- (et R SOC B L
GF0051190 0 0 1 Cytochrome P450 8244 (1) reduction process [GO:0055114 ; Cytochrome P430, - P_trifoliata_00969_mRNA_6.1
biological_process] (1); iron fon binding <C"TYed site [IPRO17972] (1);
[GO:0005306 molecular_function] (1); <10 Tome P4S0 (IPROOTI2S] (1)
heme binding [GO:0020037
molecular_function] (1)
GFO0S1189 0 0 1 Hypothetical protein (1) - P_rifoliata_00969_mRNA_4.1
ribosome [GO:0005840
cellular_component] (1); ranslation
[GO:0006412 biological_process] (1);
GFO0S 1188 0 0 1 Hypothetical protcin (1) intracellular [GO:0005622 Ribosomal protein S26¢ [IPR00892] (1) - P_rifoliata_00969_mRNA 2.1
cellular_component] (1); structural
ituent of ribosome [GO:0003735
molecular_function] (1)
oxidoreductase activity, acting on paired
donors, with incorporation or reduction
of molecular oxygen [GO:0016705
molecular_function] (1; oxidation-
GFO0S 1187 0 0 1 Hypothetical protein (1) reduction process [GO:0055114 Cylochrome P450 [IPROOTI28] (1) - P_ifoliata_00969_mRNA_1.1
biological process] (1: iron ion binding
[GO:0005506 molecular_function] (1);
eme binding [GO:0020037
molecular_function] (1)
GFO051186 0 0 1 Hypothetical protein (1) - P_urifoliata 00968 mRNA 5.1
GFO0S 1185 0 0 1 Hypothetical protein (1) - P_rifoliata_00968_ mRNA_1.1
GFO0S 1184 0 0 1 Hypothetical protein (1) - P_ifoliata_00967_mRNA 4.1
GFO0S1183 0 0 1 Hypothetical protcin (1) HSP20-lke chaperone [IPRO0SOTS] (1) - P_sifoliata_00967_mRNA 3.1
GFO051182 0 0 1 Hypothetical protein (1) - P_urifoliata_00966_mRNA 3.1
trehalose biosynthetic process
[GO:0005992 biological_process] (1);  Trehalose-phosphatase [IPRO03337] (1); _
GFO0S 1181 0 0 1 Hypothetical protein (1) i sty [Co000824 HAD.ike domam [PRO23514] (1) P_rifoliata_00965_mRNA_3.1
molecular_function] (1)
GFO0S1180 0 0 1 Hypothetical protein (1) - P_rifoliata_00964 mRNA_3.1
GFO0S1179 0 0 1 Hypothetical protein (1) - P_ifoliata_00964 mRNA 2.1
metabolic process [GO:0008152 Isoprenoid synthase domain [IPR00S949]
biological process] (1); Iyase activity erpene synthase, metal-binding
Terpene synthase 21. puative sofom 3 [G0:0016829 molecular_function] (15 domain [IPRO0S630] (1); Terpene
GFO0S1178 0 0 1 m”’ o - pute terpene synthase activity [GO:0010333  synthase, N-terminal domain P _trifoliata 00963 mRNA 5.1
molecular_function] (1): magnesium ion (IPR001906] (1); Terpenoid
binding [GO:0000287 cyclases/protein prenyltransferase alpha-
molecular_function] (1) alpha toroid [IPRO0S930] (1)
GFO0S1177 0 0 1 Hypothetical protein (1) - P_rifoliata_00963 mRNA_1.1
GFO0S1176 0 0 1 Hypothetical protein (1) - P_ifoliata_00962_mRNA 2.1
GFO01175 0 0 1 Hypothetical protcin (1) - P_rifoliata_00961_mRNA_4.1
O-methylransferase, family 2
’ . y [IPRO01077] (1); Winged helix-turn-
::::i:“]':r'“{;‘;::;;]“("v;‘ﬂ(’o 0008168 1 lix DNA-binding domain [IPRO11991]
GFO0S 1174 0 0 1 Caffeic acid O-methyliransferase (1) - :O (1); O-methyltransferase COMT-type - P_ifoliata_00961_mRNA_3.1
methyltransferase activity [GO:0008171
el Tunetion) (1 [IPRO16461] (1); S-adenosyl-L-
& ‘methionine-dependent methyltransferase
[IPR029063] (1)
heme binding [GO:0020037
molccular_function] (1: iron fon binding
[GO:0005506 molecular_function] (1);
oxidoreductase activity, acting on paired Cytochrome P450 [IPROOT 128] (1);
GFO0S1173 0 0 1 Cytochrome P450 83B1 (1) donors, with incorporation or reduction  Cytochrome P4S0, E-class, group1 - P_urifoliata_00961_mRNA 2.1
of molecular oxygen [GO:0016705  [IPR002401] (1)
molecular_function] (1; oxidation-
reduction process [GO:0055114
biological_process] (1)
iron ion binding [GO:0005506
molecular_function] (1): heme binding
[GO:0020037 molecular_function] (1);
oxidation-reduction process
GFO0S1172 0 0 1 Hypothetical protein (1) [GO:0055114 biological_process] (1); ~ Cytochrome P40 [IPROOTI2S] (1) - P_urifoliata_00961_mRNA_1.1
oxidoreductase activity, acting on paired
donors, with incorporation or reduction
of molecular oxygen [GO:0016705
molecular_function] (1)
GF00S1171 0 0 1 Hypothetical protein (1) Brfl, TBP-binding domain [IPRO1I66S] P_trifoliata_00960 mRNA_3.1
GFO051170 0 0 1 Hypothetical protein (1) - P_urifoliata_00960_ mRNA_1.1
GFO0S1169 0 0 1 Hypothetical protein (1) - P_rifoliata_00959_mRNA_8.1
GFO0S 1168 0 0 1 Hypothetical protein (1) - P_ifoliata_00959_mRNA_7.1
GFO0S1167 0 0 1 Hypothetical protein (1) - P_usifoliata_00959_mRNA_4.1
GFO051166 0 0 1 Hypothetical protein (1) - P_urifoliata_00959_ mRNA 3.1
GFO0S 1165 0 0 1 Hypothetical protein (1) - P_rifoliata_00959_mRNA 2.1
GFO0S 1164 0 0 1 Hypothetical protein (1) - P_ifoliata_00959_mRNA_1.1
DNA binding [GO:0003677
— . molecular_function] (1); regulation of - domai .
GFO0S1163 0 0 1 NAC domaincontaining poten 72.(1) et it SR (e NAC domain [IPR003441] (1) - P_sifoliata_00958_ mRNA 3.1
[GO:0006355 biological_process] (1)
GFO0S1162 0 0 1 Hypothetical protein (1) - P_usifoliata_00958 mRNA_L1
DNA binding [GO:0003677
molecular_function] (1); multicllular
organismaldevelopment [GO0007275 0y e o
biological process] (1): egulation of " S EM AT,
GFO01161 0 0 1 Hypothetical protein (1) wanseription, DNA-templated y o P_ifoliata_00957_mRNA_5.1
[GO:0006355 biological_process] (1) 2/ERF domain [IPRO0I471) (1);
X <5 (1 N A-binding domain [IPRO16177] (1)
ranseription factor activity, sequence-
specific DNA binding [GO:0003700
molecular_function] (1)
G P-loop containing nucleoside
GF0051160 0 0 1 Discase resistance protein RGA2 (1) I':Z::::;“r‘“‘{ﬂgf:m?“ triphosphate hydrolase [IPR027417] (1; - P_uifoliata_00957 mRNA_3.1
& NB-ARC [IPRO02182] (1)
GFO0S1159 0 0 1 Hypothetical protcin (1) - P_usifoliata_00957_mRNA 2.1
GFO051158 0 0 1 Hypothetical protein (1) - P_urifoliata_00957 mRNA_1.1
GFO0S 1157 0 0 1 Hypothetical protein (1) - P_rifoliata_00956_mRNA_9.1
GFO0S1156 0 0 1 Hypothetical protein (1) - P_ifoliata_00956_mRNA 8.1
GFO0S1155 0 0 1 Hypothetical protcin (1) - P_sifoliata_00956_mRNA_7.1
GFO0S1154 0 0 1 Hypothetical protein (1) - P_urifoliata_00956_mRNA 5.1
GFO0S 1153 0 0 1 Hypothetical protein (1) - P_rifoliata_00956_mRNA 4.1
GFO0S 1152 0 0 1 Hypothetical protein (1) - P_ifoliata_00956_mRNA 3.1
GFO0S1151 0 0 1 Hypothetical protein (1) - P_sifoliata_00956_mRNA 2.1
GFO051150 0 0 1 Hypothetical protein (1) - P_urifoliata_00956_mRNA_15.1
GFO0S1149 0 0 1 Hypothetical protein (1) - P_rifoliata_00956_mRNA_13.1
GFO0S 1148 0 0 1 Hypothetical protin (1) - P_ifoliata_00956_mRNA_10.1
GFO0S1147 0 0 1 Hypothetical protein (1) ‘AIS)""“‘C peptidase domain [IPRO21109] P._tifoliata_00955_mRNA 9.1
GFO0S1146 0 0 1 Hypothetical protein (1) - P_rifoliata_00955_mRNA 2.1
GFO0S 1145 0 0 1 Leatin receptor kinase (1) Bulb-type lectin domain [IPRO01480] (1) - P_ifoliata_00955_mRNA_12.1
GFODS1144 0 0 1 Hypothetical protcin (1) - P_usifoliata_00955_mRNA_L1
GFO051143 0 0 1 Hypothetical protein (1) - P_urifoliata_00953 mRNA 3.1
GFO0S 1142 0 0 1 Hypothetical protein (1) - P_rifoliata_00953 mRNA 2.1
Serine/threonine-protein kinase, active
ein phos o site [IPRO0S271] (1);
protein phosphorylation [GO:0006468 ¢ i eoninidual specificity protein
biologieal process] (1): proten kinase 1R O e IO
GFO0S1141 0 0 1 Hypothetical protein (1) activity [GO:0004672 se, catalytic do P_trifoliata_00953_mRNA_I.1
(1): Leucine-rich repeat domain, L
molecular_function] (1); ATP binding
TCO000£31 motemsto et (1 domain-ike [IPRO32675] (1) Prtein
- Kinase-like domain [IPRO11009] (1);
Protein kinase domain [IPR000TIO] (1)
GFO0S1140 0 0 1 Hypothetical protein (1) - P_rifoliata_00952_ mRNA 2.1
GFO0S1139 0 0 1 Hypothetical protein (1) - P_ifoliata_00952_ mRNA_L1
GFO0S1138 0 0 1 Hypothetical protein (1) EAL domain [IPR001633] (1) - P_sifoliata_00951_mRNA 4.1
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catalytic actvity [GO:0003824
molecular_function] (1): protein
R PPM-type phosphatase, divalent cation
:”o"l':’*‘c’:l‘"yr‘o::‘ss]tf’]‘: 2;‘22:7‘:" ding  binding [IPRO00222] (1); Protein
GF0051137 0 0 1 Probable protein phosphatase 2C 11(1) 5‘0“;29 malecule. fanction] (V§ phosphatase 2C family [IPRO15655] (1); - P_trifoliata_00950 mRNA_6.1
- olecul etion] (13 pppt.iype phosphatase domain
protein seing/hrconine phosphatase 10b S D!
activity [GO:0004722 3
molecular_function] (1)
GFO0S1136 0 0 1 Hypothetical protein (1) - - P_usifoliata_00949_mRNA_6.1
GFO051135 0 0 1 Hypothetical protein (1) - - P_urifoliata_00949_mRNA 5.1
GFO0S 1134 0 0 1 Hypothetical protein (1) - - P_rifoliata_00948_ mRNA_9.1
Retrotransposon gag domain
viral process [GO:0016032 [IPRO0S162] (1); Retroviral nucleocapsid _ .
GFO0S 1133 0 0 1 Hypothetical protein (1) iotoriut e {1y Trotcin Gng [1PR000721] (5 Refvoris P_ifoliata_00948_ mRNA_8.1
capsid, C-terminal [IPR00SO16] (1)
GF0051132 0 0 1 Hypothetical protein (1) :2?:.:;“’9?.?&.[00"?;?“08270 Zinc finger, ZPR I-type [IPRO04457] (1) - - P_trifoliata_00948 mRNA 2.1
GFO0S1131 0 0 1 Hypothetical protein (1) - - P_urifoliata 00948 mRNA_1.1
GFO0S1130 0 0 1 Hypothetical protein (1) - - P_rifoliata_00947_mRNA_7.1
GFO0S1129 0 0 1 Hypothetical protein (1) - - P_ifoliata_00947_mRNA 4.1
GFODS1128 0 0 1 Hypothetical protcin (1) - - P_rifoliata_00947_mRNA 3.1
GFO0S1127 0 0 1 Hypothetical protein (1) - - P_urifoliata_00947 mRNA_1.1
GFO0S1126 0 0 1 Hypothetical protein (1) - - P_rifoliata_00946_mRNA 2.1
GFO0S 1125 0 0 1 Hypothetical protein (1) - - P_ifoliata_00946_mRNA_L1
GFO0S1124 0 0 1 Hypothetical protcin (1) - - P_sifoliata_00945_mRNA_6.1
GFO0S1123 0 0 1 Hypothetical protein (1) - - P_urifoliata_00945_mRNA 4.1
nucleic acid binding [GO:0003676
GFO0S1122 0 0 1 Hypothetical protein (1) molecular_function] (1: zine fon binding Zine finger, - P_urifoliata_00945_mRNA 2.1
[GO:0008270 molccular._funcion] (1)
GFO0s1121 0 0 1 Hypothetical protein (1) - - P_urifoliata_00945_mRNA_12.1
GFO0S1120 0 0 1 Hypothetical protein (1) - - P_rifoliata_00945_mRNA_11.1
zinc ion binding [GO:0008270
molecular_function] (1); nucleic acid
GFO0S1119 0 0 1 Hypothetical protein (1) binding [GO0003E70 Zine finger, CCHC-type [IPROOISTS] (1) - - P_ifoliata_00945_mRNA_10.1
molecular_function] (1)
GFO0S 1118 0 0 1 Hypothetical protein (1) - - P_ifoliata_00945_mRNA_L1
GFO0S1117 0 0 1 Hypothetical protein (1) - - P_sifoliata_00944_mRNA_5.1
GFO0S1116 0 0 1 Hypothetical protein (1) - - P_urifoliata_00944_ mRNA 4.1
GFO0S1115 0 0 1 Hypothetical protein (1) - - P_rifoliata_00944_mRNA 2.1
GFO0S 1114 0 0 1 Hypotherical protein (1) - - P_ifoliata_00942_ mRNA_9.1
Protein of unknown function DUF2921
- s
GFO0S1113 0 0 1 Hypothetical protein (1) [Rom13191(1) P_ifoliata_00942_ mRNA_5.1
oxidoreductase activity, acting on paircd
donors, with incorporation or reduction
of molccular oxygen [GO:0016705
molecular_function] (1): oxidation-  Cytochrome P450, E-class, group |
GFO0S1112 0 0 1 Hypothetical protein (1) reduction process [GO:0055114 [IPRO02401] (1); Cytochrome P4SO - - P_sifoliata_00942_ mRNA 3.1
biological_process] (1); iron ion binding [IPR001128] (1)
[GO:0005506 molecular_function] (1);
heme binding [GO:0020037
molecular_function] (1)
oxidoreductase activity, acting on paircd
donors, with incorporation or reduction
et ool (1 oo Cohiome PO E s g
GFO0S 1111 0 0 reduction process [GO:0055114 (IPR002401] (1): Cytochrome P40, . P._trifoliata_00942_mRNA 2.1
biological_process] (1); heme binding ~ <CNCTYed site [IPRO17972] (1);
[GO:0020037 molecular_function] (1); Y10 Tome P4S0 [IPROOTI2S] (1)
iron ion binding [GO:0005506
molecular_function] (1)
GFO0S1110 0 0 1 Hypothetical protein (1) - - P_rifoliata_00940_mRNA_6.1
GFO0S1109 0 0 1 Hypothetical protein (1) - - P_ifoliata_00940_mRNA_5.1
GFO0S1108 0 0 1 Hypothetical protcin (1) - - P_rifoliata_00940_mRNA 4.1
GFO051107 0 0 1 Hypothetical protein (1) - - P_urifoliata 00940 mRNA 2.1
GFO0S1106 0 0 1 Hypothetical protein (1) - - P_rifoliata_00940_mRNA_1.1
Zine knuckle CX2CX4HXAC
GFO0S1105 0 0 1 Hypothetical protein (1) [IPRO25836] (1) - - P_rifoliata_00939_mRNA_8.1
GFO0S1104 0 0 1 Hypothetical protein (1) - - P_urifoliata_00939_ mRNA 5.1
GFO0S1103 0 0 1 Hypothetical protein (1) - - P_ifoliata_00939_mRNA_16.1
GFO0S 1102 0 0 1 Hypothetical protein (1) - - P_ifoliata_00939_mRNA_15.1
GFO051101 0 0 1 Hypothetical protein (1) - - P_sifoliata_00939_mRNA_14.1
. nucleic acid binding [GO:0003676  Ribonuclease H-like domain .
GFO051100 0 0 1 Ribonuclease H (1) oteento function] (1) {pR015537 (1) - - P_sifoliata_00939_mRNA_13.1
Zine knuckle CX2CX4HXAC
GFO051099 0 0 1 Hypothetical protein (1) [IPRO25836] (1); Domain of unknown - - P_ifoliata_00939_mRNA_11.1
function DUF4283 [IPRO2S558] (1)
GFO051098 0 0 1 Hypothetical protein (1) - - P_ifoliata_00939_mRNA_10.1
GFO051097 0 0 1 Hypothetical protein (1) - - P_ifoliata_00939_mRNA_1.1
GFO051096 0 0 1 Hypothetical protein (1) - - P_sifoliata_00938 mRNA_L1
GFO051005 0 0 1 Hypothetical protein (1) - - P_urifoliata_00936_mRNA_1.1
GFO051094 0 0 1 Hypothetical protein (1) - - P_rifoliata_00934_mRNA_5.1
GFO051093 0 0 1 Hypothetical protein (1) - - P_ifoliata_00934_mRNA 3.1
oxidation-reduction process
[GO:0055114 biological_process] (1);
oxidoreductase activity, acting on paired
donors, with incorporation or reduction  Cytachrome P450 [IPROOT 128] (1);
GFO051092 0 0 1 Hypothetical protein (1) of molecular oxygen [GO:0016705  Aspartic peptidase domain [IPR021109] - - P_rifoliata_00933_mRNA_5.1
molecular_function] (1): heme binding (1)
[GO:0020037 molecular_function] (1);
iron fon binding [GO:0005506
molecular_function] (1)
Peptidase CIA [IPROI3128] (1);
proteolysis ysteine pepridase, cysteine act
biological process] (1); cysteine-type  [IPRO00169] (1); Peptidase C1A, papain .
GFO051091 0 0 1 Hypothetical protein (1) R ol {IPR0000681 (1 Cotbenim - P_usifoliata_00933_ mRNA_L1
molecular_function] (1) propeptide inhibitor domain (129)
[IPRO13201] (1)
GFO051090 0 0 1 Hypothetical protein (1) - - P_urifoliata 00932 mRNA 8.1
GFO0S1089 0 0 1 Hypothetical protein (1) - - P_rifoliata_00932_mRNA_7.1
GFO0S 1088 0 0 1 Hypothetical protein (1) - - P_ifoliata_00932_ mRNA_5.1
GFO051087 0 0 1 Hypothetical protein (1) - - oliata_00931_mRNA 5.1
S-adenosyl-L-methionine-dependent
protein dimerization activity ‘methyliransferase [IPR029063] (1); O-
[GO:0046983 molecular_function] (1); ~ methyltransferase, family 2 [IPRO01077]
O-methyliransferase acivity (1); Winged helix-tun-helix DNA-
- - 3 4
(Fo0s1086 0 0 1 O-methyltransferase ZRP4 (1) [GO:0008171 molecular_fanction] (1);  binding domain [IPROT1991] (1); Plant P_trifoliata_00931_mRNA_4.1
[GO:0008168
molecular_function] (1) [IPRO12967] (1); O-methylhransferase
COMT-type [IPRO16461] (1)
Domain of unknown function DUF4371
GFO0S 1085 0 0 1 Hypothetical protein (1) [R02S398] (1) - P_ifoliata_00931_mRNA 2.1
GFO0S 1084 0 0 1 Hypothetical protein (1) - - P_rifoliata_00931_mRNA_11
GFO0S1083 0 0 1 Hypothetical protein (1) - - P_ifoliata_00930_mRNA_6.1
GFO051082 0 0 1 Hypothetical protcin (1) - - P_rifoliata_00930_mRNA_5.1
- Concanavalin A-fike lectin/glucanase .
GFO031081 0 0 1 Hypothetical protein (1) Gomain (PRO1S330) 1) - P_sifoliata_00930_mRNA 3.1
GFO0S1080 0 0 1 Hypothetical protein (1) - - P_ifoliata_00930_mRNA_L1
zine ion binding [GO:0008270
- molecular_function] (1); nucleic acid e .
GFO051079 0 0 1 Hypothetical protein (1) Dindine (GO0005676 Zine finger, CCHC-type [IPROOISTS] (1) - - P_sifoliata_00928 mRNA_6.1
moleeutar_function] (1)
GFO051078 0 0 1 Hypothetical protein (1) - - P_usifoliata_00928 mRNA_5.1
GF0051077 0 0 1 Hypothetical protein (1) - - P_urifoliata_00928 mRNA 4.1
GFO051076 0 0 1 Hypothetical protein (1) - - P_rifoliata_00928 mRNA_3.1
GFO051075 0 0 1 Hypothetical protein (1) - - P_ifoliata_00928 mRNA 2.1
GFO051074 0 0 1 Hypothetical protein (1) - - P_usifoliata_00927_mRNA 3.1
GFO051073 0 0 1 Hypothetical protein (1) - - P_urifoliata 00927 mRNA 2.1
GFO051072 0 0 1 Hypothetical protein (1) - - P_ifoliata_00927_mRNA_1.1
GFO051071 0 0 1 Hypothetical protein (1) - - P_ifoliata_00926_mRNA_5.1
GFO051070 0 0 1 Hypothetical protein (1) - - P_sifoliata_00926_mRNA 3.1
GFO051069 0 0 1 Hypothetical protein (1) - - P_urifoliata 00926 mRNA 2.1
microtubule [GO:0005874
cellular_componen] (1); spindle
[GO:0005819 cellular_component] (1); -
GF0051068 0 0 1 Hypothetical protein (1) regulation of mitotic spindle organization _:_“;;; FI‘];"‘{’;:]:;";‘:‘]T" RO27330 (1; B P._tifoliata_00926_mRNA_I.1
[GO:0060236 biologieal_process] (1); ?
activation of protein kinase activity
[GO:0032147 biologieal_process] (1)
GFO051067 0 0 1 Hypothetical protein (1) - - P_sifoliata_00925_mRNA 4.1
GF0051066 0 0 1 Hypothetical protein (1) - - P_urifoliata_00925_mRNA 3.1
GFO051065 0 0 1 Hypothetical protein (1) - - P_rifoliata_00924 mRNA 4.1
GFO01064 0 0 1 Hypothetical protein (1) - - P_ifoliata_00924 mRNA_L1
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GFO051063 0 0 1 Hypothetical protein (1) B P_urifoliata 00923 mRNA 2.1
GF0051062 0 0 1 Hypothetical protein (1) - P_rifoliata_00922_ mRNA_4.1
GFO051061 0 0 1 Hypothetical protein (1) - P_ifoliata_00922_ mRNA 3.1
WD40/Y VTN repeat-like-containing
" protein binding [GO:0005515 domain [TPROT5943] (1): WDA0-repeat- §
GFO051060 0 0 1 Hypothetical protein (1) e Toneton] (1 oo domain RO TR P_usifoliata_00922_ mRNA_L1
WD40 repeat [IPRODI630] (1)
GFO051059 0 0 1 Hypothetical protcin (1) - P_usifoliata_00921_mRNA 2.1
GFO051058 0 0 1 Hypothetical protein (1) - P_urifoliata_00920 mRNA_1.1
GFO051057 0 0 1 Hypothetical protein (1) - P_rifoliata_00919_mRNA_1.1
GFO051056 0 0 1 Hypotherical protein (1) - P_ifoliata_00918 mRNA 4.1
GFO051055 0 0 1 Hypothetical protcin (1) - P_sifoliata_00917_mRNA_4.1
GFO051054 0 0 1 Hypothetical protein (1) - P_urifoliata_00916_mRNA_6.1
GFO051053 0 0 1 Hypothetical protein (1) - P_ifoliata_00916_mRNA_5.1
GFO0S1052 0 0 1 Hypothetical protein (1) - P_ifoliata_00916 mRNA 2.1
GFO051051 0 0 1 Hypothetical protcin (1) - P_usifoliata_00916 mRNA_L1
GFO051050 0 0 1 Hypothetical protein (1) - P_uifoliata 00915 mRNA 7.1
GFO0S1049 0 0 1 Hypothetical protein (1) - P_ifoliata_00915_mRNA_6.1
Leucine-rich repea, typical subtype
[IPRO03391] (1); Leucine-
Verticillium will resistance-like protein  protcin binding [GO:0005515 domain, L domain-like [IPRO32675] (1); _
GRO0S1048 0 0 Yoy molecular_function] (1) Leucine-rich repeat [IPRO01611] (1); P_trifolista_00915_mRNA_3.1
Leucine-rich repeat-containing N-
terminal, plant-type [IPRO13210] (1)
GFO051047 0 0 1 Hypothetical protcin (1) PAN/Apple domain [IPR003609] (1) - P_usifoliata_00914 mRNA_L1
GFO0S1046 0 0 1 Hypothetical protein (1) - P_urifoliata 00913 mRNA 8.1
GFO0S 1045 0 0 1 Hypothetical protein (1) - P_rifoliata_00913 mRNA_7.1
GFO01044 0 0 1 Hypothetical protein (1) - P_ifoliata_00913_ mRNA_5.1
GFO051043 0 0 1 Hypothetical protein (1) - P_sifoliata_00913_ mRNA 4.1
GFO01042 0 0 1 Hypothetical protein (1) - P_urifoliata 00913 mRNA 3.1
GFO051041 0 0 1 Hypothetical protein (1) - P_rifoliata_00913_ mRNA_13.1
GFO0S1040 0 0 1 Hypothetical protein (1) -
GFO051039 0 0 1 Hypothetical protein (1) .
GFO051038 0 0 1 Hypothetical protein (1) - P_urifoliata_00911_mRNA 2.1
GFO051037 0 0 1 Hypothetical protein (1) - P_ifoliata_00910_mRNA 2.1
nucleic acid binding [GO:0003676
GFO051036 0 0 1 Hypothetical protein (1) molecular_function] (1: zinc fon binding Zine finger, CCHC-type [IPROOISTS] (1) - P_rifoliata_00909_mRNA_8.1
[GO:0008270 molceular._function] (1)
GFO01035 0 0 1 Hypothetical protein (1) - P_rifoliata_00909_mRNA_5.1
GFO051034 0 0 1 Hypothetical protin (1) -
GFO051033 0 0 1 Hypothetical protcin (1) .
GFO051032 0 0 1 Hypothetical protein (1) - P_urifoliata_00908_mRNA 6.1
GFO051031 0 0 1 Hypothetical protein (1) - P_rifoliata_00908_mRNA_3.1
GFO051030 0 0 1 Hypothetical protein (1) - P_ifoliata_00908_ mRNA 2.1
Ploop containing nucleoside
inding (G triphosphate hydrolase [IPRO27417] (1);
GF0051029 0 0 1 TMV resistance protein N, putative (1) D Dinding [G0:0043531 NB-ARC [IPRO02182] (1); Winged - P._trifoliata_00908_mRNA_L.1
molecular_function] (1)
helix-turn-helix DNA-binding domain
[IPRO11991] (1)
EF-Hand 1, calcium-binding site
- calcium fon binding [GO:0005509 [IPROI8247] (1); EF-hand domain §
GFO051028 0 0 1 Hypothetical protcin (1) e Tonetion) (1 LIbR002048] (11 - domtt pai P_sifoliata_00907_mRNA 3.1
[IPRO11992] (1)
3 P-loop containing nucleosid
GF0051027 0 0 1 (“;Bs'“‘“ type discase resistance pro '“’IP l"]"d"‘f[r:(’ ‘mm‘ triphosphate hydrolase [IPR027417] (1; - P_uifoliata_00906_mRNA 3.1
) molecular_function] (1) No-ARC [IPRO02182] 1)
GFO051026 0 0 1 Hypothetical protein (1) - P_ifoliata_00905_mRNA_7.1
GFO051025 0 0 1 Hypothetical protcin (1) - P_usifoliata_00905_mRNA_6.1
) Protein of unknown function DUF247, » >
GFO051024 0 0 1 Hypothetical protcin (1) St IbROGA1 58] (1 P_sifoliata_00905_mRNA_2.1
GFO051023 0 0 1 Hypothetical protein (1) Pentatricopeptide repeat (IPRO02SSS] (1) - P_ifoliata_00904 mRNA_9.1
GFO051022 0 0 1 Hypothetical protcin (1) - P_usifoliata_00904 mRNA_12.1
Serine/threonine-protein kinase, active
protein kinase activity [GO:0004672 ¢ IPROOS271] (1)
) ! Serine/threonine/dual specificity protein
molecular_function] (1); protein Kinase, catalytic domain [IPR002290]
GFO051021 0 0 1 Hypothetical protein (1) phosphorylation [GO:0006468 (1 Procin inase domain IPRO0OTI9] ~ P_ifoliata_00903_mRNA_7.1
biological process] (1; ATP binding {1 Lc‘u:me'mh*‘mp:m‘domm L
[G0:0005524 molecular_funcion] (1) g * L Lo S0 T i
kinase-like domain [IPRO11009] (1)
GFO051020 0 0 1 Hypothetical protcin (1) - P_sifoliata_00903_mRNA_6.1
GFO051019 0 0 1 Hypothetical protein (1) - P_urifoliata_00903_mRNA 4.1
GFO0S1018 0 0 1 Hypothetical protein (1) - P_ifoliata_00903_ mRNA_3.1
B3 DNA binding domain [IPR003340]
GF0051017 0 0 1 Hypothetical protein (1) zNIA,l’:T’?g"[(iO;‘?‘:?ié" (1); DNA-binding pseudobarrel domain - P_trifoliata_00903_mRNA 2.1
rolecular_functio [IPRO15300] (1)
Leucine-rich repeat-containing N-
terminal, plant-type [IPRO13210] (1);
ATP binding [GO:0005524 Serine/threonine-protein kinase, active
molecular_function] (1: protein kinase site [IPR00S271] (1);
activity [GO:0004672 Serine/threonine/dual specificity protein .
GFO051016 0 0 molecular._function] (1); protein kinase, catalytic domain [IPR002290] P_trifoliata_00903_mRNA_10.1
phosphorylation [GO:0006468 (1); Protein kinase domain [IPR000719]
biological_process] (1) (1): Protein kinase-like domain
[IPRO11009] (1); Leucine-rich repeat
domain, L domain-like [IPRO32675] (1)
. Protein kinase-like domain [IPRO1 1009]
ATP binding [GO:0005524 (1): Protein kinase domain [IPR000719]
molecular_function] (1); protein kinase {,* ¢
Leucine-rich repeat protein kinase family activity [G (1); Seine/threonine-protein idnasc,
GFO01015 0 0 1 active site [IPR00S271] (1); - P_sifoliata_00903_ mRNA_L1
protein, putative (1) molecular_function] (1): protein b
esphorsaton 00000465 Serine/threonine/dual specificity protein
P Y Kinase, catalytic domain [IPR002290]
biological_process] (1) o
GFO01014 0 0 1 Hypothetical protein (1) - P_urifoliata_00901_mRNA 6.1
GFO0S1013 0 0 1 Hypothetical protein (1) - P_rifoliata_00901_mRNA_4.1
GFO01012 0 0 1 Hypothetical protein (1) - P_ifoliata_00900_mRNA_5.1
GFO051011 0 0 1 Hypothetical protcin (1) - P_sifoliata_00899_mRNA 2.1
GTP binding [GO:0005525 s GTPase °:T°“‘;"I[“;;g$é IK;]
GF0051010 0 0 1 Hypothetical protein (1) molecular_function] (1); GTPase activity :n' % P_trifoliata 00898 mRNA 7.1
1600003924 molecular_funcion] (1) (1) o0
PH domain-like [IPROT1993] (1); P-loop
containing nucleoside triphosphate
hydrolase [IPR027417] (1); Pleckstrin
GF0051009 0 0 | DYNAMIN-like 1E isoform 3 (1) iTIP f";f:“fﬁ?%s‘szs homology domain [IPROOIS49] (1); - P_trifoliata_00898 mRNA 6.1
rolecular_functio Dynamin superfamily [IPR022812] (1);
Dynamin-type guanine nucleotide-
binding (G) domain (IPRO30381] (1)
GFO0S1008 0 0 1 Hypothetical protein (1) - P_ifoliata_00898_ mRNA 4.1
GFO051007 0 0 1 protein (1) - P_usifoliata_00898 mRNA 3.1
Leucine-rich repeat domain, L domain- §
GFO051006 0 0 1 protein (1) froutisstias P_usifoliata_00898 mRNA_L1
GFO051005 0 0 1 Hypothetical protein (1) - P_ifoliata_00897_mRNA_6.1
GFO051004 0 0 1 Hypothetical protein (1) - P_rifoliata_00897_mRNA_5.1
GFO051003 0 0 1 Hypothetical protein (1) - P_urifoliata 00897 mRNA 4.1
Plant AUGMIN subunit 7 [IPR010604]
GFO051002 0 0 1 Hypothetical protein (1) (1); HAUS augmin-like complex subunit - P_urifoliata_00897 mRNA_1.1
7-like [IPRO29711] (1)
electron carrier activity [GO:0009055  Proteasome component
molccular_function] (1); protein complex Eem20/Translational activator Genl
. scaffold [GO:0032947 [IPRO26827] (1); Phytocyanin domain
GFO051001 0 0 1 Hypothetical protein (1) e Tonetion] 1 protessome LIbRODS14] (1) Comrecnin P_urifoliata_00896_mRNA 5.1
assembly [GO:0043248 [IPRO08972] (1); Proteasome component
biological_process] (1) Eem20 (IPRO24372] (1)
GFO051000 0 0 1 Hypothetical protein (1) - P_rifoliata_00896_mRNA_3.1
GF0050999 0 0 1 Hypotherical protein (1) - P_ifoliata_00895_mRNA_7.1
zine ion binding [GO:0008270 Domain of unknown function DUF4283
- molecular_function] (1); nucleic acid  [IPR025558] (1); Zine knuckle .
GFO050998 0 0 1 Hypothetical protein (1) D (GO0005676 EXaCR A LIDROYS856) (1) Zine P_sifoliata_00895_mRNA 4.1
moleeutar_function] (1) finger, CCHC-type [PRODISTS] (1)
GFO050997 0 0 1 Hypothetical protcin (1) - P_sifoliata_00895_mRNA 2.1
GFO050996 0 0 1 Hypothetical protein (1) - P_urifoliata_00895_mRNA_1.1
metalion binding [GO:0046872
molecular_function] (1); isopentenyl
diphosphate biosynthetic process,
methylerythritol 4-phosphate pathway
[GO:0019288 biological_process] (1); 4-
GF0050995 0 0 [BSCA hydroxy-3-methylbut-2-¢n-1-y! Hhydroxy.S-methylbut-2-enyl P_urifoliata 00894 mRNA 9.1

iphospl activity
[GO:0051745 molecular_function] (1);
dimethylallyl diphosphate biosynthetic
process [GO:0050992
biological_process] (1)

diphosphate reductase [IPRO03451] (1)
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GF0030994 0 0 1 Hypothetial protein (1) PUL domain (PROI3535] (1) B P_trifoliata 00894 mRNA 8.1
GF0050993 0 0 1 Hypothetical protein (1) - P_ifoliata_00894_ mRNA_7.1
GF0050992 0 0 1 Hypotheical protein (1) - P_tifoliata_00894_ mRNA_3.1
GFO050991 0 0 1 Hypothetical protein (1) TLDe domain [IPRO0GST1] (1) - P_trifoliata_00893_mRNA_3.1
oxidation-reduction process oglutarate/iron-dependent
. el rotein [GO05S1 4 biogcalroces] (1 dmxygenase [1PRO0S123] (1); . ol .
GF0050990 0 0 1 Hypothetical protein (1) PPV, [PRomsia P_trifoliata 00893 mRNA L1
molecular_function] o P,
GF0050989 0 0 1 Hypothetical protein (1) - P_trifoliata 00892 mRNA 6.1
NPRI/NIM Llike, C-terminal
[IPRO21094] (1): BTB/POZ domain
[IPRO00210] (1); Ankyrin repeat-
protein binding [GO:0005515 containing domain [IPR020683] (1):
GF0050958 0 0 1 Hypotheical protein (1) et fretont (1 T i KD, <o oo P_tifoliata_00892_ mRNA 3.1
[IPRO24228] (1); SKPU/BTB/POZ
domain [IPROT1333] (1); Ankyrin repeat
[IPRO02110] (1)
GF0050987 0 0 1 Hypothetical protein (1) - P_trifoliata 00891 mRNA §.1
GF0050986 0 0 1 Hypothetical protein (1) - P_ifoliata_00891_mRNA_7.1
GF0050985 0 0 1 Hypotheical protein (1) - P_tifoliata_00891_mRNA_6.1
GFO050984 0 0 1 Hypothetical protein (1) - P_trifoliata_00891_mRNA_S.1
GFO050983 0 0 1 Hypothetical protein (1) - P_trifoliata 00891 mRNA 3.1
. outer membrane [GO:0019867 Bacterial surface antigen (D15)
GFO050982 0 0 1 Hypothetical protein (1) e bt - P_trifoliata 00891 mRNA 2.1
GFO050981 0 0 1 Hypothetical protein (1) - P_trifoliata_00891_mRNA_IS.1
GFO050980 0 0 1 Hypothetical protein (1) - P_trifoliata 00891 mRNA_14.1
GF0050979 0 0 1 Hypothetical protein (1) - P_ifoliata_00891_mRNA_I3.1
GF0050978 0 0 1 Hypotheical protein (1) - P_tifoliata_00891_mRNA_L1
GF0050977 0 0 1 Hypothetical protein (1) - P_trifoliata_00890_mRNA_L1
DNA binding [GO:0003677
. - domaincontaining nrotein o fncion] (1 egtaion of - domin . o .
GFO050976 0 0 I NAC domsin-containing protein 2(1) 1 S MM () NAC domain [IPRO03441] (1) P_tifoliata 00889 mRNA §.1
1GO0006385 bioogial process (1)
GF0050975 0 0 1 Hypothetical protein (1) - P_trifoliata 00889 mRNA 5.1
. Reverse transeriptase, RNA-dependent
GF0050974 0 0 1 Hypothetical protein (1) e 1o P_trifoliata 00889 mRNA 2.1
Squalene cyclase, N-erminal
GF0050973 0 0 1 Hypothetical protein (1) [IPR032697] (1); Terpenoid B P._trifoliata_00889_mRNA_L.1
eyclases/protein prenyliransferase alpha-
alpha toroid [IPR003930] (1)
GFO050972 0 0 1 Hypothetical protein (1) - P_trifoliata_00887_mRNA_7.1
GFO050971 0 0 1 Hypothetical protein (1) - P_trifoliata 00887 mRNA 3.1
GF0050970 0 0 1 Hypothetical protein (1) - P_ifoliata_00886_mRNA 4.1
GF0050969 0 0 1 Hypotheical protein (1) - P_tifoliata_00885_mRNA_6.1
GFO050968 0 0 1 Hypothetical protein (1) - P_trifoliata_00885_mRNA_L1
Leucine-rich repeat domain, L domain-
y like [IPRO32675] (1): Leucinc-rich
GF0050967 0 0 1 Hypothetical protein (1) "m'ZI‘Z‘l’A‘;‘r“‘:::il'lfg :);)‘055‘5 repeat, typical subtype [IPRO03591] (1); - P_tifoliata 00884 mRNA 2.1
= Leucine-rich repeat 3 (IPROT1713] (1):
Leucine-rich repeat [IPRO01611] (1)
GF0050966 0 0 1 Hypothetical protein (1) - P_trifoliata 00883 mRNA 3.1
GF0050965 0 0 1 Hypothetical protein (1) - P_ifoliata_00881_mRNA_9.1
Domain of unknown function DUF4283
GF0050964 0 0 1 Hypothetical protein (1) [IPRO25558] (1) P_ifoliata_00881_mRNA_8.1
GF0050963 0 0 1 Hypothetical protein (1) - P_trifoliata 00881 mRNA 6.1
GF0050962 0 0 1 Hypothetical protein (1) - P_ifoliata_00879_mRNA_6.1
GFO050961 0 0 1 Hypotheical protein (1) - P_tifoliata_00879_mRNA_S.1
"“""’“f“ﬁ:“’"s’lgﬁﬁ ;’:":‘Jﬁlm.c ClpP/crotonase-like domain [IPR029045]
GFO050960 0 0 1 Hypothetical protein (1) GO0 1ss {0 Croonse spertaniy 1PR001753) - P_trifoliata_00878_mRNA_L1
biological process] (1)
. Leucine-rich repeat domain, L domain-
GF0050959 0 0 1 Hypothetical protein (1) protein binding [GO:0003515 like [IPR032675] (1); Leucine-rich repeat - P._tifoliata_00877_mRNA 8.1
molecular_function] (1)
[IPROOI6T1] (1)
GF0050958 0 0 1 Hypotheical protein (1) - P_tifoliata_00877_mRNA_7.1
GF0050957 0 0 1 6‘;‘“ finger containing preotein, putative - P_trifoliata_00877_ mRNA_6.1
ransport [GO:0006810
Major facilitator superfamily domain
biological_process] (1); membrane [IPR020846] (1); Proton-dependent
(GODIGE2 ol component) 1. i o
GF0050956 0 0 1 Pepide transporter PTR (1) oligopeptide transport (G v - P_tifoliata_00877_mRNA_L1
(IPRO00109] (1); PTR? family
bilgie prices] (1 s o
s proton/oligopeptide symportr, conserved
e eton) 1 site [IPROIS456] (1)
oxidoreductase activity,acting on paired
donors, with incorporation or reduction
of molccular oxygen [GO:0016705
molecular_function] (1); oxidation-
GF0050955 0 0 1 Cytochrome P430 family 88 protein (1) reduction process [GO:00551 14 Cytochrome P450 [IPROOT128] (1) - P_ifoliata_00876_mRNA 4.2
ological_process] (1):iron ion binding
[GO:0005506 molecular_function] (1):
eme binding [GO:0020037
molecular_function] (1)
GFO050954 0 0 - P_trifoliata_00876_mRNA_L1
S-adenosyl-Lmethionine-dependent
. [IPR029063] (1) O-
Caffeic acid 3-O-methyliransferase 1 molecular._function] (1); O- SOOI ety ransirase COMT-ype
GF0050953 0 0 1 v : [IPROI6461] (1); O-methylransferase, - P_ifoliata_00875_mRNA_6.1
isoform 2 (1) methyltransferase activity [GO:0008171
e o (1 family 2 (IPRO01077] (1); Winged helix-
turn-helix DNA-binding domain
[IPROT1991] (1)
GF0050952 0 0 1 Hypotheical protein (1) - P_tifoliata_00875_mRNA_4.1
GFO050951 0 0 1 Hypothetical protein (1) - P_trifoliata_00875_mRNA_2.1
Expansin/Lol pl [IPROOT1 18] (1):
. el rotein extracellular region [GO:0005576 Expansin/pollen allergen, DPBB domain _ ol .
GF0050950 0 0 1 Hypothetical protein (1) cellular_component] (1) [IPRO0T112] (1); RipA-like double-psi P_trifoliata 00874 mRNA 4.1
beta-barrel domain [IPRO0S009] (1)
Histdine kinase-like ATPase, C-terminal .
GFO050949 0 0 1 Hypothetical protein (1) o ibRo03854 (1) - P_trifoliata_00873_mRNA 8.1
GF0050948 0 0 1 Hypotheical protein (1) - P_tifoliata_00873_mRNA_6.1
GF0050947 0 0 1 Hypothetical protein (1) - P_trifoliata_00873_mRNA_3.1
" binding [GO:0005458 ; .
GFO050946 0 0 1 Hypothetical protein (1) et (1 Armadillo-type fold [IPROI6024) (1)~ - P_trifoliata 00873 mRNA_L1
GF0050945 0 0 1 Hypotheical protein (1) - P_tifoliata_00872_ mRNA_8.1
Protcin of unknown function DUF247,
GF0050944 0 0 1 Hypotheical protein (1) T TR0 158 1 P_tifoliata_00872_ mRNA_4.1
GF0050943 0 0 1 Hypothetical protein (1) GroEL-ike apical domain [IPR027409) P_trifoliata 00871 mRNA 8.1
Retrotransposon gag domain .
GF0050942 0 0 1 Hypotheical protein (1) Derooirin P_tifoliata_00871_mRNA_6.1
GF0050941 0 0 1 Hypothetical protein (1) - P_ifoliata_00871_mRNA 4.1
GF0050940 0 0 1 En Spmlike transposon protein (1) - P_tifoliata_00871_mRNA_3.1
GFO050939 0 0 1 Hypothetical protein (1) - P_trifoliata_00870_mRNA_6.1
oxidation-reduction process
[GO:0055114 biological_process] (1):
oxidoreductase activity [GO:0016491
molecular_function] (1); flavin adenine
dinucleotide binding [GO:0050660 Flavin moncoxygenaselike [IPRO20946]
GF0050938 0 0 1 Hypotheical protein (1) (1); FAD/NAD(P)-binding domain P_tifoliata_00869_mRNA_8.1
molcular_function] (1 NADP binding {13050
[GO:0050661 molecular_function) (1):
NoN-dimethylaniline monooxygenase
activity [GO:0004499
molecular_function] (1)
GF0050937 0 0 1 Hypothetical protein (1) - P_ifoliata_00869_mRNA_7.1
GF0050936 0 0 1 Hypotheical protein (1) - P_tifoliata_00869_mRNA_4.1
GFO050935 0 0 1 Hypothetical protein (1) - P_trifoliata_00868_mRNA_7.1
Glatathione S-ransferase tau 7. puta Glutathione S-transferase, C-terminal-
GF0050934 0 0 1 ‘“ 'one S-translerase tau 7, putative like [IPRO10987] (1); Glutathione S- P_trifoliata_00868_mRNA_6.1
transferase, C-terminal [IPR004046] (1)
GF0050933 0 0 1 Hypothetical protein (1) - P_trifoliata_00868_mRNA_L1
GF0050932 0 0 1 Hypothetical protein (1) - P_trifoliata 00867 mRNA 4.1
GF0050931 0 0 1 Hypothetical protein (1) - P_ifoliata_00867_mRNA 3.1
GF0050930 0 0 1 Hypothetical protein (1) Pentatricopeptide repat [IPRO2855] (1) - P_tifoliata_00866_ mRNA_7.1
GF0050929 0 0 1 Jgnamcopepte (FYK) repeat protein Pentatricopeptide repeat [IPR0028SS] (1) - P_trifoliata_00866_mRNA_5.1
GF0050928 0 0 1 Hypothetct protcin (1) - P_trifoliata 00865 mRNA 11
GF0050927 0 0 1 Hypothetical protein (1) - P_tifoliata_00864 mRNA_7.1
GF0050926 0 0 1 Hypotheical protein (1) - P_tifoliata_00864_ mRNA_6.1
GFO050925 0 0 1 Hypothetical protein (1) - P_trifoliata_00864_mRNA_S.1
N nucleic acid binding [GO:0003676  Ribonuclease H-like domain .
GF0050924 0 0 1 Hypothetical protein (1) e e TpRorssaoy 1 - P_trifoliata_00864_mRNA_4.1
GF0050923 0 0 1 Hypotheical protein (1) - P_tifoliata_00864_ mRNA_3.1
GFO050922 0 0 1 Hypothetical protein (1) - P_trifoliata_00863_mRNA_L1
GF0050921 0 0 1 Hypothetical protein (1) - P_trifoliata 00862 mRNA 9.1
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GF0030920 0 0 1 Hypothetial protein (1) - P_trifoliata 00862 mRNA 4.1
GF0050919 0 0 1 Hypothetical protein (1) - P_ifoliata_00862_ mRNA_I5.1
GF0050918 0 0 1 Hypotheical protein (1) -
GFO050917 0 0 1 Hypothetical protein (1) .
GFO030916 0 0 1 Hypothetical protein (1) - P_trifoliata 00862 mRNA_11.1
GF0030915 0 0 1 Hypothetical protein (1) - P_ifoliata_00862_ mRNA_10.1
GF0050914 0 0 1 Hypotheical protein (1) -
GFO050913 0 0 1 Hypothetical protein (1) .
GFO050912 0 0 1 Hypothetical protein (1) - P_tifoliata 00861 mRNA_19.1
GF0050911 0 0 1 Hypothetical protein (1) - P_tifoliata_00861_mRNA_17.1
regulation of trans FHY3/FART family [IPRO31052] (1):
GF0050910 0 0 1 Hypothetical protein (1) templated [GO:0006355 MULE transposase domain [IPROI5289] - P_tifoliata_00861_mRNA_16.1
biological_process] (1) I0)
GF0050909 0 0 1 Hypothetical protein (1) - P_ifoliata_00861_mRNA_I4.1
GF0050908 0 0 1 Hypotheical protein (1) - P_trifoliata_00861_mRNA_12.1
GFO050907 0 0 1 Hypothetical protein (1) Viral movement protein (IPRO28919] (1) - P_trifoliata_00861_mRNA_L1
GF0050906 0 0 1 Hypothetical protein (1) - P_trifoliata_00860_mRNA 5.1
Chaperonin Cpn60/TCP-1 family
[IPRO02423] (1); TCP-1-Tike chaperonin
ATP binding [GO:0005524 intermediatc domain [IPRO27410] (1:
GF0050905 0 0 1 Chaperonin ATPase (1) molecutr fonction] (1) Grob ke apieal domain [1PRO37409] ~ P_ifoliata_00860_mRNA 4.1
(1): GroEL-like cquatorial domain
[IPRO27413] (1)
Levcie i et [PROO161 11
protein binding [GO:0005515 rich repeat domain, L domain-
GF0050904 0 0 1 Hypotheical protein (1) et fretont 1 [ttt P_tifoliata_00859_mRNA_6.1
repeat, typical subtype [IPRO03591] (1)
protein binding [GO:0005515 Tollinteleuin-1 recaptor homology
molecular.function] (1); signal (TIR) domain [IPRO00IST] (1); NB-ARC
GF0050903 0 0 1 NBS type discase resistance protein (1) transduction [GO:0007165 [IPRO02182] (1): P-loop containing - P_tifoliata_00859_mRNA_S.1
biological_process] (1); ADP binding  nuclcoside triphosphate hydrolase
[GO:0043531 molecular_function] (1) [IPRO27417) (1)
GF0050902 0 0 1 Hypotheical protein (1) - P_tifoliata_00859_mRNA_4.1
GFO050901 0 0 1 Hypothetical protein (1) - P_trifoliata_00859_mRNA_3.1
GF0050900 0 0 1 Hypothetical protein (1) - P_trifoliata 00859 mRNA 2.1
NADP binding [GO:0050661
molecular_function] (1): glucose
el o 10 an600s Ghsos-Gphosptc dtydrognss
biological_process] (1): glucose-6- D-binding [IPR022674] (1); Glucose-
GF0050899 0 0 1 Hypotheical protein (1) : glucos phosphateseydrogense (IPRO0L) - P_tifoliata_00859_mRNA_L1
phosphate dehydrogenase activity it s
[GO:0004345 molecular_function] (1); '8 dor
[IPROI6040] (1)
oxidation-reduction procass
[GO:0055114 biological_process] (1)
GFO0S0898 0 0 1 Hypothetical protein (1) - P_trifoliata 00858 mRNA 8.1
Transposase, MuDR, plant [IPR004332]
GF0050897 0 0 1 MuDR family transposase isoform 1 (1) 'Z"‘zf:‘;:’“fd'““fl_ﬁ]o"]’?“wo (1: Zinc finger, SWIM-type B P_tifoliata 00858 mRNA 6.1
lar_function] [IPRO07S27] (1)
GFO050896 0 0 1 Hypothetical protein (1) - P_trifoliata 00858 mRNA 4.1
GF0050895 0 0 1 Hypothetical protein (1) - P_ifoliata_00858_mRNA 3.1
sucrose metabolic process [GO:0005985
biological_process] (1); sucrose synthase .
GF0050894 0 0 1 Hypotheical protein (1) oo e1a7 Sucrose synthase [IPRO00368] (1) P_tifoliata_00858_ mRNA_12.1
molecular_function] (1)
pectinesirase actviy [GOD030399 e
molecular_function] (1); cell wall Pectinesterase, catalytic [IPR000070]
GF0050893 0 0 1 Pectinesterase 1 (1) modification [GO:0042545 e, cataly - P_tifoliata_00858_ mRNA_I1.1
(1): Pectin Iyase foldvirulence factor
biolagical_process] (1); cell wall [t ant
[GO:0005618 cellular_component] (1)
GF0050892 0 0 1 Hypothetical protein (1) - P_tifoliata_00857_mRNA_2.1
protein binding [GO:0005515 MATH/TRAF domain (IPR002083] (1):
GFO0S0891 0 0 1 Hypotheical protein (1) Roteclar, st (1 TRAE ke [IPRO0S974] (1 P_tifoliata_00857_mRNA_L1
. Domain of unknown function DUF4283
GFO050890 0 0 1 Hypothetical protein (1) Urmossasar oy P_trifoliata 00856 mRNA 5.1
protein binding [GO:0005515 Bulb-type lectin domain [IPRO0I430]
D-mannose binding lectn family protein, molecular function] (1); recognition of (1); S-locus glycoprotein domain .
GFO050889 0 0 expressed (1) pollen [GO:0048544 biological process] [IPR000SSS] (1); EGF-like domain P_trifoliata_00856_mRNA_4.1
) [IPRO00742] (1)
GFO0S0888 0 0 1 Hypothetical protein (1) - P_trifoliata_00856_mRNA_3.1
scriptase, RNA-dependent
y Do poymerme IPROL3 03, (1
GF0050887 0 0 1 Hypothetical protein (1) ﬂ'ﬁfﬁﬂz’,"‘:ﬂﬂ.‘fﬂ :);)‘055‘5 Leucine-rich repeat domain, L domain- - P_tifoliata_00855 mRNA 8.1
= like [IPRO32675] (1): Leucine-rich repeat
[IPROOI6T1] (1)
prenyltransferase activity (GO:0004659
. it dimethy iy ansiore molecular_function] (1);integral UbiA prenyliransferase family . ol .
GFO050886 0 0 1 Adenyae dimethylllransterse () o o] e o0e 1y P_trifoliata 00855 mRNA 4.1
cellular_component] (1)
* finaer containing preotein. utative sine ion binding [G Zine finger, SWIM-type [IPRO0TS27]
GF0050885 0 0 | Zine finger containing pretein, putative zinc ion binding [GO:0005270 (1); Zine finger, PMZ-type [IPR006S64] - P._trifoliata_00854_mRNA 9.1
) molccular_function] (1) o
nucleic acid binding [GO:0003676
GFO0S0884 0 0 1 Hypotheical protein (1) molccular_function] (1): zinc fon binding Zine finger, CCHC-type [IPROOIS7S] (1) - P_tifoliata_00854_ mRNA_7.1
[GO:0008270 molecular_function] (1)
GFO0S0883 0 0 1 Hypotheical protein (1) - P_tifoliata_00854_ mRNA_3.1
GFO0S0852 0 0 1 Hypothetical protein (1) - P_trifoliata_00854_ mRNA_I1.1
GFO0SO0881 0 0 1 Hypothetical protein (1) - P_trifoliata 00853 mRNA 9.1
GFO050880 0 0 1 Hypothetial protein (1) Transposon, En/Spmlike [IPR004242] P_trifoliata 00853 mRNA 7.1
Domain of unknown function DUF4371
GFO050879 0 0 1 Hypotheical protein (1) Urrosssonr P_trifoliata_00853_ mRNA_3.1
Galactose oxidase, beta-propeller
[IPROIS916] (1): Glyoxal oxidase, N-
GFO0S0878 0 0 1 Hypothetical protein (1) terminal [IPRO09SS0] (1): Galactose - P_ifoliata_00853_mRNA_L1
oxidaserkelch, bota-propeller
[IPROT1043] (1)
photosyntheic electron transport in
photosystem 1 [GO:0009772 Protcin kinase domain [IPR000719] (1):
biological_process] (1) lectron otosynihetic reaction centre,
transporter, transferring clectrons within (IPR000434] (1): Concanavalin A-like
the cyclic clectron transport pathway of  lectinglucanase domain [IPRO13320]
photosynthesis activity [GO:0045156  (1): Leucine-rich repeat domain, L
i molecular.function] (1); protein binding domain-like [IPR032675] (1) Protein
GF00S0877 0 0 1 (L]‘:" receptor-like kinase family protein 5.0005515 molecular funcuon] (1);  kinase-like domain [IPRO11009] (1); - P_trifoliata_00852_ mRNA 6.1
photosynthess, light e Serinethreonine/dual specifcity protein
[GO:0019684 biological )mcess] D ki, oyt domain [IPRIEZ290)
protein kinase activity [GO (1); Protein kinase, ATP binding site
eleour fonion Qs proen | IPROV7401] (1 Seninefmeome:
phosphorylation [GO:000646% protein kinase, active site [IPRO0S271]
biolagical_process] (1): ATP binding  (1): Leucine-rich repaat [IPR001611] (1)
[GO:0005524 molecular_function] (1)
GFO0S0876 0 0 1 Hypothetical protein (1) - P_trifoliata_00852_mRNA_S.1
e nucleic acid binding [GO:0003676 Ribonuclease H-like domain .
GFO0S0875 0 0 1 Hypothetical protein (1) e e TpRorssany 1 - P_trifoliata_00852_mRNA_4.1
Zine knuckle CX2CXAHXAC
GFO0S0874 0 0 1 Hypothetical protein (1) [IPRO25836] (1) - P_ifoliata_00851_mRNA_6.1
metabolic process [GO:0008152
. | ook gt blogal el (1 e UDP o U0 . ol .
GFO050873 0 0 activity, transferring he» glucosyltransferase [IPR002213] (1) P_trifoliata 00851 mRNA 4.1
[GO:0016758 mn!eculm funenonl U)
GFO0S0872 0 0 1 Hypothetial protein (1) - P_trifoliata 00851 mRNA 3.1
GFO0S0871 0 0 1 Hypothetical protein (1) - P_ifoliata_00851_mRNA_2.1
GFO0S0870 0 0 1 Hypotheical protein (1) - P_tifoliata_00851_mRNA_L1
GFO050869 0 0 1 Hypothetical protein (1) - P_trifoliata_00850_mRNA_S.1
GFOO50368 0 0 1 Hypothetial protein (1) - P_trifoliata 00849 mRNA 9.1
GF0050867 0 0 1 Hypothetical protein (1) - P_ifoliata_00849_mRNA 8.1
GF0050866 0 0 1 Hypotheical protein (1) - P_tifoliata_00849_mRNA_7.1
GF0030865 0 0 Retroteansposable clement 112 kDa - P_rifoliata_00849_mRNA 5.1
protein type 1 (1) . _00849_mRNA.
GF0050864 0 0 1 Hypothetical protein (1) - P_ifoliata_00849_mRNA_L1
slycolytic process [GO:0006096
biologica_process] (1) pyrvate kinase. Pyruvate/Phosphoenolpyruvate kinase-
activity [GO:0004743 like domain [IPROTSS13] (1); Pyruvate
molccular_function] (1): potassium ion  kinase-like, insert domain [IPRO11037]
GFO050863 0 0 1 Pyruvate kinase (1) binding [GO:0030955 (1); Pyruvate kinase [IPRO0I697] (1), - P_trifoliata 00848 mRNA 5.1
molccular_function] (1): catalytie activty Pyruvate kinase, beta-barrel insert
[GO:0003824 molecular function] (1); ~ domain [IPROISS06] (1); Pyruvate
magnesium ion binding [GO:0000287  kinase, barrel [IPRO1S793] (1)
molecular.function] (1)
Cyclic nucleotide-binding domain
[IPRO00SOS] (1): RmiC-lke elly roll
GFO0S0862 0 0 1 Hypotheical protein (1) ld [PROMTI0] (1 Gyele mloaide- P_tifoliata_00848_mRNA_3.1
binding-like [IPROIS490)] (1)
Cyclic nucleotide-binding-like
[IPROIS490] (1): RmiC-lke elly roll
GFO0S0861 0 0 1 Hypotheical protein (1) ld [PROMTI0] (1 Gyele mloaide- P_tifoliata_00848_mRNA_2.1
binding domain [IPR000S9S] (1)
GFO050860 0 0 1 Hypotheical protein (1) - P_tifoliata_00848_mRNA_L1
GFO050859 0 0 1 Hypothetical protein (1) - P_trifoliata_00847_mRNA_3.1
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GFRO0S0858 0 0 T Hypothetical protein (1) - P_urifoliata_00847 mRNA_1.1
GFO0S0857 0 0 1 Hypothetical protein (1) - P_rifoliata_00846_mRNA_9.1
GFOD50856 0 0 1 Hypothetical protein (1) -
GFO050855 0 0 1 Hypothetical protcin (1) .
GF0050854 0 0 1 Hypothetical protein (1) - P_urifoliata_00846_mRNA 4.1
GFO0S0853 0 0 1 Hypothetical protein (1) - P_rifoliata_00846_mRNA_3.1
GFOD50852 0 0 1 Hypothetical protein (1) - P_rifoliata_00845_mRNA_9.1
GFO050851 0 0 1 Hypothetical protein (1) .
Ao aning acid e [IPRO0 6]
. talytic activity [GOX (1 terminal
GF0050850 0 0 1 Hypothetical protein (1) moleaia function] (1) [m(nz 0T L Mpmm e P_urifoliata_00845_mRNA 6.1
[IPRO0S94] (1)
GF0050849 0 0 1 Hypothetical protein (1) - P_urifoliata_00845_mRNA 5.1
. Mitochondrial inner membran protein
GF0050848 0 0 1 Hypothetical protein (1) Nt PRO1O 19 (1) P_urifoliata_00845_mRNA 4.1
binding [GO:0005488
GFO050847 0 0 1 Hypothetical protein (1) mokeoniae fuarton] () Armadillo-type fold [IPRO16024] (1) - P_ifoliata_00845_mRNA_3.1
. binding [GO:0005488 Armadillo-type fold [IPRO16024] (1);
GF0050846 0 0 1 Hypothetical protein (1) motcesta funtion] (1) el e helcal IPRO11089] (1)~ P_urifoliata_00845_mRNA 2.1
GFO050845 0 0 1 Hypothetical protein (1) - P_usifoliata_00845_mRNA_12.1
GF0050844 0 0 1 Hypothetical protein (1) - P_urifoliata_00845_mRNA_10.1
. Armadillo-type fold [IPR016024] (1); €2
binding [GO:0005488 domain [IPR00000S] (1); Armadillo
GFO050843 0 0 1 Hypothetical protein (1) moleculr_function] (1:protein binding {200 PISRIER LRI, P_rifoliata_00845_mRNA_1.1
[GO:000S515 molecular_function] (1111 logo) (1) o-like helie
GFO050842 0 0 1 Hypothetical protein (1) - P_rifoliata_00844_mRNA_5.1
GFO050841 0 0 1 Hypothetical protein (1) - P_ifoliata_00844_mRNA 3.1
GFO050840 0 0 1 Hypothetical protein (1) - P_usifoliata_00844_mRNA_L1
nucleic acid binding [GO:0003676
molecalar_function] (s amino acid '
po
n
[IPR002293] (1); Reverse transeriptase
GF0050839 0 0 1 Hypothetical protein (1) L‘:‘?“‘OOI fdl Zrln"‘":i°f:"::;;f“:ﬁ":""]r“l % inc-binding domain [IPR026960] (1); - P_trifoliata_00843_mRNA 5.1
e pomembrane transpo Ribonuclease H-like domain
[GO:0003333 biologieal process] (1): 11yt St
brane [GO:0016020 33
cellular_component] (1)
GFO050838 0 0 1 Hypothetical protein (1) - P_rifoliata_00842_ mRNA 2.1
GF0050837 0 0 1 Hypothetical protein (1) protein binding [GO:0005515 F-box domain [IPROOIS10] (1) B P._trifoliata_00842_mRNA_13.1
molecular_function] (1)
phosphatidylinositol phosphorylation
[GO:0046854 biological_process] (1) Inositol monophosphatase, metal-binding
sulfur compound merabn!lc process site [IPRO20383] (1); 3(2)5 -
GFO050836 0 0 13/(2),5"bisphosph se() (GO rocess] (1); bisphosphate nucleotidase HAL2 - P_urifoliata_00842_ mRNA_L1
3@ biphoshate uceoidose [IPR006239] (1); Inositol
activity [GO:000844 monophosphatase (IPRO00760] (1)
molecular_function] (1 )
GFRO0S0835 0 0 1 Hypothetical protein (1) - P_urifoliata_00841_mRNA 8.1
GFO050834 0 0 1 Hypothetical protein (1) - P_rifoliata_00841_mRNA_7.1
GFO050833 0 0 1 Hypothetical protein (1) - P_ifoliata_00841_mRNA_5.1
GFO050832 0 0 1 Hypothetical protein (1) - P_usifoliata_00841_mRNA 3.1
GFO0S0831 0 0 1 Hypothetical protein (1) - P_urifoliata_00840_ mRNA 4.1
GFO050830 0 0 1 Hypothetical protein (1) - P_rifoliata_00840_mRNA_10.1
GFO050829 0 0 1 Hypothetical protein (1) - P_ifoliata_00840_mRNA_L1
GFO050828 0 0 1 Hypothetical protein (1) - P_sifoliata_00839_mRNA_9.1
GF0050827 0 0 1 Hypothetical protein (1) - P_urifoliata_00839_ mRNA 7.1
GFO050826 0 0 1 Hypothetical protein (1) - P_rifoliata_00839_mRNA_6.1
GFO050825 0 0 1 Hypothetical protein (1) - P_ifoliata_00839_mRNA_5.1
GFO050824 0 0 1 Hypothetical protcin (1) - P_sifoliata_00839_mRNA_11.1
GF0050823 0 0 1 Hypothetical protein (1) - P_urifoliata 00838 mRNA 9.1
GFO050822 0 0 1 Hypothetical protein (1) - P_rifoliata_00838_ mRNA_8.1
regulation of transcription, DNA- FARI DNA binding domain
GFO050821 0 0 1 Hypothetical protein (1) templated [GO:0006355 [IPRO04330] (1); FHY3/FAR] family - P_rifoliata_00838 mRNA_7.1
biological_process] (1) [IPRO31052] (1)
proteolysis [GO:0006508
biological_process] (1);cysteine-type  Ulp protease family, C-terminal
GFO050820 0 0 1 Hypothetical protein (1) se activity [GO:0008234 catalytic domain [IPR003653] (1) P_rifoliata_00838 mRNA_6.1
molecular_function] (1)
GFO050819 0 0 1 Hypothetical protein (1) - P_rifoliata_00838 mRNA_4.1
oxidoreductase activity, acting on paired
donors, with incorporation or reduction
of molecular oxygen [GODOIGT0S (s om0 (1)
molecular_funcion] (s oxidation- (00 L IREON
GFO0S0818 0 0 1 Cytochrome P450 76AD1-like protein (1) reduction process [GO:0055114 T Cotochuome 430, Broluse, group 1. * P_trifoliata 00838 mRNA 3.1
biological_process] (1); heme binding nm(n{u 0101y group
[GO:0020037 molecular_function] (1);
iron ion binding [GO:0005506
molecular_function] (1)
NB-ARC [IPRO02182] (1); P-loop
GF00S0817 0 0 1 Hypothetical protein (1) 2":’ f"":‘:“;?:(iloml‘s” containing nucleoside triphosphate - P_trifoliata_00838 mRNA_12.1
rolecular_functio hydrolase [IPR027417] (1)
GFO0S0816 0 0 1 Hypothetical protein (1) - P_rifoliata_00838 mRNA_10.1
GFODS0815 0 0 1 Hypothetical protein (1) - P_ifoliata_00837_mRNA_9.1
el nscpion, DNA-
— . templated [GO:0006355 - domai .
GFO050814 0 0 1 NAC domain-containing protein 7 (1) bmhwumms] “‘A DN binding  NAC domain [IPRO03441) (1) - P_usifoliata_00837_mRNA_7.1
[GO:0003677 molecular_function] (1)
GFO0S0813 0 0 1 Hypothetical protcin (1) - P_uifoliata_00837_mRNA_4.1
GF0050812 0 0 1 Hypothetical protein (1) - P_trifoliata 00837 mRNA 3.1
GFO0S0811 0 0 1 Hypothetical protein (1) - P_rifoliata_00837_mRNA_2.1
GFO050810 0 0 1 Hypothetical protein (1) - P_ifoliata_00837_mRNA_L1
GFO050809 0 0 1 Hypothetical protein (1) - P_usifoliata_00835_mRNA 4.1
| Putative Athila retroclement ORF1 Retrotransposon gag domain .
GFO050808 0 0 oroein UbRovcronr - P_usifoliata_00835_mRNA 2.1
GFO050807 0 0 1 Hypotherical protein (1) - P_ifoliata_00835_mRNA_14.1
GFO050806 0 0 1 Hypothetical protcin (1) .
membrane [GO:0016020 PTR2 family proton/oligopeptide
celllar_componen] (1); trensport symporte, conserved site [IPROI8456]
1GO:0006810 blogieulprocess] (1): 1) Proton-dependent oligopeptide
GFO050805 0 0 1 Hypothetical protein (1) ransporter activity [GO:0005215 N - P_rifoliata_00834_mRNA_8.1
molecular_function] (1): oligopeptide TnSPONer family [IPRO0O109] (1):
= ; oligopept Major facilitator superfamily domain
transport [GO:0006857 {bR020846] (1)
biological_proc ](n
regulation of transcription, DNA- FHY3/FARI family [IPRO31052] (1)
GFO050804 0 0 1 Hypothetical protein (1) templated [GOX boochss MULE transposase domain [IPRO1289] - P_rifoliata_00834_mRNA_6.1
biological_process] (1) )
GFO050803 0 0 1 Hypothetical protein (1) - P_rifoliata_00833_mRNA 2.1
Leucine-ich repeat domain, L domain-
GF0050802 0 0 1 Hypothetical protein (1) protein binding [GO:0003515 like [IPR032675] (1); Leucine-rich repeat - P_trifoliata_00832 mRNA 9.1
molecular_function] (1) {BRO0IS11) (1)
GFO050801 0 0 1 Hypothetical protein (1) - P_rifoliata_00832_mRNA_4.1
GF0050800 0 0 1 Hypothetical protein (1) ‘T")“"S”"s“e‘ MuDR, plant [IPRO04332] P_trifoliata_00831_mRNA 7.1
GF0050799 0 0 1 Hypothetical protein (1) - P_urifoliata_00831_mRNA 6.1
Gr00s0798 N B | Ubiquitin carboxyl-terminal hydrolase 12 protein binding [GO:0005515 MATHTRAE donsin IPRUCZORS) (s P wifolista 00831 mRNA 3.1
o molecular_function] (1) [IPR 7
Ubiquitin carboxyl-terminal hydrolase 12 protcin binding [GO:0005515 [IPRO0S974] (1);
Gro0s0797 0 0 Ty molecular_function] (1) VATHTRAF domam [IPRO02083] (1) P_urifoliata_00831_mRNA_2.1
GFO050796 0 0 1 Hypothetical protein (1) - P_rifoliata_00830_mRNA_9.1
GFO050795 0 0 1 Hypothetical protein (1) - P_ifoliata_00830_mRNA_7.1
GFO050794 0 0 1 Hypothetical protein (1) - P_usifoliata_00830_mRNA_6.1
GF0050793 0 0 1 Hypothetical protein (1) - P_urifoliata_00830_ mRNA 4.1
GFO050792 0 0 1 Hypothetical protein (1) - P_rifoliata_00830_mRNA_3.1
GFO050791 0 0 1 Hypothetical protein (1) - P_ifoliata_00830_mRNA_12.1
GFO050790 0 0 1 Hypothetical protein (1) - P_sifoliata_00830_mRNA_11.1
GF0050789 0 0 1 Hypothetical protein (1) - P_urifoliata_00830_ mRNA_1.1
Peptidase T2, asparaginase 2
hydrolase activity [GO:0016787 [IPRO00246] (1); Nucleophile
GFO050788 0 0 1 soaspartyl peptidase/L-asparaginase (1) 1208 S0 b (O Sminohydrohses, Nterminal - P_rifoliata_00829_mRNA 4.1
[IPRO29055] (1)
. nucleic acid binding [GO:0003676  Ribonuclease H-like domain
GFO050787 0 0 1 Hypothetical protein (1) oteesto function] (1) {pRO1337 (1) - P_urifoliata 00829 mRNA 3.1
GFO050786 0 0 1 Hypothetical protcin (1) - P_usifoliata_00829_mRNA 2.1
GF0050785 0 0 1 Hypothetical protein (1) - P_urifoliata 00829 mRNA_1.1
GFO050784 0 0 1 Hypothetical protein (1) - P_rifoliata_00828 mRNA 2.1
"’°‘°’“]’i’r““f‘° :‘I::‘]‘(y][f‘?ngz?:m Protein kinase-like domain [IPRO1 1009]
GF00S0783 0 0 1 Hypothetical protein (1) phosphorylation [GO:0006468 (1); Protein kinase domain [IPRO0019) P._tifoliata_00827_mRNA_L.1
Fotomion proces] (1, ATP binding (1 Sernethreoninetyosine-proein
[G0:0005524 molecular_functon] (1) ¥In25¢ cataytic domain [IPRO01245] (1)
zinc ion binding [GO:0008270
GF0050782 0 0 1 Hypothetical protein (1) molecular_function] (1); nucleic acid 50 g0 CCHC-type (IPROOISTS] (1) - P_trifoliata_00826_ mRNA_I.1

binding [GO:0003676
molecular_function] (1)
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GFO0S0781 0 0 1 Hypothetical protein (1) B P_urifoliata 00825 mRNA 9.1
GFO050780 0 0 1 Hypothetical protein (1) - P_rifoliata_00825_mRNA_8.1
GFO050779 0 0 1 Hypothetical protein (1) -

GFO050778 0 0 1 Hypothetical protcin (1) .
GF0050777 0 0 1 Hypothetical protein (1) Viral movement protein [IPR028919] (1) - P_urifoliata_00825_mRNA 2.1
oxidation-reduction pro
[GO:0085114 bioogial process] (1:  Haem peroxidse,plantfungalbactrisl
peroxidase activity [GO:0004601 [IPRO02016] (1); Plant perosi
GFO050776 0 0 1 Peroxidase 4 (1) molecular_function] (1); response o [IPRO00823] (1): Peroxidase, active site - P_ifoliata_00825_mRNA_11.1
oxidative stress [GO:0006979 [IPRO19794] (1); Haem peroxidase
biological_process] (1): heme binding  [IPR010255] (1)
[GO:0020037 molecular_function] (1)
GFO050775 0 0 1 Hypothetical protein (1) - P_usifoliata_00824 mRNA_8.1
GFO0S0774 0 0 CDNA clone:J23 147E12, ful nsert - P_trifoliata_00824_mRNA_7.1
sequence (1) - LA
GFO050773 0 0 1 Hypothetical protein (1) - P_rifoliata_00824 mRNA 3.1
zine ion binding [GO:0008270 Zine finger, PMZ-type [IPRO06S64] (1); _
GFO050772 0 0 1 Hypothetical protein (1) otcorar a1 Tioe e, SWIM. e LPROVISZ1S () P_rifoliata_00824 mRNA 2.1
GFO0S0771 0 0 1 Hypothetical protein (1) rffLE ransposase domain [IPROI8289] _ P_urifoliata 00824 mRNA_1.1
GFO050770 0 0 1 Hypothetical protein (1) - P_usifoliata_00823 mRNA_8.1
GF0050769 0 0 1 Hypothetical protein (1) - P_urifoliata 00823 mRNA 7.1
. . Domain of unknown function DUF4219
GFRO0S0768 0 0 1 Zine knuckle family protein (1) [bRo3s3 147 (1) P_urifoliata 00823 mRNA 3.1
GFO050767 0 0 1 Hypothetical protein (1) - P_usifoliata_00823 mRNA_L1
Cyelic nucleotide-binding domain
. ated o chann [IPRO00S95] (1); RmIC-Tike jelly roll folats .
GFO050766 0 0 1 Cyelic nucleotide-gated ion channel 1 (1) ekt IR0 10] (1 et metotide- P_urifoliata_00821_mRNA 8.1
binding-like [IPROI8490] (1)
protein binding [GO:0005515 . y
GFO050765 0 0 1 Hypothetical protcin (1) e Toneton] (1 Fbox domain [IPRODIS10] (1) - P_usifoliata_00821_mRNA_7.1
GFO050764 0 0 1 Retrotransposon protein, putativ, Tyl- - P_rifoliata_00821_mRNA_6.1
copia subclass (1) a 1 00821_mRNA ¢
e everse transcriptase domain )
GFO050763 0 0 1 Hypothetical protein (1) [lPRﬂﬂﬂ s - P_usifoliata_00821_mRNA_5.1
GFRO050762 0 0 1 Hypothetical protein (1) - P_ifoliata_00821_mRNA 3.1
GFO050761 0 0 1 Hypothetical protein (1) - L 00821_mRNA_L1
GF0050760 0 0 1 Hypothetical protein (1) - P_urifoliata 00820 mRNA 9.1
GFO050759 0 0 1 Hypothetical protein (1) - P_rifoliata_00820 mRNA_8.1
GFO050758 0 0 1 Hypothetical protein (1) - P_ifoliata_00820 mRNA_7.1
| Costin iheaport i Kbl sl proin s 12 e et IR01 109
GF0050757 0 0 -ysteine-rich receptor-like protel 'se biologicalprocess] (1); protel *(1); Serine-threonine/tyros - P_trifoliata_00820_mRNA_2.1
10m activity [GO:0004672 Kinae sty domain [IPRODI245) (1
molecular_function] (1) Iyt
GFO050756 0 0 1 Hypothetical protein (1) - P_sifoliata_00820_ mRNA_10.1
GFRO050755 0 0 1 Hypothetical protein (1) - P_urifoliata_00819_ mRNA_6.1
' Ankyrin repeat [IPRO02110] (1); Ankyrin
GFRO050754 0 0 1 Hypothetical protein (1) protein binding [GO:0005515 repeat-containing domain [IPRO206S P_urifoliata 00819 mRNA 4.1
molecular_function] (1) o
GFRO050753 0 0 1 Hypothetical protein (1) - P_urifoliata_00819_ mRNA 3.1
GFO050752 0 0 1 Hypothetical protein (1) - P_rifoliata_00818_mRNA_6.1
GFO050751 0 0 1 Hypothetical protein (1) - P_ifoliata_00818 mRNA 3.1
GFO050750 0 0 1 Hypothetical protein (1) - P_usifoliata_00818 mRNA 2.1
GF0050749 0 0 1 Hypothetical protein (1) - P_urifoliata 00818 mRNA_1.1
GFO050748 0 0 1 Hypothetical protein (1) - P_ifoliata_00817_mRNA_9.1
Ploop containing nucleoside
GF0050747 0 0 I Disease resistance protein (1) 2":’ f";‘:“;?:‘iloml‘m triphosphate hydrolase [IPRO27417] (1); - P_trifoliata_00817_mRNA 4.1
rolecular_functio NB-ARC [IPRO02182] (1)
translation intiation factor activity
[GO0003743 el uncton 1, SWIBMDM2 domin (PRO0L21) 1
GFO050746 0 0 1 Ligatin (1) translational iitiation [GO:00064 Translation initiation factor - P_rifoliata_00817_mRNA_2.1
biological_process] (1); protcin hmdmg [IPRO01950] (1)
[GO:0005515 molecular._funcion] (1)
I"“’o‘::':]‘;‘;‘m:z’h(]’:’]f”{lﬁ;ﬂhc Alpha/Beta hydrolase fold [IPR029058]
GFO050745 0 0 1 Hypothetical protein (1) S g (1); Alphabeta hydrolase fold-3 - P_ifoliata_00817_mRNA_10.1
process [GO:0008152 {bRO13094 (1)
biological_process] (1)
nucleic acid binding [GO:0003676 o motif domain
GF0050744 0 0 1 Hypothetical protein (1) molecular_function] (1); nucleotide [IPRO00504] (1); Nucleotide-binding - P_trifoliata_00817_mRNA_I.1
binding [GO:0000166
alpha-beta plait domain [IPRO12677] (1)
molecular_function] (1)
GFO050743 0 0 1 Hypothetical protein (1) - P_rifoliata_00816_mRNA_9.1
GFO050742 0 0 1 Hypothetical protein (1) - P_ifoliata_00816_mRNA_13.1
GFO050741 0 0 1 Hypothetical protein (1) - P_usifoliata_00815_mRNA_8.1
GF0050740 0 0 1 Hypothetical protein (1) - P_urifoliata 00815 mRNA_7.1
GFO050739 0 0 1 Hypothetical protein (1) - P_rifoliata_00815_mRNA_6.1
GFO050738 0 0 1 Hypothetical protein (1) - P_ifoliata_00815_mRNA_5.1
GFO050737 0 0 1 Hypothetical protcin (1) - P_usifoliata_00815_mRNA_4.1
GRO0S0736 0 0 1 PHD finger plant-Jike protein (1) - P_urifoliata 00815 mRNA 2.1
oxidoreductase activity [GO:0016491
molcular_function] (; oxidation- 1\ i domain
reduction process [GO:0055 [IPR023753] (1; Glucose-methanol-
GFO050735 0 0 1 Hypothetical protein (1) biologial_process] (1); oxidoreductase : - P_ifoliata_00815_mRNA_14.1
i actme on IO choline oxidoreductase, C-terminal
donors [GO:0016614 [IPROO7867] (1)
molecular_function] (1)
GFO050734 0 0 1 Hypothetical protcin (1) - P_usifoliata_00815_mRNA_13.1
GRO050733 0 0 1 Hypothetical protein (1) - P_urifoliata 00815 mRNA_11.1
GFO050732 0 0 1 Hypothetical protein (1) - P_ifoliata_00815_mRNA_10.1
Ankyrin repeat [IPRO02110] (1); Ankyrin
GF0050731 0 0 1 Ankyrin repeat protein-like (1) protein binding [GO:0003515 repeat-containing domain [IPR020683] - P_trifoliata_00814 mRNA 8.1
molecular_function] (1) o
. Zine finger, RING/FY VE/PHD-type
GF0050730 0 0 1 Hypothetical protein (1) Ubrorions () P_urifoliata 00814 mRNA 3.1
o s
(RNA processing [GO:0008033 hate hydrolase [IPRO27417] (1);
GFO050729 0 0 1 TRNA dimethylallylranserase (1)L e (R ka A ey enrne P_ifoliata_00813 mRNA_7.1
GFO050728 0 0 1 Hypothetical protein (1) - P_ifoliata_00813 mRNA_L1
GFO050727 0 0 1 Hypothetical protcin (1) - P_ifoliata_00812_ mRNA_5.1
heme binding [GO:0020037
molecular_function] (1) iron fon binding
[GO:0005506 molecular_function] (1);
| Cioctrome D450 moroorygeue XM TEbcton procss Cytochrome P450 [IPROOT128] (1);
GFO050726 0 0 LT () Ve [GO:0055114 biological_process] (1); ~ Cytochrome P450, E-class, group | - P_ifoliata_00812_ mRNA 3.1
oidoreductase activity, acting on paired [IPR002401] (1)
donors, with incorporation or reduction
of molecular oxyzen [GO:0016705
molecular_function] (1)
G Cupin 1 [IPRO06045] (1); RmIC-like
GF0050725 0 0 1 Hypothetical protein (1) ::‘o‘l':‘l“‘]“’:*;:;‘;‘l’;‘]‘;“‘;‘ LGO0045T35 11y roll fold [IPROI4710] (1); RmiC- - P_uifoliata 00812 mRNA_13.1
& like cupin domain [IPRO11051] (1)
protein N-lnked elycosylation
0006487 biological_process] (1);
membrane [GO:0016020 Glycosyl transferase, family 17
GF0050724 0 0 1 Hypothetical protein (1) cellular_component] (1); beta-1 4- g - P_urifoliata 00812 mRNA_1.1
[IPRO0GS13] (1)
mannosylglycoprotein 4-beta-N-
acetylghucosaminyliransferase activity
[GO:0003830 molccular._funcion] (1)
protein binding [GO:0005515 HAT (Hal-A-TPR) repeat [IPR003107)
GF0050723 0 0 1 Hypothetical protein (1) molecular_function] (1); RNA processing (1); Tetratricopeptide-like helical domain - P_urifoliata_00811_mRNA 5.1
[GO:0006396 biological_process] (1) [IPRO11990] (1)
GF0050722 0 0 1 Hypothetical protein (1) - P_urifoliata_00811_mRNA 4.1
GFO050721 0 0 1 Hypothetical protein (1) - P_rifoliata_00810_mRNA_9.1
S-adenosyl-L-methionine-dependent
P —— methylzansferase [IPR029063] (1); O-
ymv e Fy“ ion] (1), MElransterase, family 2 [IPRO01077)
GF0050720 0 o 1 Caffeic acid 3-O-methyltransferase (1) olecy ar_funciior (1); Winged helix-turn-helix DNA- - P_trifoliata_00810_ mRNA 8.1
mehylransferase activity [GO:0008168 (1% EEERRTCCE PR
molecular_function] (1) methyltransferase COMT-type
[IPRO16461] (1)
GF0050719 0 0 1 Hypothetical protein (1) - P_urifoliata 00810 mRNA_6.1
GFO050718 0 0 1 Hypothetical protein (1) - P_rifoliata_00810_mRNA_11.1
GFO050717 0 0 1 Hypothetical protein (1) M)b/SA\JT like domain [IPROZHSZ] - P_ifoliata_00810 mRNA_1.1
[GO 008171 molecr funcuon] 0 [|Pkn|s4s|] [ Qm:lhylmnsfemse,
e .y zinc ion binding [GO:0008270 family 2 (IPR001077] (1); Zine finger, .
GFO050716 0 0 1 Caffic acid 3.0-methylransferase (1) 78 1 0 MO SNt ope [PROOTEST (1 . P_usifoliata_00809_mRNA 3.1
methyltransferase activity [GO:0008168 ~adenosyl-L-methionine-dependent
molecular_function] (1) methyliransferase [IPR029063] (1)
GFO0S0715 0 0 1 Hypothetical protein (1) zine ion binding [GO:0005270 Zine finger, SWIM-type [IPRO07527] (1) - P._tifoliata_00809_mRNA_L.1

molecular_function] (1)
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metal fon binding [GO:0046872
ol inton) (1 st
reduction p 055114
biologiea procee] (1 oxidoreductase  Lipoxygenase, C-erminal[IPROI3S19]
GF0030714 0 0 1 Hypothetical protein (1) e A T s T P_ifoliata_00808_mRNA 2.1
incorporation of molecular oxygen,
incorporation of two atoms of oxygen
[GO:0016702 molecular_function) (1)
GFO0S0713 0 0 1 Hypothetical protein (1) - P_trifoliata_00808_mRNA_I3.1
GFO0s0712 0 0 1 Hypothetial protein (1) Bulb-ype lectin domain [IPRO0I4S0] (1) - P_tifoliata 00808 mRNA_11.1
Concanavalin A-fike lectin/glucanase
domain [IPRO13320] (1): Protcin kinase-
ATP binding [GO:0005524 like domain [IPROT1009] (1); Protein
molecular_function] (1): protein kinase domain [IPR000719] (1):
Getype lectin S-receptor-fike phosphorylation [GO:000646% Serinethreonine/dual specifcity protein )
GRO0S071 0 0 ! Serine/threonine-protein kinase RLK1 (1) biological process] (1); protein kinase kmsc, catalytic domain [IPR002290]  ~ P_trifoliata 00808 mRNA_10.1
activity [GO:0004672 (1) Protein kinase, ATP binding site
molecular_function] (1) [IPROI7441] (1): Serine/threonine-
protein kinase, active site [IPR00S271]
0)
GFO0S0710 0 0 1 Hypotheical protein (1) - P_tifoliata_00808_mRNA_L1
GFO0S0709 0 0 1 Hypothetical protein (1) - P_trifoliata_00807_mRNA_$.1
GFO0S0708 0 0 1 Hypothetical protein (1) - P_trifoliata 00807 mRNA 7.1
y Leucine-rich repeat domain, L domain-
GF0050707 0 0 1 Hypothetical protein (1) "m'ZI‘Z‘l"I‘;‘r“‘::“:‘il'lfg :);)‘055‘5 like [IPR032675] (1); Leucine-rich repeat - P_tifoliata 00807 mRNA 6.1
= [IPROO1611] (1)
GFO030706 0 0 1 Hypothetical protein (1) - P_trifoliata 00807 mRNA 4.1
GF0030705 0 0 1 Hypothetical protein (1) - P_ifoliata_00807_mRNA_2.1
GF0050704 0 0 1 Hypothetical protein (1) ‘T")“"s”"”"‘ En/Sprn-like [IPR004242] P_trifoliata_00806_ mRNA 8.1
GFO030703 0 0 1 Hypothetical protein (1) - P_trifoliata 00806 mRNA_16.1
GF0050702 0 0 1 Hypothetical protein (1) - P_ifoliata_00806_mRNA_I5.1
nuclcic acid binding [GO:0003676  Ribonuclease H-lke domain
GF00S0701 0 0 1 Hypothetical protein (1) e oo Herorssmr - P_ifoliata_00806_mRNA_I2.1
GFO030700 0 0 1 Hypothetical protein (1) - P_tifoliata_00806_mRNA_11.1
GF0050699 0 0 1 Hypothetical protein (1) - P_ifoliata_00806_mRNA_10.1
GF0050698 0 0 1 Hypotheical protein (1) - P_tifoliata_00806_mRNA_L1
GFO050697 0 0 1 Hypothetical protein (1) - g
GF0050696 0 0 1 Hypothetical protein (1) - P_tifoliata 00805 mRNA 5.1
Leucine-rich repeat domain, L domain-
like [IPRO32675] (1); Leucinc-rich
GF0050695 0 0 1 LRR receptor-like kinase (1) z’°|‘°’,“,l1‘r"‘}.“"‘gllluz‘??‘°5515 repeat-containing N-terminal, plant-type - P_trifoliata_00805_mRNA 4.1
rolecular_functio [IPRO13210] (1); Leucine-rich repeat
[IPROO161] (1)
GF0050694 0 0 1 Hypothetical protein (1) - P_ifoliata_00805_mRNA_L1
etr ol (1) meiieaia PATLe rnsposase, s 1 ld
e G0 [IPRO25525] (1); Ribonuclease Helike
GF0050693 0 0 1 Transposable clement Ac (1) s LG domain [IPROI2337) (I HAT. C- - P_tifoliata_00804_ mRNA_7.1
molecular_function] (1); protein e o) it
dimerization activity [GO:0046983 [“,mes]‘“‘) lon doma
molecular_function] (1)
Sadenosy-L metioninedepnen
(GO:0008168 [IPRO29063] (1): SAM .
GFO050692 0 0 1 Hypothetical protein (1) e o 1 et e et P_trifoliata_00804_mRNA_S.1
[IPRO0S299] (1)
GFO0S0691 0 0 1 Hypothetical protein (1) - P_trifoliata_00804_mRNA_3.1
GF0030690 0 0 1 Hypothetical protein (1) - P_trifoliata 00804 mRNA 2.1
GF0050689 0 0 1 Hypothetical protein (1) - P_ifoliata_00804_ mRNA_L1
GFO0S0688 0 0 1 Hypotheical protein (1) - P_tifoliata_00803_mRNA_S.1
GFO0S0687 0 0 1 Hypothetical protein (1) - P_trifoliata_00803_mRNA_4.1
GFO050686 0 0 1 Hypothetical protein (1) - P_trifoliata 00803 mRNA 3.1
GFO0S0685 0 0 1 Hypothetical protein (1) - P_ifoliata_00803_mRNA_2.1
GFO0S0684 0 0 1 Hypotheical protein (1) - P_tifoliata_00803_mRNA_L1
GFO0S0683 0 0 1 Hypothetical protein (1) - P_trifoliata_00802_mRNA_6.1
o Endonuclease/exonucleasephosphatase ;
GFO0S0682 0 0 1 Hemopexin (1) [moostam iy P_trifoliata_00802_mRNA_S.1
GFO0S0681 0 0 1 Hypotheical protein (1) - P_tifoliata_00801_mRNA_S.1
regulation of transcription, DNA-
templted [GO:0006355
biological_process] (1): scquence-
GFO050680 0 0  Putative WRKY transeription factor 28 specific DNA binding [GO:0043565 i gomain (1PR003657] (1) - P_trifoliata 00801 mRNA 4.1
0 molecular_function] (1); transcription
factor activity, sequence-specific DNA
binding [GO:0003700
molecular_function] (1)
GF0050679 0 0 1 Hypotheical protein (1) - P_tifoliata_00800_mRNA_4.1
GFO0S0678 0 0 1 Hypothetical protein (1) - P_trifoliata_00800_mRNA_2.1
Domain of unknown function DUF4283 ;
GFO0S0677 0 0 1 Hypothetical protein (1) Urmosssssy 1y P_trifoliata_00800_mRNA_L1
GF00S0676 0 0 1 Hypotheical protein (1) - P_tifoliata_00799_mRNA_L1
GFO0S0675 0 0 1 Hypothetical protein (1) - P_trifoliata_00798_mRNA_1S.1
DNA binding [GO:0003677 Zin finger, BED-type (IPRO03636] (1):
. o molecular_function] (1): nucleic acid  Ribonuclease H-like domai ol .
GF00S0674 0 0 1 Aclike ranspossse THELMALS (1) poeutt Soetont oS3t (AT T s, P_tifoliata 00798 mRNA._14.1
molecular_function] (1) RNase-H fold [IPR025525] (1)
GFO050673 0 0 1 Hypothetical protein (1) - P_trifoliata 00798 mRNA._13.1
GF0050672 0 0 1 Hypothetical protein (1) - P_ifoliata_00798 mRNA_10.1
GFO0S0671 0 0 1 Hypotheical protein (1) Viral movement protcin [IPR028919] (1) - P_tifoliata_00798 mRNA_L1
Leucine-rich repeat 2 [IPROI3101] (1);
GF0050670 0 0 1 Hypotheical protein (1) ucine-rich repeat domain, L domain - P_tifoliata_00797_mRNA_4.1
like [IPRO32675] (1)
GF0050669 0 0 1 Hypotheical protein (1) - P_tifoliata_00797_mRNA_2.1
transforase activity, transferring acyl  Transferase [IPR003450] (1)
GFO0S0668 0 0 1 Acylsugar acyltransferase 3 (1) groups other than amino-acyl groups  Chloramphenicol acetyltransferasc-like - P_tifoliata_00797_mRNA_L1
[GO:0016747 molecular function] (1) domain [IPR023213] (1)
GF0050667 0 0 1 Ankyrin repeat family protein (1) PGG domain [IPRO26961] (1) - P_tifoliata_00796_mRNA_2.1
GFO0S0666 0 0 1 Hypothetical protein (1) .
GFO050665 0 0 1 Hypothetical protein (1) - P_trifoliata 00795 mRNA 6.1
Alpha crystallin/Hsp20 domain
[IPRO0206S] (1): HSP20-lke chaperone
GF0030664 0 0 1 Hypothetical protein (1) [IPRO0SOTS] (1); Small heat shock ~~ P_ifoliata_00795_mRNA_S.1
protein HSP20 [IPRO31107) (1)
. Gamma interferon inducible lysosomal
GFO050663 0 0 1 Hypothetical protein (1) i P_trifoliata 00795 mRNA 3.1
e ionbinding [GO0046872
Heavy metal transport detorification lecular_function] (1); metalion  Heavy metal-associated domain, HMA .
GF0050662 0 0 1 superfamily protein (1) lmnspml [GO:0030001 [IPRO06121] (1) P_trifoliata 00794 mRNA 7.1
biological_process] (1)
GFO0S0661 0 0 1 Hypothetical protein (1) - P_trifoliata_00794_mRNA_L1
SGNH hydrolase-type esterase domain .
GFO050660 0 0 1 Hypothetical protein (1) SeRotsasor P_trifoliata_00793_mRNA_4.1
:,’:I‘:;‘::'I“’;iﬁﬂ“z‘;"" ‘[;?‘:‘"fi‘:fi Protein kinase, ATP binding site
GF0050639 0 0 1 Hypothetical protein (1) activity [GO:0004672 [IPROI7441] (1); Protein kinase-like P._trifoliata_00793_mRNA_2.1
) domain [IPROT1009] (1); Protein kinase
molecularfunction] (1); ATP bining o7 (RO €
[GO:0005524 molecular_function) (1)
Leucine-rich repeat [IPRO01611] (1):
Serinethreonine/dual specifcity protein
"’°‘°’“ binding [GO:000515 Kinase, catalytic domain [IPR002290]
e o 1oyt (1) Sernefbreonine-protein kinase,
. phosphon active site [IPRO0S271] (1); Protein
GFO050658 0 0 1 Hypothetial protein (1) biological_process] (1) proten kinase - P_trifoliata 00793 mRNA L1
inase-like domain (IPRO11009] (1):
actvity [GO:0004672
e Toneton) (1 AT binding _ Leteine-ric repat domain, L domin-
[(;0 0005524 molecular_function] (1) 1K¢ [IPRO32675] (1); Leucine rich
- 2 repeat, typical subtype [IPRO03591] (1):
Protcin kinase domain [IPR000719] (1)
Cytokinin riboside $"monophosphate
GFO0S0657 0 0 Lot (1 LOG family [IPRO31100] (1) - P_tifoliata_00792_ mRNA_7.1
GF0030656 0 0 1 Hypothetical protein (1) - P_ifoliata_00792_mRNA_6.1
nuclei acid binding [GO:0003676
GF0030655 0 0 1 Hypothetical protein (1) molecular_function] (1): zinc fon binding Zine finger, CCHC-type [IPROOIS7S] (1) - P_ifoliata_00792_mRNA_L1
[GO:0008270 molccular_function] (1)
GF0030654 0 0 1 Myosin heavy chain I8 (1) protein binding [GO:0005515 SH3 domain [IPRO01452] (1) - P_trifoliata 00791 mRNA 6.1
molecular_function] (1)
Leucine-rich repeat domain, L domain-
§ protein binding [GO:0005515 like [IPRO32675] (1); Leucine-rich .
GFO0S0653 0 0 1 LRR receptor-like kinase (1) e retont 1 e prosson] 1y~ P_trifoliata_00791_mRNA_4.1
Leucine-rich repeat [IPRO01611] (1)
GF0050652 0 0 1 Hypothetical protein (1) protein binding [GO:0005515 SH3 domain [IPRO01452] (1) B P._tifoliata_00791_mRNA_3.1
molecular_function] (1)
) Leucine-tich repeat [IPRO01611] (1):
GF0050651 0 0 1 Hypothetical protein (1) protein binding [GO:0003515 ine-rich repeat domain, L domain- - P _tifoliata 00790 mRNA 9.1

molecular_function] (1)

Leucin
like [IPR032675] (1)
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Leucine-rich repeat [IPRO01611] (1);
' Leucine-rich repeat-containing N-
GF0050650 0 0 1 Hypothetical protein (1) protein binding [GO:0003515 terminal, plant-type [IPROI3210] (1); - P _tifoliata 00790 mRNA 7.1
molecular_function] (1)
Leucine-rich repeat domain, L domain-
like [IPRO32675] (1)
GFO050649 0 0 1| Monosacharide transport protein (1) - P_urifoliata_00790_ mRNA_11.1
GFO050648 0 0 1 Hypothetical protein (1) - P_rifoliata_00789_mRNA_6.1
| Phenylcounaran benzyic ether domain [IPRO000] (1):
GF0050647 0 0 A o NAD(P)-binding domain [IPROI6040] - P_trifoliata_00789 mRNA 4.1
! reductase-like protein (1) B
GFO050646 0 0 1 Hypothetical protein (1) - P_rifoliata_00789_mRNA_2.1
GFO050645 0 0 1 Hypothetical protein (1) - P_ifoliata_00789_mRNA_L1
GFO050644 0 0 1 Hypothetical protcin (1) - P_sifoliata_00788_mRNA_9.1
GF0050643 0 0 1 Hypothetical protein (1) - P_urifoliata_00788_mRNA 2.1
GFO050642 0 0 1 Hypothetical protein (1) - P_ifoliata_00788_mRNA_11.1
GFO050641 0 0 1 Hypothetical protein (1) - P_ifoliata_00788 mRNA_L.1
GFO050640 0 0 1 Hypothetical protcin (1) - P_sifoliata_00787_mRNA_9.1
GF0050639 0 0 1 Hypothetical protein (1) - P_urifoliata_00787_mRNA_7.1
. el rotein protein binding [GO:0005515 F domain . folats .
GFO050638 0 0 1 Hypothetical protein (1) Pleeulon function] (1) GYF domain [IPRO03169] (1) P_urifoliata_00787_mRNA_6.1
GFO050637 0 0 1 Hypothetical protcin (1) - P_sifoliata_00787_mRNA 4.1
GF0050636 0 0 1 Hypothetical protein (1) - P_urifoliata_00787_mRNA_10.1
GFO050635 0 0 1 Hypothetical protein (1) - P_rifoliata_00787_mRNA_11
GFO050634 0 0 1 Hypothetical protein (1) - P_ifoliata_00786_mRNA 2.1
GFO050633 0 0 1 Hypothetical protcin (1) - P_sifoliata_00785_mRNA_9.1
GF0050632 0 0 1 Hypothetical protein (1) Viral movement protein [IPR028919] (1) - P_urifoliata_00785_mRNA 8.1
GFO050631 0 0 1 Hypothetical protein (1) - P_rifoliata_00785_mRNA_7.1
GFO050630 0 0 1 Hypothetical protein (1) - P_ifoliata_00785_mRNA_5.1
GFO050629 0 0 1 Hypothetical protcin (1) - P_sifoliata_00785_mRNA 4.1
GF0050628 0 0 1 Hypothetical protein (1) - P_urifoliata_00785_mRNA 2.1
GFO050627 0 0 1 Hypothetical protein (1) - P_ifoliata_00785_mRNA_I8.1
GFO050626 0 0 1 Hypothetical protein (1) -
GFO050625 0 0 1 Hypothetical protein (1) .
GFO050624 0 0 1 Hypothetical protein (1) - P_urifoliata_00785_mRNA_13.1
GFO050623 0 0 1 Hypothetical protein (1) - P_ifoliata_00785_mRNA_11.1
GFO050622 0 0 1 Hypothetical protein (1) - P_ifoliata_00785_mRNA_L1
Domain of unknown function DUF4283
GFO050621 0 0 1 Hypothetical protin (1) [R0SSS8) (1) P_ifoliata_00783_ mRNA_9.1
GFO050620 0 0 1 Hypothetical protein (1) - P_rifoliata_00783_mRNA_8.1
magnesium ion binding [GO:0000287
molecular_function] (1: inegral
component of membrane [GO:0016021
cellular_component] (1); phospholipid  P-type ATPase, N-terminal [IPR032631]
wansport [GO:0015914 (1): HAD-like domain [IPR023214] (1):
biological process] (1); phospholipid-  P-type ATPase, A domain [TPRO0S250]
GFO050619 0 0 1 Hypothetical protein (1) translocating ATPase activity (1); P-type ATPase, subfamily IV - P_ifoliata_00782_mRNA_L1
0004012 molecular_function] (1); ~ [IPR006S39] (1); P-type ATPase, C-
metalion binding [GO:0046872 terminal (IPR032630] (1); P-type
molecular_function] (1): nucleotide  ATPase [IPRO0ITST] (1)
binding [GO:0000166
molecular_function] (1); ATP binding
[GO:0005524 molecular._funcion] (1)
Myb domain [IPRO17930] (1);
GF0050618 0 0 1 Transeription factor MYB86 (1) 3’“"“,";:?’?&"[?'0;3‘:?3677 SANT/Myb domain [IPRO0I00S] (1); - P_trifoliata_00781_mRNA 5.1
rolecular_functio Homeodomain-like [IPRO090S7] (1)
GFO050617 0 0 1 Hypothetical protein (1) - P_ifoliata_00781_mRNA_3.1
Cytokinin riboside S-monophosphate Domain of unknown function DUF4218
GFO050616 0 0 1 oephoribohmdrolace () [bR0s5459] (1) P_ifoliata_00781_mRNA 2.1
Serine-threonine/tyrosine-protein kinase
carbohydrate metabolic process catalytic domain [IPR001245] (1);
[GO:0005975 biological )mcess] (5 Serctbrsnine dal speifity potin
hydrolase activity, hydrolyzing O- kinase, catalytic domain [IPR002290]
elycosyl compounds [GO:OOO4553 (1): Serine/threonine-protein kinase,
» molecular_function] (1); protein kinase  active site [IPRO08271] (1); Glycoside .
GFO050615 0 0 1 Hypothetical protein (1) i (GO000467 inaioe iy 15 ot omein. P_sifoliata_00780_mRNA_8.1
molecular_function] (1); protein [IPRO01223] (1); Glycoside hydrolase,
phosphorylation [GO:0006468 catalytic domain [IPROI3781] (1);
biological process] (1); ATP binding  Protein kinase-like domain [IPROT1009]
[GO:0005524 molecular_function] (1) (1); Protein kinase domain [IPR000719]
m
chitin cataboli process [GO:0006032
biological_process] (1): carbohydrate  Chitinase Il [IPRO11583] (1); Glycoside
metabolic process [GO:0005975 hydrolase, catalytic domain [IPROI3781]
. Gleos oo family prosin with il proes) (1) chiiase sty (1) Glycosde s swperfmly folats .
GFO050614 0 0 1 chitinase insertion domain (1) [GO:0004568 molecular_function] (1);  [IPRO17853] (1); G drolase P_trifoliata_00780 mRNA 7.1
hydrolase activity, hydrolyzing O- faily 15, catlyic o [IPRO01223]
glycosyl compounds [GO:0004553 (1)
molecular_function] (1)
GF0050613 0 0 1 Hypothetical protein (1) r")" tein kinase-like domain [IPROT1009] P_trifoliata_00780_mRNA_I.1
:(:C;-DN:;SWM; "l’;’““;‘f“f “]“A';y Ribonuclease H-like domain
GF0050612 0 0 1 Hypothetical protein (1) 0004523 molecular_function] (15 ;pp01337) (1) Ribonuclease - P_urifoliata_00779_mRNA 9.1
nucleic acid binding [GO:0003676
domain [IPRO02156) (1)
molecular_function] (1)
Domain of unknown function DUF4219 .
GFO050611 0 0 1 Hypothetical protein (1) Ueroséadr P_sifoliata_00779_mRNA_8.1
GFO050610 0 0 1 Hypothetical protein (1) - P_ifoliata_00779_mRNA_13.1
GFO050609 0 0 1 Hypothetical protcin (1) - P_sifoliata_00779_mRNA_12.1
polygalacturonate 4-alpha- ant galacturonossranserase G
GF0050608 0 0 1 Hypothetical protein (1) galacturonosyliransferase activity E‘P‘;&'g’;‘;} ;’”"y“ sferase GAUT P._trifoliata_00779_mRNA_11.1
[GO:0047262 molecular_function] (1)
GFO050607 0 0 1 Hypothetical protein (1) - P_usifoliata_00779_mRNA_L1
type guanine nuclcotide-binding
GF0050606 0 0 1 Protein AIGI (1) GTP binding [GO:0005525 ‘G) o [PRODETO) (1) P_urifoliata_00778_ mRNA 5.1
molecular_function] (1) containing nucleoside triphosphate
hydrolase [IPR027417] (1)
GF0050605 0 0 1 Hypothetical protein (1) - P_urifoliata_00778_ mRNA 3.1
GFO050604 0 0 1 Hypothetical protein (1) - P_rifoliata_00777_mRNA_9.1
GFO050603 0 0 1 Hypothetical protein (1) - P_ifoliata_00777_mRNA 8.1
GFO050602 0 0 1 Hypothetical protcin (1) - P_usifoliata_00777_mRNA_7.1
GFO050601 0 0 1 Hypothetical protein (1) - P_urifoliata 00777 mRNA_6.1
. nucleic acid binding [GO:0003676  Ribonuclease H-like domain
GFO050600 0 0 1 Hypothetical protein (1) e oo (1 Ubrorasmy () - P_urifoliata_00777_mRNA_10.1
GFO050599 0 0 1 Hypothetical protein (1) - P_usifoliata_00777_mRNA_L1
GF0050598 0 0 1 Hypothetical protein (1) - P_urifoliata_00776_mRNA 9.1
GFO050597 0 0 1 Hypothetical protein (1) - P_ifoliata_00776_mRNA_5.1
GFO050596 0 0 1 Hypothetical protein (1) - P_uifoliata_00776_mRNA 4.1
GFO050595 0 0 1 Hypothetical protcin (1) - L 00776_mRNA 2.1
GFO050594 0 0 1 Hypothetical protein (1) - P_uifoliata_00776_mRNA_19.1
proteolysis [GO:0006508
biological_process] (1);cysteine-type  Ulpl protease family, C-terminal
3 2
GFO05059; 0 0 1 Hypothetical protein (1) peptidase activity [GO:0008234 catalytic domain [IPR003653] (1) P_ifoliata_00776_mRNA_17.1
molecular_function] (1)
aspartic-type endopeptidase activity
GO:0004190 molccular_function] (1); ~ Aspartic peptidase, active site .
GFO050592 0 0 1 Hypothetical protein (1) ool [CO0006508 (0019681 (1) P_rifoliata_00776_mRNA_16.1
biological_process] (1)
GFO050591 0 0 1 Hypothetical protein (1) - P_ifoliata_00776_mRNA_14.1
GFO050590 0 0 1 Hypothetical protein (1) - P_ifoliata_00776_mRNA_13.1
GFO050589 0 0 1 Hypothetical protcin (1) - P_sifoliata_00776_mRNA_11.1
GF0050588 0 0 1 Hypothetical protein (1) - P_uifoliata_00776_mRNA_10.1
GFO050587 0 0 1 Hypothetical protein (1) - P_ifoliata_00776_mRNA_1.1
Protein kinase domain [IPR000TI] (1);
Protcin kinase-like domain [IPROT1009]
5 (1): S-receptor-like serine/threonine-
ATP binding [GO:0005524 protein kinase [IPRO24171] (1);
molecular_function] (1): protein
Concanavalin A-like lectin/glucanase
phosphorylation [GO:0006468
domain [IPRO13320] (1):
biological_process] (1): recognition of g.inehreonine-protein kinase, active
GF0050586 0 0 Grtype lectin S-receptor-like pollen [GO:0048544 biological process] . 11pR08a71] (1; Protein kinase, - P._trifoliata_00775_mRNA_7.1
erine/threonine-protein kinase (1) (1):protin sering/hreonine kinase:
e ATP binding site [IPRO17441] (1);
! 0004674 Serine/threonine/dual specificity protein
ol funton] (1 protin ks
i G Kinas, catalytic doman (IPR002200)
|:olccl\lnr runmon]m (1); S-locus glycoprotein domain
& [IPRO0OSSS] (1); I’AN/App!e domain
[IPRO03609] (1); Bulb-type lectin
domain [IPROD1480] (1)
coanition of nollen [Gi Stlocus glycoprotein domain
GF0050585 0 0 1S locus glycoprotein (1) e ‘rsz’:s‘i; “L‘(’(’ 0048543 [1pRO00SSS] (1); Bulb-type lectin B P._trifoliata_00775_mRNA 4.1
el domain [IPRO01480] (1)
GFO050584 0 0 1 Hypothetical protcin (1) - P_usifoliata_00774_mRNA_8.1
GF0050583 0 0 1 Hypothetical protein (1) - P_urifoliata 00774 mRNA 5.1
GFO050582 0 0 1 Hypothetical protein (1) - P_ifoliata_00774 mRNA_3.1
GFO050381 0 0 1 Hypothetical protein (1) - P_ifoliata_00774 mRNA_10.1
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GF0050580 0 0 T Hypothetical protein (1) - P_urifoliata 00773 mRNA_6.1
GFO050579 0 0 1 Hypothetical protein (1) - P_rifoliata_00772_mRNA_7.1
GFO050578 0 0 1 Hypothetical protein (1) - P_ifoliata_00772_mRNA_6.1
GFO050577 0 0 1 Hypothetical protcin (1) - P_usifoliata_00772_mRNA_15.1

proton-transporting ATP synthase
complex, coupling factor F(o)
1600045263 cellular_component] (1) 1pyge. g complex, subunit C, DCCD-
protontransporting two-cetor ATpase et FEREE SHRLC
complex, proton-transporting domain iy S DRI Mp
1GO:0033177 ccllular_component](1); ) L Anne SR e
GFO050576 0 0 1 Hypothetical protein (1) Hydrogen ion transmembrane transporter |0 1P0T: ) comples P_urifoliata_00772_ mRNA_12.1
Jretarnt [IPRO0IT50] (1); ATPase, FO comples,
, subunit C [IPRO00454] (1); V-ATPase.
molecular_function] (1); ATP hydrolysis i
; protcolipid subunit C-like domain
coupled proton ransport [GO:0015991  FE RS S
biological process|] (1); ATP 3
coupled proton transport [GO:0015986
biological process] (1)
GF0050575 0 0 1 Hypothetical protein (1) - P_urifoliata 00772 mRNA_10.1
Exocyst complex componen Se3, C-
Exacyst complex component sec3A terminal (IPROI9160] (1) Exocyst
(GFo030574 0 0 isoform 2 (1) complex component Sec3, PIP2-binding P_trifoliata_00772_ mRNA_L1
Neterminal domain [IPRO28258] (1)
GFO050573 0 0 1 Hypothetical protein (1) - P_rifoliata_00771_mRNA_8.1
RNA binding [GO:0003723
molecular_function] (1) ribonuclease T2
GFO050572 0 0 1 Hypothetical protein (1) ity (00059891 Ribonuclease T2-like [IPROOISES] (1) - P_ifoliata_00771_mRNA_6.1
molecular_function] (1)
GFO050571 0 0 1 Hypothetical protein (1) ﬁ‘;’,?:’{‘s?f:ff? v A P_ifoliata_00771_mRNA_5.1
GF0050570 0 0 1 Hypothetical protein (1) - P_urifoliata_00771_mRNA 4.1
GFO050569 0 0 1 Hypothetical protein (1) - P_rifoliata_00771_mRNA_3.1
GFO050568 0 0 1 Hypothetical protein (1) - P_ifoliata_00770_mRNA_6.1
GFO050567 0 0 1 Hypothetical protein (1) - P_usifoliata_00770_mRNA_5.1
_— ek sine fon bindine (G Zine finger, SWIM-type [IPR007527]
GF0050566 0 0 |:’“““‘“V‘ muDR family transposase-like mo:“"“h"r ;‘mf‘lﬁ%w‘mw (1); Transposase, MuDR, plant B P._trifoliata_00770_mRNA_L.1
2 [IPRO04332] (1)
GFO050565 0 0 1 Hypothetical protein (1) - P_sifoliata_00769_mRNA_7.1
GF0050564 0 0 1 Hypothetical protein (1) - P_urifoliata 00769 mRNA_1.1
Ankyrin repeat [IPRO02110] (1); PGG
protein binding [GO0008515 domain [IPRO26961] (1): P-loop
GF0050563 0 0 1 Hypothetical protein (1) molecular_function] (1): ADP binding :‘;‘:‘:‘::2 l‘;:;';;jf\‘7‘l'ﬁ';°fnh:;“ - P_trifoliata_00768 mRNA 9.1
(600043331 molecular_functon] (1) FL 00 EE L (PRO20683]
(1); NB-ARC [IPRO02152] (1)
enzyme inhibitor activity [GO:0004857  Pectinesterase inhibitor domain .
GFO050562 0 0 1 Hypothetical protein (1) eteesta foneton] (1) [pR0065011 (1) P_rifoliata_00768 mRNA_10.1
nucleic acid binding [GO:0003676
GFO050561 0 0 1 Gag protease polyprotein (1) molecular_function] (1) zinc fon binding Zine finger, CCHC-type [IPROOISTS] (1) - P_sifoliata_00767_mRNA_6.1
[GO:0008270 molecular._function] (1)
GFO050560 1 Hypothetical protcin (1) - P_sifoliata_00767_mRNA_5.1
GF0050559 1 Hypothetical protein (1) - P_urifoliata_00767 mRNA 4.1
Groosusss 0 0 1 Gag protase plyprotin (1) Rerrmposon g domin - P it 00767 mRNA 11
GFO050557 0 0 1 Hypothetical protein (1) - P_sifoliata_00766_mRNA_6.1
GF0050556 0 0 1 Hypothetical protein (1) - P_urifoliata_00766_mRNA 5.1
GFO050555 0 0 1 Hypothetical protein (1) - P_rifoliata_00766_mRNA_4.1
GFO050554 0 0 1 Hypothetical protein (1) - P_ifoliata_00766_mRNA 3.1
GF0050553 0 0 | Essential protein Yael, putative isoform B P._tifoliata_00766_mRNA_2.1
GFO050552 0 0 1 Hypothetical protein (1) - P_rifoliata_00765_mRNA_2.1
GFO050551 0 0 1 Hypotherical protein (1) - P_ifoliata_00764_mRNA_7.1
GFO050550 0 0 1 Hypothetical protein (1) - P_ifoliata_00764_mRNA_6.1
GFO050549 0 0 I Nuclear pore complex Nup98-Nup96 (1) - P_urifoliata 00764 mRNA 5.1
GFO050548 0 0 1 Hypothetical protein (1) - P_rifoliata_00764_mRNA_3.1
regulation of transcription, DNA- Probable transposase, Ptta/En/Spm, plant
GF0050547 0 0 1 Hypothetical protein (1) templated [GO:0006355 [1PR004252] (1); NAC domain - P_trifoliata_00764_ mRNA 2.1
biologieal process] (1): DNAbinding {1/ <250 (1%
[GO:0003677 molceular._function] (1)
GFO050546 0 0 1 Hypothetical protein (1) - P_ifoliata_00764 mRNA_12.1
S-adenosyl-L-methionine-dependent
[IPRO290G3] (1);
it (f’o Q008168 i ged helix-turn-helix DNA-binding
GF0050545 0 0 1 Caffeic acid O-methyltransferase (1) :?m“:“;’l;;"“:s:";“ I; [GO000g 71 4omain LIPROTI9911 (1); O- - P_trifoliata_00764_ mRNA_11.1
m;kzular ’m“:mmﬂ (']Vy G ‘methyltransferase, family 2 [IPR001077]
- (1): O-methyliransferase COMT-type
[IPRO16461] (1)
GFO050544 0 0 1 Hypothetical protein (1) - P_ifoliata_00764 mRNA_10.1
hydrolase activity, acting on carbon-
nitrogen (but not peptide) bonds Nitilase/eyanide hydratase, conserved
GFO050543 0 0 1 Hypothetical protein (1) [Go: _function] (1); 2] (1); - P_ifoliata_00764 mRNA_L1
nitrogen compound metabolic process  hydrolase [IPRO03010] (1)
[GO:0006807 biological_process] (1)
GFO050542 0 0 1 Hypothetical protein (1) - P_ifoliata_00763_ mRNA_7.1
GFO050541 0 0 1 Hypothetical protcin (1) - P_usifoliata_00763_ mRNA 2.1
GF0050540 0 0 1 Hypothetical protein (1) - P_urifoliata 00763 mRNA_1.1
GFO050539 0 0 1 Hypothetical protein (1) - P_rifoliata_00762_mRNA_6.1
GFO050538 0 0 1 Hypothetical protein (1) - P_ifoliata_00761_mRNA_8.1
GFO050537 0 0 1 Hypothetical protcin (1) - P_usifoliata_00761_mRNA_7.1
GF0050536 0 0 1 Hypothetical protein (1) - P_urifoliata_00761_mRNA_6.1
Groosusss 0 o | Hypothetia prosin (1) et ecrarsosen Ol P it 00761_mRNA 51
GFO050534 0 0 1 Hypothetical protein (1) - P_usifoliata_00761_mRNA 4.1
y Histidine kinase-like ATPase, C-terminal
GF0050533 0 0 1 Hypothetical protein (1) ::‘o‘l‘;';]::"‘ﬂ:’;'t‘::;&] l((]"“ 0003676 domain [IPR003594] (1): Ribonuclease - P._trifoliata_00761_mRNA_3.1
& Hlike domain [IPROI2337] (1)
GFO050532 0 0 1 Hypothetical protein (1) - P_usifoliata_00761_mRNA 2.1
GF0050531 0 0 1 Hypothetical protein (1) - P_urifoliata_00761_mRNA_1.1
“E’é’%%?'li”;ﬂﬁif‘;&?ﬁﬁml (1 Vil movement protin [IPR028919)
GFO050530 0 0 1 Hypothetical protein (1) oteolysis [GOD006508 *(1); Ulp! protease family, C-terminal - P_rifoliata_00760_mRNA_9.1
proteolysis catalytic domain [IPR003653] (1)
biological_process] (1)
GFO050529 0 0 1 Hypothetical protein (1) - P_rifoliata_00760_mRNA_7.1
GFO050528 0 0 1 Hypothetical protein (1) - P_ifoliata_00760_mRNA_5.1
GFO050527 0 0 1 Hypothetical protein (1) - X
GF0050526 0 0 1 Hypothetical protein (1) - P_urifoliata_00760_ mRNA 3.1
GFO050525 0 0 1 Hypothetical protein (1) - P_rifoliata_00760_mRNA_2.1
GFO050524 0 0 1 Hypothetical protein (1) - P_ifoliata_00760_mRNA_16.1
GF0050523 0 0 1 Hypothetical protein (1) ﬁ;"'(‘;‘z';j;;“:‘:‘;’““ function DUF4218 P._tifoliata_00760_mRNA_I5.1
GFO050522 0 0 1 Hypothetical protein (1) - P_ifoliata_00760_mRNA_14.1
GFO050521 0 0 1 Hypothetical protein (1) - P_ifoliata_00760_mRNA_11.1
GFO050520 0 0 1 Hypothetical protein (1) - P_uifoliata_00758_ mRNA 4.1
GF0050519 0 0 1 Hypothetical protein (1) - P_urifoliata 00758 mRNA 2.1
GFO050518 0 0 1 Hypothetical protein (1) - P_rifoliata_00758 mRNA_1.1
GFO050517 0 0 1 Hypothetical protein (1) - P_ifoliata_00757_mRNA_8.1
GF0050516 0 0 1 Hypothetical protein (1) :i:‘;""‘f"(:?;;‘;?‘lf"m'“' L domain- P_trifoliata_00757 mRNA 6.1
GFO050515 0 0 1 Hypothetical protein (1) mi"‘;f‘;‘ai';;‘;:'l‘:°“’“"" 1 domain- P_trifoliata_00757_mRNA 2.1
GFO050514 0 0 1 Hypothetical protein (1) - P_usifoliata_00757_mRNA_10.1
GF0050513 0 0 1 Hypothetical protein (1) - P_urifoliata_00756_mRNA 8.1
Groosos12 0 0 [ ——— Leucine i et o, L domin- il 00756 mRNA 6.1
GRO0S0511 0 0 1 Hypothetical protein (1) :i:‘;""“f"(:?;;m‘lf"m“' L domain- P_trifoliata_00756 mRNA 5.1
GFO050510 0 0 1 Hypothetical protein (1) - P_rifoliata_00756_mRNA_4.1
GFO050509 0 0 1 Hypothetical protein (1) t’::ﬂ;:?g;@j Tnf)iomam' o P_rifoliata_00756_mRNA 3.1
GF0050508 0 0 1 Hypothetical protein (1) - P_urifoliata_00755_mRNA 8.1
Groosusor 0 0 | Hypothetia prosin (1) bl o o e P it 00755 mRNA 61
GFO050506 0 0 1 Hypothetical protcin (1) - P_usifoliata_00755_mRNA 2.1
terpene synthase activity [GO:0010333  Isoprenoid synthase domain [IPR00S949]
molecular_function] (1: Iyase activity  (1); Terpenoid cyclases/profein
[GO:0016829 molceular_function] (1);  prenyliransferase alpha-alpha toroid
GFO050505 0 0 1 (-germacrene D synthase (1) magnesium ion binding [GO:0000287  [IPR00S930] (1); Terpene synthase, P_rifoliata_00755_mRNA_1.1
molccular_function] (1); metabolic  metal-binding domain [IPR005630] (1);
process [GO:0008152 Terpene synthase, N-terminal domain
biological_process] (1) [IPRO01906] (1)
GFO050504 0 0 1 Hypothetical protein (1) - P_ifoliata_00754_mRNA 4.1
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RNA-dirccted DNA polymerase (Reverse Reverse transeriptase zine-binding
. transeriptase). Polynucleotidy domain [IPRO26960] (1): Chromo . folats .
0030503 0 0 ! transferase, Ribonuclease H fold-like domain [IPR023780] (1): Chromo P_trifoliata_00753 mRNA 7.1
protein (1) domain-ike [IPRO16197] (1)
GFO050502 0 0 1 Hypothetical protein (1) - P_urifoliata 00753 mRNA_6.1
GFO050501 0 0 1 Hypothetical protein (1) - P_rifoliata_00753_mRNA_5.1
GFO050500 0 0 1 Hypothetical protein (1) - P_ifoliata_00753 mRNA_3.1
GF0050499 0 0 1 Hypothetical protein (1) :;;;:;;;;%‘22; (‘;';C'b‘"d’“g - P._tifoliata_00753_mRNA_2.1
. exacytosis [GO:0006887 Exocyst complex component Sec6
GFO050498 0 0 1 Hypothetical protein (1) biological process] (1); exocyst [bR010326] (1) - P_urifoliata_00752_ mRNA_17.1
[GO:0000145 cellular_componen] (1)
» nucleic acid binding [GO:0003676  Ribonuclease H-like domain .
GFO050497 0 0 1 Hypothetical protein (1) e Tomeion, (1 UbRorasm) () - P_usifoliata_00752_ mRNA_16.1
nucleic acid binding [c.o 0003676 Ribonuclease H-ike domain
GFO050496 0 0 1 Hypothetical protein (1) oteesto funeion] ¢ LPROI337) (1 - P_ifoliata_00752_mRNA_15.1
¥-100p Contaimin nucicosiae
' triphosphate hydrolase [IPR027417] (1);
GF0050495 0 0 1 D]':‘““ esistance protein RPSS, putative :3‘;"‘;““}512‘13,304]3‘5“ NB-ARC [IPR002182] (1); Leucine-rich - P_urifoliata 00752 mRNA_1.1
¢ ular_function] ( repeat domain, L domain-ike
GFO050494 0 0 1 Hypothetical protein (1) - P_urifoliata_00751_mRNA 9.1
GFO050493 0 0 1 Hypothetical protein (1) - P_ifoliata_00751_mRNA_6.1
' Armadillo-type fold [IPRO16024] (1);
GFO050492 0 0 1 Mo25 family protein (1) :“f"?glﬁf?’f“f:ff” Mo2s-like [IPROI3878] (1); Armadillo- - P_rifoliata_00751_mRNA_5.1
rolecular_functio like helical [IPRO11989] (1)
GFO050491 0 0 1 Hypothetical protein (1) - P_ifoliata_00751_mRNA_12.1
GFO050490 0 0 1 Hypothetical protein (1) - P_ifoliata_00750_mRNA_11.1
GFO050489 0 0 1 Hypothetical protein (1) - P_usifoliata_00750_mRNA_L1
mitochondrion [GO:0005739
f:::::::;:;';“:’l‘;“c“g“‘;]lx":"“"““d"“' NADH dehydrogenase [ubiquinonc] |
GFO0S0488 0 0 1 Hypothetical protein (1) o002 e covaponent] (1) ma subcomplex subunit 3 [IPROI2576] - P_urifoliata_00749_mRNA 4.1
electron transport chain [G0:0022900
biological_process] (1)
GFO050487 0 0 1 Hypothetical protein (1) - P_rifoliata_00749_mRNA_3.1
Putative transmembrane 9 superfamily  integral component of membrane Nonaspanin (TMSSE) [IPR00:240] (1);
GF0050486 0 0 U ember 3k (1 s y ng wz'v’ utar component (1) Maor failiator superfamily domain - P_trifoliata_00749 mRNA 2.1
ember 3-like (1) celular_component] (1) 1o 1L
GFO050485 0 0 1 Hypothetical protein (1) - P_rifoliata_00749_mRNA_12.1
Transmembrane 9 superfamily member  iniegral component of membrane
a Mo - :
GFO050484 0 0 ik motein (1) [GOr0016031 wellar eomponent] (1) Nonaspanin (TMISSF) [IPRO04240) (1) P_rifoliata_00749_mRNA_1.1
GFO050483 0 0 1 Hypothetical protein (1) - P_urifoliata 00748 mRNA 8.1
GFO050482 0 0 1 Hypothetical protein (1) - P_rifoliata_00748 mRNA_7.1
GFO050481 0 0 1 Hypothetical protein (1) - P_ifoliata_00748_ mRNA_5.1
GFO050480 0 0 1 Hypothetical protcin (1) - P_usifoliata_00748_mRNA 2.1
GFO050479 0 0 1 Hypothetical protein (1) - P_urifoliata 00747 mRNA 9.1
GFO050478 0 0 1 Hypothetical protein (1) - P_ifoliata_00746_mRNA_9.1
oxidoreductse iy [GO001641
molecular_function] (1) -
Glucose-methanol-choline
GF0050477 0 0 1 Hypothetical protein (1) ::Iu;uzrlpr?;:islﬁll))ngis.ll::dumcc oxidoreductase, C-terminal [IPRO0TSG7] P._trifoliata_00746_mRNA_8.1
. P b sl processi )¢ ¢ (1); FAD/NAD(P)-binding domain !  00746_mRNA_
activiy. acting on CH-OH group of (1220 S0
donors [GO:0016614
molecular_function] (1)
GF0050476 0 0 1 Hypothetical protein (1) - P_urifoliata_00746_mRNA_7.1
GFO050475 0 0 1 Hypothetical protein (1) - P_rifoliata_00746_mRNA_5.1
GFO050474 0 0 1 Hypothetical protein (1) - P_ifoliata_00746_mRNA 3.1
GFO050473 0 0 1 Hypothetical protcin (1) - P_usifoliata_00746_mRNA_23.1
GFO050472 0 0 1 Hypothetical protein (1) - P_urifoliata_00746_mRNA _22.1
GFO050471 0 0 1 Hypothetical protein (1) - P_ifoliata_00746_mRNA_21.1
GFO050470 0 0 1 Hypothetical protein (1) - P_ifoliata_00746_mRNA_20.1
GFO050469 0 0 1 Hypothetical protein (1) - P_sifoliata_00746_mRNA 2.1
GF0050468 0 0 1 Hypothetical protein (1) - P_urifoliata_00746_mRNA_17.1
GFO050467 0 0 1 Hypothetical protein (1) - P_rifoliata_00746_mRNA_16.1
GFO050466 0 0 1 Hypothetical proiein (1) - P_ifoliata_00746_mRNA_15.1
GFO050465 0 0 1 Hypothetical protcin (1) - P_usifoliata_00746_mRNA_13.1
GFO050464 0 0 1 Hypothetical protein (1) - P_urifoliata_00746_mRNA_12.1
GFO050463 0 0 1 Hypothetical protein (1) - P_ifoliata_00746_mRNA_11.1
GFO050462 0 0 1 Hypothetical protein (1) - P_ifoliata_00746_mRNA_10.1
heme transporter activity [GO:0015232
molecular_function] (1; heme binding
1o 0:5"""“";2‘2;‘;‘1;"5}[;‘%“:“““] (D% Cytochrome c-ype biogensis protcin
Groosoi 0 0 L cemc 1) fme g (G001 ComC [IRO57) (1 Coocromes - P il 00746 mRNA_L1
[GO:0016020 cellular compnn:nﬂ(l) assembly protein [IPRO02541] (1)
eytochrome complex as
[GO:0017004 biological )rucess] m
GFO050460 0 0 1 Hypothetical protein (1) - P_ifoliata_00745_mRNA_9.1
GFO050459 0 0 1 Hypothetical protein (1) .
GFO050458 0 0 1 Hypothetical protein (1) - P_urifoliata_00745_mRNA 5.1
GFO050457 0 0 1 Hypothetical protein (1) - P_rifoliata_00745_mRNA_4.1
GFO050456 0 0 1 Hypothetical protein (1) - P_ifoliata_00745_mRNA_15.1
GFO050455 0 0 1 Hypothetical protein (1) - P_sifoliata_00745_mRNA_12.1
GF0050454 0 0 1 Hypothetical protein (1) Eg’;;;‘;g "]‘(gl“)'“““‘ protein B P._trifoliata_00744_mRNA 8.1
GF0050453 0 0 1 Progesterone 5-beta-reductase (1) NAD(P)-binding domain [IPRO16040] P_trifoliata_00744 mRNA_5.1
GFO050452 0 0 1 Hypothetical protein (1) - P_urifoliata_00744_ mRNA 4.1
GFO050451 0 0 1 Hypothetical protein (1) - P_rifoliata_00744_mRNA_3.1
GFO050450 0 0 1 Hypothetical protein (1) - P_ifoliata_00744_mRNA_L1
“Trichome birefringence-like family
GFO05049 0 0 1 Hypothetical protein (1) [IPR029962] (1); PC-Esterase - P_ifoliata_00743_ mRNA_9.1
[IPRO26057] (1)
GFO050448 0 0 1 Hypothetical protein (1) - P_ifoliata_00743_ mRNA_8.1
. " Alpha/Beta hydrolase fold [IPR029058]
GF00S0447 0 0 1 Triacylglycerol lipase (1) lipid metabolic process [GO:0000629 ) "5y al ipage-tike domain - P_trifoliata_00743_mRNA 5.1
biological_process] (1) {prossnt ] ()
Concanavalin A-like lectin/glucanase
GFO050446 0 0 1 Hypothetical protein (1) Gomain IPROL320] (1) P_ifoliata_00742_mRNA_10.1
GFO050445 0 0 1 Hypothetical protein (1) - P_urifoliata_00740_mRNA 4.1
GFO050444 0 0 1 Hypothetical protein (1) - P_ifoliata_00739_mRNA_7.1
GFO050443 0 0 1 Hypothetical protein (1) - P_ifoliata_00738 mRNA 8.1
Leucine-rich repeat domain, L domain-
Leucine-rich repeat receptor protein  protein binding [GO:0005515 like [IPR032675] (1); Leucine-rich .
GF0050442 0 0 Kinase family protein, putative (1) molecular_function] (1) repeat, typical subtype [IPRO035O1] (1); P_trifoliata_00738 mRNA_7.1
uucmz rich repeat [IPRO01611] (1)
Retrotransposon protein, putative, ranscriptase zinc-binding
GFO050441 0 0 el 1y T st domain [IPRO26960] (1); Reverse - P_ifoliata_00738 mRNA 3.1
transeriptase domain [PRO00477] (1)
ATP binding [GO:0005524 Serine-threonine/tyrosine-protein kinase
molecular_function] (1): protein it domain L1PR001245) (1)
GF00S0440 0 0 1 Receptor protein kinase (1) phosphorylation [GO:0006468 Protein kinase-like domain [IPRO11009] - P_trifoliata_00738 mRNA_10.1
Diological process () PrOWINKINSC (1) protin kinase domain [IPRO00719]
activiy [GO: g
molecularj\mcnulﬂ (1 ) ®
P-loop containing nucleoside
GF0050439 0 0 1 Discase resistance protein (1) ADP binding [GO:0043531 triphosphate hydrolase [IPR027417] (1; - P_tifoliata_00738 mRNA_1.1
molecular_function] (1) NB-ARC [IPRO021821 (1)
GF0050438 0 0 1 Hypothetical protein (1) x‘)U LE transposase domain [IPROIS289] P_trifoliata_00736_mRNA 6.1
GFO050437 0 0 1 Hypothetical protein (1) - P_urifoliata_00736_mRNA 5.1
. zinc ion binding [GO:0008270
GFO050436 0 0 1 Hypothetical protein (1) e o) (1 Zine finger, SWIM-type [IPRO07S27] (1) - P_urifoliata_00736_mRNA 4.1
ATPase, AAA-type, core [IPR003959]
(1): P-loop containing nucleoside
| Putaive mitochondrial chaperone besl AT binding [GO:0005524 triphosphate hydrolase [PRO27417] (1); § )
GFO0S0435 0 0 Ty molecular._function] (1) AA+ ATPase domain [IPR003593] (1); ™ P_trifoliata_00736_mRNA 2.1
ATPase, AAA-type, conserved site
[IPRO03960] (1)
wanseription factor TFITIB complex
Eig;gggon 1::::1:‘:’ ‘;‘:"';f;"f:‘\]l;' % Homeodomain-like [IPRO090ST] (1):
SANT/Myb domain [IPROD100S] (1);
GFO050434 0 0 1 Transcription factor TS component B polymerase Il promoter [GO0006339 1 iion factor TFIIIB component - P_ifoliata_00736_mRNA_16.1
'y biologcal proces] (1): DNA binding TS B R Fommor
1600003677 molecular_funtion] (1): 1.t 10 CA D
TFIIB-type transcription factor activity
[GO:0001026 molccular.funcion] (1)
GFO050433 0 0 1 Hypothetical protcin (1) - P_usifoliata_00736_mRNA_L1
GFO050432 0 0 1 Hypothetical protein (1) - P_urifoliata_00735_mRNA 9.1
GFO050431 0 0 1 Hypothetical protein (1) - P_rifoliata_00735_mRNA_6.1
Leucine-rich repeat [IPRO01611] (1);
GF0050430 0 0 1 Hypothetical protein (1) z”l“’}" ,lz‘r"‘:.“"‘gllluz‘??‘oss 15 Leucine-rich repeat domain, L domain- - P_trifoliata_00735_mRNA 5.1
rolecular_functio like [IPR032675] (1)
GFO050429 0 0 1 Hypothetical protein (1) - P_ifoliata_00735_mRNA_20.1



T NaminC colemenine  NaminC urshiu  Namin Pifonan ot o TaterPro Nembers inC clemertine Nembers in C.unshiu Nembers in P rolaR
GF0030428 0 0 1 Hypothetial protein (1) - P_trifoliata 00735 mRNA_IS.1
GF0050427 0 0 1 Hypothetical protein (1) - P_ifoliata_00735_mRNA_I4.1
GF0050426 0 0 1 Hypotheical protein (1) - P_tifoliata_00735_mRNA_I3.1
GFO0S0425 0 0 1 Hypothetical protein (1) - P_trifoliata_00734_mRNA_6.1

. ) iC-fike cupin domain [IPRO11051]
mangancse ion binding [GO:0030145
P C\lpln 1 [IPRO06045] (1): Germin,
J— ) ) | Germin-like protein subfamily | member molecular_function] (1) murient i wte LIRO 3801 1 - b ifoliata 00734 mRNA 4.1
7(1) rescrvoir actvity [GO:0045735 ’
et om0 Germin [IPR001929] (1); RmIC-like jlly
molecular_function ol fold [IPROI4710] (1)
GF0050423 0 0 1 Hypothetical protein (1) - P_trifoliata 00733 mRNA L1
GF0050422 0 0 1 Hypothetical protein (1) Viral movement protein [IPR028919] (1) - P_tifoliata_00732_mRNA_7.1
GFO0S0421 0 0 1 Hypotheical protein (1) - P_tifoliata_00732_mRNA_6.1
GFO050420 0 0 1 Hypothetical protein (1) - P_trifoliata_00732_mRNA_S.1
GF0050419 0 0 1 Hypothetical protein (1) - P_trifoliata 00732 mRNA_15.1
Leucme i st IPROO1) (1 -
nucleoside triphosphate
GF0050418 0 0 1 Discase resistance family protein (1) Poicin binding [GO:000515 hydmlase [IPR027417] (1); Leucine-rich - P_trifoliata_00732_ mRNA_14.1
molecular function] (1)
repeat domain, L domain-like
[IPRO32675] (1)
Mechanosensitive channel of small
GF0050417 0 0 1 conductance-like 10, ptative isoform 2~ 112 ion binding [G0:0003509 EF-hand domain [IPRO0204S] (1) - P_trifoliata 00732 mRNA_13.1
o molecular_function] (1)
GFO0S0416 0 0 1 Hypothetical protein (1) - P_trifoliata 00731 mRNA 8.1
GF0030415 0 0 1 Hypothetical protein (1) - P_ifoliata_00731_mRNA_S.1
GF00S0414 0 0 1 Hypotheical protein (1) - P_tifoliata_00731_mRNA_4.1
integral component of membranc
- [GO:0016021 cellular_component] (1);  Sodium/calcium exchanger membrane §
GFO050413 0 0 1 Hypothetical protein (1) e o T B0S5085 s iRO0ASS T 1 P_trifoliata_00731_mRNA_L1
biological process] (1)
RNA binding [GO:0003723
" molecularfunction] (1); ibonuclease T2 §
GFO0S0412 0 0 1 Hypothetical protein (1) ooy Ribonuclease T2-like [IPRODIS6S] (1) - P_trifoliata_00730_mRNA_0.1
molecular.function] (1)
GFO0S0411 0 0 1 Hypothetical protein (1) - P_trifoliata_00730_mRNA_7.1
Calcium-transporting P-type ATPase, N-
GF0050410 0 0 1 Hypothetical protein (1) ::l'c‘::;::" rl\).:i::i][w 0003516 terminal autoinhibitory domain B P._trifoliata_00730_mRNA_6.1
[IPRO24750] (1)
protein phosphorylation [GO:0006468
biological_process] (1); protein kinase  Protein kinase-like domain [IPRO11009]
actvity [GO:0004672 (1); Calcium-transporting P-type
GF0050409 0 0 1 Hypothetical protein (1) molecular.function] (1); ATP binding  ATPase, N-terminal autoinhibitory - P_trifoliata_00730_ mRNA 5.1
[G0:0005524 molecular_function] (1);  domain [IPR024750] (1): Protein kinase
calmodulin binding [GO:0005516 domain [IPRO0O719] (1)
molecular_function] (1)
. Serinethreonine/dual specifcity protein
ATP binding [GO:0005524 kmnsc catalytic domain [IPR002290]
molecular_function] (1): protein i
hosphorylation [GO:0006468 ; Protein kinase-like domain
GF0050408 0 0 1 LysM type recepor kinase (1) o [mmmes]m Concanavalin Adike - P_tifoliata_00729_mRNA_4.1
bilgial procss 1 prtin ks |
G, ectin/glucanase domain [IPROI3320]
molecular f\mcnulﬂ m (: Lyt domain (PRI (00
& Protein kinase domain [IPR000719] (1)
GFO050407 0 0 1 Hypothetical protein (1) - P_trifoliata_00728 mRNA_0.1
GF0050406 0 0 1 Hypothetical protein (1) - P_trifoliata 00728 mRNA 8.1
GF0050405 0 0 1 Hypothetical protein (1) - P_ifoliata_00728 mRNA_7.1
GF0050404 0 0 1 Hypotheical protein (1) - P_tifoliata_00728 mRNA_S.1
GFO050403 0 0 1 Hypothetical protein (1) - P_trifoliata_00728 mRNA_3.1
GF0050402 0 0 1 Hypothetical protein (1) Viral movement protein [IPRO28919] (1) - P_trifoliata 00728 mRNA_15.1
GF0050401 0 0 1 Hypothetical protein (1) - P_ifoliata_00728 mRNA_I4.1
GF0050400 0 0 1 Hypotheical protein (1) - P_tifoliata_00728 mRNA_10.1
e e oo Formiminotransfras, C-taminal
e (Goo0sss subdomain [IPRO13802] (1):
GFO050399 0 0 1 Folic acid binding / transferase (1) s Formiminotransferase subdomain - P_trifoliata_00726_mRNA_4.1
molccular_function] (1): metabolic ¢
rocess [GO:0008152 [IPRO22384] (1); Formiminotransferase,
process N-terminal subdomain [IPRO12886] (1)
biological_process] (1)
P-loop containing nucleoside
. triphosphate hydrolase [IPRO27417] (1):
GFO050398 0 0 1 Hypothetical protein (1) T ot o s © P_trifoliata 00726 mRNA_12.1
like [IPRO32675] (1)
GF0050397 0 0 1 Hypothetical protein (1) - P_tifoliata 00726 mRNA._10.1
arososss 0 0 1 Gk o Snnpospit 06 ity PR3 10010 . it 00725 mRNA 31
GFO050395 0 0 1 Hypothetical protein (1) - P_trifoliata_00725_mRNA_2.1
GF0050394 0 0 1 Hypothetical protein (1) - P_trifoliata 00725 mRNA._12.1
GF0050393 0 0 1 Hypothetical protein (1) - P_ifoliata_00725_mRNA_10.1
GF0050392 0 0 1 Hypotheical protein (1) - P_tifoliata_00724_mRNA_0.1
GFO050391 0 0 1 Hypothetical protein (1) - P_trifoliata_00724_mRNA_7.1
GF0050390 0 0 1 Hypothetical protein (1) - P_trifoliata 00724 mRNA 5.1
DNA binding [GO:0003677
molecular_function] (1): protein Transcription factor, MADS-box
53 - 4
GF0050389 0 0 1 Hypothetical protein (1) o s Covonieoss  lipRonsion, 1y P_ifoliata_00724_ mRNA_4.1
molecular_function] (1)
GF0050388 0 0 1 Hypothetical protein (1) - P_ifoliata_00724_ mRNA 2.1
rotcin dimerization activity
MADS bos tanseition fctor aily  [GO-UDI69R4 molecular onction](1);  Trnscripion fctor, MADS box .
GF0050387 0 0 raen ENA bindine (000877 LrRoommoor iy P_tifoliata_00724_ mRNA_I1.1
molecular_function] (1)
muleicaedbinding (COMNT  Rboniclos ke domai
. . 3 .
GF0030386 0 0 1 Hypothetical protein (1) i o ¢ i P_ifoliata_00723_mRNA_9.1
) Haubiguinone oxidoreductase, ESSS ;
GFO0S0385 0 0 1 Complex I subuit (1) Naon onotonss, 1 - P_trifoliata_00723_mRNA_L1
Calcineurin-ike phosphoesterase domain,
hydrolase activity [GO:0016757 apal type [IPRO04S43] (1): Metallo-
(Fo0s0384 0 0  Hypothetieal protein (1) molecular_function] (1) dependent phosphatase-like [IPR029052] P_trifolista_00722_mRNA_8.1
GFO050383 0 0 1 Hypotheical protein (1) - P_tifoliata_00722_ mRNA_6.1
GFO0S0382 0 0 1 Hypothetical protein (1) - P_trifoliata_00721_mRNA_10.1
Glycraldehyde 3-phosphate
dehydrogenase, catalytic domain
oxidation-reduction process )
[GO:0055114 biological process] (1); g:::ﬁﬁt]u(ll«s)bmﬂ‘r )-binding
GF0050381 0 0 1 Hypothetical protein (1) oxidoreductase activity, acting on the ) ety de/Erythrose phosphate - P_trifoliata_00721 mRNA_L1
aldehyde or oxo group of donors, NAD
dehydrogenase family [IPRO20831] (1)
or NADP as acceptor [GO:0016620
molecular_function] (1) Olvceraldelyde S phosphate
& dehydrogenase, active site [IPR020830]
It
GFO050380 0 0 1 Hypothetial protein (1) - P_trifoliata 00719 mRNA 9.1
Reverse transcriptase, RNA-dependent
nuclcic acid binding [GO:0003676  DNA polymerase [IPROI3103] (1);
GF0050379 0 0 1 Hypothetical protein (1) o M e o P_ifoliata_00719_mRNA 8.1
[IPROI2337] (1)
GF0050378 0 0 1 Monosacharide transport protein (1) - P_ifoliata_00719_mRNA_S.1
GF0050377 0 0 1 Hypothetical protein (1) ﬁ;ﬁ.ﬁ\iﬁ?ﬁ'ﬁ)"m o - P_tifoliata_00719_mRNA 3.1
GF0050376 0 0 1 Hypothetical protein (1) - P_trifoliata 00719 mRNA 2.1
GF0050375 0 0 1 Hypothetical protein (1) - P_ifoliata_00719_mRNA_I3.1
GF0050374 0 0 1 Hypotheical protein (1) - P_tifoliata_00718_ mRNA 8.1
GFO050373 0 0 1 Hypothetical protein (1) - P_trifoliata_00718_mRNA_7.1
GF0050372 0 0 1 Hypothetical protein (1) - P_trifoliata 00718 mRNA 6.1
GF0050371 0 0 1 Hypothetical protein (1) - P_ifoliata_00718_ mRNA_S.1
GF0050370 0 0 1 Hypotheical protein (1) - P_tifoliata_00718_ mRNA_19.1
GFO050369 0 0 1 Hypothetical protein (1) - P_trifoliata_00718_ mRNA_14.1
GFO050368 0 0 1 Hypothetical protein (1) - P_trifoliata 00718 mRNA._13.1
GF0050367 0 0 1 Hypothetical protein (1) - P_tifoliata_00718_ mRNA_12.1
oxidoreductase activity, acting on paired
donors, with incorporation or reduction
of molecular oxygen [GO:0016705
molccular_function] (1): oxidation-  Cytochrome P450 [IPRO01125] (1):
GF0050366 0 0 1 Cytochrome P450 71D8 (1) eduction process [GO:0055114 Cytochrome P4S0, E-class, growp |~ - P_trifoliata 00717 mRNA 7.1
biolagical_process] (1): heme binding ~ [IPR002401] (1)
[GO:0020037 molecular_function] (1);
iron fon binding [GO:0005506
molecular.function] (1)
GF0050365 0 0 1 Hypotheical protein (1) - P_tifoliata_00717_mRNA_2.1
GFO050364 0 0 1 Hypothetical protein (1) - P_trifoliata_00716_mRNA_S.1
hydrolase activity, hydrolyzing O- Glyeoside hydrolase family 17
e elycosyl compounds [GO:0004553  (IPRO00490] (1): Glycoside hydrolase
GF0050363 0 0 Glucan endo-13-beta-glucosidase 11 o)1 function] (1); carbohydrate  superfamily [IPRO17853] (1); Glycoside - P_tifoliata 00716 mRNA 3.1
metabolic process [GO:0005975 hydrolase. catalytic domain [IPRO13781]
biological process] (1)
carbohydrate metabolic proc Glyeoside hydrolase, catalytic domain
[GO:0005975 biological )mcess] (1% (IPROI3781] (1): Glycoside hydrolase
GF0050362 0 0 1 Glucan endo-13-beta-glucosidase 7 (1) hydrolase activiy, hydrolyzing O- superfamily (IPROITS3] (1); Glycoside - P_trifoliata 00716 mRNA 2.1

glycosyl compounds [GO:0004553
molecular_function] (1)

hydrolase family 17 [IPR000490] (1); X8
domain [IPRO12946] (1)
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GF0050361 0 0 1 Hypothetical protein (1) B P_urifoliata_00716_mRNA_1.1
. Reverse transeriptase domain
GF0050360 0 0 1 Hypothetical protein (1) Frwsis; - P_urifoliata 00715 mRNA 8.1
GFO050359 0 0 1 Hypothetical protcin (1) - P_usifoliata_00715_mRNA_7.1
GFO0S0358 0 0 1 Hypothetical protein (1) - P_uifoliata 00715 mRNA_1.1
GFO050357 0 0 1 Hypothetical protein (1) - P_rifoliata_00714_mRNA_8.1
ATP binding [GO:0005524
ol incton] (0PRSS iy s o 180007191
GFO050356 0 0 1 Hypothetical protein (1) Y Protein kinase-like domain [IPRO11009] - P_ifoliata_00714_mRNA_4.1
molecular_function] (1): protein )
phosphorylation [GO:0006468
biological_process] (1)
GFO050355 0 0 1 Hypothetical protcin (1) - P_usifoliata_00714_mRNA_3.1
GF0050354 0 0 1 Hypothetical protein (1) - P_urifoliata 00714 mRNA 2.1
structural constituent of ribosome Ribosomal protein L14 [IPR002784] (1);
[GO:0003735 molceular._function] (1);  NmrA-like domain [IPRO0SO30] (1);
intracellular [GO:0005622 Ribosomal protein L2 domain 2
GFO050353 0 0 1 Hypothetical protein (1) cellular_componen] (1); ranslation  (IPRO14722] (1); Translation protein - P_ifoliata_00713 mRNA_9.1
[GO:0006412 biological_process] (1);  SH-like domain [IPR00S991] (1);
ribosome [GO:0005840 NAD(P)-binding domain [IPR016040]
cellular_component] (1) m
GFO050352 0 0 1 Hypothetical protcin (1) Pentatricopeptide repeat (IPRO0288S] (1) - P_usifoliata_00713_ mRNA_7.1
ATP binding [GO:0005524
ol funton) (1) ot ki Serinsonneprotin ks, ctive
activiy [GO: ite [IPRO0S271] (1); RmiC-like cupin
molecularj\mcnulﬂ (n. protein domain [IPROT1051] (1); RmiC-lke jelly
Germin-like protein subfamily | member_phosphorylation [GO:0006468 oll fold [IPRO14T10] (1); Protein kinase
GF0030351 0 0 7 biological_process] (1); nutrient reservoir like domain [IPRO11009] (1); Protein P_trifoliata_00713_mRNA_6.1
activiy [GO: inase domain [IPR000719] (1); Cupin 1
molecular_function] (1): manganese ion ~ [IPR006045] (1); Germin, manganese
binding [GO:0030145 binding site [IPRO19780] (1)
molecular_function] (1)
GFO050350 0 0 1 PPR containing plant-lke protein (1) Pentatricopeptide repeat [IPR002885] (1) - P_rifoliata_00713_mRNA_4.1
GFO050349 0 0 1 Hypothetical protein (1) Pentatricopeptide repeat (IPRO02SSS] (1) - P_ifoliata_00713 mRNA 3.1
GFO050348 0 0 1 Hypothetical protcin (1) - P_usifoliata_00713_ mRNA_13.1
G NE-ARC(IPROCZIE2] (1 oo
GF0050347 0 0 1 Disease resistance protein RPSS (1) I':Z::::;“r‘“‘{ﬂgsm?“ taining nucleoside triphos B P._trifoliata_00712_mRNA 9.1
& drolase (PRO27417) (1
Leucine-rich repeat domain, L domain-
GFO050346 0 0 1 Hypothetical protein (1) o P_ifoliata_00712_mRNA_7.1
Leucine-rich repeat domain, L domain-
like (IPR032675] (1); P-loop containing
GF0050345 0 0 I Discase resistance RPS5-like protein (1) 2":’ l",’:‘:“;?:(iloml‘m nucleoside triphosphate hydrolase - P_trifoliata_00712_mRNA_5.1
rolecular_functio [IPR027417] (1); NB-ARC [IPR002182]
0
. § - Leucine-rich repeat domain, L domain-
GFRO0S0344 0 0 1 Resistance protein RGC2 (1) frotiinetiaiy P_urifoliata_00712_ mRNA 4.1
S-adenosyl-L-methionine-dependent
methyltransferase activity [GO:0008168  methyltransferase [IPR029063] (1); Plant
molecular_function] (1: protein ‘methylransferase dimerisation
. § dimerzton iy [GO00IG93  [IPROLESAT) (1) O-methylrasterse
GF0050343 0 0 1 O-methyliransferase ZRP4 (1) e Tonction (1 OMT e LPRO1GHe1 (o Winmed P_urifoliata_00712_ mRNA 2.1
methylransferase activity [GO 0008171 ety i DA binding domain
molecular_function] (1) [IPRO11991] (1); O-methylransferase,
family 2 [IPR001077] (1)
NB-ARC [IPR02182] (1); P-loop
GF0050342 0 0 I Discase resistance protein RPSS (1) 2":’ l";‘:“;?:‘i?ml‘m containing nucleoside triphosphate - P_trifoliata_00712_ mRNA_10.1
rolecular_functio hydrolase [IPR027417] (1)
GFO050341 0 0 1 Hypothetical protein (1) - P_rifoliata_00712_mRNA_L1
GFO050340 0 0 1 Hypothetical protein (1) - P_ifoliata_00710_mRNA_9.1
Serine/threonine/dual specificity protein
§ kinase, catalytic domain [IPR002290]
:":I‘;":c’:'l“":’:;'z;:‘;“ [:"e&"z;‘:ﬁ (1); Serine/threonine-protein kinase,
iy 160 » active site [IPR00S271] (1); Protein
GF0050339 0 0 1 Hypothetical protein (1) moltcularj\mcnmﬂ (1). ATP binding  Xinase; ATP binding site [IPRO17441] P_trifoliata_00710_ mRNA_7.1
(1); Calcium-transporting P-type
[GO:0005524 moleeular_function] (1);
calmodulin binding [GO:0005516 ATPase, N-terminal autoinhibitory
celmoduln binding (GO domai IPRG2A730] (1 P ks
& like domain [IPRO11009] (1); Proiein
kinase domain [PRO00TIO) (1)
GFRO050338 0 0 1 Hypothetical protein (1) - P_urifoliata 00710 mRNA_6.1
GFO050337 0 0 1 Hypothetical protein (1) - P_rifoliata_00709_mRNA_7.1
regulation of transcription, DNA-
GFO050336 0 0 1 Hypothetical protein (1) templated [GO:0006355 FHY3/FARI family [IPRO31052] (1)~ - P_rifoliata_00709_mRNA_5.1
biological_process] (1)
s peptids domsin (IPRO21109)
GF0050335 0 0 1 Hypothetical protein (1) (1): Protein kinase-like - P_urifoliata 00709 mRNA_11.1
[IPRO11009] (1)
GF0050334 0 0 1 Hypothetical protein (1) - P_urifoliata 00709 mRNA_10.1
Leucine-rich repeat domain, L domain-
like [IPRO32675] (1); Leucine-rich
GF0050333 0 0 I LR receptor-like kinase (1) protein binding [GO:0003515 fepeat, typical subtype [IPRO03S9T] (1); P_trifoliata_00709_mRNA_1.1
moleeular_function] (1) ine-rich repeat-containing N-
terminal, plant-type [IPRO13210] (1);
Leucine-rich repeat [IPRO0I611] (1)
GFO050332 0 0 1 Hypothetical protein (1) - P_ifoliata_00708 mRNA_9.1
GFO050331 0 0 1 Hypothetical protein (1) .

GF0050330 0 0 1 Hypothetical protein (1) - P_urifoliata_00708_ mRNA 7.1
GFO050329 0 0 1 Hypothetical protein (1) - P_ifoliata_00708_mRNA_6.1
nucleic acid binding [GO:0003676  Ribonuclease H-ike domain

Non-LTR retroclement reverse molecular_function] (1;; RNADNA  [IPROI2337] (1); Reverse transcriptase
GFO050328 0 0 transcriptase-like (1) hybrid ribonuclease activi zine-binding domain [IPR026960] (1); P_uifoliata_00708_mRNA_4.1
[GO:0004523 molceular_function] (1) Ribonuelease H domain [IPR02156] (1)
GFO050327 0 0 1 Hypothetical protein (1) - P_ifoliata_00708 mRNA 3.1
GFO050326 0 0 1 Hypothetical protein (1) - P_usifoliata_00708_ mRNA 2.1
GF0050325 0 0 1 Hypothetical protein (1) - P_urifoliata_00708_ mRNA_15.1
GFO050324 0 0 1 Hypothetical protein (1) - P_rifoliata_00708_mRNA_1.1
WDA0-repeat-containing domain
protein serine/threonine kinase activity  [IPRO17986] (1); S-locus receptor
[GO:0004674 molceular_function] (1);  kinase, C-terminal (IPRO21820] (1),
GFO050323 0 0 1 Hypothetical protein (1) ot binding [GOO003SLS WOAGTVTN ropat ke contaling P_ifoliata_00707_mRNA_9.1
molecular_function] (1) domain [IPRO15943] (1): Protcin kinase-
like domain [IPRO11009] (1)
; ucine-rich repeat domain, L domain-
GF0050322 0 0 1 Hypothetical protein (1) protein binding [GO:0003515 like [IPR032675] (1): Leucine-rich repeat - P._tifoliata_00707_mRNA_8.1
molecular_function] (1)
[IPROOI6IT] (1)
Protein kinase domain [IPRO00TI] (1);
protein kinase activity (GO:0004672  Protein kinase-like domain [IPROT1009]
molecular_function] (1); protein (1); Serine/threonine-protein kinase,
GFO050321 0 0 1 Male germ cell-associated kinase (1) phosphorylation [GO:0006468 active site [IPR00S271] (1); - P_usifoliata_00707_mRNA_5.1
biological_process] (1); ATP binding  Serine/threonine/dual specificity protein
[GO:0005524 molceular._function] (1) kinase, catalytic domain [IPR002290]
m
GF0050320 0 0 1 Hypothetical protein (1) Pentatricopeptide repeat [IPRO028SS] (1) - P_urifoliata_00707_ mRNA 3.1
. Protein of unknown function DUF247,
GF0050319 0 0 1 UPF0481 protein (1) Tt 00158 (1) P_urifoliata_00707_ mRNA 2.1
Protein of unknown function DUF247,
GFO050318 0 0 1 UPF0481 protein (1) et IPROOA158] () P_ifoliata_00707_mRNA_L1
GFO050317 0 0 1 Hypothetical protein (1) - P_ifoliata_00706_mRNA_15.1
GF0050316 0 0 1 Hypothetical protein (1) Transposase, MubR, plant [IPRO04332] P_trifoliata_00706_mRNA_I1.1
GFO050315 0 0 1 Hypothetical protein (1) - P_urifoliata_00706_mRNA_10.1
GFO0S0314 0 0 1 Hypothetical protein (1) - P_rifoliata_00706_mRNA_11
GFO0S0313 0 0 1 Hypothetical protein (1) - P_ifoliata_00705_mRNA_7.1
zine ion binding [GO:0008270
» molecular_function] (1); nucleic acid e .
GFO050312 0 0 1 Hypothetical protcin (1) Didine (GO0005676 Zine finger, CCHC-type [IPROOISTS] (1) - P_usifoliata_00705_mRNA_6.1
molecular_function] (1)
GFO050311 0 0 1 Hypothetical protcin (1) - P_usifoliata_00705_mRNA_4.1
GF0050310 0 0 1 Hypothetical protein (1) - P_uifoliata_00705_mRNA_1.1
GFO050309 0 0 1 Hypothetical protein (1) - P_rifoliata_00704 mRNA_4.1
GFO050308 0 0 1 Hypothetical protein (1) - P_ifoliata_00704 mRNA_L1
GFO050307 0 0 1 Hypothetical protein (1) - P_usifoliata_00703_ mRNA_16.1
[GO:0008168  Alph NTMI
Gr0050306 N B | Alpha N-terminal potein molcua funton) (1 Nl [IPRODSS76) (1 S-adencsyd . P wioline 00703 mRNA 15.1
! methylransterase 1 (1) protein amino acid meth ‘methionine-dependent methylransferase
[GO:0006480 biological )rucess] (1) [IPRO29063] (1)
cysteine-type peptidase activity
. el rotein [GO:0008234 molecular_function] (1);  Ulp! protease family, C-terminal folats .
GF0050305 0 0 1 Hypothetical protein (1) protcolysis [GO:0006508 catalytic domain [IPR003653] (1) P_trifoliata_00703 mRNA_14.1
biological_process] (1)
protein dimerization activity Mye-type, basic helix-loop-helix (bHLH) .
GFO050304 0 0 1 Hypothetical protein (1) 0016985 moleeuto oncion] (1) Somai IBRO11S08) (1) - P_usifoliata_00703_ mRNA_13.1
GFO050303 0 0 1 Hypothetical protein (1) - P_ifoliata_00702_mRNA_9.1
GF0050302 0 0 Pathogencsis-related family protein NTF2-like domain [IPRO32710] (1) - P_trifoliata_00702_ mRNA 8.1
isoform 1 (1)
GFO050301 0 0 1 Hypothetical protein (1) - P_rifoliata_00702_mRNA_5.1
GFO050300 0 0 1 Hypothetical protein (1) - P_ifoliata_00702_mRNA_19.1
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GF0050299 0 0 T Hypothetical protein (1) B P_urifoliata_00702_ mRNA_14.1
GFO050298 0 0 1 Hypothetical protein (1) - P_rifoliata_00701_mRNA_6.1
GFO050297 0 0 1 Hypothetical protein (1) -

GFO050296 0 0 1 SUN domain-containing protein 1 (1) SUN domain [IPRO12919] (1) -
GF0050295 0 0 1 Hypothetical protein (1) - P_urifoliata 00700 mRNA 3.1
. membrane [GO:0016020 Calcium-dependent channel, 7TM region,
GF0050294 0 0 1 Hypothetical protein (1) i omonent (b i e (oRoDS36A] (o P_urifoliata_00700 mRNA 2.1
GF0050203 0 0 1 Hypothetical protcin (1) - P_sifoliata_00699_mRNA_12.1
GF0050292 0 0 1 Hypothetical protein (1) - P_urifoliata_00699_mRNA_11.1
carbohydrate metabolic process Glyeoside hydrolase superfamily
[GO:0005975 biological_process] (1):  [IPRO17853] (1): Glycoside hydrolase,
GFO050291 0 0 1GluA (1) hydrolase activity, hydrolyzing O- family 3, N-terminal [IPRO01T64] (1); - P_rifoliata_00699_mRNA_1.1
glycosyl compounds [GO:0004553  Glycoside hydrolase family 3
molecular_function] (1) [IPRO26892] (1)
. Cytokinin riboside S-monophosphate .
GF0050290 0 0 Shoephoribanydrole () LOG family [IPRO31100] (1) - P_urifoliata 00698 mRNA 9.1
GFO050289 0 0 1 Hypothetical protcin (1) - P_usifoliata_00698 mRNA_8.1
GF0050288 0 0 1 Hypothetical protein (1) - P_urifoliata 00698 mRNA 7.1
GFO050287 0 0 1 Hypothetical protein (1) - P_rifoliata_00698_mRNA_5.1
GFO050286 0 0 1 Hypothetical protein (1) - P_ifoliata_00698_ mRNA_L.1
GFO050285 0 0 1 Hypothetical protcin (1) - P_rifoliata_00697_mRNA_8.1
GF0050284 0 0 1 Hypothetical protein (1) - P_urifoliata_00697_ mRNA 7.1
GFO050283 0 0 1 Hypothetical protein (1) - P_ifoliata_00697_mRNA_6.1
GFO050282 0 0 1 Hypothetical protein (1) - P_ifoliata_00697_mRNA_5.1
GFO050281 0 0 1 Hypothetical protcin (1) - P_sifoliata_00697_mRNA 2.1
GF0050280 0 0 1 Hypothetical protein (1) - P_urifoliata_00697_mRNA_15.1
GFO050279 0 0 1 Hypothetical protein (1) - P_ifoliata_00697_mRNA_12.1
Protein of unknown function DUF247,
GFO050278 0 0 1 Hypothetical protein (1) S [PRO0A1SH] (1) P_ifoliata_00697_mRNA_10.1
GF0050277 0 0 1 Hypothetical protein (1) - P_urifoliata_00696_mRNA 8.1
DNA binding [GO:0003677
GF0050276 0 0 1 Hypothetical protein (1) molecular_function] “‘ “‘g"““"" ' NAC domain [IPR003441] (1) B P_trifoliata_00696_mRNA 7.1
transcription, DNA-templated
[GO-0006355 bioogical proces] (1
GFO050275 0 0 1 Hypothetical protein (1) - P_rifoliata_00696_mRNA_4.1
GFRO050274 0 0 1 Hypothetical protein (1) - P_ifoliata_00696_mRNA 2.1
el rscpion, DNA-
- templated [GO:0006355 - domai .
GFO050273 0 0 1 Hypothetical protein (1) bmhmumms] m‘ DN binding  NAC domain [IPRO03441] (1) - P_sifoliata_00696_mRNA_13.1
[GO:0003677 molecular_function] (1)
GFO050272 0 0 1 Hypothetical protein (1) - P_sifoliata_00696_mRNA_10.1
GF0050271 0 0 1 Hypothetical protein (1) - P_urifoliata_00696_mRNA_1.1
GFO050270 0 0 1 Hypothetical protein (1) - P_rifoliata_00695_mRNA_9.1
PGG domain [IPRO26961] (1); Ankyrin
GF0050269 0 0 1 Hypothetical protein (1) z”l“’}" 1‘1‘["‘:.“"‘5!['(33‘??‘055 15 repeat-containing domain [IPRO20683] - P_trifoliata_00695 mRNA 8.1
olecular_functior (1); Ankyrin repeat [IPR002110] (1)
GFO050268 0 0 1 Hypothetical protein (1) - P_rifoliata_00695_mRNA_7.1
GFO050267 0 0 1 Hypothetical protein (1) - P_ifoliata_00695_mRNA_6.1
GFO050266 0 0 1 Hypothetical protein (1) - P_sifoliata_00695_mRNA_5.1
AN ATPasedorin [PRO0359%] (1)
P-loop containing n
. » . ATP binding [GO:0005 wiphoshate hydrolase pRo27417) (1) . folats .
GF0050265 0 0 1 AT4g02470 protein (1) molecuta fontion] (1) e o [1PR0030%9) P_urifoliata_00695_mRNA 4.1
\n, ATPase, AAA-type, conserved site
[IPRO03960] (1)
GFO050264 0 0 1 Ankyrin repeat family protein (1) PGG domain [IPRO26961] (1) - P_ifoliata_00695_mRNA_12.1
kyrin repeat-containing dom,
GF0050263 0 0 1 Hypothetical protein (1) protein binding [GO:0003515 umnznexﬂ (1): Ankyrin repm - P_trifoliata_00695 mRNA_11.1
molecular_function] (1)
[IPRO02110] (1)
GFO050262 0 0 1 Hypothetical protein (1) - P_ifoliata_00695_mRNA_10.1
ATPase, AAA-ype, conserved site
[IPRO03960] (1); ATPase, AAA-type,
p— o B | ATPase family AAA domain-containing - ATP binding [GO:0005524 core [IPRO03959] (1); P-loop containing _ P wifoline 00695 mRNA 11
! protein 1-A (1) molecular_function] (1) nucleoside triphosphate hydrolase - 00693 mRNA
[IPRO27417] (1); AAA* ATPase domain
[IPRO03593] (1)
GFO050260 0 0 1 Hypothetical protein (1) - P_uifoliata_00694 mRNA 3.1
GF0050259 0 0 1 Hypothetical protein (1) - P_urifoliata 00694 mRNA 2.1
GFO050258 0 0 1 Hypothetical protein (1) - P_rifoliata_00694_mRNA_1.1
GFO050257 0 0 1 Hypothetical protein (1) - P_ifoliata_00693_ mRNA 8.1
GFO050256 0 0 1 Hypothetical protein (1) - P_uifoliata_00693_mRNA_6.1
ATP binding [GO:0005524 Serine/threonine/dual specificity protein
molecular_function] (1) protein kinase, catalytic domain [IPR002290]
. | Receptorlike cytosolic serinethreonine - phosphorylation [GO:0006468 (1); Serine/threonine-protein kinase, folats .
GF0050255 0 0 inasc RBI iological_process] (1); protein ki active site [IPRO0S271] (1); Protein P_tifolista_00693_mRNA_5.1
activity [GO:0004672 kinase domain [IPRO00T19] (1); Protein
molecular_function] (1) kinase-like domain [IPROT1009] (1)
GFO050254 0 0 1 Hypothetical protein (1) - P_rifoliata_00693_mRNA_4.1
| Ctokinin riboside 5-monophosphte
3 - .
GFO05025: 0 0 1 omoephoribohmdrolace (1) P_rifoliata_00692_mRNA_9.1
GF0050252 0 0 1 Hypothetical protein (1) - P_urifoliata_00692_ mRNA 8.1
O-methyltransferase, family 2
methyltransferase activity IGO 0008168 g:":"{::,‘;m;;;{f;?mQ MuDR,
GF0050251 0 0 1 Hypothetical protein (1) molecular_function] (1); O ‘methyltransferase COMT-type - P_trifoliata_00692_ mRNA 7.1
methylransferas activty [GO:0008171
[IPRO16461] (1); S-adenosyl-L-
molecular_function] (1)
‘methionine-dependent methyliransferase
[IPRO29063] (1)
proteolysis [GO:0006508
» biological_process] (1): cysteine-type  Ulpl protease family, .
GFO050250 0 0 1 Hypothetical protein (1) et s TCOL00083 e o 1ER003653] (1) - P_ifoliata_00692_ mRNA_5.1
molecular_function] (1)
GFO050249 0 0 1 Hypothetical protcin (1) - P_sifoliata_00692_ mRNA_15.1
GF0050248 0 0 1 Hypothetical protein (1) - P_urifoliata 00692 mRNA_14.1
GFO050247 0 0 1 Hypothetical protein (1) - P_rifoliata_00692_mRNA_13.1
GFO050246 0 0 1 Hypothetical protein (1) - P_ifoliata_00692_ mRNA_10.1
GFO050245 0 0 1 Hypothetical protcin (1) - P_sifoliata_00692_ mRNA_L1
. Gag-polypeptide of LTR copia-type .
GFO050244 0 0 1 Hypothetical protcin (1) Ubkpsomar - P_ifoliata_00691_mRNA_7.1
oxidoreductase activity, acting on paired
donors, with incorporation or reduction
of molecular oxygen [GODOIGT0S (o oot (1)
ol fnction] O oxidaton T o
GF0050243 0 0 1 Cytochrome P450 (1) reduction process [GO:0055114 Yiochome PA30, conserved ske P_urifoliata_00691_mRNA 6.1
[IPRO17972] (1); Cytochrome P450, E-
bilgil oroces] (1) heme binding oes, o 1 [IPROD401] (1)
[GO:0020037 molecular_function] (1); > &P
iron ion binding [GO:0005506
molecular_function] (1)
GFO050242 0 0 1 Hypothetical protein (1) - P_ifoliata_00691_mRNA 4.1
Hasmerythin ks (PROI2312) (1) Zie
finger, CHY-type [IPRO0S913] (1); Zinc
zine ion binding [GO:0008270 finger, RING-type [IPROOISA1] (1); Zine
GF0050241 0 0 1 Zine finger prote molecular_function] (1); protein binding _finger, RING/FY VE/PHD-type. - P_urifoliata_00691_mRNA 2.1
[GO:0005515 molecular_function] (1) [IPRO13083] (1); Rubredoxin-type fold
[IPR004039] (1); Zine finger, CTCHY-
type [IPROI7921] (1)
ribosome [GO:0005840
el conpanen] (1) s Biictos) it id st
[GO:0005622 cellular_component] (1);  protein/seed storage helical d
GFO050240 0 0 1 Ribosomal protein S7e (1) twanslation [GO:0006412 IPRO1140] (1 Ribosomal proten 7 - P_ifoliata_00690_mRNA_7.1
biological_process] (1): structural [IPRO00S54] (1); Hydrophobic sced
constituent of ribosome [GO:0003735  protein [IPR027923] (1)
molecular_function] (1)
GFO050239 0 0 1 Hypothetical protcin (1) - P_uifoliata_00690_mRNA 3.1
GF0050238 0 0 1 Hypothetical protein (1) - P_urifoliata_00690_mRNA 2.1
DNA binding [GO:0003677
GF0050237 0 0 1 Hypothetical protein (1) :?f:::'“’mﬁ‘“;‘:,":]‘l” “ﬁg‘:‘““"" " NAC domain [IPR003441] (1) - P_trifoliata_00690_mRNA._14.1
[GO:0006355 biological_process] (1)
GFO050236 0 0 1 Hypothetical protein (1) - P_ifoliata_00690_mRNA_11.1
GFO050235 0 0 1 Hypothetical protein (1) - P_ifoliata_00690_mRNA_1.1
GFO050234 0 0 1 Hypothetical protein (1) - P_sifoliata_00689_mRNA_8.1
GF0050233 0 0 1 Hypothetical protein (1) - P_urifoliata_00689_ mRNA 7.1
GFO050232 0 0 1 Hypothetical protein (1) - P_rifoliata_00689_mRNA_6.1
GFO050231 0 0 1 Hypothetical protein (1) - P_ifoliata_00689_mRNA 2.1
GFO050230 0 0 1 Hypothetical protcin (1) - P_sifoliata_00689_mRNA_15.1
GF0050229 0 0 1 Hypothetical protein (1) - P_urifoliata_00689_ mRNA_13.1
GFO050228 0 0 1 Hypothetical protein (1) - P_rifoliata_00689_mRNA_12.1
GFO050227 0 0 1 Hypothetical protein (1) - P_ifoliata_00689_mRNA_11.1
aspartctype copeptidssativity - Retopepsins IPROISOG1) (1 Pepidsc
GF0050226 0 0 1 Hypothetical protein (1) [GO:0004190 molecular_function] (1); . retrovirus, catalytic [IPRO0I99S] P._trifoliata_00689_mRNA_L.1

proteolysis [GO:0006508
biological_process] (1)

u ): Aspartic peptidase domam
[IPRO21109] (1)



T Nam.inC.celementine  Namm C_umshiu  Namn PNt ote EJ TaterPro Members n C.clementine Members i Cunshiu Members in P oA
GFO050225 0 0 CDNA clonc:002-112-803, full insert - P_trifoliata_00688_mRNA_7.1
sequence (1) - ORI
zinc ion binding [GO:0008270
molecular_function] (1); nucleic acid
GFO050224 0 0 1 Hypothetical protein (1) binding [GO0003E76 Zine finger, CCHC-type [IPROOISTS] (1) - P_rifoliata_00688_ mRNA_6.1
molecular_function] (1)
GFO050223 0 0 1 Hypothetical protein (1) - P_ifoliata_00688_ mRNA_20.1
GFO050222 0 0 1 Hypothetical protein (1) - P_usifoliata_00688_ mRNA_18.1
GFO050221 0 0 1 Hypothetical protein (1) - P_urifoliata_00688_ mRNA_12.1
GFO050220 0 0 1 Hypothetical protein (1) Viral movement protein [IPR028919] (1) - P_ifoliata_00688_mRNA_11.1
GFO050219 0 0 1 Hypothetical protein (1) -
GFO050218 0 0 1 Hypothetical protein (1) .
GFO050217 0 0 1 Hypothetical protein (1) - P_urifoliata_00686_mRNA 21.1
GFO050216 0 0 1 Hypothetical protein (1) - P_rifoliata_00686_mRNA_20.1
GFO050215 0 0 1 Hypothetical protein (1) -
GFO050214 0 0 1 Hypothetical protein (1) .
GFO050213 0 0 1 Hypothetical protein (1) - P_urifoliata_00686_mRNA_18.1
GFO050212 0 0 1 Hypothetical protein (1) Viral movement protein [IPR028919] (1) - P_ifoliata_00686_mRNA_17.1
GFO050211 0 0 1 Hypothetical protein (1) - P_ifoliata_00686_mRNA_16.1
GFO050210 0 0 1 Hypothetical protein (1) - P_sifoliata_00686_mRNA_14.1
GF0050209 0 0 1 Hypothetical protein (1) - P_urifoliata_00686_mRNA_12.1
GF0050208 0 0 1 Hypothetical protein (1) Pentapeptide repeat [IPRO0I646] (1) - P_rifoliata_00686_mRNA_1.1
GF0050207 0 0 1 Hypothetical protein (1) ADP binding [G0:0043531 NB-ARC [IPRO02182] (1) - P_trifoliata_00685_mRNA 9.1
molecular_function] (1)
G P-loop containing nucleoside
GF0050206 0 0 1 Discase resistance protein (1) I':Z::::;“r‘“‘{ﬂgsm?“ triphosphate hydrolase [IPR027417] (1; - P_uifoliata_00685_mRNA 8.1
& NB-ARC [IPRO02182] (1)
vesicle docking involved in exocylosis
[GO:0006904 biological process] (1);  Exocyst complex subunit Sec! 5-ike §
GFO050205 0 0 1 Hypothetical protcin (1) oy 1CO0000155 et P_usifoliata_00685_mRNA_5.1
cellular_component] (1)
RNA-dirceted DNA polymerase , elated  nucleic acid binding [GO:000: Ribonuclease Holike d
(Fo030204 0 0 Ty molecular_function] (1) [IPRO12337) (1) - P_urifoliata_00685_mRNA_4.1
' NE-ARC[IPRUC2IS2] (1 P
GF0050203 0 0 L N AR omain contining :3‘;"‘;;““}{[‘,13]3%1531 ing nucleoside triphosphate - P_urifoliata_00685_mRNA_11.1
i ee-like pro ular_function] hydrolase [IPRO27417] (1)
GFO050202 0 0 1 Hypothetical protein (1) - P_urifoliata_00684_ mRNA 6.1
GF0050201 0 0 1 Hypothetical protein (1) - P_rifoliata_00684_mRNA_5.1
Reverse transcriptase, RNA-dependent
GF0050200 0 0 1 Hypothetical protein (1) DA polymene (PROT03] () - P_rifoliata_00684 mRNA_3.1
GFO050199 0 0 1 Hypothetical protein (1) - P_urifoliata 00684 mRNA_13.1
. | Cytokinin iboside S-monophosphate .
GFO050198 0 0 oo st (1) LOG family [IPRO31100] (1) - P_urifoliata 00684 mRNA_12.1
GFO050197 0 0 1 Hypothetical protein (1) - P_rifoliata_00684 mRNA_11.1
Transposable clement protein, putative, Retrotransposon gag domain .
GFO050196 0 0 [ UbRovcronr - P_sifoliata_00684 mRNA_10.1
GFO050195 0 0 1 Hypothetical protein (1) - P_ifoliata_00684 mRNA_L1
GFO050194 0 0 1 Hypothetical protcin (1) - P_sifoliata_00683_ mRNA_9.1
regulation of trans
. templated [GO:0006355 .
GFO050193 0 0 1 Hypothetical protein (1) ol prones (1, DNA binding  NAC domain [PRO03441] (1) - P_urifoliata 00683 mRNA 7.1
[GO:0003677 molecular._function] (1)
GFO050192 0 0 1 Hypothetical protein (1) - P_urifoliata_00683_ mRNA 3.1
GFO050191 0 0 1 Hypothetical protein (1) - P_rifoliata_00683_mRNA 2.1
GFO050190 0 0 1 Hypothetical protein (1) - P_ifoliata_00683_ mRNA_10.1
GFO050189 0 0 1 Hypothetical protein (1) - P_usifoliata_00683_ mRNA_L1
GFO050188 0 0 1 Hypothetical protein (1) - P_urifoliata_00682_ mRNA 5.1
. DNA-binding pseudobarrel domain
GFO050187 0 0 1 Hypothetical protein (1) Dbrorssooron P_urifoliata_00682_ mRNA_12.1
GFO050186 0 0 1 Hypothetical protcin (1) - P_sifoliata_00682_ mRNA_11.1
G B3 DNA binding domain [IPR003340]
GF0050185 0 0 1 Hypothetical protein (1) ﬁ:l'; :;::‘“}\‘:J;‘;ﬂm:m (1); DNA-binding pseudobarrel domain - P_uifoliata_00682 mRNA_10.1
- [IPROI5300] (1)
GFO050184 0 0 1 Hypothetical protcin (1) - P_usifoliata_00682_ mRNA_L1
GFO050183 0 0 1 Hypothetical protein (1) - P_urifoliata_00681_mRNA 9.1
oligosaccharyltransferase complex
[GO:0008250 cellular_component] (1);
integral component of membrane
GFO050182 0 0 1 Hypotherical protein (1) [GO:0016021 cellular_component] (1);  DAD/Osi2 [IPRO03038] (1) - P_ifoliata_00681_mRNA_6.1
dolichyl-diphosphooligosaccharide-
protein glycotransferase actvity
[GO:0004579 molecular_function] (1)
cysin e peptidse actity
e [GO:0008234 molecular_function] (1);  Ulpl protease family, §
GFO050181 0 0 1 Hypothetical protcin (1) ol 1O 0006508 e ot 1PR00S653] (1) P_usifoliata_00681_mRNA_5.1
biological process] (1)
GFO050180 0 0 1 Hypothetical protein (1) - P_uifoliata_00681_mRNA_4.1
GFO050179 0 0 1 Hypothetical protein (1) - P_urifoliata_00681_mRNA 3.1
GFO050178 0 0 1 Hypothetical protein (1) - P_ifoliata_00681_mRNA_11.1
GFO050177 0 0 1 Hypothetical protein (1) - P_ifoliata_00681_mRNA_10.1
intracellular [GO:0005622
cellular_component] (1); ranslation S
GO 00064 12 bolgial rces] (1 ['l;f;;:;;’; na ot ke doman
GF0050176 0 0 1 Hypothetical protein (1) structural constituent of i s poims protein 12, P_trifoliata_00680_mRNA 8.1
domain 3 [IPRO14726] (1; Ribosomal
[GO:0003735 molecular funcuon] W e s TeRo01 711 1)
ribosome [GO:0005840 "
cellular_component] (1)
Jysaccharide binding [GO0030247  Wallassocatedreceptor kinase,
GFO050175 0 0 1 Hypothetical protein (1) "m‘:ﬂyx:; ra’f'u:m":‘“]“zf‘ 8 galacturonan-binding domain - P_trifoliata_00680_ mRNA 3.1
& [IPRO25287) (1)
GFO050174 0 0 1 Hypothetical protein (1) - P_urifoliata_00680_ mRNA_12.1
GFO050173 0 0 1 Hypothetical protein (1) - P_ifoliata_00680_mRNA_11.1
integral component of membrane
[GO:0016021 cellular_component] (1);
calcium ion transmembrane transport  P-type ATPase, cytoplasmic domain N
[GO:0070588 biological_process] (1);  [IPR023299] (1); Cation-transporting P-
membrane [GO:0016020 type ATPase, C-terminal (IPR00G0GS]
. ' « cellular_component] (1); metalion ~ (1); P-type ATPase, subfamily IIB
GF0050172 0 0 1 ;fr:;“':nﬂ““:"(’;'y"g ATPase 8, plastia i [GO:0046872 [IPRO06408] (1); P-type ATPase, - P_trifoliata_00680_ mRNA_10.1
anetp molecular_function] (1); calcium- transmembrane domain [IPR023298] (1);
twansporting ATPase activity Ptype ATPase [IPR001757] (1); HAD-
[GO:0005388 molecular_function] (1); ke domain [IPR023214] (1); P-type
nucleotide binding [GO:0000166 ATPase, A domain [IPR00S250] (1)
molecular_function] (1); ATP binding
[G0-0005524 molecuar funcion] (1)
rlosome (G000
r_component] (1); struetwral  Translation protcin SH3-lke domain
cnsinam oy oot [GO:0003735  [IPRO0S9O1] (1); Ribosomal protein L2,
GFO050171 0 0 1 Hypothetical protcin (1) molecular_function] (1); wanslation  domain 3 [IPRO14726] (1); Ribosomal - P_uifoliata_00680_mRNA_L1
[GO:0006412 biological_process] (1);  protein L2 [IPR002171] (1); Ribosomal
intracellular [GO:0005622 protein L2, C-terminal [IPR022669] (1)
cellular_component] (1)

GFO050170 0 0 1 Hypothetical protein (1) - P_urifoliata 00679 mRNA_7.1
GFO050169 0 0 1 Hypothetical protein (1) - P_rifoliata_00679_mRNA_3.1
nucleic acid binding [GO:0003676  Ribonuclease H-ike domain
GFO050168 0 0 1 Hypothetical protein (1) oteesio funeion] (1) {pRO1537) (1) - P_ifoliata_00679_mRNA 2.1
GFO050167 0 0 1 Hypothetical protein (1) - P_urifoliata_00679_mRNA_18.1
GFO050166 0 0 1 Hypothetical protein (1) - P_ifoliata_00679_mRNA_17.1
GFO050165 0 0 1 Hypothetical protein (1) - P_ifoliata_00679_mRNA_13.1

ATP binding [GO:0005524

molecular_function] (1): protein yrosine-protein kinase, active site

phosphorylation [GO:0006468 upknnxzef,m ): Protein kinase domain §
GO0s0164 0 0 1 Hypothetical protein (1) biological_process] (1): protein kinase  [IPR000719] (1); Protein kinase-like ~ ~ P_trifoliata_00679_ mRNA_12.1

activity [GO:0004672 domain [IPROT1009] (1)

molecular_function] (1)
GFO050163 0 0 1 Hypothetical protein (1) - P_urifoliata_00679_mRNA_11.1
GFO050162 0 0 1 Hypothetical protein (1) - P_ifoliata_00679_mRNA_10.1

Retrotransposon gag domain
GFO050161 0 0 1 Hypothetical protein (1) {pR00SI] () - P_rifoliata_00678_mRNA_8.1
GFO050160 0 0 1 Hypothetical protein (1) - P_urifoliata_00678_ mRNA_6.1
GFO050159 0 0 1 Hypothetical protein (1) - P_rifoliata_00678_mRNA_5.1
GFODS0158 0 0 1 Hypothetical protein (1) - P_ifoliata_00678 mRNA_3.1
Retrotransposon proten,puttive, Tyl "CIEE 86 binding (GO:0003676
GFO050157 0 0 [ S g molecular_function] (1: zinc fon binding Zine finger, CCHC-type [IPROOISTS] (1) - P_ifoliata_00678 mRNA_21.1
P [GO:0008270 molecular_function] (1)

GFO050156 0 0 1 Hypothetical protein (1) - P_ifoliata_00678 mRNA_19.1
GFO0S0155 0 0 1 Hypothetical protein (1) - P_sifoliata_00678_ mRNA_15.1
GFO050154 0 0 1 Hypothetical protein (1) - P_urifoliata_00678_ mRNA_13.1
GFO0S0153 0 0 1 Hypothetical protein (1) - P_ifoliata_00678_mRNA_10.1
GFO0S0152 0 0 1 Hypothetical protin (1) - P_ifoliata_00677_mRNA_9.1
GFO050151 0 0 1 Hypothetical protein (1) - P_usifoliata_00677_mRNA_7.1
GFO050150 0 0 1 Hypothetical protein (1) - P_urifoliata_00677_mRNA 3.1
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GF0050149 0 0 I Truncated RB (1) I':Z::::;“r‘“‘{ﬂgf:mf“ i‘.}.\ﬁ‘.ﬁ.ﬁg"..pff?ﬂﬁjf lu‘.:’:\ P;:.:E B P._trifoliata_00677_mRNA_I1.1
& hydrolase [IPR027417] (1)
GFO0S0148 0 0 1 Hypothetical protein (1) - P_trifoliata_00677_mRNA_L1
GFO0S0147 0 0 1 Hypothetical protein (1) - P_tifoliata_00676_mRNA 4.1
GFO0S0146 0 0 1 Hypothetical protein (1) - P_tifoliata_00676_mRNA_IS.1
GFO0SO0145 0 0 1 Hypotheical protein (1) - P_tifoliata_00675_mRNA_9.1
GFO0S0144 0 0 1 Hypothetical protein (1) - P_trifoliata_00675_mRNA_$.1
F-box associated domain, type |
GFO030143 0 0 1 Hypothetical protein (1) e oy 13 LPROOTA 101 by s sty - P_trifoliata 00675 mRNA 5.1
interaction domain [IPRO17451] (1)
translational iitiation [GO:0006413
Grosoaz 0 0 JE—— bl roce] (s btion Tt it ftor 2165 - ol 00675 A 131
molecular_function] (1)
serine-type peptidase activity
GFO0S0141 0 0 1 Hypothetical protein (1) o evmooasos oM (1 pepidase 528 [1PRO0S7S8) 1) - P_tifoliata 00675 mRNA_11.1
biolagical_process] (1)
regulation of transcription, DNA- FHY3/FAR family [IPRO31052] (1);
GFO0S0140 0 0 1 Hypothetical protein (1) templated [GO:0006355 FARI DNA binding domain - P_trifoliata_00675_mRNA_10.1
biolagical_process] (1) [IPRO04330] (1)
GFO050139 0 0 1 Hypothetical protein (1) - P_trifoliata_00674_mRNA_$.1
GF00S0138 0 0 1 Hypothetical protein (1) K:";";f‘;g;;;;:‘lf"m“'"' L domain- P._trifoliata_00674_mRNA_6.1
GF0050137 0 0 1 Hypothetical protein (1) ‘T")“"S”"s“e‘ MuDR, plant [IPRO04332] P_trifoliata_00674_ mRNA 2.1
GFOOS0136 0 0 1 Hypothetical protein (1) - P_trifoliata 00673 mRNA 9.1
arosonss 0 0 NARC domsicniin s ADP g GO 00531 st el 00673 mRNA 7.1
= hydrolase [IPR027417] (1)
GFO0S0134 0 0 1 Hypothetical protein (1) - P_trifoliata 00673 mRNA 6.1
GF0050133 0 0 1 Hypothetical protein (1) - P_ifoliata_00673_mRNA_S.1
GFO050132 0 0 1 Hypotheical protein (1) - P_tifoliata_00673_ mRNA_3.1
GFO0S0131 0 0 1 Hypothetical protein (1) - P_trifoliata_00673_mRNA_2.1
GFO030130 0 0 1 Hypothetical protein (1) - P_trifoliata 00673 mRNA_12.1
GF0050129 0 0 1 Hypothetical protein (1) LOG family [IPRO31100] (1) - P_ifoliata_00672_mRNA_9.1
GFO0s0128 0 0 1 Hypotheical protein (1) - P_tifoliata_00672_mRNA_8.1
RNA binding [GO:0003723
GF0050127 0 0 1 Hypothetical protein (1) ;';‘:::;:‘?éé“g;‘;;’g‘ﬁ);” ribonuclease T2 pup onuclease T2-like [IPROOISGS] (1) - P._trifoliata_00672_mRNA 5.1
molecular.function] (1)
GFO0S0126 0 0 1 Hypothetical protein (1) - P_trifoliata_00672_ mRNA_2.1
GFO0S0125 0 0 1 Hypothetical protein (1) - P_trifoliata 00672 mRNA_13.1
GF0050124 0 0 1 Hypothetical protein (1) - P_ifoliata_00672_mRNA_I1.1
GFO050123 0 0 1 Hypotheical protein (1) - P_tifoliata_00672_mRNA_L1
GFO050122 0 0 1 Hypothetical protein (1) - P_trifoliata_00671_mRNA_6.1
GFO0s0121 0 0 1 Hypothetical protein (1) - P_trifoliata 00671 mRNA 5.1
GF0050120 0 0 1 Hypothetical protein (1) - P_ifoliata_00671_mRNA_4.1
GFO0S0119 0 0 1 Hypotheical protein (1) - P_tifoliata_00671_mRNA_3.1
: me lectin domain [IPRO01220] (1);
GFO0SO0118 0 0 t"“i:: :ff‘z“:'l"‘"“‘“'“ containing receplor :::'L’;::“;ﬁ‘:::;ag(E(;O’"mm :;l;’:n:s\:lm zjxk: |c£nm210ucan::c( i P._tifoliata_00671_mRNA_I1.1
& domain [IPRO13320] (1)
GFO0S0117 0 0 1 Hypothetical protein (1) Pentatricopeptide repat [IPRO285] (1) - P_tifoliata_00670_mRNA_I1.1
GFO050116 0 0 1 Hypothetical protein (1) l“g’g"é‘ggg:;%“;ﬁ::;;‘l’:;tss] W ﬁ;{;;jg’%’ﬁ‘:’l""““ catalytic domain P_trifoliata_00669_mRNA_1.1
Grosonts 0 0 | Eestient ool O- . " ol 00665 mRNA 8.1
GFO0S0114 0 0 1 Hypothetical protein (1) - P_trifoliata_00668_mRNA_7.1
GFO0S0113 0 0 1 Hypothetical protein (1) - P_tifoliata 00668 mRNA 6.1
GFO0S0112 0 0 1 Hypothetical protein (1) - P_ifoliata_00668_ mRNA 4.1
GFO0SO0111 0 0 1 Hypotheical protein (1) - P_tifoliata_00668_ mRNA_3.1
GFO0S0110 0 0 1 Hypothetical protein (1) - P_trifoliata_00668_mRNA_2.1
GFO030109 0 0 1 Hypothetical protein (1) - P_trifoliata 00668 mRNA._1.1
GF0050108 0 0 1 Hypothetical protein (1) - P_ifoliata_00667_mRNA_8.1
GF0030107 0 0 1 Hypotheical protein (1) - P_tifoliata_00667_mRNA_7.1
GF0050106 0 0 1 Hypothetical protein (1) ﬁ?ff:.'.?s’i;’;‘fﬂ gag domain - P_trifoliata_00667 mRNA 6.1
GF0030105 0 0 1 Hypothetical protein (1) - P_ifoliata_0067_mRNA_2.1
GF0050104 0 0 1 Hypotheical protein (1) - P_tifoliata_00667_mRNA_1S.1
GF0050103 0 0 1 Hypothetical protein (1) :‘;ﬁ:\;ﬁ"d{‘:‘c:m '(';y" 000 ::;f;z‘l‘;'::;: (I)‘ ke d - P_trifoliata_00667 mRNA_I3.1
Grosoroz 0 0 1 ko oo 106 iy 1PROS11001 1) . " ol 00667 A 111
GFO0S0101 0 0 1 Hypothetical protein (1) - P_trifoliata_0067_mRNA_L1
aspartic-type endopeptidase activity  Retropepsins [IPROIS061] (1); Peptidase
Groson 0 o JE—— (60003150 ol frcton] 1 A2, o, i 1PRO01%5] " ol 00665 mRNA 0.1
biolagical_process] (1) [IPRO21109] (1)
GF0050099 0 0 1 Hypothetical protein (1) Viral movement protin [IPRO28919] (1) - P_trifoliata 00666 mRNA §.1
GF0050098 0 0 1 Hypothetical protein (1) - P_tifoliata_0066_mRNA_7.1
nuclei acid binding [GO:0003676
GF0050097 0 0 1 Hypothetical protein (1) molecular_function] (1): zinc fon binding Zine finger, CCHC-type [IPROOIS7S] (1) - P_tifoliata_0066_mRNA 4.1
[GO:0008270 molecular_funcion] (1)
GF0050096 0 0 1 Hypothetical protein (1) - P_ifoliata_00666_mRNA 3.1
GF0050095 0 0 1 Hypothetical protein (1) - P_tifoliata_0066_ mRNA_13.1
GFO050094 0 0 1 Hypothetical protein (1) .
GF0050093 0 0 1 Hypothetical protein (1) - P_tifoliata 00666 mRNA_11.1
GF0050092 0 0 1 Hypothetical protein (1) - P_ifoliata_0066_mRNA_10.1
GF0050091 0 0 1 Hypothetical protein (1) - P_tifoliata_00665_mRNA_S.1
. cine-rich repeat [IPRODIG11] (1);
GF0050090 0 0 1 da‘::)‘; :“I‘j‘;:;i;"(’ﬁ'“ (NBS-LRR ::;’I‘::]:‘r“‘x:i‘[;"a ?]0:’55 15 K:’;m:—nzh :;m \L‘lom::‘x:.?. dér(n;w B P._trifoliata_00665_mRNA_3.1
y £ like [IPRO32675] (1)
GF0050089 0 0 1 Hypothetical protein (1) - P_tifoliata_00665_mRNA_2.1
GFO0S0088 0 0 1 Hypothetical protein (1) - P_trifoliata_00665_mRNA_I1.1
GFOOS0087 0 0 1 Hypothetial protein (1) - P_trifoliata 00664 mRNA 9.1
GF0050086 0 0 1 Hypothetical protein (1) - P_tifoliata_00664 mRNA_7.1
GFO050085 0 0 1 Hypothetical protein (1) - P_tifoliata_00664_ mRNA_2.1
GFO050084 0 0 1 Hypothetical protein (1) - P_trifoliata_00664_ mRNA_I1.1
GFOO50083 0 0 1 Hypothetical protein (1) - P_trifoliata 00663 mRNA 7.1
Groosoo: 0 o | Remgon i s, Ty bt ofLTR v " ol 00665 mRNA 5.1
GFO0S0081 0 0 1 Hypothetical protein (1) - P_trifoliata_00663_mRNA_14.1
GFO030080 0 0 1 Hypothetical protein (1) - P_trifoliata 00663 mRNA._12.1
GF0050079 0 0 1 Hypothetical protein (1) - P_ifoliata_0063_ mRNA_10.1
GF0050078 0 0 1 Hypotheical protein (1) - P_tifoliata_0063_ mRNA_L1
GFO050077 0 0 1 Hypothetical protein (1) - P_trifoliata_0062_mRNA_6.1
GFOOS0076 0 0 1 Hypothetical protein (1) - P_trifoliata 00662 mRNA 3.1
Groosonns 0 0 | ottt potin (1 ik ction DUF2S3 P el 00662 mRNA 2.1
GFO050074 0 0 1 Hypothetical protein (1) - P_trifoliata_00661_mRNA_S.1
GFO0S0073 0 0 1 Hypothetical protein (1) - P_trifoliata 00661 mRNA_L1
GF0050072 0 0 1 Hypothetical protein (1) - P_ifoliata_0060_mRNA_6.1
: , e e e
ol o] (3 lisaig | DAT ke rsposs, s
GFO0S0070 0 0 1 Hypothetical protein (1) e o0 [IPRO25525] (1); Ribonuclease Helike - P_tifoliata 00660 mRNA_11.1
molecular_function] (1) domain [IPRO1Z337) (1)
GF0050069 0 0 ;g:‘;:;l'::;‘o"h‘;:;’;:;:‘:')""’"““’"“'e LOG family [IPRO31100] (1) B P._trifoliata_00660_mRNA_10.1
GF0050068 0 0 1 Hypotheical protein (1) - P_tifoliata_0060_mRNA_L1
GFO050067 0 0 1 Hypothetical protein (1) - P_trifoliata_00659_mRNA_0.1
GF0050066 1 Hypothetical protein (1) - P_trifoliata_00659_mRNA §.1
Groosons 0 o JE— el b COMNT Kb ik o . " ol 00655 mRNA 4.1
GFO050064 0 0 1 Hypothetical protein (1) - P_trifoliata_00658_mRNA_I1.1
GFO050063 0 0 1 Hypothetical protein (1) - P_trifoliata 00658 mRNA._L1
GF0050062 0 0 1 Hypothetical protein (1) - P_ifoliata_00657_mRNA_9.1
GFO050061 0 0 1 Hypothetical protcin (1) - P_tifoliata_00657_mRNA_8.1
GFO050060 0 0 1 Hypothetical protein (1) P_trifoliata_00657_mRNA_S.1
Lyrosine-protein kinase, active site
protein kinase activity [GO:0004672
molecular_function] (1): protein
GFO050059 0 0 1 Hypothetial protein (1) phosphorylation [GO:000646% - P_trifoliata 00657 mRNA 4.1
biological_process] (1): ATP binding  Protein kinase domain [IPR000T10] (1:
[GO:0005524 molecular_function] (1) Protein kinase-like domain [IPRO11009]
GF0050058 0 0 1 Hypothetical protein (1) - P_ifoliata_00657_mRNA_I5.1
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GF0030057 0 0 1 Hypothetial protein (1) - P_trifoliata 00657 mRNA_14.1
GF0030056 0 0 1 Hypothetical protein (1) - P_ifoliata_00657_mRNA_12.1
GF0050055 0 0 1 Hypotheical protein (1) - P_tifoliata_00657_mRNA_10.1
GFO050054 0 0 1 Hypothetical protein (1) - P_trifoliata_00656_mRNA_7.1
Aldofketo reductase/potassium channel
oxidoreductase activity [GO:0016491  subunit beta [IPRODI395] (1); Aldo/keto
. NADPH-dependent codeinone reductase- molecular_function] (1), oxidation-  reductase [IPR020471] (1); Aldo/keto
GF0030053 0 0 Vlike protein (1) reduction process [GO:0055 reductase, conserved site [IPROISIT0] P_tifolista_00656_mRNA_6.1
biolagical_process] (1) (1): NADP-dependent oxidoreductase
domain [IPRO23210] (1)
crosins2 0 0 [E——— Ko s dosin - P il 0065 mRNA 3.1
GFO0S0051 0 0 1 Hypothetical protein (1) - P_trifoliata_00655_mRNA_0.1
prenyltransferase activity (GO:0004659
. Homogentisate phytyltransferase 1, molecular_function] (1): integral UbiA prenyliransferase family . ol .
GF0050050 0 0 ! chloroplastic (1) component of membrane [GO:0016021  [IPRO00S37] (1) P_trifoliata_00655 mRNA 3.1
cellular_component] (1)
Cytokinin riboside S-monaphosphate . ;
GFO050049 0 0 ot (1) LOG family [IPRO31100] (1) - P_trifoliata_00655_mRNA_L1
GF0050048 0 0 1 Hypotheical protein (1) - P_tifoliata_00654_ mRNA_21.1
oxidoreductase activty, actng on NADH dehydrogensse, subuni C
NAD(P)H [GO:0016651 )
[IPRO10218] (1): NADH:ubiquinone
molecular_function] (1): NADH bl
GF0050047 0 0 I NADH (1) (ubic 30KDa subunit P_trifoliata 00654 mRNA 20.1
conserved site (IPRO20396] (1):
[GO:0008137 molecular_function) (1): -
o morecutar NADH:ubiquinone oxidoreductase,
[GO:0055114 biological_process] (1) 0K subunit [IPRO01268] (1)
GF0050046 0 0 1 Hypothetical protein (1) - P_ifoliata_00654_ mRNA_IS.1
GF0050045 0 0 1 Hypotheical protein (1) - P_tifoliata_00654_ mRNA_16.1
GFO050044 0 0 1 Hypothetical protein (1) .
GF0050043 0 0 1 Hypothetical protein (1) - P_trifoliata 00654 mRNA_13.1
GF0050042 0 0 1 Hypothetical protein (1) - P_tifoliata_00654_ mRNA_10.1
GF0050041 0 0 1 Hypotheical protein (1) - P_tifoliata_00653_ mRNA 8.1
GFO050040 0 0 1 Hypothetical protein (1) - P_trifoliata_00653_mRNA_7.1
GF0050039 0 0 1 Hypothetical protein (1) Ej‘;;;sé;’:’:‘:'"g protein-like T B P._trifoliata_00653_mRNA_6.1
Periplasmic binding protein-like |
GF0050038 0 0 1 Hypothetical protein (1) [IPRO28082] (1); Receptor, ligand - P_ifoliata_00653_mRNA 4.1
binding region [IPRO0IS2S] (1)
General transcription factor 2-related  nucleic acid binding [GO:0003676 Ribonucleasc Hlike domain
GF0050037 0 0 e ﬁ“g&; nmm‘:ﬂ o otoeutar mmimﬁ o [IPRO12337] (1); Domain of unknown - P_trifoliata_00653_mRNA 2.1
= function DUF4371 [IPRO25398] (1)
GF0030036 0 0 1 Hypothetical protein (1) - P_tifoliata 00653 mRNA_I1.1
GF0050035 0 0 1 Hypothetical protein (1) - P_ifoliata_00653_ mRNA_10.1
Probable transposase. Pita/En/Spm, plant
GF0050034 0 0 1 Hypothetical protein (1) {bRo0is] () - P_ifoliata_00652_mRNA 4.1
GF0050033 0 0 1 Hypothetical protein (1) - P_trifoliata 00651 mRNA 9.1
GF0050032 0 0 1 Hypothetical protein (1) Viral movement protein [IPR028919] (1) - P_ifoliata_00651_mRNA 4.1
GFO050031 0 0 1 Hypotheical protein (1) - P_tifoliata_00651_mRNA_3.1
protein binding [GO:0005515
molecalar_function] (1; cytaplasm Ll domain
[GO:0005737 cellular_component] (1); ;;‘;’;;;7 I;]C‘:I)““’N:;::(hg:"mm
. translation initiation factor activity . . ; 20110
GF0050030 0 0 1 Hypothetical protein (1) 007 et et 1, lix DNAbinding domain IPRO11991] - P_tifoliata 00651 mRNA._14.1
cukaryotic translation intiation factor 3 (1 Eukayotic ranslation iniition
A factor 3 subunit E [IPRO16650] (1)
cellular_component] (1)
Ubiquitin-conjugating enzyme/RWD-like
[IPROI6135] (1); Ubiquitin-conjugating
GF0050029 0 0 1 Ubiquitin-conjugating enzyme E2 (1) enzyme, active site [IPRO23313] (1) - P_tifoliata_00650_mRNA_2.1
Ubiquitin-conjugating enzyme E2
[IPRO00GOS] (1)
nucleotide-xcision repair [GO:0006289
biolagical_process] (1); core TFIIH
GF0050028 0 0 1 General transcription factor (1) complex [GO:0000439 TFIIH subunit Tb1/p62 [IPRO27079] (1) - P_trifoliata_00650 mRNA_15.2
cellular_component] (1; ranscription,
DNAtemplated [GO:0006351
biolagical_process] (1)
ibosome [GO:0005840
cellular_component] (1; ranslation
a Ribosomal protein S )
30050027 0 0 1 Hypothetical protein (1) 1GO:0006412 bioogial process] (1: i - P_trifoliata_00649_mRNA_0.1
structural constituent of ribosome
[GO:0003735 molecular_function] (1)
GFO050026 0 0 1 Hypothetical protein (1) - P_trifoliata_00649_mRNA_$.1
GFO050025 0 0 1 Hypothetical protein (1) - P_trifoliata_00649_mRNA 7.1
GF0050024 0 0 1 Hypothetical protein (1) - P_ifoliata_00649_mRNA_26.1
oxidation-reduction procass
[GO:0055114 biological process] (1:
GF0050023 0 0 1 NADH g it ) NADH e i kDo it o0 3681 1) P_tifoliata_00649_mRNA_24.1
molccular_function] (1)
GF0050022 0 0 1 Hypotheical protein (1) - P_tifoliata_00649_mRNA_22.1
GFO0S0021 0 0 1 Hypothetical protein (1) - P_trifoliata_00649_mRNA_2.1
enbranc (GO NADH:ubiquinone oxidoreductase,
"““'“:”"“‘ Lao: "":]E"IZ)? " subunit 1, conserved site [IPROI1S086]
GF0050020 0 0 1 Hypothetical protein (1) cellular_component] (1), oxidation- ) \A piycubiquinone oxidoreductase, - P_tifoliata 00649 mRNA_17.1
reduction process [GO:0055114
aeton e subunit 1/F420H2 oxidoreductase subunit
jological_process| T lioRo010081 (1)
GF0050019 0 0 1 Ribosomal protein LS (1) Eg’;;‘;’;’;‘;’]"("l‘)’“ L5 domain B P._trifoliata_00649_mRNA_16.1
GFO0S0018 0 0 1 Hypotheical protein (1) - P_tifoliata_00649_mRNA_14.1
GFO0S0017 0 0 1 Hypothetical protein (1) - P_trifoliata_00649_mRNA_13.1
GFO030016 0 0 1 Hypothetical protein (1) - P_trifoliata 00649 mRNA._12.1
GFO0S0015 0 0 1 Hypothetical protein (1) - P_tifoliata_00649_mRNA_I1.1
GF00S0014 0 0 1 Hypotheical protein (1) - P_tifoliata_00649_mRNA_10.1
- transforase activity, transferring acyl  Transferase [IPRO03450] (1)
GF0050013 0 0 1 Anthocyanin S-aromatic acylizansferase ot than amino-acyl groups  Chloramphenicol acetyliransferase-like - P_trifoliata_00648_mRNA 9.1
L] [GO:0016747 molecular_function] (1)~ domain [IPR023213] (1)
GFO0S0012 0 0 1 Hypotheical protein (1) - P_tifoliata_00648_mRNA_4.1
GFO0S0011 0 0 1 Hypothetical protein (1) - P_trifoliata_00648_mRNA_1S.1
GFO030010 0 0 1 Hypothetical protein (1) - P_trifoliata 00648 mRNA._14.1
GF0050009 0 0 1 Hypothetical protein (1) - P_tifoliata_00648_mRNA_I3.1
GF0050008 0 0 1 Hypotheical protein (1) - P_tifoliata_00648_ mRNA_10.1
GFO050007 0 0 1 Hypothetical protein (1) - P_trifoliata_00648_mRNA_L1
GF0030006 0 0 1 Hypothetical protein (1) Viral movement protein [IPRO28919] (1) - P_trifoliata 00647 mRNA 5.1
GF0050005 0 0 1 Hypothetical protein (1) - P_tifoliata_00647_mRNA_4.1
GF0050004 0 0 1 Hypotheical protein (1) - P_tifoliata_00647_mRNA_3.1
GF0050003 0 0 1 Hypothetical protein (1) - P_trifoliata_00647_mRNA_2.1
GFO050002 0 0 1 Hypothetical protein (1) - P_trifoliata 00647 mRNA_13.1
GF0050001 0 0 1 Hypothetical protein (1) - P_tifoliata_00647_mRNA_10.1
{ransforase activity,transferring hexosyl
groups [GO:0016758 »
GF0050000 0 0 1 Hypothetical protein (1) molecular_function] (1); metabolic ”]'”' 'g';‘:“m;“’“’ v l["l‘]:;.OOZZ . P._trifoliata_00646_mRNA 8.1
process [GO:0008152 glucosyltransferase
! Integrase, catalytc core (IPRO01S84]
GF0049999 0 0 1 Hypothetical protein (1) "‘:"““{'“’{‘g‘é‘_'&’é‘f ;&,‘;”NA (1); Ribonuclease H-like domain - P_tifoliata_00646_mRNA 4.1
it e 1 [IPRO12337) (1)
. Protein of unknown function DUF247,
GF0049998 0 0 1 Hypothetical protein (1) i obonrsa P_trifoliata 00646 mRNA 2.1
GF0049997 0 0 1 Hypothetical protein (1) - P_trifoliata_00646_mRNA_17.1
Cytokinin riboside S-monaphosphate )
GF0049996 0 0 ot (1) - P_trifoliata_00646_mRNA_1S.1
GF0049995 0 0 1 Hypotheical protein (1) - P_tifoliata_00646_mRNA_14.1
GF0049994 0 0 1 Hypothetical protein (1) - P_trifoliata_00646_mRNA_12.1
GF0049993 0 0 1 Hypothetical protein (1) - P_trifoliata 00646 mRNA _11.1
GF0049992 0 0 1 Hypothetical protein (1) - P_tifoliata_00646_mRNA_10.1
nucleic acid binding [GO:0003676  Ribonuclease H-lke domain
molecular_function] (1): RNADNA  [IPRO12337] (1); Histone deacetylase
- s
Gro049991 0 0  Hypothetieal protein (1) hybrid ribonuclease activity domain [IPRO23801] (1): Ribonuclease P_trifolista_00645_mRNA_5.1
[GO:0004523 molecular_function] (1) H domain [IPR002156] (1)
GF0049990 0 0 1 Hypotheical protein (1) - P_tifoliata_00645_mRNA_4.1
GF0049989 0 0 1 Hypothetical protein (1) - P_trifoliata_00645_mRNA_2.1
Glutathione Stransferase, C-terminal-
. tthione ransforas protein binding [GO:0005515 like [IPROI097] (1); Glutathione S- ol .
GFO049985 0 0 1 Glutathione transferase (1) e et 1 e o 1 P_trifoliata 00645 mRNA._I1.1
Thioredoxin-like fold [IPRO12336] (1)
GF0049987 0 0 1 Hypothetical protein (1) - P_trifoliata 00645 mRNA 11
GF0049986 0 0 1 Hypothetical protein (1) Dymeclin [IPRO19142] (1) - P_ifoliata_00644_ mRNA_9.1
GF0049985 0 0 1 Hypotheical protein (1) - P_tifoliata_00644_mRNA 8.1
GF0049984 0 0 1 Hypothetical protein (1) - P_trifoliata_00644_mRNA_20.1
GF0049983 0 0 1 Hypothetical protein (1) Viral movement protein [IPRO28919] (1) - P_trifoliata 00644 mRNA_19.1
GF0049952 0 0 1 Hypothetical protein (1) - P_ifoliata_00644_ mRNA_IS.1
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GFO049981 0 0 1 Hypothetical protein (1) B P_urifoliata 00644 mRNA_16.1
' P-loop containing nucleoside
GFO049980 0 0 1 Hypothetical protein (1) :3‘;"‘:;““}51233;304]3‘5“ triphosphate hydrolase [PRO27417] (1); - P_urifoliata_00644_ mRNA_14.1
ular_function] ( NB-ARC [IPR002182] (1)
y Serine/threonine-protein kinase, active
ATP binding [GO:0005524 site [IPROOS2711 (1;
olecular_function (1); protein
b iation 00006165 ine/threonine/dual specificiy protcin
GFO049979 0 0 1 Hypothetical protein (1) phosphory] s,y doman (IPRO02200) - P_rifoliata_00644_mRNA_1.1
biological process] (1); protein kinase
cin kinase domain [IPR00710]
activity [GO:0004672
molecdar, fonction] (1) \l) Protin il domain
ol [IPRO11009] (1)
GFO049978 0 0 1 Hypothetical protein (1) - P_sifoliata_00643_ mRNA_9.1
GFO049977 0 0 1 Hypothetical protein (1) - P_sifoliata_00643_ mRNA_6.1
GFO049976 0 0 1 Hypothetical protein (1) - P_urifoliata 00643 mRNA 4.1
G ical protein ransport Oligopept porter, - rifoliata mi
GFO049975 0 0 1 Hypothetical protein (1) ot procesa e o815 P_urifoliata_00643_ mRNA 3.1
GFO049974 0 0 1 Hypothetical protcin (1) - P_usifoliata_00643_ mRNA_L1
- protein binding [GO:0005515 Transposase, MuDR, plant [IPR004332] .
GFO0049973 0 0 1 Hypothetical protcin (1) e Tonetion] (1 O E e omin TERODIBIO 1y P_sifoliata_00641_mRNA_8.1
Bifunctional inhibitor/plant lipid transfer
GFO049972 0 0 1 Hypothetical protein (1) protein/seed storage helical domain - P_rifoliata_00641_mRNA_4.1
[IPRO16140] (1)
' Leucine-rich repeat domain, L domain-
GF0049971 0 0 1 Hypothetical protein (1) "m'ZI‘Z‘l’A‘;‘r“‘:::il'lfg :);)‘055‘5 like [IPR032675] (1); Leucine-rich repeat - P tifoliata 00641 mRNA 2.1
& [IPROOI611] (1)
GFO0049970 0 0 1 Hypothetical protein (1) - P_urifoliata_00641_mRNA_14.1
carbohydrate metabolic process Pectin lyase foldvirulence factor
[GO:0005975 biological_process] (1): ~ [IPRO11050] (1): Pectin Iyase fold
GFO049969 0 0 1 Hypothetical protein (1) polygalacturonase activi 0. [IPROI2334] (1); Glycoside hydrolase, P_ifoliata_00641_mRNA_10.1
molecular_function] (1) family 28 [IPRO00743] (1)
Leucine-rich repeat-containing N-
terminal, plant-type [IPRO13210] (1);
GF0049968 0 0 1 Hypothetical protein (1) protein binding [GO:0003515 Leueme rich repeat [IPROOI611] (1) - P_trifoliata_00641_mRNA_I.1
molecular_function] (1)
Leucine-rich repeat domain, L domain-
ke IPROSIGTS) (1)
GFO049967 0 0 1 Hypothetical protein (1) Viral movement protein [IPR028919] (1) - P_rifoliata_00640_mRNA_9.1
GFO049966 0 0 1 Hypothetical protein (1) - P_ifoliata_00640_mRNA 8.1
GFO049965 0 0 1 Hypothetical protcin (1) - P_sifoliata_00640_mRNA_7.1
GFO049964 0 0 1 Hypothetical protein (1) - P_urifoliata_00640_ mRNA 6.1
GFO049963 0 0 1 Hypothetical protein (1) Viral movement protein [IPR028919] (1) - P_rifoliata_00640_mRNA_5.1
GFO049962 0 0 1 Hypothetical protein (1) - P_ifoliata_00640_mRNA 3.1
GFO0049961 0 0 1 Hypothetical protein (1) - P_rifoliata_00640_mRNA 2.1
GFO049960 0 0 1 Hypothetical protein (1) - P_urifoliata_00640_ mRNA_18.1
GFO049959 0 0 1 Hypothetical protein (1) - P_rifoliata_00640_mRNA_16.1
GFO049958 0 0 1 Hypothetical protein (1) - P_ifoliata_00640_mRNA_15.1
GFO049957 0 0 1 Hypothetical protein (1) - P_sifoliata_00640_mRNA_14.1
GFO049956 0 0 1 Hypothetical protein (1) - P_urifoliata_00640_ mRNA_1.1
fatty-acyl-CoA reductase (alcohol- m"’;:]ye ‘:z;ﬁl:‘d:i‘;fhl‘:';?nuz50551
GFO049955 0 0 1 Faity acyl-CoA reductase 1 (1) forming) activity [GO:0080019 g > ¢ P_rifoliata_00639_mRNA_5.1
molecular_function] (1) [IPROI3120] (1); NAD(P)-binding
& domain [IPRO16040] (1)
. Protein-only RNase P, C-terminal
GFO049954 0 0 1 Antiporter!drug transporter (1) Ubrosrsosr iy - P_urifoliata_00639_mRNA 3.1
::Imi;‘i‘"&ﬁz&“fffzimm Cinase Serine-threoninglsrosine-protein kinase
| Putaive wall-associated receptor kinase-actvi " catalytic domain [IPROOIZ4S] (1);
GFO049953 0 0 (M s ol fancton] (1 protein Protein kinase domain [IPRO00TI0] (1); - P_rifoliata_00638_ mRNA_9.1
Phmhorsiation [GO0006465 mmn kinase-like domain [IPRO11009]
biological_process] (1)
protein dimerization activity
. [GO:0046983 molecular_function] (1);  Transcription factor, MADS-box
GFO049952 0 0 1 Hypothetical protein (1) DA bindimg [COr0005517 Ubroomoo) ) P_urifoliata_00638_ mRNA_6.1
molecular_function] (1)
| Putaive RNA-directed DNA polymerase scriptase domain .
GFO049951 0 0 ko samserpic () [lPRﬂﬂﬂ s - P_ifoliata_00637_mRNA_S.1
GFO049950 0 0 1 Hypothetical protein (1) - P_ifoliata_00637_mRNA 3.1
GFO049949 0 0 1 Hypothetical protein (1) - P_sifoliata_00637_mRNA_L1
GFO049948 0 0 1 Hypothetical protein (1) - P_urifoliata_00636_mRNA 8.1
GFO049947 0 0 1 Hypothetical protein (1) - P_rifoliata_00635_mRNA_6.1
Leucine-rich repeat domain, L domain-
3 .
GFO049946 0 0 1 Hypothetical protein (1) e LIPROS6TS1 (1) P_rifoliata_00635_mRNA_5.1
GFO049945 0 0 1 Hypothetical protein (1) - P_urifoliata_00635_mRNA 3.1
Hosphatidslinostol phosphorylt Inositol monophosphatase [IPR000760]
Groviooss 0 0 1 Inosil monophospatss (1 phoobatt el RPROSIAN (1 ol moopnaphae, el P il 00635 mRNA.13.1
3 iological_process| binding site [IPR020583] (1)
GFO0049943 0 0 1 Hypothetical protein (1) - P_urifoliata 00635 mRNA_11.1
proteolysis [GO00U0308
biological_process] (1); peptidase:
activity [GO:000823
'8:“"‘"“’ r‘-““‘"""‘“]"(‘ ’[L(“)‘“‘J‘;‘]‘ém;;s‘ ©f " GPlLanchor transamidase IIPROZSS(-I]
GFO049942 0 0 1 Hypothetical protein (1) o prots (1): Peptidase C13, legumai P_tifoliata_00635_mRNA_1.1
biological_process] (1): GPLanchor (1) S O
ransamidase activity [GO:0003923
molecular_function] (1); GPL-anchor
transamidase complex [GO:0042765
cellular. commcnent] (1)
oxidoreductase activity, acting on the
aldehyde or oxo group of donors, NAD ~ Aldehyde dehydrogenase, glutamic acid
s acceptor [GO:0016620  active site [IPR029510] (1); Aldehyde
ol funton] (1 metablc  ehydoena doan IPRDISSOD] (1
process [GO:000815 Aldehyde dehydrogenase, C-terminal .
GF0049941 0 0 1 Aldehyde dehydrogenase (1) biological_process] m oxidoreductase  [IPROI6163] (1); Aldehyde/histidinol P_trifoliata 00634 mRNA 1.1
activity [GO:0016491 dehydrogenase [IPROI6161] (1);
ol fnction] 1 cxidaton Aldeyde deogenas N-comia
reduction process [GO:0055114 domain [IPROI6162] (1)
biological process] (1)
GFO049940 0 0 1 Hypothetical protein (1) - P_ifoliata_00633_mRNA_7.1
GFO0049939 0 0 1 Hypothetical protein (1) - P_sifoliata_00633_ mRNA 4.1
magncsium ion binding [GO:0000287  Terpene synthase, metal-binding domain
molecular_function] (1: Iyase activity  [IPR00S630] (1); Terpene synthase, N-
., [GO:0016829 molecular_function] (1);  terminal domain [IPRO01906] (1);
GF0049938 0 0 |md°"a'°"d‘"e"° synthase isozyme €2 oone i erpenoit B P_trifoliata_00633_mRNA 3.1
molccular_function] (1): metabolic  prenyliransferase alpha-alpha toroid
process [GO:0008152 [IPRO08930] (1); Isoprenoid synthase
biological_process] (1) domain [IPRO0S949 (1)
magnesium ion binding [GO:0000287
molecular_function] (1) lyase activity  Terpene synthase, metal-binding domain
GFO049937 0 0 1 (-germacrene D synthase (1) [GO:0016829 molecular_function] (1): ~ [IPR00S630] (1): Isoprenoid synthase - P_ifoliata_00633_ mRNA 2.1
terpene synthase activity 0333 domain [IPRO0S949 (1)
molecular_function] (1)
GFO049936 0 0 1 Hypothetical protein (1) - P_ifoliata_00633 mRNA_15.1
GFO049935 0 0 1 Hypothetical protcin (1) - P_usifoliata_00633_ mRNA_14.1
GFO049934 0 0 1 Hypothetical protein (1) - P_urifoliata 00633 mRNA_12.1
Nucleatide-binding alpha-beta plait
GFO049933 0 0 1 Hypothetical protein (1) nueleotide binding [GO:0000166 A P_rifoliata_00633_mRNA_10.1
3 moleeular_function] (1) nonsense-mediated decay, - 00633 mRNAID-
[IPRO0S120] (1)
GFO049932 0 0 1 Hypothetical protein (1) LOG family [IPRO31100] (1) - P_rifoliata_00633_mRNA_11
GFO049931 0 0 1 Hypothetical protin (1) - P_ifoliata_00632_mRNA_L1
GFO049930 0 0 1 Hypothetical protcin (1) - P_ifoliata_00631_mRNA_9.1
. Leucine-rich repeat domain, L domain-
GF0049929 0 0 (Pl““““v‘ disease resistance protein RGA3 I':z:::h’;“{‘";_ﬂgﬁm?“ like [IPR032675] (1): NB-ARC B P._trifoliata_00631_mRNA_4.1
2 [IPRO02182] (1)
GFO049928 0 0 1 Hypothetical protcin (1) - P_sifoliata_00631_mRNA_14.1
everse transeriptase zinc-binding .
GFO0049927 0 0 1 Hypothetical protcin (1) Somam {oRO20060] (1) - P_rifoliata_00630_mRNA 3.1
GFO0049926 0 0 1 Hypotherical protein (1) - P_ifoliata_00630_mRNA_L1
protein binding [GO:0005515 Tetratricopeptide-like helical domain
s
GFRO0049925 0 0 1 Hypotherical protein (1) Reteclar, st (1 nmmss " P_ifoliata_00629_mRNA_15.1
integral component of membrane TPase, cytoplasnuc domain N
[GO:0016021 cellular_component] (1); [|PRI\232‘N 1(1); P
N . mealion binding [GO:0046872 e o o IPRO23295] (1): .
GFO049924 0 0 1 Plasma membrane ATPase (1) otecular. fuaction] (1 mucleotide  Poype ATPase [IFRODITS7] (1y; HAD- P_rifoliata_00628 mRNA_3.1
binding [GO:0000166 like domain [IPR023214] (1); P-type
molecular_function] (1) ATPase, A domain [IPR00S250] (1)
GFO049923 0 0 1 Hypothetical protein (1) - P_ifoliata_00628 mRNA 2.1
GFO0049922 0 0 1 Hypothetical protein (1) - P_usifoliata_00628 mRNA_L1
transferase activity, transferring hexosyl
groups [GO:0016758
GF0049921 0 0 1 UDP-glycosyltransferase 76F1 (1) molecular_function] (1); metabolic L;D!:flﬁc:.‘:r‘z?{‘f’nﬁ;bozzxz] o P_tifoliata 00627 mRNA 9.1
process [GO:0008152 glucosyltr: se
biological process] (1)
GF0049920 0 0 1 Hypothetical protein (1) - P_urifoliata_00627_ mRNA 7.1
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oxidoreductase activity, acting on paired
donors, with incorporation or reduction
of molecular oxygen [GO:0016705
molecular_function] (1); oxidation-
GFO049919 0 0 1 Hypothetical protein (1) reduction process [GO:0055114 Cylochrome P450 [IPROOTI28] (1) - - P_ifoliata_00627_mRNA 4.1
biological_process] (1); heme binding
[GO:0020037 molecular_function] (1);
iron ion binding [GO:0005506
molecular_function] (1)
GF0049918 0 0 1 Hypothetical protein (1) - - P_trifoliata 00627 mRNA 2.1
GFO049917 0 0 1 Hypothetical protein (1) - - P_rifoliata_00627_mRNA_11
Putative discase resistance protein RGA® Leucine-rich repeat domain, L domain-
GFO049916 0 0 " e LPROS6TS1 (1) - P_rifoliata_00626_mRNA_5.1
GF0049915 0 0 1 Hypothetical protein (1) - - P_trifoliata 00626 mRNA 4.1
. inesterase inhibitor enzyme inhibitor 1cnvuylGO 0004857 Pectinesterase inhibitor domain . . folats .
GF0049914 0 0 1 Pectinesterase inhibitor (1) oot fonction] (1 [bR006501) (1) P_trifoliata 00626 mRNA 3.1
GFO049913 0 0 1 Hypothetical protcin (1) - - P_usifoliata_00625_mRNA_8.1
GF0049912 0 0 1 Hypothetical protein (1) - - P_trifoliata 00625 mRNA 6.1
GFO049911 0 0 1 Hypothetical protein (1) - - P_rifoliata_00625_mRNA_4.1
GFO049910 0 0 1 Hypothetical protein (1) - - P_sifoliata_00625_mRNA_3.1
GFO0049909 0 0 1 Hypothetical protcin (1) - - P_usifoliata_00625_mRNA_2.1
GF0049908 0 0 1 Hypothetical protein (1) - - P_trifoliata 00625 mRNA_15.1
. Ribosomal protein L18e/LISP
GF0049907 0 0 1 Hypothetical protein (1) “PRM” EHi - P_trifoliata 00625 mRNA_12.1
posasc-associated domain
GFO049906 0 0 1 Hypothetical protein (1) "ng 010 - - P_ifoliata_00625_mRNA_11.1
GFO049905 0 0 1 Hypothetical protein (1) - - P_rifoliata_00624 mRNA_9.1
' Wall-associated receptor kinase,
GF0049904 0 0 1 Hypothetical protein (1) z"';’mﬁ“z“’: :’"ﬁ‘;’%‘[so‘mm“ galacturonan-binding domain - - P_trifoliata_00624 mRNA 8.1
rolecular_functio [IPRO25287] (1)
ssmodi bindig (GO0005516
ol funton] (1 spane o - CALMODULIN-BINDING PROTEINGD
3 . - - .
GFO0490; 0 0 1 Calmodulin binding proein putative (1) 18 H0H T L e sl (IPRO12416] (1) P_rifoliata_00624 mRNA_7.1
GFO049902 0 0 1 Hypothetical protein (1) - - P_ifoliata_00624 mRNA_15.1
metabolic process [GO:0008152 Isoprenoid synthase domain [IPR00S949]
biological_process] (1);lyase activity  (1); Terpenc synthase, metal-binding
600016829 moecuar function 1y domain [IPRO0SE30] (1) Tepene
GFO049901 0 0 1 Sesquiterpene synthase (1) terpene synthase activity [GO:0010333 - P_sifoliata_00624 mRNA_14.1
molecular_function] (1); magnesium ion T erpen
binding [GO:0000287 eyelases/protein ,.unynms(m;c alpha-
molecular_function] (1) alpha toroid [IPRO0S930] (1)
i nucleic acid binding [GO:0003676  Ribonuclease H-like domain .
GFO049900 0 0 1 Hypothetical protein (1) e Tumeion, (1 UbRoras () - - P_usifoliata_00623_ mRNA_7.1
GFO049899 0 0 1 Hypothetical protein (1) - - P_ifoliata_00623_mRNA_6.1
GFO049898 0 0 1 Hypothetical protein (1) - - oliata_00623_mRNA 5.1
Leucine-ich repeat domain, L domain-
GFO049897 0 0 1 Hypothetical protcin (1) frotisisetias - P_usifoliata_00623_ mRNA_4.1
heme binding [GO:0020037
molecular_function] (1: iron fon binding
xmedue iy g on ot CYaEiome ST, consred s
GF0049896 0 0 1 Flavonoid 3-monooxygenase (1) donors, with incorporation or reduction <0 7972] (1; Cytochrome P450, E- - - P_trifoliata 00623 mRNA 211
of molecular oxygen [GO:0016705 class, group [ [IPRO02401] (1);
aleeutar fi my.ﬁnj {1y oidation- Cytochrome P450 [IPROO1128] (1)
reduction process [GO:0055114
biological_process] (1)
iron ion binding [GO:0005506
molecular_function] (1: heme binding
[GO:0020037 molecular_function] (1);
oxidation-reduction process
GFRO049895 0 0 1 Hypothetical protein (1) [GO:0055114 biological process] (1);  Cytochrome P450 [IPROOI128] (1) - - P_trifoliata 00623 mRNA 20.1
oxidoreductase activity, acting on paircy
donors, with incorporation or reduction
of molccular oxygen [GO:0016705
molecular_function] (1)
oxidoreductase activity, acting on paired
donors, with incorporation or reduction
S RGOS ™ e i a2
GFRO049894 0 0 1 Gtochrome 450 family 706, SUBFAMIY o g,ciion pracess [GO:0055114 Cytochrome P450, E-class, growpl - P_trifoliata 00623 mRNA_I8.1
A polypeptide 6, putative (1) [IPRO02401] (1); Cytochrome P450,
biological_process] (1): heme binding o oryoq sie [1PRO17972] (1)
[GO:0020037 molecular_function] (1);
iron ion binding [GO:0005506
molecular_function] (1)
oxidation-reduction process
[GO:0055114 biologieal_process] (1):
oxidoreductase activity, acting on paired
donors, with incorporation or reduction
GFRO049893 0 0 1 Cytochrome P450 family protein (1) of molecular oxygen [GO:0016705  Cytochrome P450 [IPROOII28] (1) - - P_trifoliata 00623 mRNA_I7.1
molecular_function] (1): iron ion binding
[GO:0005506 molecular_function] (1);
heme binding [GO:0020037
molecular_function] (1)
GFO049892 0 0 1 Hypothetical protein (1) - - P_ifoliata_00623 mRNA_13.1
oxidation-reduction process
[GO:0055114 biological_process] (1);
oxidoreductase actvity, acting on paired (-
donors,with incorporation or reduction <yocirom P4% [PROVTI2S (1):
GF0049891 0 0 1 Cytochrome P450 (1) of molecular oxygen [GO:0016705 Cyt g - group - - P_trifoliata_00622 mRNA_I5.1
molecular._function] (1); heme binding LT R02401] (1); Cytochrome P450,
[GO:0020037 molecular funcron] (1), “"*¢rd sie [IPROI79721 (1)
iron fon binding [GO:0005506
molecular_function] (1)
Gag-polypeptide of LTR copia-type .
GFO049890 0 0 1 Hypothetical protein (1) Uraomosmm () P_ifoliata_00622_mRNA_12.1
GFO049889 0 0 1 Hypothetical protein (1) - - P_rifoliata_00622_mRNA_11.1
UBX domain [IPRO01012] (1);
GF0049888 0 0 1 Hypothetical protein (1) z’:l‘:l:;‘r"‘}:""i![lsz‘?ﬁossw Ubiquitin-related domain [IPR029071] - - P_trifoliata_00622 mRNA_I.1
Bile acid:sodium symporterarsenical
membrane [GO:0016020 resistance protein Acr3 [IPR002657) .
GFO049887 0 0 1 Hypothetical protein (1) il component) () ) Hopenein N synthase tke P_rifoliata_00620 mRNA_6.1
[IPRO27443] (1)
GFO049886 0 0 1 Hypothetical protein (1) - - P_rifoliata_00620 mRNA 2.1
GFO049885 0 0 1 Hypothetical protein (1) - - P_ifoliata_00620_ mRNA_10.1
GRO049884 0 0 1 Hypothetical protein (1) - - P_ifoliata_00620_ mRNA_L1
DNA binding [GO:0003677
molecular_function] (1); transcription
factor activiy, sequence-specific DNA
GF0049883 0 0 1 Hypothetical protein (1) binding [GO:0003700 ‘:ﬂ;"}:’;"i"i:‘l’;"l“‘":‘éé‘;':f;fJ’ 17|7)] M - P_trifoliata_00619 mRNA 9.1
molecular_function] (1; regulation of tor
transeription, DNA-templated
[GO:0006355 biological_process] (1)
GFO049882 0 0 1 Hypothetical protein (1) - - P_ifoliata_00619_mRNA_19.1
protein Protein [IPRO00TI] (1):
[GO:0004674 molecular_function] (1), Protein kinase-like domain [IPRO11009]
protein kinase activity [GO:0004672  (1); S-locus receplor kinase, C-{erminal
GF0049881 0 0 1 Hypothetical protein (1) molecular_function] (1); protein [IPRO21820] (1); Serine- - - P_trifoliata 00619 mRNA_I5.1
phosphorylation [GO:0006468 threonine/tyrosine-protein kinase
biological process] (1); ATP binding  catalytic domain [IPR001245] (1); Bulb-
[GO:0005524 molccular_function] (1) type lectin domain [IPRO01480] (1)
GFO049880 0 0 1 Hypothetical protein (1) - - P_ifoliata_00619_mRNA_12.1
Glutathione S-iransferase, N-terminal
. § ; [IPRO04045] (1); Glutathione -
" 7, putative - protein b i transferase, C-terminal-J - - * trifoliata_00618_mRNA
GR0049879 N B |((‘;Iu\alh|unc5lra oo, v petinb m;mg‘[(‘(;?;’miili P e 0109871 P wifoline 00618 mRNA 9.1
) mlecular_fimction] (1) (1): Thioredoxin-like fold [IPRO12336]
0
Glutathione S-transferase, C-terminal-
like [IPRO10987] (1); Glutathione S-
GFO049878 0 0 1 Tau class glutathione S-transferase (1) Pro\¢in binding [GO:0005515 transferase, N-terminal [IPR00404S] (1); _ - P._tifoliata_00618_mRNA_6.1
molecular_function] (1) Glutathione S-iransferase, C-terminal
[IPRO04046] (1); Thioredoxin-like fold
[IPRO12336] (1)
Thioredoxin-like fold [IPROI2336] (1);
Glutathione S-iransferase, C-terminal
. § protein binding [GO:0005515 [IPRO04046] (1); Glutathione S- §
GFO049877 0 0 1 T las gutatbione Sesansfease (1) P 0en N BT (ranstorase, Cesminallke [IPRO10987] * - P_uifoliata_00618_ mRNA_5.1
(1): Glutathione S-transferase, N-
terminal [IPR004045] m
aspartic-type endopeptidase activity  Aspartic peptidase Al f
. el rotein [GO:0004190 molecular_function] (1);  [IPRO01461] (1); I’epﬂdase Tamily A1 . folats .
GRO049876 0 0 1 Hypothetical protein (1) roeolyas (CO0006508 Gomatn IR0 121 (1, Aaperci P_trifoliata 00618 mRNA 3.1
biological_process] (1) peptidase domain [IPRO21109] (1)
GF0049875 0 0 1 Hypothetical protein (1) - - P_trifoliata 00618 mRNA_I7.1
GFO049874 0 0 1 Hypothetical protein (1) - - P_ifoliata_00618_mRNA_16.1
GFO049873 0 0 1 Hypothetical protein (1) - - P_ifoliata_00618 mRNA_L.1
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metallocarboxypeptidase
G004t e fnsio] (1
GF0049872 0 0 1 Hypothetical protein (1) zinc fon binding [GO:0008270 Peptidase M1, carboxypeptidase A P_tifoliata 00617 mRNA 7.1
[IPRO00S34] (1)
molccular_function] (1): proteolysis
[GO:0006508 biological_process] (1)
" DNA-binding pseudobarrel domain .
GFO049871 0 0 1 Hypothetical protein (1) Tororssoor iy - P_trifoliata_00617_mRNA_S.1
Mitochondrial chaperone BCS!/plant
mitochondrial respiatory chain complex
GFO049870 0 0 1 Hypothetical protein (1) 11l assembly [GO:0034351 AAA ATPases [IPR027243] (1); AAA- P._trifoliata_00617_mRNA_I.1
Dottt e 1y type ATPase, N-terminal domain
[IPRO25753] (1)
GF0049869 0 0 1 Hypotheical protein (1) - P_tifoliata_00616_ mRNA_S.1
GFO049868 0 0 1 Hypothetical protein (1) - P_trifoliata_00616_mRNA_2.1
GF0049867 0 0 1 Hypothetical protein (1) - P_tifoliata 00616 mRNA._10.1
GF0049866 0 0 1 Hypothetical protein (1) - P_ifoliata_00616_mRNA_L1
GF0049865 0 0 1 Hypotheical protein (1) - P_tifoliata_00615_mRNA_0.1
Retrotransposon gag domain .
GF0049864 0 0 1 Hypotheical protein (1) Urrooircn P_tifoliata_00615_mRNA_2.1
GF0049863 0 0 1 Hypothetical protein (1) - P_ifoliata_00615_mRNA_IS.1
GF0049862 0 0 1 Hypothetical protein (1) kj"“‘"“’ aspartyl protease [IPRO13242] _ P_trifoliata_00615 mRNA_15.1
oxidation-reduction procass
[GO:0055114 biological_process] (1:
:::ﬁzﬂt;’f::ﬁ:‘;K,:::?gr::“z:::d Cytochrome P450, conserved site
GF0049861 0 0 1 Cytochrome P450 82A4 (1) of molecular oxygen [GO:0016705 [IPROI7972] (1); Cytochrome P450, E- P._tifoliata_00615_mRNA_I1.1
molecular.function] (1); heme binding <5 £70UP 1 [IPRO02401] (1)
ol i Cytochrome P450 [IPRO0T128] (1)
[GO:0020037 molecular_function) (1):
iron ion binding [GO:0005506
molccular_function] (1)
GF0049860 0 0 1 Hypothetical protein (1) - P_tifoliata 00615 mRNA._10.1
GF0049859 0 0 1 Hypothetical protein (1) - P_tifoliata_00614_ mRNA_9.1
Leucine-tich repeat domain, L domain-
GF0049858 0 0 1 Disease resistance RPMI-like protein (1) [ttty P_tifoliata_00614_ mRNA 3.1
HIACA ribonucleoprotein complex.
y subunit Nhp2. cukaryote [IPR002415]
Groosss? 0 o | HACA doomlopoeincomples (030 O, o g () ol proin P il 00614 A 261
T ubunit 2- i) [‘ZO“ 0002‘72;"”" :]mm' functon] U;’ L7Ac/L30c/S12¢/Gadd4s [IPRO04038] ol
" - (1): 508 ribosomal protein L30c-lke
[1PR029064] (1)
GF0049856 0 0 1 Hypothetical protein (1) - P_ifoliata_00614_ mRNA_17.1
GF0049855 0 0 1 Hypotheical protein (1) - P_tifoliata_00614_ mRNA_I3.1
celulose biosyntheti process
[GO:0030244 biological_procss] (1):
cellulose synthase (UDP-forming)
GFO049854 0 0 1 Hypothetical protein (1) o erg Cellulose synthase [IPROOSIS0] (1) - P_tifoliata_00614_mRNA_I1.1
molecular.function] (1); membrane
[GO:0016020 cellular_component] (1)
membrane [GO:0016020
cellulr_component] (1: ccllulose.
~ Nucleotide-diphospho-sugar transferases
Groosssss 0 0 | oo e CSLG, oy e (DR sty i) 1, oo s - " ol 0614 A 101
d tecular_functi > [IPRO0S150] (1)
cellulose biosynhetic process
[GO:0030244 biological_process] (1)
. Reverse transeriptase zinc-binding
GF0049852 0 0 1 Hypothetical protein (1) e ot (1) P_trifoliata 00614 mRNA_11
otin dimeization activi Myc-type, basic helix-loop-helix (BHLH)
GF0049851 0 0 1 Transeription factor bHLH3S (1) v domain [IPROT1598] (1): Isoprenoid - P_tifoliata_00613_ mRNA_4.1
1GO:0046983 molecular_funciion] (1) EEE L Lo 1y
GF0049850 0 0 1 Hypotheical protein (1) - P_tifoliata_00613_ mRNA_3.1
GFO049849 0 0 1 Hypothetical protein (1) - P_trifoliata_00613_mRNA_21.1
o metal fon binding [GO:0046872 . .
GFO049848 0 0 1 Hypothetical protein (1) e e Zin finger, C2H2 [IPROOTOST) (1) - P_trifoliata_00613_mRNA_20.1
terpene synthase activity [GO:0010333
molecular.function] (1);lyase activity  Isoprenoid synthase domain [IPR00S949]
GF0049847 0 0 1 Hypotheical protein (1) [GO-0016529 molecur funcion] (. (1) Terpene synthase, mtabbinding - P_tifoliata_00613_mRNA_2.1
magnesium ion binding [GO:0000287  domain [IPRO0SG630] (1)
molecular_function] (1)
GF0049846 0 0 1 Hypotheical protein (1) - P_tifoliata_00612_mRNA_21.1
GFO049845 0 0 1 Hypothetical protein (1) - P_trifoliata_00612_mRNA_20.1
GF0049844 0 0 1 Hypothetical protein (1) - P_trifoliata 00612 mRNA_19.1
GF0049843 0 0 1 Hypothetical protein (1) - P_ifoliata_00612_mRNA_IS.1
GF0049842 0 0 1 Hypotheical protein (1) - P_tifoliata_00612_mRNA_16.1
zinc fon binding [GO:0008270
molecular_function] (1), nucleic acid e .
GFO049841 0 0 1 Hypothetical protein (1) e orbo0sere Zinc finger, CCHCype [IPRODISTS] (1) - P_trifoliata_00612_mRNA_I3.1
molecular.function] (1)
GFO049840 0 0 1 Hypothetical protein (1) - P_trifoliata_00612_mRNA_I1.1
GF0049839 0 0 1 Hypothetical protein (1) - P_trifoliata 00612 mRNA L1
microtubule [GO:0005874
cellular_component] (1): sructural  Beta tubulin [IPR002453] (1): Glyoxal
it ohoyoslloon 00520 oxfims Moo rABSSHOL
GF0049838 0 0 1 Hypotheical protein (1) molccular_function] (1): GTP binding  Tubulin [IPR000217) (1); Tubulin FtsZ, - P_tifoliata_00611_mRNA_9.1
[GO:0005525 molecular function] (1);  C-terminal [IPRO0S280] (1); Tubulin, C-
microtubule-based process (GO:0007017 terminal [IPRO23123] (1)
biological_process] (1)
GFO049837 0 0 1 Hypothetical protein (1) - P_trifoliata_00611_mRNA_3.1
GF0049836 0 0 1 Hypothetical protein (1) - P_trifoliata 00611 mRNA 2.1
biosynthetic process [GO:0009058  Strictosidine synthase [IPRO04141] (1);
biological_process] (1); strctosidine  Strictosidine synthase, conserved region
3 amily - ’
GF0049835 0 0 1 Stictosidine synthase failyproein (1) 0 P08 PEoRsl (O SCes s A rmton P_ifoliata_00611_mRNA_I3.1
molecular_function] (1) propeller, TolB-lke [IPROT1042] (1)
. Endonuclease/exonuclease/phosphatase
GF0049834 0 0 1 Hypothetical protein (1) [rmoostamsiy P_tifoliata 00610 mRNA 2.1
GF0049833 0 0 1 Hypothetical protein (1) - P_trifoliata_00609_mRNA_$.1
GF0049832 0 0 1 Hypothetical protein (1) - P_trifoliata 00609 mRNA._13.1
. Leucine-rich repeat domain, L domain-
GFO049831 0 0 1 Hypothetical protein (1) [t P_trifoliata 00609 mRNA._12.1
i} Leucine-rich repeat [IPRO01611] (1);
GF0049830 0 0 1 LRR receptor-lke kinase (1) ::;’I‘::]:‘r“‘x:i‘[;"a ?;’:’55‘5 Leucine-rich repeat domain, L domain- - P_uifoliata 00609 mRNA_11.1
& like [PRO32675] (1)
GF0049829 0 0 1 Hypotheical protein (1) - P_tifoliata_00609_mRNA_10.1
GFO049828 0 0 1 Hypothetical protein (1) - P_trifoliata_00609_mRNA_L1
GF0049827 0 0 1 Hypothetical protein (1) - P_tifoliata 00608 mRNA 7.1
GF0049826 0 0 1 Hypothetical protein (1) - P_ifoliata_00608_mRNA_I5.1
Leucine-tich repeat domain, L domain-
GF0049825 0 0 1 Hypothetical protein (1) [ttty P_ifoliata_00608_mRNA_I3.1
GF0049824 0 0 1 Hypothetical protein (1) - P_tifoliata 00608 mRNA_11.1
GF0049823 0 0 1 Hypothetical protein (1) - P_ifoliata_00608_mRNA_10.1
’““ “j:‘:’"?’fs’%f‘gfzm‘ Isoprenoid synthase domain [IPRO0S949]
symhas: activity [GOX némJJJ ; Terpene synthase, N-terminal
e oot {1y i on._omain [IPRODIOG] (1; Tepene
GFO049822 0 0 1 Limonene synthase (1) e o000ty synthase, metal-binding domain - P_trifoliata_00607_mRNA_0.1
'8 [GO [IPR005630] (1); Terpenoid
molecular_function] (1); metabolic oy 1oqeq protein pronylransferase alpha-
:,’:f:igf‘;ﬁffi j 5(2” alpha toroid [IPRO0S930] (1)
GF0049821 0 0 1 Hypothetical protein (1) - P_ifoliata_00607_mRNA_7.1
GF0049820 0 0 | C2 domain-containing protein / GRAM _ protein binding [GO:000515 €2 domain [IPR00000S] (1) - P_trifoliata_00607_mRNA 6.1
domain-containing protein isoform 4 (1) - molecular_function] (1)
GFO049819 0 0 1 Hypothetical protein (1) - P_trifoliata 00607 mRNA 4.1
polyamine biosyntheic process PLP-binding barrel [IPR029066] (1)
[GO:0006596 biological_process] (1):  Ornithine decarboxylase [IPR002433]
GF0049818 0 0 1 Hypothetical protein (1) e ot 1o a0t O OAD A ey s - P_ifoliata_00607_mRNA_2.1
molecular_function] (1) terminal [IPR022644] (1)
GFO049817 0 0 1 Hypothetical protein (1) protein binding [GO:0005515 Kelch-type beta propeller [IPRO15915) P_tifoliata 00607 mRNA._13.1
molecular_function] (1) )
GFO049816 0 0 1 Hypothetical protein (1) - P_trifoliata_00607_mRNA_L1
GFO049815 0 0 1 Hypothetical protein (1) - P_trifoliata_00606_mRNA 9.1
Chromo domain-like [IPRO16197] (1):
GFO049814 0 0 1 Hypothetical protein (1) Chromo domain [IPRO23750] (1); LOG - P_trifoliata_00606_mRNA 2.1
family [IPRO31100] (1)
GFO049813 0 0 1 Hypothetical protein (1) - P_trifoliata 00606 mRNA._14.1
GF0049812 0 0 1 Hypothetical protein (1) - P_ifoliata_00606_mRNA_L1
structural constituent of ribosome
[GO:0003735 molecular_function) (1:
ranslation [GO:0006412 Ribosomal protein 14, conserved site
GFO049811 0 0 1 Mitochondrial ribosomal protein S14 (1) biological_process] (1); intracellular  (IPROIS271] (1); Ribosomal protein S14 - P_trifoliata_00605_mRNA_21.1
[GO:0005622 cellular_component] (1); ~ [IPRO01209] (1)
ibosome [GO:0005840
cellular_component] (1)
. SANT/Myb domain [IPR001005] (1):
GF0049810 0 0 1 Hypothetical protein (1) ﬁ:l'; :;::‘“}\‘:J;‘;ﬂm:m Homeodomain-like [IPR0090ST] (1) - P_trifoliata_00605_mRNA_16.1
& Myb-like domain [IPROI7877] (1)
GF0049800 0 0 1 Hypothetical protein (1) - P_trifoliata_00605_mRNA_I1.1
GF0049808 0 0 1 Hypothetical protein (1) m“*”"““' MuDR, plant [IPR004332] P._trifoliata_00604_mRNA_20.1
GF0049807 0 0 1 Hypotheical protein (1) - P_tifoliata_00604_ mRNA_2.1
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GF0049806 0 0 1 Hypothetial protein (1) - P_trifoliata 00604 mRNA_15.1
eysteine-type peptidase activity
| Putaive pepidase C48 domain family —(GO:0008234 molecular_functon] (1 Ulpl protease family, C-terminal
GF0049805 0 0 ! protein (1) proteolysis [GO:0006508 catalytic domain [IPRO03653] (1) P_trifoliata 00604 mRNA_16.1
biological_process] (1)
Bifnctional niiorpln i st
GF0049804 0 0 1 Lipid transfer protein (1) proteinisced storage helial don - P_trifoliata 00604 mRNA_12.1
[IPROI6140] (1)
GF0049803 0 0 1 Hypothetical protein (1) - P_trifoliata 00603 mRNA 3.1
GF0049802 0 0 1 Hypothetical protein (1) - P_ifoliata_00603_mRNA_IS.1
GF0049801 0 0 1 Hypotheical protein (1) - P_tifoliata_00603_mRNA_16.1
Pumilio homology domain [IPRO33133]
pumilio-family RNA-binding binding [GO:0005458 (1); Armadillo-type fold [IPRO16024]
GF0049800 0 0 1 m“ m"mmn (y” o molecular_function] (1): RNA binding ~ (1); Armadillo-like helical [IPROI1989] - P_trifoliata_00602_ mRNA 6.1
peatp! [G0:0003723 molecular_function] (1)~ (1); Pumilio RNA-binding repeat
[IPRODI313] (1)
GFO049799 0 0 1 Hypothetical protein (1) - P_trifoliata_00602_mRNA_20.1
GFO049798 0 0 1 Hypothetical protein (1) - P_tifoliata 00601 mRNA §.1
GF0049797 0 0 1 Hypothetical protein (1) - P_ifoliata_00601_mRNA_6.1
GF0049796 0 0 1 Hypothetical protein (1) ;’:’:“‘[';:;ws";’l"( f‘)‘““"’“ DUF247, P_trifoliata_00601_mRNA 5.1
ATP binding [GO:0005524 Protein kinase domain [IPR000719] (1):
molecular_function] (1): protein Protcin kinase-like domain [IPRO11009]
. rinelthreonine orotein kinas phosphorylation [GO:0006465 1); Protein kinase, ATP bindingsite ol .
GF0049795 0 0 1 Serinethreonine-protein kinase fray2 (1) o1 uical process] (1): protein kinase  [IPRO17441] (1): Serine/threoninc/dual P_trifoliata_00601 mRNA 4.1
activity [GO:0004672 specificty protein kinase, catalytic
molecular_function] (1) domain [IPR002290] (1)
GF0049794 0 0 1 Hypothetical protein (1) - P_ifoliata_00601_mRNA_16.1
GF0049793 0 0 1 Hypotheical protein (1) - P_tifoliata_00601_mRNA_14.1
membrane [GO:0016020
cellular_component] (1: cellulose
; ke synthase (UDP-forming) activity
GFO049792 0 0 1 Cellose synthasceike protein E6 (1) OGS CED I Y Clllosesythase (IPROOSISO) (1) - P_tifoliata_00601_mRNA_I3.1
celulose biosyntheti process
[GO:0030244 biological_process] (1)
GFO049791 0 0 1 Hypothetical protein (1) - P_tifoliata 00601 mRNA_12.1
GF0049790 0 0 1 Hypothetical protein (1) - P_ifoliata_00600_mRNA_8.1
GF0049789 0 0 1 Hypotheical protein (1) - P_tifoliata_00600_mRNA_4.1
GFO049788 0 0 1 Hypothetical protein (1) - P_trifoliata_00600_mRNA_3.1
Cytokinin riboside Smonophosphate
y phosphoribohydrolase LOG [IPR005269]
GFO049787 0 0 1 Hypothetical protein (1) e oy 13 (1); UBX domain [IPROOI0I2] (1, - P_tifoliata 00600 mRNA._12.1
= Ubiquitin-relatcd domain [IPR029071]
(15 LOG family [IPRO31100] (1)
. Knottn, scorpion toxin-like [IPR003614]
GF0049786 0 0 1 Defensin (1) :“;I’:*‘C:"‘::‘;:si](’g‘uum'm (1); Gamma Purothionin [IPRO0S177] - P_tifoliata_00600_mRNA_10.1
ey (1); Gamma-thionin [IPROO176] (1)
GFO049785 0 0 1 Hypothetical protein (1) - P_trifoliata_00599_mRNA_0.1
GFO049784 0 0 1 Hypothetical protein (1) - P_trifoliata 00599 mRNA §.1
GF0049783 0 0 1 Hypothetical protein (1) - P_tifoliata_00599_mRNA_7.1
GF0049782 0 0 1 Hypotheical protein (1) - P_tifoliata_00599_mRNA_6.1
GFO049781 0 0 1 Hypothetical protein (1) - P_trifoliata_00599_mRNA_17.1
GF0049780 0 0 1 Hypothetical protein (1) [lPRﬂﬂﬂ Y m‘““‘ domain - P_trifoliata_00599_mRNA_14.1
GF0049779 0 0 1 Hypotheical protein (1) - P_tifoliata_00599_mRNA_12.1
DI-UPfp [IPRO02818] (1); Class |
GF0049778 0 0 1 Hypotheical protein (1) glutamine amidotransferase-like - P_tifoliata_00599_mRNA_10.1
[IPRO290621 (1)
GF0049777 0 0 1 Hypotheical protein (1) - P_tifoliata_00598_mRNA_2.1
Protcin of unknown function DUF761.
GF0049776 0 o 1 Hypothetial protein (1) pln IFROOSD) 1) Dorsinal P_tifolsta 00597 mRNA 8.1
[IPRO25520] (1)
DNA damage checkpoint [GO:0000077
biological process] (1); checkpoint L
GFO049775 0 0 1 Hypothetical protein (1) clamp complex [GO:0030896 [L‘;‘,f;;;;’l 5‘05’("")‘ Husl/Mec3 B P._trifoliata_00597_mRNA_6.1
cellular_component] (1): DNA repair
[GO:0006281 biological_process] (1)
NB-ARC [IPRO02152] (1); Leucine-rich
GFO049774 0 0 1 Disease resistance protein family (1) '“’IP l"]"d’“f [C:O ‘mm‘ repeat domain, L domain-like B P._tifoliata_00597_mRNA_4.1
molecular_function] (1) [BRDSZ6781 )
Fo0p conami nucieosiae
triphosphate hydrolase [IPRO27417] (1);
GFO049773 0 0 1 Discase resistance RPSS-like protein (1) D7 Pinding [GO:0043531 NB-ARC [IPR002182] (1); Leucine-rich - P._tifoliata_00597_mRNA_3.1
molecular_function] (1) repeat domain, L domain-fike
checkpoint clamp complex [GO:0030896
cellular_component] (1); DNA damage o
GF0049772 0 0 1 HUSI checkpoint protein (1) checkpoint [GO:0000077 ﬁ‘;::g;’:‘;‘gﬁ‘:’“ Husl/Mec3 - P_trifoliata_00597 mRNA 2.1
biological process] (1); DNA repair
[GO:0006281 biological_process] (1)
GF0049771 0 0 1 Hypotheical protein (1) - P_tifoliata_00597_mRNA_1S.1
DNA repair [GO:0006281
biological_process] (1): DNA damage
checkpoint [GO:0000077 eckpoint protein Hus|/Mec3 )
GF0049770 0 0 biological )roccss] (n cl\:ckpml\l [IPR007I50] ay - P_trifoliata 00597 mRNA_13.1
clamp complex [GO:
el componen (1
Leucine-rich repeat [IPRO01611] (1):
. ADP binding [GO10043531 NB-ARC [IPRO02182] (1); Leucine-rich
GF0049769 0 0 1 Discase resisance protein RPS2 (1) molecular_functon] (1;protin binding 1oy g Lk 21 - P_trifoliata 00597 mRNA._11.1
1GO0005315 molecular_tuncrion] (1) {720 Pt &
GFO049768 0 0 1 Disease resistance protein family (1) K:";";f‘;g;;;;:‘lf"“’“'"' L domain- P._trifoliata_00597_mRNA_L.1
GF0049767 0 0 1 Hypothetical protein (1) - P_tifoliata_00596_mRNA_0.1
GFO049766 0 0 1 Hypothetical protein (1) - P_trifoliata_00596_mRNA_7.1
GF0049765 0 0 1 Hypothetical protein (1) - P_trifoliata 00596 mRNA 6.1
GF0049764 0 0 1 Hypothetical protein (1) - P_ifoliata_00596_mRNA 4.1
GF0049763 0 0 1 Hypothetical protein (1) - P_tifoliata_00596_mRNA_10.1
Xylanase inhibitor, N-terminal
proteolysis [GO:0006508 HPRI2S61) (1 s et A
GFO049762 0 0 1 Putative aspartic protease (1) iological_process] (1; spartic-type - family “PRWV%;IIP(D‘K'OZ\ i o P._trifoliata_00596_mRNA_L.1
molecular_function] (1) Peptidase family Al domain
[IPRO33121] (1)
GFO049761 0 0 1 Hypothetical protein (1) - P_trifoliata 00595 mRNA 8.1
GF0049760 0 0 1 Hypothetical protein (1) - P_ifoliata_00595_mRNA_7.1
GF0049759 0 0 1 Hypothetical protcin (1) - P_tifoliata_00595_mRNA_6.1
GFO049758 0 0 1 Hypothetical protein (1) - P_trifoliata_00595_mRNA_4.1
GF0049757 0 0 1 Hypothetical protein (1) - P_trifoliata 00595 mRNA 26.1
pepidyl-prolyl cis-rans isomerase
activity [GO:0003755 Cyclophilin-type peptidyl-prolyl cis-trans
GF0049756 0 0 1 Hypothetical protein (1) ey oneton) (1 proten folding et [1bmrm o861 (1 - P_ifoliata_00595_mRNA_23.1
[GO:0006457 biological_process] (1)
::"i::’"[g;'é‘og;;;"‘ isomerase Cyclophilin-like domain [IPR029000]
GF0049755 0 0 1 Hypothetical protein (1) e Tonetant 1 proten folging (1% Cyclphilintype peptidlprol cis- - P_ifoliata_00595_mRNA_22.1
[GO:0006457 biological process] (1) "1 somerase [1PR024936] (1)
GF0049754 0 0 1 Hypothetical protein (1) - P_ifoliata_00595_mRNA_20.1
GF0049753 0 0 1 Hypothetical protein (1) - P_tifoliata_00595_mRNA_IS.1
GFO049752 0 0 1 Hypothetical protein (1) - P_trifoliata_00595_mRNA_16.1
GFO049751 0 0 1 Hypothetical protein (1) - P_trifoliata 00595 mRNA_15.1
GF0049750 0 0 1 Hypothetical protein (1) - P_tifoliata_00595_mRNA_14.1
GF0049749 0 0 1 Hypothetical protein (1) -
GFO049748 0 0 1 Hypothetical protein (1) .
GFO049747 0 0 1 Hypothetical protein (1) - P_trifoliata 00594 mRNA 9.1
GF0049746 0 0 1 Hypothetical protein (1) - P_ifoliata_00594_ mRNA_6.1
GF0049745 0 0 1 Hypothetical protcin (1) - P_tifoliata_00594_ mRNA_S.1
GFO049744 0 0 1 Hypothetical protein (1) o DR, plant [IPR004332] P._trifoliata_00594_mRNA 2.1
GF0049743 0 0 1 Hypothetical protein (1) - P_ifoliata_00594_ mRNA_16.1
GF0049742 0 0 1 Hypothetical protcin (1) - P_tifoliata_00594_ mRNA_15.1
GF0049741 0 0 1 Hypothetical protein (1) :i:‘;""‘f"(:?;;‘;?‘lf"m‘“' L domain- P_trifoliata_00594 mRNA_13.1
GF0049740 0 0 1 Hypothetical protein (1) mif;;a;g;‘;:‘l‘:m’“"" L domain- P_trifoliata_00594 mRNA_12.1
GFO049739 0 0 1 Hypothetical protein (1) - P_trifoliata_00593_mRNA_6.1
N magnesium ion binding [GO:0000287  Ribulose bisphosphate carboxylase, large . »
GFO049738 0 0 1 Hypothetical protein (1) e eton) (1) e moaneaay ™ * P_trifoliata_00593_mRNA_22.1
GF0049737 0 0 1 Hypotheical protein (1) - P_tifoliata_00593_mRNA_2.1
GFO049736 0 0 1 Hypothetical protein (1) - P_trifoliata_00593_mRNA_14.1
GFO049735 0 0 1 Hypothetical protein (1) - P_tifoliata 00593 mRNA_11.1
GF0049734 0 0 1 Hypothetical protein (1) - P_ifoliata_00592_ mRNA_17.1
GF0049733 0 0 1 Hypotheical protein (1) - P_tifoliata_00592_ mRNA_14.1
GFO049732 0 0 1 Hypothetical protein (1) - P_trifoliata_00592_ mRNA_13.1
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GFO049731 0 0 1 Hypothetical protein (1) B P_urifoliata_00592_ mRNA_11.1
GFO049730 0 0 1 Hypothetical protein (1) - P_ifoliata_00592_mRNA_10.1
GFO049729 0 0 1 Hypothetical protein (1) - P_ifoliata_00592_ mRNA_L1
GFO049728 0 0 1 Hypothetical protcin (1) - P_usifoliata_00591_mRNA_9.1
GFO049727 0 0 1 Hypothetical protein (1) - P_urifoliata_00591_mRNA 6.1
GF0049726 0 0 1 Hypothetical protein (1) - P_rifoliata_00591_mRNA 4.1
GRO049725 0 0 1 Hypothetical protein (1) - P_ifoliata_00591_mRNA 2.1
GFO049724 0 0 1 Hypothetical protein (1) - P_sifoliata_00591_mRNA_13.1
GFO049723 0 0 1 Hypothetical protein (1) - P_urifoliata_00590_mRNA 8.1
. Leucine-rich repeat-containing N-

GFO049722 0 0 1 Hypothetical protein (1) i e RO1 3310 (1) P_urifoliata_00590_mRNA 6.1
GFO049721 0 0 1 Hypothetical protein (1) - P_sifoliata_00590_mRNA_22.1
DNA binding [GO:0003677
. - domain nrotein molecular_function] (1; regulation of - domin . ol .
GFO049720 0 0 1 NAC domain protein (1) eriion. DN o NAC domain [IPR003441] (1) P_urifoliata_00590_mRNA 21.1
[GO:0006355 biological_process] (1)
GFO049719 0 0 1 Hypothetical protein (1) - P_urifoliata_00590_mRNA_19.1
' Ankyrin repeat-containing domain
GFO049T18 0 0 1 Hypothetical protein (1) "m'ZI‘Z‘l"I‘;‘r“‘::“:‘il'lfg :)]0:)55” [1PRO20683] (1); Ankyrin repeat B P_tifoliata_00590 mRNA_17.1
& [IPRO02110] (1)
GFO049717 0 0 1 Hypothetical protein (1) [T‘;,‘;;';‘:;'f;']“("f)""""“ 135 B P._tifoliata_00590_mRNA_16.1
ribosome [GO:0005840
cellular_component] (1); structural Eg’;m‘l’;’;;]"("l‘)’“ég :‘;’:;;”m:l rotcin
consituentof ribosome [GO:0003735 1 (50l GO T R i,
GF0049716 0 0 1608 ribosomal protein L6 (1) molecular_function] (1); translation . ; Xibosomal protein P_trifoliata_00590_mRNA_11.1
1GO:0006412 biological_process] (1), 5o: Noterminat [IPRO0S368) (1);
gicalpr Translation protein SH3-like domain
intracellular [GO:0005622 [bRoosson
cellular_component] (1)
GFO049715 0 0 1 Hypothetical protein (1) - P_urifoliata_00590_mRNA_1.1
heme binding [GO:0020037
molecular_function] (1); ron ion binding
[GO:0005306 moleeular_function] (1);
oxidoreductase activity, acting on paired Cytochrome P450 [IPROOT 128] (1);
GFO049714 0 0 1 Cytochrome P40 (1) donors, with incorporation or reduction  Cytochrome PAS0, E-class, group | - P_sifoliata_00589_mRNA_7.1
of molecularoxygen GOOIGTOS  IPRO02401] (1)
molecular_function] (1); ox
Teduction process (GODOSS14.
biological_process] (1)
GF0049713 0 0 1 Hypothetical protein (1) - P_rifoliata_00589_mRNA_14.1
GFO049712 0 0 1 Hypothetical protein (1) - P_ifoliata_00589_mRNA_10.1
Putative sodium-dependent transporter  membrane [GO:0016020 Bile acidisodium symporter/arsenical
ROt 0 0 ! yoes (1) cellular_component] (1) resistance protein Acr3 [IPR002657] (1) P_trifoliata 00588 mRNA._2.1
Gross1o 0 0 JE—— Dot rhtoun fncion DUFL17 P il 00555 mRNA_141
unlldd protin bindig (GO 052
. fecular_function] (1) heat shock  Heat shock protein Dnal, eysteine-rich .
GFO049709 0 0 1 Chaperone Dnal (1) pmm Siding (G000 107 o [1PR001305 (1) P_sifoliata_00588_ mRNA_13.1
molecular_function] (1)
| NAD(P)binding Rossmann-fold NAD(P)-binding domain [IPRO16040]
GFO049708 0 0 1 onchtily prosin oform 2 (1) o P_ifoliata_00588_ mRNA_L.1
GFO049707 0 0 1 Hypothetical protein (1) - P_rifoliata_00587_mRNA_8.1
GFO049706 0 0 1 Hypothetical protein (1) - P_ifoliata_00587_mRNA 3.1
GF0049705 0 0 1 Hypothetical protein (1) : 1’;:7‘;;:;88:‘;’;& f‘)‘“““"“ DUF247, P._tifoliata_00587_mRNA_I8.1
GFO049704 0 0 1 Hypothetical protein (1) - P_rifoliata_00586_mRNA_9.1
' Pyridoxal phosphate-dependent
GF0049703 0 0 1 Hypothetical protein (1) f:“:"f“i?°;f‘::‘{l[fﬁ’:""“3 24 transferase, major region, subdomain 2 - P_trifoliata_00586_mRNA 8.1
rolecular_functio [IPRO15422] (1)
cellular amino acid Pyridoxal phosph
[GO-0006520 bioogical procces](1:  transfras, major rgion,subdomin |
catalytic actvity [GO:0003824 [IPRO1S421] (1); Aminotransferase,
ol funton) (1 syt cls Ul IPRODSS29] (1
GFO049702 0 0 1 Tyrosine transaminase (1) process [GO:0009058 Pyridoxal phosphate-dependent P._trifoliata_00586_mRNA_7.1
bilogial process) (1) i s, o rgion, bdorin
activity [GO:000845 [IPRO15422] (1); Tyrosine/nicotianamine
molccl\lnrjunmon] o pyridoxal  aminotransferase [IPR005958] (1):
phosphate binding [GO:0030170 Pyridoxal phosphate-dependent
molecular_function] (1) transferase [IPROIS424] (1)
GFO049701 0 0 1 Hypothetical protein (1) - P_ifoliata_00586_mRNA_5.1
GFO049700 0 0 1 Hypothetical protcin (1) - P_sifoliata_00586_mRNA 3.1
GFO0049699 0 0 1 Hypothetical protein (1) - P_urifoliata_00586_mRNA 20.1
GFO049698 0 0 1 Hypothetical protein (1) - P_rifoliata_00586_mRNA_2.1
GFO049697 0 0 1 Hypothetical protein (1) - P_ifoliata_00586_mRNA_19.1
GFO049696 0 0 1 Hypothetical protcin (1) - P_rifoliata_00586_mRNA_18.1
GFO049695 0 0 1 Hypothetical protein (1) - P_urifoliata_00586_mRNA_17.1
GFO049694 0 0 1 Hypothetical protein (1) - P_rifoliata_00586_mRNA_16.1
' Leaein ich st domain. L doin.
GFO049693 0 0 1 Hypothetical protein (1) i (G007 165" receptor homology (TIR) domain - P_ifoliata_00586_mRNA_15.1
biological_process] (1) [IPRO0DIST) (1); Leucine-rich repeat 3
gical_proces [IPROTI713] (1)
zinc ion binding [GO:0008270
GF0049692 0 0 1 Hypothetical protein (1) 33;12‘?53333?2]72‘ Jimucleicacid 7 nger, CCHC-type [IPROOISTS] (1) - P_trifoliata_00586_mRNA_14.1
molecular_function] (1)
GRO049691 0 0 1 Hypothetical protein (1) - P_ifoliata_00586_mRNA_13.1
GFO049690 0 0 1 Hypothetical protein (1) - P_uifoliata_00585_mRNA_4.1
Terpenoid cyclases/protein
GFO049689 0 0 1 Hypothetical protcin (1) prenyliransferase alpha-alpha toroid - P_sifoliata_00585_mRNA 2.1
[IPRO0S930] (1)
GRO049688 1 Hypothetical protcin (1) - P_rifoliata_00585_mRNA_13.1
GFO049687 1 Hypothetical protein (1) - P_urifoliata_00585_mRNA_12.1
. Reverse transcriptase zine-binding
GFO049686 0 0 1 Hypothetical protein (1) S oostbe0; (1) P_urifoliata_00585_mRNA_1.1
GRO049685 0 0 1 Hypothetical protein (1) - P_sifoliata_00584 mRNA_4.1
GFRO049684 0 0 1 Hypothetical protein (1) Viral movement protein [IPR028919] (1) - P_urifoliata 00584 mRNA 2.1
GFO049683 0 0 1 Hypothetical protein (1) - P_rifoliata_00583_mRNA_9.1
GFRO049682 0 0 1 Hypothetical protein (1) - P_ifoliata_00583_ mRNA 8.1
GFO049681 0 0 1 Hypothetical protcin (1) - P_sifoliata_00583_ mRNA_6.1
proteolysis [GO:0006508
. el rotein biological_process] (1):cysteine-type  Ulpl protease family, C-terminal . ol .
GF0049680 0 0 1 Hypothetical protein (1) peptidase activity [GO:0008234 catalytic domain [IPR003653] (1) P_trifoliata_00583 mRNA_16.1
molecular_function] (1)
GFO049679 0 0 1 Hypothetical protein (1) - P_urifoliata_00583_ mRNA_11.1
GFO049678 0 0 1 Hypothetical protein (1) - P_ifoliata_00582_mRNA_8.1
GFRO049677 0 0 1 Hypothetical protein (1) - P_ifoliata_00582_mRNA_7.1
GFO049676 0 0 1 Hypothetical protcin (1) - L 00582_mRNA_10.1
GFO049675 0 0 1 Hypothetical protein (1) - P_urifoliata 00582 mRNA_1.1
NADP-dependent oxidoreductase domain
Gr009674 N B | Voltage-gated potassium channel beta [IPRO23210] (1); Aldorketo . P tifolisa, 005B1_mRNA.5.
! Subunit (1) reductase/potassium channel subunit beta
[IPRO01395) (1)
GFO049673 0 0 1 Hypothetical protein (1) - P_ifoliata_00581_mRNA_17.1
GFO049672 0 0 1 Hypothetical protein (1) E;‘;c:‘:";l:;xﬁrlx)pmse o - P_ifoliata_00581_mRNA_16.1
GFO049671 0 0 1 Hypothetical protein (1) - P_urifoliata_00581_mRNA_14.1
GF0049670 0 0 1 Hypothetical protein (1) - P_rifoliata_00580_mRNA_4.1
GFO049669 0 0 1 Hypothetical protein (1) - P_ifoliata_00580_mRNA_20.1
GFO049668 0 0 1 Hypothetical protein (1) (VI‘)”LE transposase domain [IPROIS289] P._tifoliata_00580_mRNA_19.1
Groseo? 0 0 1 ki s 5 moneppospe L0G iy 10311001 1) - P il 00550 mRNA_15.1
GFO049666 0 0 1 Hypothetical protein (1) - P_rifoliata_00580_mRNA_17.1
GFO049665 0 0 1 Hypothetical protein (1) - P_urifoliata_00580_ mRNA_16.1
GFO049664 0 0 1 Hypothetical protein (1) - P_ifoliata_00580_mRNA_13.1
GFO049663 0 0 1 Hypothetical protein (1) - P_ifoliata_00580_mRNA_11.1
GFO049662 0 0 1 Hypothetical protein (1) - P_usifoliata_00580_mRNA_10.1
GFO049661 0 0 1 Hypothetical protein (1) - P_urifoliata_00579_mRNA 6.1
GFO049660 0 0 1 Hypothetical protein (1) - P_rifoliata_00579_mRNA_5.1
protein kinase activity (GO:0004672  Serine/threonine/dual specificity protcin
molecular_function] (1); protein inase, catalytic domain [IPR002290]
GFO049659 0 0 1 Hypothetical protein (1) phosphorylation [GO:0006468 (1): Protein kinase-like domain - P_ifoliata_00579_mRNA 3.1
biological process] (1); ATP binding  [IPRO11009] (1); Protein kinase domain
[GO:0005524 molccular._function] (1)~ [IPR00719] (1)
GF0049658 0 0 1 Hypothetical protein (1) r")" tein kinase-like domain [IPROT1009] P_trifoliata_00579_ mRNA 2.1
GFO049657 0 0 1 Hypothetical protein (1) - P_urifoliata_00579_mRNA_11.1
metabolic process [GO:0008152
biological process] (1); transferase  UDP-glucuronosy/UDP-
GFO049656 0 0 1 UGT protein (1) activiy, transferring hexosyl groups  glucosyltransferase [IPROO; P_ifoliata_00579_mRNA_10.1
[GO:0016758 molccular._funcion] (1)
GFO049655 0 0 1 Hypothetical protein (1) - P_rifoliata_00579_mRNA_1.1
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- ‘Domain of unknown function DUF4283 :
GFO049654 0 0 1 Hypothetical protein (1) Urrosssssy 1y P_trifoliata_00578_mRNA_$.1
GF0049653 0 0 1 Hypotheical protein (1) - P_tifoliata_00578_mRNA_4.1
GFO049652 0 0 1 Hypothetical protein (1) Pentatricopeptide repat [IPRO02885] (1) - P_trifoliata_00578_mRNA_14.1
GFO049651 0 0 1 Hypothetical protein (1) s ol 14 PR02905) P_trifoliata_00578_mRNA_10.1
545
::“I W:‘_l ‘I“"‘:“(f”‘]"("] {Gf)“oi'v‘:‘zl + Pectinesterase, catalytic [IPR000070]
lo'ogica_process] (1); ce’ (1); Pectin lyase fold [IPRO12334] (1);
GF0049650 0 0 1 Probable pectinesterase 49 (1) [GO:0005618 cellular_component] (1): P_tifoliata_00578_mRNA_L1
pectinesterase activity [GO:0030599 | yase foldvinlence factor
molecular._function] (1) [IPROTI050] (1)
GF0049649 0 0 1 Hypotheical protein (1) - P_tifoliata_00577_mRNA_26.1
GFO049648 0 0 1 Hypothetical protein (1) - P_trifoliata_00577_mRNA_25.1
" Reverse transeriptase, RNA-dependent . R
GFO049647 0 0 1 Hypothetical protein (1) fstrtimiiernbnim il P_trifoliata_00577_mRNA_24.1
GF0049646 0 0 1 Hypotheical protein (1) - P_tifoliata_00577_mRNA_23.1
GFO049645 0 0 1 Hypothetical protein (1) - P_trifoliata_00577_mRNA_22.1
GFO049644 0 0 1 Hypothetical protein (1) ﬁ:l'; :}::‘“}ﬂ;‘:ﬂm:m Homeodomain-like [IPR00S0ST] (1) - P._trifoliata_00577_mRNA_12.1
GF0049643 0 0 1 Hypotheical protein (1) - P_tifoliata_00577_mRNA_L1
GFO049642 0 0 1 Hypothetical protein (1) .
GFO049641 0 0 1 Hypothetical protein (1) - P_trifoliata_00576_mRNA 4.1
GF0049640 0 0 1 Hypothetical protein (1) - P_ifoliata_00576_mRNA_I4.1
Domain of unknown function DUF4219
GF0049639 0 0 1 Hypothetical protein (1) Derossairon P_ifoliata_00576_mRNA_I3.1
GF0049638 0 0 1 Hypothetical protein (1) - P_trifoliata 00575 mRNA 8.1
integral component of membrane
[GO:0016021 cellular_component] (1);
heme binding [GO:0020037
molecular_function] (1):iron fon binding
[GO:0005506 molecular_function] (1):
clectron carrier activity [GO:0009055  Cytochrome ¢ oxidase subunit
GF0049637 0 0 1 Hypothetical protein (1) molecular_function] (1): cytochrome-c ~[IPRO00SS3] (1); Cytochrome ¢ oxidase, P_ifoliata_00575_mRNA_7.1
oxidase activity [GO:0004120 subunit | domain [IPRO23616] (1)
molecular_function] (1): aerobic
respiration (GO:0009060
biolagical_process] (1); oxidation-
reduction process [GO:0055
biolagical_process] (1)
GF0049636 0 0 1 Hypothetical protein (1) - P_ifoliata_00575_mRNA_6.1
GF0049635 0 0 1 Hypotheical protein (1) - P_tifoliata_00575_mRNA_S.1
GFO049634 0 0 1 Hypothetical protein (1) - g
GF0049633 0 0 1 Hypothetical protein (1) - P_tifoliata 00575 mRNA_IS.1
GF0049632 0 0 1 Hypothetical protein (1) - P_ifoliata_00575_mRNA_I5.1
GF0049631 0 0 1 Hypotheical protein (1) - P_tifoliata_00575_mRNA_14.1
GFO049630 0 0 1 Hypothetical protein (1) - P_trifoliata_00575_mRNA_L1
structural constituent of ribosome
[GO:0003735 molecular_function] (1);
505 ribosomal protein L1, chloroptasie. 154ton [GO:0006412 Ribosomal protein L1, bacteria-type
GF0049629 0 0 T o - chlOrOPIastie iotogical process] (1);intracellular  [IPRO04389] (1); Ribosomal protein - P_ifoliata_00574_ mRNA 8.1
[GO:0005622 cellular_component] (1); ~ LISILS [IPRO0SA84] (1)
ribosome [GO:0005840
cellular_component] (1)
GF0049628 0 0 1 Hypotheical protein (1) - P_tifoliata_00574_ mRNA_4.1
regulation of transcription, DNA-
GF0049627 0 0 1 NAC domain-containing protein 7 (1) ::}:{;‘:adl‘[pmccss] (”5 DONAbinding NAC domain [IPRO03441 1) B P._trifoliata_00574_mRNA_13.1
[GO:0003677 molecular_function] (1)
GFO049626 0 0 1 Hypothetical protein (1) - P_trifoliata_00574_ mRNA_12.1
GF0049625 0 0 1 Hypothetical protein (1) - P_trifoliata 00574 mRNA_11.1
GF0049624 0 0 1 Hypothetical protein (1) - P_tifoliata_00573_mRNA_9.1
GF0049623 0 0 1 Hypotheical protein (1) - P_tifoliata_00573_mRNA_2.1
GF0049622 0 0 i :’;‘y“‘““ RNA-dirccted DNA polymerase B P._tifoliata_00573_mRNA_16.1
GF0049621 0 0 1 Hypothetical protein (1) - P_ifoliata_00573_mRNA_I3.1
GF0049620 0 0 1 Hypotheical protein (1) - P_tifoliata_00572_mRNA_0.1
GFO049619 0 0 1 Hypothetical protein (1) - P_trifoliata_00572_mRNA_$.1
GFO049618 0 0 1 Hypothetical protein (1) - P_trifoliata 00572 mRNA 6.1
GF0049617 0 0 1 Hypothetical protein (1) - P_ifoliata_00572_mRNA 3.1
Z-polyprenyl-6 methoxy-1.4- Ubiquinone biosynthesis O-
Hexaprenyldihydroxybenzoate benzoquinone methylransteasesciviey USSR, s
GF0049616 0 0 1 Hexaprenyldihydroxy! [GO:0008425 molecular_functior n] ) W g P_trifoliata_00571_mRNA_6.1
0} adenosyl-L-methionine-dependent
[GO:0006744 biological )mcessl m et IPRIZS06] (1)
GF0049615 0 0 1 Hypotheical protein (1) - P_tifoliata_00570_mRNA_7.1
GFO049614 0 0 1 Hypothetical protein (1) .
GF0049613 0 0 1 Hypothetical protein (1) - P_tifoliata_00570_mRNA 3.1
GF0049612 0 0 1 Hypothetical protein (1) - P_ifoliata_00570_mRNA_17.1
GF0049611 0 0 1 Hypotheical protein (1) - P_tifoliata_00570_mRNA_16.1
GF0049610 0 0 1 Hypothetical protein (1) "I')““s’“"m' MuDR, plant [IPR004332] P._tifoliata_00570_mRNA_I.1
regulation of transcription, DNA-
GF0049609 0 0 1 Hypothetical protein (1) templated [GO:0006355 FHY3/FART family [IPRO31052] (1)~ - P_trifoliata 00569 mRNA 5.1
biological_process] (1)
Lysosomal cystine transporter )
GFO049608 0 0 1 Hypothetical protein (1) Traosagsr - P_trifoliata_00569_mRNA_3.1
GF0049607 0 0 1 Hypotheical protein (1) - P_tifoliata_00569_mRNA_IS.1
zinc fon binding [GO:0008270 Zinc finger, PMZ-type [IPRO06S64] (1): _
GF0049606 0 0 1 Hypotheical protein (1) e [Eiimiptee it et iS P_tifoliata_00569_mRNA_14.1
GF0049605 0 0 1 Hypothetical protein (1) - P_ifoliata_00568_mRNA_S.1
GF0049604 0 0 1 Hypotheical protein (1) -
GF0049603 0 0 1 Hypothetical protein (1) .
GF0049602 0 0 1 Hypothetical protein (1) - P_trifoliata 00568 mRNA_11.1
GF0049601 0 0 1 Hypothetical protein (1) - P_ifoliata_00567_mRNA_3.1
TRNA processing [GO:0006364
biological_process] (1):
methyliransferase activity [GO:0008168 _Fibrillrin [IPR000692] (1): S-adenosyl-
GF0049600 0 0 1 Hypothetical protein (1) molecular_function] (1): RNA binding ~ L-methioninc-dependent - P_trifoliata_00567_mRNA_22.1
GO000372 moleclr. function] (1 methylranstese IPRO29063) 1
cessing [GO:0008033
bilogel proves) ()
e P-loop containing nucoside .
GF0049599 0 0 1 Hypothetical protein (1) e 027417 (1) P_trifoliata_00567_mRNA_2.1
GF0049598 0 0 1 Hypotheical protein (1) - P_tifoliata_00567_mRNA_L1
small GTPase mediated signal
tmsducen [GO000T204
biological_process] (1): m
Small GTPase superfamily. Rab type
(G0:0016020 cellular °°’“"““‘“” (5 [1PRO03579] (1); Ribosomal protein 5§
structural constituent of i [1PRO00630] (1): Small GTPase
1600003735 maleculr funton] (1 ‘ :
o oo e 00168 superfamily, Rho type [IPRO03STS] (1);
h * Small GTP-binding protcin domain
GF0049597 0 0 1 Ras-related protein RABE ¢ (1) biological_process] (1): intracellvlar - 11pp 05251 (1); Small GTPase - P_trifoliata 00566 mRNA_15.1
[GO:0005622 cellular_component] (1):
ot ao00eiss superfamily (IPRO01S06] (1): P-loop.
biological_process] (1); GTP binding ;":‘r‘;';'s"e”[;‘;S;;;:‘“;f;’:’;";‘::;‘f
[GO:0005525 molecular_function] (1); 3¢ r y
ribosome [GO:0005840 GTPase superfamily, Ras type
[IPRO20849] (1)
cellular_component] (1: protein
iransport [GO:0015031
biolagical process! (1)
GF0049596 0 0 1 Hypothetical protein (1) - P_ifoliata_00566_mRNA_I3.1
GF0049595 0 0 1 Hypotheical protein (1) - P_tifoliata_00565_mRNA_7.1
GF0049594 0 0 1 Hypothetical protein (1) - P_trifoliata_00565_mRNA_6.1
GF0049593 0 0 1 Hypothetical protein (1) - P_trifoliata 00565 mRNA 5.1
GF0049592 0 0 1 Hypothetical protein (1) - P_tifoliata_00565_mRNA 4.1
GF0049591 0 0 1 Hypotheical protein (1) - P_tifoliata_00565_mRNA_3.1
catalytc activity [GO:0003824 Glycoside hydrolase superfamily
molclrfneon 1 carbohycrte  IPROITES3) (1 Glyosde cross,
metabolic process [GO:0005 fmly 13 IPRD1S902] (1) Gy
. — o bilogial roces) (1) phnanyisse s, iy 13 a4 ol .
GF0049590 0 0 1 Alpsamylase pe B sozyme (1) o D RO 5550] o et wdrolas, P_trifoliata 00564 mRNA §.1
molecular nmcnom C0;caumon - calyic domain [IPROL3781 1)
binding [GO:00055 Alpha-amylase, C-terminal beta-sheet
molecularj\mcnulﬂ W [IPROI2850] (1)
MULE transposase domain [IPR015289]
GF0049589 0 0 1 Hypothetical protein (1) (1) Transposase, MuDR, plant - P_ifoliata_00564_ mRNA 3.1
[IPRO04332] (1)
Cysteine peptidase, cysteine active site
eysteine-type peptidase activity [IPRO0OI69] (1); Peptidase C1A
[GO:0008234 molecular_function] (1); ~ [IPROI3128] (1); Cathepsin propeptide
GF0049588 0 0 1 Hypothetical protein (1) oo lGor0006808 oo comm 129y LoRGIS30N (1~ P_ifoliata_00564 mRNA_17.1
biological_process] (1) Peptidase CIA, papain C-terminal
[IPRO00668] (1)
GF0049587 0 0 1 Hypotheical protein (1) - P_tifoliata_00564_ mRNA_I1.1
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catalytic activity [GO:0003824

molecular. funmon]m rivogen Glutamine amidotransferase type 2
mpound metabolic domain [IPRO17932] (1); Glutamate
GF0049556 N o | Fertedoxin-dependent glutamate synthase [GO 10006807 hmloglcal )mcess]Ll), synthase, central-N [IPRO069S2] (1); R P tifoliata 00563 mRNA §.1
2(1) oxidation-reduction process ucleophile aminohydrolases, N-terminal - R

[GO:0055114 biological_process] (1);  [IPR029055] (1); Aldolase-type TIM
glutamate synthase activity [GO:0015930 barrel [IPRO13785] (1)
molecular_function] (1)
oxidation-reduction process
[GO:0055114 biological process] (1);
glutamate synthase activity [GO:0015930
molecular_function] (1); glutamate

biosyntheic process [CO006537 Glutamate synthase domain [IPR002932]

GF0049585 0 0 1 Hypothetical protein (1) bl o) (1 e sty (1 Al T o - - P_ifoliata_00563_mRNA_7.1
(60000324 el fantn] (1
oxidoreductase activity, acting on the
CHH? groupof donors [GO1001663%
molecular.function] (1)
GFO049584 0 0 1 Hypothetical protein (1) ‘(:TG"“"““W“ domain (IPRO25724] . P._trifoliata_00563_mRNA 4.1
GFO049583 0 0 1 Hyporthetical protein (1) - - P_uifolata_00563_ mRNA 3.1
GFO049582 0 0 1 Hypotheticalprotein (1) - E P_uifolata_00563_mRNA_16.1
GFO049581 0 0 1 Hypothetical protein (1) - E P_trifoliata 00563 mRNA_15.1
GF0049580 0 0 1 Hypothetical protein (1) - - P_ifoliata_00562_mRNA_27.1
asparti-type endopeptidase actvity
GF0049579 0 0 1 Hypothetical protein (1) Lf’v?em:?g(’;;’;;;‘ggm““"“] @ l’;;‘:‘;‘“‘?;:g‘ﬁ"‘ active site B B P._tifoliata_00562_mRNA_25.1
biological_process] (1)
GFO049578 0 0 1 Hypothetical protein (1) - - P_uifolata_00562_mRNA_24.1
GFO049577 0 0 1 Hypotheticalprotein (1) - E P_uifolata_00562_mRNA_22.1
GF0049576 0 0 1 Hypothetical protein (1) - E P_trifoliata 00562 mRNA 21.1
GF0049575 0 0 1 Hypothetical protein (1) - - P_ifoliata_00562_mRNA_20.1
GFO049574 0 0 1 Hypothetical protein (1) - - P_uifolata_00562_mRNA_19.1
GFO049573 0 0 1 Hypothetical protein (1) - .
GF0049572 0 0 1 Hypothetical protein (1) - E P_trifoliata 00562 mRNA 11
Leucine-rich repeat [IPRO01611] (1)3
P ) ) 1 ptsiccsin st i i bidin (GO01515 Lose et il bt . b il 00561 mRNA 211

domain, L domain-like [lpkmzsﬂ] )
GroossTo 0 0 1 Hypothetics proten (1) Lt i et domai. L domin- - P il 00561 mRNA 201
zine ion binding [GO:0008270

molecular_function] (1); nucleic acid

GFO049569 0 0 1 Hypotheticalprotein (1) et Zine finger, CCHC-type [IPROOISTS] (1) - E P_uifolata_00561_mRNA_18.1
molecular.function] (1)
Leucine-rich repeat [IPROOI611] (1);
LRR receptor-ike kinase family protein  protein binding [GO:0005515 Leucine-rich repeat domain, L domain- .

GF0049568 0 0 Ty molecular._function] (1) like [IPR032675] (1); Leucine-rich - - P_trifoliata 00361 mRNA_16.1

repeat, typical sublype [IPRO035911 (1)
GFO049567 0 o 1 Hypothetical protein (1) - E P_uifoliata_00561_mRNA_10.1
GF0049566 0 0 1 Hypothetical protein (1) - - P_trifoliata 00560 mRNA 6.1
GF0049565 0 0 1 Hypothetical protein (1) - - P_ifoliata_00560_mRNA_S.1

protein dimerization activity
: : o Zin finger, BED-type [IPR003656] (1);
[GO:0046983 molecular_function] (1); e Weer BA Y UEE
GF0049564 0 0 1 Hypothetical protein (1) nucleic acid binding [G0:0003676 [IPROIZ397) (1), BAT, Germioal - P_tifoliata_00560_mRNA_4.1
molecular_function] (1): DNA binding T AT :

[GO:0003677 molecular_function] (1) 9imerisation domain [IPRO0S906] (1)

GFO049563 0 0 1 Hypothetical protein (1) - - P_uifolata_00560_mRNA 3.1
GFO049562 0 0 1 Hypotheticalprotein (1) - E P_uifolata_00560_mRNA 2.1
GF0049561 0 0 1 Hypothetical protein (1) m“*”"““' MuDR, plant [IPR004332] . P._trifoliata_00559_mRNA_3.1
GFO049560 0 0 1 Hypothetical protein (1) - - P_uifolata_00559_mRNA 2.1

Protein kinase-like domain [IPR011009]
(1); EF-hand domain pair [IPRO11992]
calcium ion binding [GO:0005509 (1); Protein kinase domain [IPR000719]
molecular_function] (1); ATP binding ~ (1); EF-Hand 1, calcium-binding site
[GO:0005524 molecular_function] (1); ~ [IPROI8247] (1); Serine/threonine-

GF0049559 0 0 1 Calcium-dependent protein kinase 16 (1) procn Kinase activity [GO:0004672 prol:m Kinase, active site [wkooxzn] - - P_tifoliata_00559_mRNA_10.1
lecular_function] (1): protein (1): Protein kinase, ATP bindin
pl\osphmylnuon [GO:0006468 [IPRO17441] (1; EF-hand domain
biological process] (1) [IPR002048] (1); Serine/threonine/dual

specificity protein kinase, catalytic
domain [IPR002290] (1)

GF0049558 0 0 1 Hypothetical protein (1) - - P_ifoliata_00558_mRNA_6.1
GF0049557 0 0 1 Hypotheical protein (1) - - P_tifoliata_00558_mRNA_2.1
GFO049556 0 0 1 Hypothetical protein (1) - .
GFO049555 0 0 1 Hypothetical protein (1) - - P_urifoliata 00558 mRNA_1.1
GF0049554 0 0 1 Hypothetical protein (1) - - P_ifoliata_00557_mRNA_S.1
carbohydrate metabolic process Glycoside hydrolase superfamily
[GO:0005975 biological process] (1):  (IPROITSS3] (1): Glycoside hydrolase
GF0049553 0 0 1 Hypotheical protein (1) hydrolase activity, hydrolyzing O- family 17 (IPRO00490] (1); Glycoside - - P_tifoliata_00557_mRNA_4.1
glycosyl compounds [GO:0004553  hydrolase, catalytic domain [IPRO13781]
molecular_function] (1) M)
kel o) (s elicacid RNA gt ot domsin
GF0049552 0 0 1 Hypotheical protein (1) i 0005 [IPRO00S04] (1): Nucleotide-binding - - P_tifoliata_00557_mRNA_19.1
molccular_function] (1) lphbeta plt Gomtn (PROL267 (1)
GF0049551 0 0 1 Hypotheical protein (1) - - P_tifoliata_00557_mRNA_1S.1
GF0049550 0 0 1 Hypothetical protein (1) - E P_trifoliata_00557_mRNA_17.1
GFO049549 0 0 1 Hypothetical protein (1) - - P_urifoliata_00557_ mRNA_16.1
GF0049548 0 0 1 Hypothetical protein (1) - - P_ifoliata_00557_mRNA_I5.1
GF0049547 0 0 1 Hypotheical protein (1) - - P_trifoliata_00557_mRNA_14.1
GFO049546 0 0 1 Hypothetical protein (1) - E P_trifoliata_00557_mRNA_12.1
GFO049545 0 0 1 Hypothetical protein (1) - - P_urifoliata_00557_ mRNA_10.1
GF0049544 0 0 1 Hypothetical protein (1) - - P_ifoliata_00557_mRNA_L1
olygalacturonate 4-alpha-
GF0049543 0 0 1 Hypothetical protein (1) ;al;f:nnnnsylhans!ex:s: activity r‘l}‘,‘;‘"%2'::‘3‘;’:;‘)“3’""’"“"’“ GAUT - P_trifoliata_00556_mRNA 9.1
[GO:0047262 molecular_function] (1)
GF0049542 0 0 1 Hypothetical protein (1) - - P_ifoliata_00556_mRNA_7.1
GFO049541 0 0 1 Hypotheical protein (1) - - P_tifoliata_00556_mRNA_S.1
GF0049540 0 0 1 Hypothetical protein (1) - E P_trifoliata_00556_mRNA_2.1
GFO049539 0 0 1 Hypothetical protein (1) - - P_urifoliata_00556_mRNA_1.1
GF0049538 0 0 1 Hypothetical protein (1) - - P_ifoliata_00555_mRNA_2.1
GF0049537 0 0 1 Hypotheical protein (1) - - P_tifoliata_00555_mRNA_19.1
i crystalin/Hsp20 domain
GF0049536 0 0 1 Hypotheical protein (1) [mnnznss]m HSP20-lke chaperone. - - P_tifoliata_00555_mRNA_17.1
[IPRO0SOTS] (1)
GF0049535 0 0 1 Hypothetical protein (1) - - P_trifoliata_00555_mRNA_L1
GFO049534 0 0 1 Hypothetical protein (1) - E P_trifoliata_00554_ mRNA_IS.1
GFO049533 0 0 1 Hypothetical protein (1) ?:;E:I ;‘;;‘;‘i';‘;:"‘" esterase domain . P._trifoliata_00554_mRNA_13.1
GF0049532 0 0 1 Hypotheical protein (1) - - P_tifoliata_00553_ mRNA_7.1
GFO049531 0 0 1 Hypothetical protein (1) - E P_trifoliata_00553_mRNA_S.1
GFO0049530 0 0 1 Hypothetical protein (1) - - P_urifoliata 00553 mRNA 3.1
GF0049529 0 0 1 Hypothetical protein (1) - - P_ifoliata_00553_mRNA_2.1
GF0049528 0 0 1 Hypothetical protcin (1) - - P_trifoliata_00553_ mRNA_17.1
GFO049527 0 0 1 Hypothetical protein (1) - E P_trifoliata_00553_mRNA_L1
GF0049526 0 0 1 Egg cell-secreted protein 1.3 (1) Prolamin-fike domain [IPRO0SS02] (1) - - P_trifoliata 00552 mRNA 7.1
GF0049525 0 0 1 Hypothetical protein (1) - - P_tifoliata_00552_mRNA_4.1
GF0049524 0 0 1 Hypothetical protcin (1) - - P_tifoliata_00552_mRNA_16.1
NADH dehydrogenase [ubiquinonc]
GFO049523 0 0 1 Hypothetical protein (1) ;“;;“;’:Ey‘] i Th:;z dox‘f:h‘::";‘;;:z B . P._trifoliata_00551_mRNA 9.1
[IPROI2336] (1)
ranslation release factor activity, codon
specific [GO:0016149 508 ribosomal protein L30c-like
Grooisn2 o o [g’é“o'gégﬁ"v"ﬁi'ﬁ:fn(,'m‘,xf,on':f.:}'(n Fctor cRFVARP RO O : P iflis 00551 mRNA 81
wanslational termination [GO:0006415  ¢RF1 domain 3 [IPRO0S142] (1)
biolagical_process] (1)
GFO049521 0 0 1 Hypothetical protein (1) - - P_urifoliata_00551_mRNA 7.1
GF0049520 0 0 1 Hypothetical protein (1) - - P_ifoliata_00551_mRNA_2.1
GF0049519 0 0 1 Hypotheical protein (1) - - P_tifoliata_00551_mRNA_14.1
GF0049518 0 0 1 Hypothetical protein (1) :273;3":;1‘“5&3?;’“270 Zinc finger, GRF-type [IPRO10666] (1) - - P_trifoliata_00551_ mRNA_10.1
GF0049517 0 0 1 Hypothetical protein (1) - - P_ifoliata_00551_mRNA_L1
GF0049516 0 0 1 Hypotheical protein (1) - - P_tifoliata_00550_mRNA_9.1
zinc fon binding [GO:0008270
GFO049515 0 0 1 Hypothetical protein (1) :g;;‘;?’c g‘gf’:"ggé’ ) mucleic acid . Ghger, CCHC-type [IPROOISTS] (1) - . P_trifoliata_00550_mRNA_7.1
moleeutar_function] (1)
GFO049514 0 0 1 Hypothetical protein (1) - E P_trifoliata_00550_mRNA_6.1

GF0049513 0 0 1 Hypothetical protein (1) - - P_trifoliata_00550_mRNA 4.1
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GF0049512 0 0 1 Hypothetial protein (1) P_trifoliata 00550 mRNA_11.1
GF0049511 0 0 1 Hypothetical protein (1) P_ifoliata_00549_mRNA_9.1
GF0049510 0 0 1 Hypotheical protein (1)

GF0049500 0 0 1 Hypothetical protein (1)
GF0049508 0 0 1 Hypothetical protein (1) P_tifoliata 00549 mRNA._10.1
fatty acid biosynthetic process
1GO0006633 bioogicl process] (1: v ey e
transtersseactiviy, ransfering eyl NS LIGMOLEO
roups therthan amino-seylgrowps P SOKRIBIE 0 Tl
GF0049507 0 0 1 3-ketoaeyl-CoA synthase 4 (1) lci"z‘?:c' zz:zlx“[’gg‘_‘;"mg“gz":"’“' @ Carrier-protein (ACP)] synthase IIL, C- P._trifoliata_00548_mRNA_I7.1
e o (1 bl terminal [IPRO13747] (1): FAE1 Type 111
rotecular_function] (1); olie polyketide synthase-like protein
process [GO:0008152 Meoracon
biological_process] (1); membra ?
[G0-0016020 cellar component] (1
GF0049506 0 0 1 Hypotheical protein (1) P_tifoliata_00548_mRNA_16.1
metabolic process [GO:0008152 Methyltransferase type 11 (IPRO13216]
+inner envelone mermbran biological_process] (1): (1); S-adenosyl-L-methionine-dependent
GF0049505 0 0 ‘:““‘2“ e @ 1:5‘::"1‘ brane ivity [GO:0008168 [1PRO29063] (1): P._trifoliata_00548_mRNA_1.1
protein, P molecular_function] (1); methylati ‘SAM-binding methyltransferase
[GO:0032259 biological process] (1) MPBQMBSQ [IPRO31164] (1)
GFO049504 0 0 1 Hypothetical protein (1) P_trifoliata_00547_mRNA_0.1
Leucine-rich repeat domain, L domain-
y like [IPRO32675] (1): NB-ARC
GF0049503 0 0 1 Hypothetical protein (1) ! [IPRO02182] (1); P-loop containing P_trifoliata 00547 mRNA 7.1
= nuclcoside triphosphate hydrolase
[IPRO27417] (1)
GF0049502 0 0 1 Hypothetical protein (1) P_trifoliata 00547 mRNA._12.1
GF0049501 0 0 1 Hypothetical protein (1) P_tifoliata_00547_mRNA_L1
phospholipid biosynihetic process
[GO:0008634 biological_process] (1):
phospotastrse sl ol ity lransforn
GF0049500 0 0 1 Hypothetical protein (1) substituted phosphate groups ;;’;00‘;22% ‘(’:‘;’“’"“ dyltransferase P._trifoliata_00546_mRNA_7.1
[GO:0016780 mn!eculal f\mcnoﬂl )
membrane [GO:0016020
cellular_component] (1)
Leucine-rich repeat domain, L domain- )
GF0049499 0 0 1 Hypothetical protein (1) [t P_trifoliata_00546_mRNA_3.1
GF0049498 0 0 1 Hypotheical protein (1) P_tifoliata_00546_mRNA_2.1
GF0049497 0 0 1 Hypothetical protein (1)
GF0049496 0 0 1 Hypothetical protein (1) P_trifoliata_00546_mRNA._10.1
GF0049495 0 0 1 Hypothetical protein (1) P_ifoliata_00546_mRNA_L1
GF0049494 0 0 1 Hypotheical protein (1) P_tifoliata_00545_mRNA_8.1
GF0049493 0 0 1 Hypothetical protein (1) P_trifoliata_00545_mRNA_19.1
GF0049492 0 0 1 Hypothetical protein (1) P_trifoliata 00545 mRNA_13.1
GF0049491 0 0 1 Hypothetical protein (1) P_ifoliata_00545_mRNA_12.1
Protcin of unknown function DUF707
GF0049490 0 0 1 Hypothetical protein (1) [IPROOTST7] (1) P_ifoliata_00545_mRNA_I1.1
GF0049489 0 0 1 Hypothetical protein (1) P_trifoliata 00545 mRNA._10.1
metabolic process [GO:0008152
biological_process] (1): catalytc act i s I )
GF0049458 0 0 1 Hypothetical protein (1) 1GO00321 s fomson) (1 (1 Adoloetype TV b P_ifoliata_00544_ mRNA_9.1
triosc-phosphate isomerase activity  [IPROI378S] (1)
[GO:0004807 molecular_function) (1)
:"‘o’l‘:“’i;‘ [:;12:]0(615\02 eines Transposon, En/Spm-like [IPR004242]
GF0049487 0 0 1 Hypothetical protein (1) e s s ononsasa T (x Ulpl protease family, C-terminal P_trifoliata 00544 mRNA 8.1
peptidase activity catalytic domain [IPR003653] (1)
molecular_function] (1)
y Leucine-tich repeat domain, L domain-
e oy A binging e IPROS267S] (1) Tolntereukin-
GF0049486 0 0 | Disease esstance protein (TIR-NBS- e, | (1 . functio llui roceptor homology (TIR) domain P_tifoliata_00544_mRNA_7.1
LRR class) (1) molecular_function] (15 ;000157 (1); NB-, ARC(IFRO02182) trifoliata_00544 mRNA._7.
signal transduction [GO:0007165 S oo ot ot
biological_process] (1) e e HPRossA17] ()
GF0049485 0 0 1| SH3 domain-containing protein 2 (1) Potcin binding [GO:0005515 ‘SH3 domain [IPRO01452] (1) P_trifoliata_00544 mRNA 4.1
molecular function] (1)
GFO049484 0 0 1 Hypothetical protein (1) 3;";‘;'2"5‘;;;‘]“:‘;‘)"““ function DUF4283 P._trifoliata_00543_mRNA 211
Fae "'I“’Sfl‘““ylj“:‘;"" 6o :‘":ﬁ‘:fs Protein kinase-like domain [IPRO1 1009]
[ i B  Cyclin-dependent srine/thrconine ““’l;’f ‘[“ process] (), protet % (1); Protein kinase domain [IPR000719] b wifoliata 00543 mRNA 14.1
pmmn Kinase isoform 1 (1 ity [G0:00046: (1); Protein kinase, ATP binding site ! ' 00543_mRNA._|
ol oo 1, ATE biling (oo (o
[G0:0005524 molecular_function) (1)
GF0049452 0 0 1 Hypotheical protein (1) P_tifoliata_00542_ mRNA_3.1
Leucine-rich repeat domain, L domain-
like [IPRO32675] (1): Leucinc-rich
| LRR receptorlike serne/ihreonine-  proein binding (GO-0005515 repeat, typical subtype [IPRO03S91] (1); .
GF0049481 0 0 1 protein kinase GSO1 (1) molecular_function] (1) Leucine-rich repeat-containing N- P_trifoliata 00542 mRNA_14.1
terminal, plant-type [IPROI3210] (1)
Leucine-rich repeat [IPRO01611] (1)
GF0049480 0 0 1 Hypothetical protein (1) P_trifoliata 00542 mRNA._10.1
GF0049479 0 0 1 Hypothetical protein (1) P_rifoliata_00542_ mRNA_L1
GF0049478 0 0 1 Hypotheical protein (1) P_tifoliata_00541_mRNA_9.1
Peptidase M20, dimerisation domain
I oxidoreductase activity [GO:0016491  [IPRO11630] (1); Thioredoxin-like fold )
GF0049477 0 0 1 Thioredoxindependent peroxidase 2 (1) e L | [IPROI2336] (1); Redoxin [IPRO13740] P_trifoliata_00541_mRNA_7.1
)
nucleic acid binding [GO:0003676  DNA/RNA-binding protein Alba-like
GF0049476 0 0 1 Hypotheical protein (1) et e v P_tifoliata_00541_mRNA_6.1
Ankyrin repeat-containing domain
protein binding [GO:0005515 [IPRO20683] (1): PGG domain
GF0049475 0 0 1 Ankyrin repeatplantikeproin 1) P e BERe EOAN {R026961] (1 ki oty P_ifoliata_00541_mRNA_4.1
[IPRO02110] (1)
PGG domain [IPRO26961] (1); Ankyrin
repeat-containing domain [IPRO20683]
GF0049474 0 0 1 Hypothetical protein (1) z”l“’}" ‘i‘r"‘:.“"‘gllluz‘???” 15 (1); Domain of unknown function P_trifoliata_00541_mRNA 2.1
rolecular_functio DUF1985 [IPRO15410] (1); Ankyrin
repeat [IPRO02110] (1)
y Ankyrin repeat-containing domain
GF0049473 0 0 1 Hypothetical protein (1) protein binding [GO:0003515 [IPRO20683] (1); Ankyrin repeat P_tifoliata 00541 mRNA_11.1
molecular_function] (1) HeRooa11o] 1)
GF0049472 0 0 1 Hypothetical protein (1) m“*”"“"" En/Spm-like [IPRO04242] P._trifoliata_00540_mRNA_7.1
Shikimate kinase/glconokinase
GRO049471 0 0 1 Shikimate inase (1) [1PR031322] (1); P-loop containing P_ifoliata_00540_mRNA_6.1
nucleoside triphosphate hydrolase - 00340 mRNA_
[IPRO27417] (1)
GF0049470 0 0 1 Hypothetical protein (1) P_tifoliata_00540_mRNA_3.1
GF0049469 0 0 1 Hypothetical protein (1) g::::z ::::::;;Tfé;;’;‘;‘g]‘ﬁ;l ; P._tifoliata_00540_mRNA_I1.1
GF0049468 0 0 1 Hypothetical protein (1) P_ifoliata_00539_mRNA_9.1
GF0049467 0 0 1 Hypotheical protein (1) P_tifoliata_00539_mRNA_2.1
GFO049466 0 0 1 Hypothetical protein (1) P_trifoliata_00539_mRNA_12.1
GF0049465 0 0 1 Hypothetical protein (1) P_trifoliata_00539_mRNA 11
GF0049464 0 0 1 Hypothetical protein (1) P_ifoliata_00538_ mRNA_7.1
GF0049463 0 0 1 Hypothetical protcin (1) P_tifoliata_00538_ mRNA_20.1
GFO049462 0 0 1 Hypothetical protein (1) P_trifoliata_00538_mRNA_2.1
GFO049461 0 0 1 Hypothetical protein (1) P_trifoliata 00538 mRNA_19.1
GF0049460 0 0 1 Hypothetical protein (1) P_ifoliata_00538_ mRNA_IS.1
GF0049459 0 0 1 Hypothetical protcin (1) P_tifoliata_00538_mRNA_L1
GFO049458 0 0 1 Hypothetical protein (1) P_trifoliata_00537_mRNA_$.1
GF0049457 0 0 1 Hypothetial protein (1) P_trifoliata_00537_mRNA 5.1
nuclei acid binding [GO:0003676
GF0049456 0 0 1 Hypothetical protein (1) molecular.function] (1); zinc fon binding Zine finger, CC} P_trifoliata 00537 mRNA 3.1
[GO:0008270 molecular_function] (1)
GF0049455 0 0 1 Hypothetical protein (1) P_trifoliata 00537 mRNA 20.1
GF0049454 0 0 1 Hypothetical protein (1) P_trifoliata_00537_mRNA_14.1
GF0049453 0 0 1 Hypothetical protein (1) P_tifoliata_00537_mRNA_13.1
GF0049452 0 0 1 Hypothetical protein (1) "I')““s"‘“‘"" En/Sp-like [IPR004242) P._trifoliata_00537_mRNA_12.1
GF0049451 0 0 1 Hypothetical protein (1) P_ifoliata_00537_mRNA_I1.1
GF0049450 0 0 1 Hypotheical protein (1) P_tifoliata_00537_mRNA_10.1
GF0049449 0 0 1 Hypothetical protein (1) 3
GFO049448 0 0 1 Hypothetical protein (1) P_trifoliata_00536_mRNA 6.1
GF0049447 0 0 1 Hypothetical protein (1) P_tifoliata_00536_mRNA_10.1
GF0049446 0 0 1 Hypotheical protein (1) P_tifoliata_00536_mRNA_L1
transporter activty [GO:0005215
GFO049445 0 0 1 Hypothetical protein (1) ;'grlf o"o’ﬁéi?i?'ﬁfiﬁlﬁl.ﬂfﬁ'}u, Proton-dependent oligopeptide P._trifoliata_00535_mRNA 9.1
[ transporter family [IPRO00109] (1) - 00535 mRNA
cellular_component] (1)
transport [GO:0006810
biological_process] (i membrane e
GF0049444. 0 0 1 Hypothetical protein (1) [GO:0016020 cellular. componcnl] (1); Proton-dependent oligopeptide P_trifoliata_00535_mRNA_6.1

transporter activity [GO:
molecular_function] (1)

transporter family [IPR000109] (1)
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Glutathione S-transferase, C-terminal-
like [IPRO1097] (1): Glutathione S-
. el altathione S-transfora protein binding [GO:0005515 transferase, N-terminal [IPR004045] (1); _ ol .
GF0049443 0 0 1 T lass shathione Sransferase (1) 710 PR O et T (DRO 330 (1t P_trifoliata 00535 mRNA 4.1
Glutathione S-transferase, C-terminal
[IPRODA4046] (1)
GF0049442 0 0 1 Hypothetical protein (1) - P_ifoliata_00535_mRNA_23.1
GF0049441 0 0 1 Hypotheical protein (1) - P_tifoliata_00534_mRNA_6.1
protein dimerization actvity Myc-type, basic helix-loop-helix (bHLH) _
GRO04940 0 0  Transeription factor BHLHGI (1) [GO:0046983 molecular_function] (1) domain [IPRO11598] (1) P_trifoliata_00534 mRNA 2.1
. Domain of unknown function DUF4283
GF0049439 0 0 1 Hypothetical protein (1) Urmossssar oy P_trifoliata 00533 mRNA 2.1
GFO049438 0 0 1 Hypothetical protein (1) - P_trifoliata_00533_mRNA_16.1
Reverse transeriptase, RNA-dependent .
GFO049437 0 0 1 Hypothetical protein (1) [ttt il P_trifoliata_00533_mRNA_IS.1
GF0049436 0 0 1 Hypotheical protein (1) - P_tifoliata_00533_ mRNA_14.1
DNA-binding pseudobarrel domain
GF0049435 0 0 1 Hypothetical protein (1) z:l'; l:\::f“;‘i‘[;’s‘mim [IPRO15300] (1); B3 DNA binding - P_uifoliata_00533 mRNA_10.1
& domain [IPRO0S340] (1)
GF0049434 0 0 1 Hypotheical protein (1) - P_tifoliata_00532_mRNA_6.1
GF0049433 0 0 1 Hypothetical protein (1) - P_trifoliata_00532_mRNA_S.1
GF0049432 0 0 1 Hypothetical protein (1) - P_trifoliata 00532 mRNA_19.1
“Thioredoxin-like fold [IPROI2336] (1)
Lambda class glutathione S-transferase  protein binding [GO:0005515 Glutathione S-transferase, C-terminal-
3 ! - 3 .
GF0049431 0 0 "0y molecular function] (1) like [PRO1097] (1); Glutathione S- P_tifoliata_00532_ mRNA_I5.1
transferase, N-terminal [IPR00404S] (1)
. Pentatricopeptide repeat-containing sricopentide . ol .
GF0049430 0 0 (Bt Pentatricopeptide repeat [IPRO02885] (1) P_trifoliata 00532 mRNA L1
GFO049420 0 0 1 Hypothetical protein (1) - P_trifoliata_00531_mRNA_6.1
GFO049428 0 0 1 Hypothetical protein (1) - P_trifoliata_00531_mRNA 4.1
GF0049427 0 0 1 Hypothetical protein (1) - P_ifoliata_00531_mRNA_25.1
GF0049426 0 0 1 Hypotheical protein (1) - P_tifoliata_00531_mRNA_21.1
Tsopericilin N synthase-like
GF0049425 0 0 1 Hypotheical protein (1) [IPRO27443] (1): Non-haem dioxygenase - P_tifoliata_00531_mRNA_20.1
N-terminal domain [IPR026992] (1)
Onoglutaratefiron-dependent
oxidation-reduction procass
CENESCH oy, dioxygenase [IPROOSI123] (1; Non-haem
GFO049424 0 0 | SENESCENCE-RELATED GENE 1 [GO:0055114 biological_process] (1 o o nace N-terminal domain B P._tifoliata_00531_mRNA_19.1
family protein (1) oxidoreductase activty [GO:0016491 °
molecular_function] (1) {IPRO26993] (1 sopericilin N
= synthase-like [IPR027443] (1)
GF0049423 0 0 1 Hypotheical protein (1) - P_tifoliata_00531_mRNA_17.1
GFO049422 0 0 1 Hypothetical protein (1) - P_trifoliata_00531_mRNA_13.1
DNA binding [GO:0003677
. molecular_function] (1); potein Transeription factor, MADS-box . ol .
GFO049421 0 0 1 Hypothetical protein (1) e oooross  bRoomoon (1 P_trifoliata 00531 mRNA_11.1
molecular_function] (1)
GF0049420 0 0 1 Hypothetical protein (1) - P_trifoliata 00531 mRNA L1
oxidoreductase activity [GO:0016491
molecular_function] (1): oxidation-
v o 1GOE 14 s destu IPR0L4103)
GF0049419 0 0 1 Phytoene desaturase (1) biological process] (1); carotene 7.8 e [1pRO32675] (1); Amine - P._tifoliata_00530_mRNA_6.1
desaturase activity [GO:0016719
! oxidase [IPRO02937] (1); FAD/NAD(P)-
molcular_function] (1):caroencid 120 EPRETE I PO
biosynthetic process [GO:0016117 e
biological_process] (1)
Domain of unknown function DUF4283
. [IPRO25558] (1):
GFO049418 0 0 1 Hypothetical protein (1) oo osuclcse phosphatse P_trifoliata 00530 mRNA._17.1
[IPRODS135] (1)
Protein of unknown function DUF674 .
GFO049417 0 0 1 DUF674 family protein (1) Timoorrsor oy P_trifoliata_00529_mRNA_16.1
GF0049416 0 0 1 Hypotheical protein (1) - P_tifoliata_00528 mRNA_6.1
GFO049415 0 0 1 Hypothetical protein (1) - P_trifoliata_00528 mRNA_2.1
GF0049414 0 0 1 Hypothetical protein (1) - P_trifoliata 00528 mRNA_12.1
GF0049413 0 0 1 Hypothetical protein (1) - P_ifoliata_00528 mRNA_I1.1
GF0049412 0 0 1 Hypotheical protein (1) - P_trifoliata_00528 mRNA_10.1
GFO049411 0 0 1 Hypothetical protein (1) - P_trifoliata_00527_mRNA_7.1
GF0049410 0 0 1 Hypothetical protein (1) - P_trifoliata 00527 mRNA 5.1
. nucleic acid binding [GO:0003676  Ribonuclease H-like domain
GF0049409 0 0 1 Hypothetical protein (1) e e TeRorssass 1) - P_trifoliata 00527 mRNA 3.1
GFO049408 0 0 1 Hypothetical protein (1) - P_trifoliata_00527_mRNA_19.1
GF0049407 0 0 1 Hypothetical protein (1) - P_trifoliata 00527 mRNA_IS.1
GF0049406 0 0 1 Hypothetical protein (1) - P_tifoliata_00527_mRNA_17.1
GF0049405 0 0 1 Hypotheical protein (1) - P_trifoliata_00527_mRNA_15.1
ylglyeerol O- vity O WSDI, Coterminal
GF0049404 0 0 1 Hypotheical protein (1) oo i et (0 (Toko00m11 1y P_trifoliata_00527_mRNA_12.1
EF-Hand 1, calcium-binding site
calcium ion binding [GO:0005509  [IPROIS247) (1): EF-hand domain
5 A - .
GF004940. 0 0 1 Calmodulin (1) moleeula funeion] (1) LIPR0020481 (1) EF-hand domatn i P_ifoliata_00527_mRNA_L1
[IPRO11992] (1)
GF0049402 0 0 1 Hypothetical protein (1) - P_ifoliata_00526_mRNA_S.1
GF0049401 0 0 1 Hypotheical protein (1) - P_tifoliata_00526_mRNA_4.1
Squalene cyelas
. ese/mutase amily mermber [IPRO32696] (1): Squalene cyelase, N-
GF0049400 0 0 1 “""”“‘ Cyclase/mutase family memoet terminal [IPR032697] (1); Terpenoid - P_trifoliata_00526_mRNA_2.1
cyclases/protein prenyltransferase alpha-
alpha toroid [IPR00S930] (1)
GF0049399 0 0 1 Hypothetical protein (1) - P_trifoliata_00526_mRNA_L1
GF0049398 0 0 1 Hypothetical protein (1) - P_trifoliata 00525 mRNA 7.1
DNA binding [GO:0003677
molecular_function] (1): protein Transcription factor, MADS-box
GF0049397 0 0 1 MADS box ranseription factor $0.(1) 0 S o C PR monnion; 1y P_ifoliata_00525_mRNA_IS.1
molccular_function] (1)
GF0049396 0 0 1 Hypothetical protein (1) - P_ifoliata_00525_mRNA_I3.1
Ceenbs-I resistance profein, putative Leucine-rich repeat domain, L domain-
3 .
GF0049395 0 0 (s [ttty P_ifoliata_00525_mRNA_L1
ATP binding [GO:0005524 Protein kinase domain [IPR000719] (1):
molecular_function] (1): protein verse transeriptase domain
. el rotein phosphorylation [GO:0006465 [IPRO00477] (1): Protein kinase-like ol .
GF0049394 0 0 1 Hypothetical protein (1) biological_process] (1); protein kinase  domain [IPRO11009] (1; Serine- P_trifoliata 00524 mRNA_27.1
activity [GO:0004672 threonine/tyrosine-protein kinase
molecular_function] (1) catalytic domain [IPROD1245] (1)
GF0049393 0 0 1 Hypothetical protein (1) - P_ifoliata_00524_ mRNA_24.1
iron ion binding [GO:0005506
molccular_function] (1): heme binding
[GO:0020037 molecular_function) (1)
Cytochrome PAS0, E-class, group |
oxidoreductase activity.acting on paircd !
GF0049392 0 0 1 Cytochrome P450 761 (1) donors, with incorporation or reduction 1R 002401 (1: Cytochrome P45, P_trifoliata 00524 mRNA 20.1
of molecular oxygen [GO:0016705 conserved site [IPRO17972] (1);
I OXyeS " Cytochrome P450 [IPRO01128] (1)
molecular.function] (1); oxidation-
eduction process [GO:0055 114
biological_process] (1)
structural constituent of ribosome
[GO:0003735 molecular_function) (1):
ranslation [GO:0006412 Ribosomal protein S8e [IPR001047] (1):
GF0049391 0 0 1 Hypothetical protein (1) biological_process] (1);intracellular  Ribosomal protein S8c/ribosomal - P_trifoliata_00524_mRNA_L1
[GO:0005622 cellular_component] (1);  biogenesis NSA2 [IPR022309] (1)
ibosome [GO:0005840
cellular_component] (1)
GF0049390 0 0 1 Hypothetial protein (1) - P_trifoliata 00523 mRNA 7.1
GF0049389 0 0 1 Hypothetical protein (1) - P_tifoliata_00523_mRNA 4.1
GF0049388 0 0 1 Hypothetical protein (1) - P_tifoliata_00523_mRNA_25.1
GFO049387 0 0 1 Hypothetical protein (1) - P_trifoliata_00523_mRNA_24.1
GF0049386 0 0 1 Hypothetical protein (1) - P_trifoliata 00523 mRNA 20.1
GF0049385 0 0 1 Disease resistance protein (1) - P_ifoliata_00523_mRNA 2.1
checkpoint clamp complex [GO:0030896
cellular_component] (1); DNA damage o
GF0049384 0 0 1 Hypothetical protein (1) checkpoint [GO:0000077 Checkpoint protein Hus1/Mec3 - P_trifoliata_00523_mRNA_15.1
[IPRO07150] (1)
biological process] (1); DNA repair
[GO:0006281 biological_process] (1)
DNA repai [GO:0006251
biolagical_process] (1); checkpoint
clamp complex [GO:0030896 Checkpoint protcin Hus1/Mec3 .
GF0049383 0 0 1 Hypotheical protein (1) T ent (1 DA damage LTPROD 1501 1y P_tifoliata_00523 mRNA_I1.1
checkpoint [GO:0000077
biolagical_process] (1)
DNA damage checkpoint [GO:0000077
biological process] (1; checkpoint L
GF0049382 0 0 1 Hypothetical protein (1) clamp complex [GO:0030896 Checkpoint protein Hus1/Mec3 B P._trifoliata_00523_ mRNA_10.1
[IPRO07150] (1)
cellular_component] (1); DNA repair
[GO:0006281 biological_process] (1)
GFO049381 0 0 1 Hypothetical protein (1) - P_trifoliata_00522_mRNA_0.1
ransferase activty, ransferring hexosyl -
o Glycosyl transferase, family 28, .
GFO049380 0 0 1 Hypothetical protein (1) groups [GOA0016758 e oRdo723%1 (1 - P_trifoliata_00522_ mRNA_16.1
molecular_function] (1)
GF0049379 0 0 1 Alpharbeta fold hydrolase (1) Alpha/Beta hydrolase fold [IPR0290S] P_uifoliata 00522 mRNA_15.1

)
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GF0049378 0 0 1 Hypothetial protein (1) - P_trifoliata 00522 mRNA_14.1
GF0049377 0 0 1 Hypothetical protein (1) - P_tifoliata_00522_ mRNA_I3.1
GF0049376 0 0 1 Hypotheical protein (1) - P_tifoliata_00522_ mRNA_I1.1
GFO049375 0 0 1 Hypothetical protein (1) - P_trifoliata_00522_mRNA_L1
metabolic process [GO:0008152 2-oxoucid dehydrogense acyliransferase,
J— ) ) | i s Pl procel (s atatsdon 1PRO07) (1 b ol 00521 mMRNA 9.1
[GO:0016746 molecular_function] (1) domain [IPR023213] (1)
GF0049373 0 0 1 Hypothetical protein (1) - P_trifoliata 00521 mRNA §.1
GF0049372 0 0 1 Hypothetical protein (1) - P_tifoliata_00521_mRNA_6.1
GF0049371 0 0 1 Hypotheical protein (1) - P_tifoliata_00521_mRNA_S.1
GFO049370 0 0 1 Hypothetical protein (1) - P_trifoliata_00521_mRNA_4.1
GF0049369 0 0 1 Hypothetical protein (1) - P_trifoliata 00521 mRNA 3.1
GF0049368 0 0 1 Hypothetical protein (1) - P_tifoliata_00521_mRNA_16.1
GF0049367 0 0 1 Hypotheical protein (1) - P_tifoliata_00521_mRNA_14.1
GF0049366 0 0 1 Mavicyanin (1) 33?:2’;;:’,:::;: Z“:;"{?y[m 0009055 g:;';:;’:'::'“[;::“:?:ﬁﬁ&éz 4510 P._trifoliata_00521_mRNA_12.1
Aspartc peptidase Al family
aspartic-type endopeptidase activity  (IPR001461] (1); Xylanase inhibitor, C-
GF0049365 0 0 1 Hypothetical protein (1) s OB e s e Loc0roeal 13 ™ P_ifoliata_00521_mRNA_I1.1
biological_process] (1) Aspartc pepiduse domain [IPRO21109]
m
GF0049364 0 0 1 Hypotheical protein (1) - P_tifoliata_00519_mRNA 8.1
GF0049363 0 0 1 Hypothetical protein (1) - P_trifoliata_00519_mRNA_S.1
GF0049362 0 0 1 Hypothetical protein (1) - P_trifoliata 00519 mRNA 4.1
GF0049361 0 0 1 Hypothetical protein (1) - P_ifoliata_00519_mRNA 3.1
GF0049360 0 0 1 Hypotheical protein (1) - P_tifoliata_00519_mRNA_19.1
GF0049359 0 0 1 Hypothetical protein (1) - P_trifoliata_00519_mRNA_IS.1
GF0049358 0 0 1 Hypothetical protein (1) - P_tifoliata 00519 mRNA_11.1
Rossmann-fike alpha/beta/alpha
sandwich fold [IPRO14729] (1):
“Transposase, MuDR, plant [IPR004332
GF0049357 0 0 ;‘;"l':::‘("]‘f"mmmo"r““ insert ay l!l;:jl!:y.ull\:las:s";assll,cn‘::lyucJ - P._tifoliata_00518_mRNA_3.1
domain [IPRO32678] (1); Cysteinyl-
{RNA synthetasc/mycothiol ligase
[IPRO24909] (1)
GFO049356 0 0 1 Hypothetical protein (1) - P_trifoliata_00518_mRNA_2.1
GF0049355 0 0 1 AtpA (1) - P_trifoliata 00518 mRNA_19.1
GF0049354 0 0 1 Hypothetical protein (1) - P_ifoliata_00518_ mRNA_I5.1
GF0049353 0 0 1 Hypotheical protein (1) - P_tifoliata_00516_ mRNA_0.1
DNA binding [GO:0003677
molecular_function] (1); transcription
factor activity, scquence-specific DNA  AP2/ERF domain [IPROOI4T1] (1):
GF0049352 0 0 1 Hypothetica protein (1) binding [GO:0003700 DNA-binding domain [IPROI6177] (1); - P_tifoliata 00516 mRNA_19.1
molecular_function] (1): egulation of  Frigida-like [IPRO12474] (1)
transcription, DNA-templated
[GO:0006355 biological_process] (1)
crovsss 0 0 1 DUFE2S3 i ot 1 ik ction DUF2S3 il 0516 mRNA.141
P ) ) | bl ke sty ot Revenc e g P ot 00516 mRNA 131
GF0049349 0 0 1 Hypothetical protein (1) - P_ifoliata_00515_mRNA_9.1
RNA-DNA hybrid ribonuclease actvity e H domain
GFO049348 0 0 1 Ribonuclease H (1) [G0:0004523 molecular_function) (1); ﬁ'ﬁ";{.‘ﬂiﬁﬁ::’x|,T,ke[.::mz 1l P._trifoliata_00515_mRNA_8.1
muceic acid inding [GO0003676. (SIS
molecular_function] (1)
GF0049347 0 0 1 Hypotheical protein (1) - P_tifoliata_00515_mRNA_7.1
GFO049346 0 0 1 Hypothetical protein (1) - P_trifoliata_00515_mRNA_4.1
GF0049345 0 0 1 Hypothetical protein (1) - P_trifoliata 00514 mRNA 3.1
GF0049344 0 0 1 Hypothetical protein (1) - P_ifoliata_00514_mRNA_2.1
GF0049343 0 0 1 Hypotheical protein (1) - P_tifoliata_00514_ mRNA_L1
GFO049342 0 0 1 Hypothetical protein (1) - P_trifoliata_00513_mRNA_6.1
GFO049341 0 0 1 Hypothetical protein (1) - P_trifoliata 00513 mRNA 22.1
GF0049340 0 0 1 Hypothetical protein (1) - P_ifoliata_00513_mRNA_21.1
regulation of transcription, DNA-
GF0049339 0 0 |::“‘:::‘,’f‘::"":x’:::‘:‘l")" l:l%\p]al:d [GO.ﬂﬂﬂG;SS } x)U'EEi:2“:;‘:?:::;:?&2:;%;2133]) P_trifoliata_00513_mRNA 20.1
biological_process] (1)
GF0049338 0 0 1 Hypothetical protein (1) - P_ifoliata_00513_mRNA_19.1
GF0049337 0 0 1 Hypotheical protein (1) - P_tifoliata_00513_ mRNA_L1
GFO049336 0 0 1 Hypothetical protein (1) l"‘"f“:f:a 6";5‘;‘;“(’:‘:““ function DUF616 P._tifoliata_00512_mRNA_8.1
GFO049335 0 0 1 Hypothetical protein (1) - P_ifoliata_00512_mRNA_24.1
Glutathione S-transferase, C-terminal
GFO049334 0 0 1 Hypothetical protein (1) E::::‘;:’;Z:“]C‘"E’“x:‘a‘r‘;“::'ﬁlfmI . P._trifoliata_00512_mRNA_22.1
Thioredoxin-like fold [IPROI2336] (1):
Slutathione S-transferase, N-terminal
GFO049333 0 0 1 Glutathione transferase (1) ::I‘:‘:“:‘r"‘x:i‘[;’;; ?3055‘5 [(n’nknn:nis]s 1 Gltatone §. P._trifoliata_00512_mRNA _21.1
& transferase, C-terminal-like [IPROI0987]
)
Thioredoxin-like fold [IPROI2336] (1):
Glutathione S-transferase, Neterminal
GFO049332 0 0 1 Glutathione transferase (1) ::I‘:‘:“:‘r"‘x:i‘[s‘a ?3055‘5 [l;kﬂﬂ:ﬂis]s 1y Gltatone & P._trifoliata_00512_mRNA_20.1
& ransferase, C-terminal-like [IPROI0987]
I0)
GF0049331 0 0 1 Hypothetical protein (1) ::;f:m:“};:g:::ﬁ [(?‘0 0003676 ﬁ:’;;‘l‘%‘;?“')“k domain - P_trifoliata_00511_mRNA 7.1
catalytc activity [GO:0003824 Pyridoxal phosphate-dependent
olceular_function] (1): transaminase  transferase [IPRO15424] (1);
GF0049330 0 0 1 Hypothetial protein (1) e eton) W pridoxsl (1 Pt oot P_trifoliata_00511_mRNA 5.1
phosphate binding [GO:0030170 ransferase, major region, subdomain 2
molecular_function] (1) [IPROIS422] (1)
GF0049320 0 0 1 Hypothetical protein (1) - P_ifoliata_00511_mRNA 4.1
GF0049328 0 0 1 Hypotheical protein (1) - P_tifoliata_00511_mRNA_2.1
GFO049327 0 0 1 Hypothetical protein (1) - P_trifoliata_00510_mRNA_$.1
GF0049326 0 0 1 Hypothetical protein (1) - P_trifoliata_00509_mRNA 9.1
GF0049325 0 0 1 Hypothetical protein (1) - P_ifoliata_00509_mRNA_7.1
GF0049324 0 0 1 Hypotheical protein (1) - P_tifoliata_00509_mRNA_6.1
GF0049323 0 0 1 Hypothetical protein (1) - P_trifoliata_00509_mRNA_S.1
GF0049322 0 0 1 Hypothetical protein (1) - P_trifoliata_00509_mRNA 4.1
crovss 0 0 1 ottt potin (1 ik ction DUFS3 P el 0050 mRNA 3.1
GF0049320 0 0 1 Hypothetical protein (1) - P_trifoliata_00509_mRNA_2.1
arovssio 0 0 1 Pl s, ol el sl bning(GO00SETS L0 ) e e - il 00509 nRNA_ 171
& zinc-binding domain [IPR026960] (1)
GFO049318 0 0 1 Hypothetical protein (1) - P_trifoliata_00509_mRNA_I1.1
GF0049317 0 0 1 Hypothetical protein (1) - P_trifoliata 00508 mRNA 8.1
GF0049316 0 0 1 Hypothetical protein (1) - P_ifoliata_00508_mRNA_S.1
GF0049315 0 0 1 Hypotheical protein (1) - P_tifoliata_00508_mRNA_4.1
GFO049314 0 0 1 Hypothetical protein (1) - P_trifoliata_00508_mRNA_14.1
aspartic-type endopeptidase actvity
arovssis 0 0 [E——— (60003150 okl frcton] ). Asparc pepds, st i - il 20508 mRNA_13.1
biolagical_process] (1)
GFO049312 0 0 1 Hypothetical protein (1) - P_tifoliata 00508 mRNA._12.1
GF0049311 0 0 1 Hypothetical protein (1) ‘Thaumatin [IPRO01938] (1) - P_tifoliata_00507_mRNA 4.1
GF0049310 0 0 1 Hypotheical protein (1) - P_tifoliata_00507_mRNA_3.1
GF0049309 0 0 1 Hypothetical protein (1) m’; ‘z\']'::i';‘gm[f"s‘glmm YTH domain [IPR00T275] (1) B P._trifoliata_00507_mRNA _21.1
GF0049308 0 0 | GATA transeription factor 9 (1) - P_tifoliata_00507_mRNA_I4.1
GF0049307 0 0 1 Hypotheical protein (1) - P_tifoliata_00507_mRNA_L1
GF0049306 0 0 1 Hypothetical protein (1) - P_trifoliata_00505_mRNA_13.1
GF0049305 0 0 1 Hypothetical protein (1) - P_trifoliata 00505 mRNA._L1
GF0049304 0 0 1 Hypothetical protein (1) Viral movement protein [IPR028919] (1) - P_ifoliata_00504_ mRNA_9.1
GF0049303 0 0 1 Hypotheical protein (1) - P_tifoliata_00504_ mRNA_8.1
GFO049302 0 0 1 Hypothetical protein (1) - P_trifoliata_00504_mRNA_7.1
zinc fon binding [GO:0008270
crovsson 0 0 1 ottt protin (1 e rtond 1,816 3K e PRSI - P il 00504 mRNA 6.1
molecular_function] (1)
GF0049300 0 0 1 Hypothetical protein (1) - P_trifoliata 00504 mRNA 4.1
GF0049299 0 0 1 Hypothetical protein (1) - P_ifoliata_00504_ mRNA 3.1
GF0049298 0 0 1 Hypotheical protein (1) - P_tifoliata_00504_ mRNA_IS.1
GF0049297 0 0 1 Hypothetical protein (1) I""‘;’Rh;:fg;‘m;’““ Pua/En/Spm, plant_ P._tifoliata_00504_ mRNA_17.1
GF0049296 0 0 1 Hypothetical protein (1) - P_ifoliata_00504 mRNA_16.1
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GF0049295 0 0 1 Hypothetial protein (1) - P_trifoliata 00504 mRNA_10.1
GF0049294 0 0 1 Hypothetical protein (1) Viral movement protein [IPR028919] (1) - P_ifoliata_00504 mRNA_L1
Retroviral aspartyl protcase (IPRO13242]
GF0049293 0 0 1 Gag protease polyprotein (1) (1); Retrotransposon gag domain - P_ifoliata_00503_mRNA_9.1
[1PRODS162] (1)
GF0049292 0 0 1 Hypothetical protein (1) - P_ifoliata_00503_mRNA_6.1
GF0049291 0 0 1 Hypotheical protein (1) - P_tifoliata_00503_mRNA_S.1
O A e domsin
GF0049290 0 0 1 Hypothetical protein (1) olecul retior [IPRO12337] (1); HAT, C-terminal P_trifoliata_00503_mRNA_12.1
nuclei acid binding [GO:0003676
" dimerisation domain [IPRO0S906] (1)
molecular.function] (1)
GF0049289 0 0 1 Hypothetical protein (1) - P_trifoliata_00503_mRNA_I1.1
GFO049288 0 0 1 Hypothetical protein (1) - P_trifoliata 00503 mRNA_10.1
Ribosomal protein L1-fike [IPR023674]
(1); Ribosomal protein L1, 3-layer
N alpha/beta-sandwich [IPRO16095] (1):
GFO049287 0 0 1508 ribosomal protein L1 (1) m’; ‘z\'l'::“;‘gm[gs‘glmm Ribosomal protein L1, 2-layer alpharbeta- - P._tifoliata_00502_mRNA_33.1
- sanduwich [PRO16094] (1); Ribosomal
protein L fibosomal biogencsis protein
[IPRO28364] (1)
GFO049286 0 0 1 Hypothetical protein (1) - P_trifoliata_00502_mRNA_27.1
GF0049285 0 0 I Selenoprotein K (1) m‘““"“’“’“ SelK/SelG [1PRO24491] P._trifoliata_00502_mRNA_I3.1
GF0049284 0 0 1 Hypotheical protein (1) - P_tifoliata_00501_mRNA_4.1
GF0049283 0 0 1 Hypothetical protein (1) - P_trifoliata_00501_mRNA_27.1
GFO049282 0 0 1 Hypothetical protein (1) - P_tifoliata_00501_mRNA 26.1
GF0049281 0 0 1 Hypothetical protein (1) - P_ifoliata_00501_mRNA_L1
structural constituent of ribosome
[GO:0003735 molecular_function) (1:
intracellular [GO:0005622 Ribosomal protein L34A¢ [IPRO0S195]
GF0049280 0 0 1 Hypothetical protein (1) cellular_component] (1) translation  (1): Protcin of unknown function - P_trifoliata_00500_mRNA_4.1
[GO:0006412 biological_process] (1) DUF1666 [IPROI2870] (1)
ibosome [GO:0005840
cellular_component] (1)
Serine-hreonine/tyrosinc-protein kinase
catalytic domain [IPRO0I245] (1);
protein phosphorylation [GO:0006468  Protin kinase, ATP binding sitc
bikgeal procs) 1 rtin i [IPROI7441 1 Srnleonie
GF0049279 0 0 1 Receptor-ike kinase plant (1) activity [GO:000467. protein kinase, active site [IPRO0S271] - P_tifoliata_00500_mRNA_20.1
ol e 1 ATP binding s Conoman A g e
[GO:0005524 molecular_function] (1) domain [IPRO13320] (1): Protein kinasc-
like domain [IPROT1009] (1); Protein
kinase domain [IPRO00719] (1)
GF0049278 0 0 1 Hypothetical protein (1) - P_trifoliata 00499 mRNA 9.1
. nucleic acid binding [GO:0003676  Ribonuclease H-ike domai
GF0049277 0 0 1 Hypothetical protein (1) g - P_trifoliata 00499 mRNA 7.1
molecular_function] (1) [IPROI2337] (1)
GFO049276 0 0 1 Hypothetical protein (1) - P_trifoliata_00499_mRNA_S.1
GF0049275 0 0 1 Hypothetical protein (1) - P_trifoliata 00499 mRNA 4.1
GF0049274 0 0 1 Hypothetical protein (1) - P_tifoliata_00499_mRNA 3.1
GF0049273 0 0 1 Hypotheical protein (1) - P_tifoliata_00499_mRNA_2.1
GF0049272 0 0 1 Hypothetical protein (1) - P_trifoliata_00499_mRNA_I1.1
GF0049271 0 0 1 Hypothetical protein (1) - P_trifoliata 00499 mRNA_10.1
GF0049270 0 0 1 Hypothetical protein (1) - P_tifoliata_00498_mRNA_7.1
GF0049269 0 0 1 Hypotheical protein (1) - P_tifoliata_00498_mRNA_6.1
GFO049268 0 0 1 Hypothetical protein (1) - P_trifoliata_00498_mRNA_S.1
GF0049267 0 0 1 Hypothetical protein (1) - P_trifoliata 00498 mRNA 4.1
GF0049266 0 0 1 Hypothetical protein (1) - P_ifoliata_00498_mRNA_IS.1
GF0049265 0 0 1 Hypotheical protein (1) - P_tifoliata_00498 mRNA_14.1
GF0049264 0 0 1 Hypothetical protein (1) - P_trifoliata_00498_mRNA_I1.1
GF0049263 0 0 1 Hypothetical protein (1) - P_tifoliata 00498 mRNA._10.1
GF0049262 0 0 1 Hypothetical protein (1) - P_ifoliata_00497_mRNA_9.1
GF0049261 0 0 1 Hypothetical protein (1) Exthihimei ot P_trifoliata_00497_mRNA 3.1
GF0049260 0 0 1 Hypothetical protein (1) H;;xg;‘;’fz”]‘ﬁj of LTR copia-type P._trifoliata_00497_mRNA_2.1
GF0049259 0 0 1 Hypothetical protein (1) "':{:,:‘,:‘C:“ﬁ”;""“""“"’h‘”"h’““ P_trifoliata_00497 mRNA_16.1
P-loop containing nucleoside
. e rsistance protein ADP binding [GO:0043531 phsphale e [PROZAI7] 0 ol .
GF0049258 0 0 1 Disease resistance protein (1) e o o iRG03€50) 1 P_tifoliata 00497 mRNA._14.1
NB-ARC (IPRO021E2) (1
GF0049257 0 0 1 Hypothetical protein (1) - P_trifoliata 00497 mRNA_11
GF0049256 0 0 1 Hypothetical protein (1) - P_tifoliata_00496_mRNA 8.1
GF0049255 0 0 1 Hypotheical protein (1) - P_tifoliata_00496_mRNA_S.1
GF0049254 0 0 1 Hypothetical protein (1) .
GF0049253 0 0 1 Hypothetical protein (1) - P uifolata 00496 mRNA 18.1
GF0049252 0 0 1 Hypothetical protein (1) - P_tifoliata_00496_mRNA_17.1
Cytokinin riboside S"monaphosphate
GF0049251 0 0 e 1y LOG family [IPRO31100] (1) - P_ifoliata_00496_mRNA_16.1
GF0049250 0 0 1 Hypothetical protein (1) - P_trifoliata 00496 mRNA_15.1
crovszs 0 0 T ——— }ﬂ?‘g;‘;;gggﬁ'lf"“w"'» o il 0049 mRNA_13.1
Leucine-tich repeat domain, L domain-
GF0049248 0 0 1 Hypotheical protein (1) [ttty P_tifoliata_00496_mRNA_12.1
GF0049247 0 0 1 Hypothetical protein (1) - P_tifoliata_00496_mRNA_10.1
GF0049246 0 0 1 Hypotheical protein (1) - P_tifoliata_00495_mRNA_S.1
. Leucine-rich repeat domain, L domain-
GFO049245 0 0 1 Hypothetical protein (1) protein binding [GO:0003515 like [IPR032675] (1): Leucine-rich repeat - P._trifoliata_00495_mRNA_16.1
molecular_function] (1)
[IPROOI61] (1)
Foop conami nucieostae
. triphosphate hydrolase [IPRO27417] (1);
GFO049244 0 0 1 Hypothetical protein (1) '“I" h"]’d'“f [r.‘o "1"(“]55“ ATPase, AAA-type, core [IPRO03959] - P._tifoliata_00494_mRNA_6.1
molecular_function] (1) (15 AAA+ ATPase domain [IPR003593]
GF0049243 0 0 1 Hypotheical protein (1) - P_tifoliata_00494_mRNA_S.1
Amino acid transporter,transmembrane
GF0049242 0 0 1 Hypotheical protein (1) domain [IPRO13057] (1); FARI DNA - P_tifoliata_00494_ mRNA_24.1
binding domain [IPRO04330] (1)
Sect domain [IPROD4179] (1); €2
GF0049241 0 0 1 Hypothetical protein (1) z”l“’}" 1‘1‘["‘}.“"‘5!['(33‘??‘05515 domain [IPRO0000S] (1); - P_trifoliata_00494 mRNA 2.1
rolecular_functio Immunoglobulin E-set [IPRO14756] (1)
metabolic process [GO:0008152
| Uridine diphosphate glycosylransferase - biological_process] (1) ransferase  UDP-glucuronosy/UDP-
GF0049240 0 o ! 2482, putative isoform | actvity, transferring hevosyl groups  ghucosylransferase [IPR002213] (1) P_trifoliata_00494_ mRNA_I5.1
[GO:0016758 molecular_function) (1)
GF0049239 0 0 1 Hypothetical protein (1) - P_ifoliata_00494_ mRNA_L1
GF0049238 0 0 1 Hypotheical protein (1) - P_tifoliata_00493_mRNA_0.1
Leucine-tich repeat domain, L domain-
GF0049237 0 0 1 Hypotheical protein (1) [ttt P_tifoliata_00493_mRNA 8.1
Leucine-rich repeat, typical subtype
Hypothetical leucine rich repeat protein  protein binding [GO:0005515 [IPRO03391] (1): Leucine-rich repeat
GF0049236 0 0 Rt molecular function] (1) domain, L domain-ike [IPRO32675] (1); ~ P_rifoliata_00493_mRNA.3.1
Leucing-rich repeat [IPRO01611] (1)
crovsass 0 0 | ottt potin (1 Lo et domsin, L dorwi il 0049 mRNA 21
GF0049234 0 0 1 Hypothetical protein (1) - P_trifoliata_00493_mRNA_17.1
GF0049233 0 0 1 Hypothetical protein (1) - P_trifoliata 00493 mRNA_16.1
. DNA binding [GO:0003677
GF0049232 0 0 1 Hypothetical protein (1) e ot Zin finger, BED-type [IPRO03656] (1) - P_trifoliata 00493 mRNA_12.1
GF0049231 0 0 1 Hypothetical protein (1) ﬁ;“'("n‘;‘:‘s"z‘;‘("l“‘ gag domain - P_trifoliata_00492_ mRNA 4.1
GF0049230 0 0 1 Hypothetical protein (1) - P_ifoliata_00492_ mRNA_20.1
GF0049229 0 0 1 Hypotheical protein (1) - P_tifoliata_00492_ mRNA_IS.1
“Transposase, MuDR, plant [IPR004332]
GF0049228 0 0 1 Mutator-like transposase (1) (1): MULE transposase domain - P_tifoliata_00492_ mRNA_17.1
[IPROIS289] (1)
GF0049227 0 0 1 Hypotheical protein (1) - P_trifoliata_00492_ mRNA_16.1
nucleic acid binding [GO:000: Ribonuclease Helike d
GF0049226 0 0 1 Hypotheical protein (1) et e Hrrorssmy - P_tifoliata_00492_ mRNA_L1
Lipid phosphate phosphatase, plant
J— ) ) | Lipid phosphate phosphatase-like protein [IPRO2868 1] (1): Phosphatidic acid ~_ P o 00491 mRNA 241
I phosphatase type 2/haloperoidase
[IPRO00326] (1)
crovszzs 0 0 1 ottt protin (1 prs ity | e b i (L0 il 0041 nRNA_151
GF0049223 0 0 1 Hypothetical protein (1) - P_trifoliata_00491_mRNA_14.1
i cid binding [G GAG-pre-integrase domain [IPR025724]
GF0049222 0 0 | Retrotransposon proten, putative, Tyl nucleic acid binding [GO:0003676 (1); Ribonuclease H-like domain - P_trifoliata_00490_mRNA 6.1
! copia subelass (1) molecular_function] (1) {Rorsmarin
GFO049221 0 0 1 Hypothetical protein (1) - P_trifoliata_00490_mRNA 4.1
GF0049220 0 0 1 General transcription factor-like zine B P._trifoliata_00490_mRNA_3.1
finger protein, putative (1)
GF0049219 0 0 1 Hypothetical protein (1) - P_tifoliata_00490_mRNA_21.1
GFO049218 0 0 1 Hypothetical protein (1) - P_trifoliata_00490_mRNA_20.1
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N ‘Domain of unknown function DUF4371 .
GF0049217 0 0 1 Hypothetical protein (1) [bR025398] (1) P_trifoliata_00490_mRNA_IS.1
GF0049216 0 0 1 Hypothetical protein (1) - P_trifoliata_00490_mRNA_I7.1
GF0049215 0 0 1 Hypothetical protein (1) - P_trifoliata_00490_mRNA_14.1
GF0049214 0 0 1 Hypothetical protein (1) - P_trifoliata 00490 mRNA_IL.1
y WD40-repeat-containing domain
f— 0 0 YD st dori oo g [GOMOSIS R p———
interacting 3 (1) ular_function] ( like-containing domain [IPRO15943] (1)
ribosome [GO:0005840
cellular_component] (1); structural
constituent of ribosome [GO:0003735  Ribosomal protein L10e/L16
GF0049212 0 0 1605 ribosomal protein L10 (1) molecular_function] (1); intracellular ~ [IPROI6180] (1; Ribosomal protein - P_trifoliata_00459 mRNA_16.1
[GO:0005622 cellular_component] (1); ~ L10e, conserved site [IPRO18255] (1)
translation [GO:0006412
biological_process] (1)
GF0049211 0 0 1 Hypothetical protein (1) - P_trifoliata_00489 mRNA_I3.1
GF0049210 0 0 1 Hypothetical protein (1) - P_trifoliata 00489 mRNA_12.1
GF0049209 0 0 1 Hypothetical protein (1) - P_trifoliata 00489 mRNA L1
GF0049208 0 0 1 Hypothetical protein (1) - P_trifoliata_00488 mRNA 9.1
GF0049207 0 0 1 Hypothetical protein (1) - P_trifoliata_00488 mRNA 8.1
| Carbon catabolie repressor-ike protein Endonuclease/exonuelease/phosphatase
GF0049206 0 0 o LIPRO0S138] (1) P_trifoliata_00488 mRNA 4.1
GF0049205 0 0 1 Hypothetical protein (1) - P_trifoliata_00488 mRNA 27.1
GF0049204 0 0 1 Hypothetical protein (1) - P_trifoliata_00488 mRNA 26.1
Leucine-rich repeat [IPRO01611] (1):
polyamine bin 0019808 Leucine-rich repeat-containing N-
molecular_function] (1): protein binding - terminal, plant-type [IPROI3210] (1);
LRR receptor-ike serinafreonine. [GO:0005515 molecular_function] (1);  Leucine-rich repeat domain, L domain-
GF0049203 0 0 1 rtsin Kiase GSO1 (1) periplasmic space [GO:0042597 like [IPRO32675] (1); Leucine-rich - P_trifoliata_00488 mRNA 24.1
protel e cellular_component] (1); polyamine repeat, typical subtype [IPR003591] (1);
transport [GO:0015846 Bacteria periplasmic
biological_process] (1) spermidine/putrescine-binding protein
{iPRO01 18] (1)
GF0049202 0 0 1 Hypothetical protein (1) - P_trifoliata 00488 mRNA 20.1
GF0049201 0 0 1 Hypothetical protein (1) - P_trifoliata 00488 mRNA 2.1
GF0049200 0 0 1 Hypothetical protein (1) - P_trifoliata_00487 mRNA_I2.1
Iron hydrogenase, large subunit, C-
GF0049199 0 0 1 Hypothetical protein (1) terminal [IPR004108] (1); Iron - P_trifoliata_00487 mRNA_10.1
hydrogenase [IPRO0SOI6] (1)
Leucine-rich repeat domain, L domain-
g like [IPR032675] (1): P-loop containing
GF0049198 0 0 E:;”“ﬂ 'f;‘ﬁ‘f:‘;‘ P:“:‘:: ‘(‘c)c NBS 2":’ f",’:‘:“;?:(iloml‘m nucleoside triphosphate hydrolase - P_trifoliata_00487 mRNA_I.1
class) family protel rolecular_functio [IPRO27417] (1); NB-ARC [IPR002182]
0]
GF0049197 0 0 1 Hypothetical protein (1) - P_rifoliata_00486 mRNA 9.1
Domain of unknown function DUF632
GF0049196 0 0 1 Hypothetical protein (1) [IPRO0S67] (1) P_rifoliata_00486 mRNA 8.1
zine ion binding [GO:0008270 Zine finger, PMZ-type [IPR006564] (1): .
GF0049195 0 0 1 Hypothetical protein (1) oveeuta Tuneion] (1) Jine inger SWINL e [DR007927) (1)~ P_trifoliata_00486 mRNA 7.1
Il sty [GOMIGTET st ol o R035050
GF0049194 0 0 1 Hypothetical protein (1) ular_function] (1); a (1): Alpha/beta hydrolase fold-3 P_trifoliata_00486_mRNA_5.1
process [GO:0008152
[IPRO13094] (1)
biological_process] (1)
GF0049193 0 0 1 Hypothetical protein (1) - P_trifoliata_00486 mRNA 3.1
GF0049192 0 0 1 Hypothetical protein (1) - P_trifoliata 00486 mRNA 24.1
relatonofascripon, DNA FHY3/FARI family [IPRO31052] (1);
GF0049191 0 0 1 FARI DNA-binding domain protein (1) templated [GO:000635 FARI DNA binding domain - P_trifoliata 00486 mRNA_19.1
biological_process] (n [IPRO04330] (1)
:’”I“TY‘:S [i‘?:“‘jugs‘“f e Peptidase S10, serine carboxypeptidase
GF0049190 0 0 1 Carboxypeptidase (1) tological_process] (1); serine-type [IPRO01563] (1); Alpha/Beta hydrolase - P_trifoliata_00486_mRNA_16.1
carboxypeptidase activity [GO:0004185
N fold [IPRO290SS] (1)
molecular_function] (1)
metabolic process [GO:0008152
biological_process] (1): transport
[GO:0006810 biological_process] (1);
integral component of membrane
[GO:0016021 cellular_component] (1);  Alpha/Beta hydrolase fold [IPR0290SS]
hydrolase activity [GO:0016787 (1): ABC transporter type 1,
GF0049189 0 0 molecular_funetion] (1): ATP binding  transmembrane domain [IPRO11527] (1); - P_trifoliata 00486 mRNA_I3.1
[GO:0005524 molecular_function] (1): ~ Alphabeta hydrolase fold-3 [IPRO13094]
transmembrane transport [GO:0055085 (1)
biological process] (1): ATPase activity,
coupled to transmembrane movement o
substances [GO:0042626
molecular_function] (1)
m'“,'af; Ty &fﬁf":’ﬂﬂh Alpha/Beta hydrolase fold [IPR029058]
GF0049188 0 0 1 CXE carboxylesterase (1) lo/ecu lar_tunchion (L ole (1); Alpha/beta hydrolase fold-3 P_trifoliata_00486_mRNA_10.1
process [GO:0008152 {IPRO13004] (1)
biological_process] (1) ?
transferase activity, transferring acyl  Transferase [IPR003480] (1);
GF0049187 0 0 1 Vinorine synthase (1) groups other than amino-acyl groups  Chloramphenicol acetyliransferase-like - P_trifoliata_00486 mRNA 1.1
[GO:0016747 molecular_function] (1)~ domain [IPR023213] (1)
DNA binding [GO:0003677
molecular_function] (1): regulation of .
GF0049186 0 0 1 Hypothetical protein (1) rancription, DNAtomplete NAC domain [IPRO03441] (1) P_trifoliata_00485 mRNA 9.1
[GO:0006355 biological_process] (1)
GF0049185 0 0 1 Hypothetical protein (1) - P_rifoliata_00485 mRNA 8.1
GF0049184 0 0 1 Hypothetical protein (1) - P_trifoliata 00485 mRNA 25.1
Non-LTR refroclement reverse nucleic acid binding [GO:0003676 Ribonuclease H-ike domain .
GRO049183 0 o transcriptase-like protein (1) molecular_function] (1) [IPRO12337] (1) - P_trifoliata 00485 mRNA 24.1
GF0049182 0 0 1 Hypothetical protein (1) - P_trifoliata_00485 mRNA 23.1
GF0049181 0 0 1 Hypothetical protein (1) - P_trifoliata 00485 mRNA 22.1
GFO049180 0 0 1 Hypothetical protein (1) - P_trifoliata 00485 mRNA_12.1
RNA-DNA hybrid ribonuclease activity ~ Ribonuclease H-like domain
Non-LTR retroelement reverse [GO:0004523 molecular_function] (1): ~ [IPROI2337) (1); Reverse transeriptase
GFO049179 0 0 ! transeriptase-like (1) nucleic acid binding [GO:0003676 zinc-binding domain [IPRO26960] (1); P_rifoliata_00485_mRNA_L1
molecular_function] (1) Ribonuclease H domain [IPR002156] (1)
GF0049178 0 0 1 Hypothetical protein (1) - P_trifoliata_00484 mRNA 8.1
GF0049177 0 0 1 Hypothetical protein (1) - P_trifoliata_00483 mRNA 8.1
"“d‘“ﬁ:“}.by:":":i E?\O 'ngfsr:: A Ribonuclease H domain [IPRO02156]
GF0049176 0 0 1 Ribonuclease H protein (1) rnchion]{ % (1); Ribonuelease H-like domain P_trifoliata_00483_mRNA 4.1
hybrid ribonuclease activity LPRO371 (1)
[GO:0004523 molecular_function] (1) 3
GF0049175 0 0 1 Hypothetical protein (1) - P_trifoliata 00483 mRNA 3.1
GFO049174 0 0 1 Hypothetical protein (1) - P_trifoliata 00483 mRNA 27.1
GF0049173 0 0 1 Hypothetical protein (1) - P_trifoliata_00483 mRNA 25.1
GF0049172 0 0 1 Hypothetical protein (1) - P_trifoliata_00483 mRNA 24.1
GF0049171 0 0 1 Hypothetical protein (1) - P_trifoliata 00483 mRNA 23.1
GFO049170 0 0 1 Hypothetical protein (1) - P_trifoliata 00483 mRNA 22.1
GF0049169 0 0 1 Hypothetical protein (1) - P_trifoliata_00483 mRNA _20.1
GF0049168 0 0 1 Hypothetical protein (1) - P_trifoliata_00483 mRNA 2.1
GF0049167 0 0 1 Hypothetical protein (1) - P_trifoliata 00483 mRNA_IS.1
GFO049166 0 0 1 Hypothetical protein (1) - P_trifoliata 00483 mRNA_I5.1
GF0049165 0 0 1 Hypothetical protein (1) - P_trifoliata_00483 mRNA 1.1
GF0049164 0 0 1 Hypothetical protein (1) - P_trifoliata_00482 mRNA 8.1
Serinelthreonine-protein kinase, active
site [IPRO0S271] (1);
ATP binding [GO:0005524 Serineirconindal spcicy protin
molecular_function] (1); protein kinase kinase, catalytic domain [IPR002290]
| Getype lectin S-tecepror-like activity [GO:0004672 (1): Serine-threonine/tyrosine-protein
3 , - 5
GFO04916: 0 0 ine/threonine-protein kinase (1) molecular_function] (1); protein kinase catalytic domain [IPRO01245] (1); P_ifoliata_00482_mRNA._22.1
phosphorylation [GO:0006468 Protein kinase domain [IPR000719] (1);
biological process] (1) Protein kinase-like domain [IPRO1 1009]
(1): Concanavalin A-like lectin/glucanase
domain [IPR013320] (1)
GFO049162 0 0 1 Hypothetical protein (1) - P_trifoliata 00482 mRNA _20.1
. nucleic acid binding [GO:0003676 Ribonuclease H-ike domain
GF0049161 0 0 1 Hypothetical protein (1) oteesto function] (1) {bRO1337) (1) - P_trifoliata 00482 mRNA_19.1
GF0049160 0 0 1 Hypothetical protein (1) - P_trifoliata 00482 mRNA_I8.1
Leucine-rich repeat-containing N-
terminal, plant.type [IPRO13210] (1);
. | LRR receptor-like serine/threonine-  protein binding [GO:0005515 Leucine-rich repeat [IPRO01611] (1): ol .
GFO049159 0 0 ! protein kinase ERL2 (1) molecular_function] (1) Leucine-rich repeat, typical subtype P_trifoliata_00482_mRNA._I7.1
[IPRO03591] (1); Leucine-rich repeat
domain, L domain-like [IPRO32675] (1)
Glycoside hydrolase superfamily
. carbohydrate metabolic process .
GFO049158 0 0 1 Hypothetical protein (1) s [IPROI7853] (1); Glycoside hydrolase, - P_trifoliata 00482 mRNA_IL1
[GO:0005975 biologieal process] (1) [l LTS EH ERRZE N
GFO049157 0 0 1 Hypothetical protein (1) - P_trifoliata 00481 mRNA 9.1
protein kinase activity [GO:0004672
molecular_function] (1): protein Protein kinase-like domain [IPRO11009]
GF0049156 0 0 1 Hypothetical protein (1) phosphorylation [GO:0006468 (1): Protein kinase domain [IPRO00TIO] - P_trifoliata_00481 mRNA 25.1

biological_process] (1); ATP binding
[GO:0005524 molecular_function] (1)
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GF0049155

GFO0049154

GF0049153

GF0049152
GF0049151
GF0049150
GF0049149

GFO0049148

GF0049147

GFO0049146
GFO0049145
GFO0049144
GF0049143
GF0049142
GF0049141
GF0049140

GF0049139

GF0049138
GF0049137

GF0049136

GF0049135

GFO049134

GF0049133
GF0049132
GFO0049131
GFO0049130
GF0049129
GF0049128
GFO0049127
GF0049126

GFO049125

GF0049124
GF0049123
GF0049122
GF0049121
GF0049120
GFO049119
GFO049118

GF049117

GFO049116
GFO049115
GFO049114
GFO049113
GFO049112

GFO049111

GFO049110
GF0049109
GF0049108
GF0049107

GF0049106

GF0049105

GF0049104
GFO0049103
GF0049102

GF0049101

GF0049100
GF0049099
GF0049098
GF0049097
GF0049096
GF0049095
GF0049094
GF0049093
GF0049092
GF0049091
GF0049090
GF0049089
GFO0049088
GF0049087
GF0049086
GF0049085
GFO0049084
GF0049083
GF0049082
GF0049081
GF0049080
GF0049079
GF0049078
GF0049077

| Getype lectin S-receptor-like

1 Hypothetical protein (1)

1 Hypothetical protein (1)
1 Hypothetical protein (1)
1 Hypothetical protein (1)
1 Hypothetical protein (1)

1 Hypothetical protein (1)

1 Hypothetical protein (1)
1 Hypothetical protein (1)
1 Hypothetical protein (1)
1 Hypothetical protein (1)

1 Hypothetical protein (1)
1 Hypotheti

1 protein (1)
1 Hypothetical protein (1)
1 Hypothetical protein (1)

1 Hypothetical protein (1)

1 Hypothetical protein (1)

| Pentatricopeptide repeat-containing.
family protein (1)

1 Hypothetical protein (1)

1 S-type anion channel SLAHI (1)

BRASSINOSTEROID INSENSITIVE 1-

1 associated receptor kinase 1, putative,
expressed (1)

1 Hypothetical protein (1)

1 Hypothetical protein (1)

1 Hypothetical protein (1)

1 Hypoth

1 protein (1)

1 Hypoth

1 protein (1)

1 Hypothetical protein (1)
1 Hypothetical protein (1)
1 Hypothetical protein (1)

1 Hypothetical protein (1)

1 Hypothetical protein (1)

1 Hypothetical protein (1)
| Cytokinin riboside S"monophosphate
phosphoribohydrolase (1)

1 Hypothetical protein (1)
1 Hypothetical protein (1)
1 Hypothetical protein (1)
1 Hypothetical protein (1)

1 Hypothetical protein (1)

1 Hypothetical protein (1)
1 Hypoth

1 protein (1)
1 Hypothetical protein (1)
1 Hypothetical protein (1)
1 Monosacharide transport protein (1)

1 Hypoth

1 protein (1)
1 Hypothetical protein (1)
1 Hypothetical protein (1)
1 Hypothetical protein (1)

1 Hypothetical protein (1)

1 Hypothetical protein (1)

1 Hypothetical protein (1)
1 0TU domain-containing (1)

1 Hypothetical protein (1)

Translationally-controlled tumor protein
homolog (1)

1 Hypothetical protein (1)
1 Hypothetical protein (1)
1 Hypothetical protein (1)
1 Kinase domain protein (1)
1 Hypothetical protein (1)
1 Hypothetical protein (1)
1 Hypothetical protein (1)
1 Hypothetical protein (1)
1 Hypothetical protein (1)
1 Hypothetical protein (1)
1 Hypothetical protein (1)
1 Hypothetical protein (1)
1 Hypoth

1 protein (1)
1 Hypothetical protein (1)
1 Hypothetical protein (1)
1 Hypothetical protein (1)
1 Hypoth

1 protein (1)
1 Hypothetical protein (1)
1 Hypothetical protein (1)
1 Hypothetical protein (1)
1 Hypoth

1 protein (1)
1 Hypothetical protein (1)
1 Hypothetical protein (1)
| Maternal effect embryo arrest protein (1)

nucleic acid binding [
molecular_function] (

protein phosphorylation [GO:0006468
biological process] (1); rec
pollen [GO:0048544 biological_process]
ine/threonine-protein kinase RLK1 (1) (1); protein kinase activity [GO:000467:
molecular_function] (1); ATP binding
[GO:0005524 molecular_function] (1)

transporter activity [GO:0005215
molecular_function] (1); membrane
[GO:0016020 cellular_component] (1);
transport [GO:0006810
biological_process] (1)

RNA-DNA hybrid ribonuclease activity
[GO:0004523 molecular_function]
nucleic acid binding [GO:0003676
molecular_function] (1)

ADP binding [GO:0043531
molecular_function] (1)

recogaition of pollen [GO:0048544
biological_process] (1)

transmembrane transport [GO:0055085

biological_process] (1); integral
ponent of membrane [GO:0016021

cellular_component] (1)

protein binding [GO:0005515
molecular_function] (1)

catalytic activity [GO:0003824
molecular_function] (1)

ATP binding [GO:0005524
molecular_function] (1); protein
phosphorylation [GO:0006468
|_process] (1); protein kinase
G0:0004672

molecular_function] (1)

DNA integration [GO:0015074
biological_process] (1); nucleic acid
molecular_function] (1)

catalytic activity [GO:0003824
molecular_function] (1)

GO:0003676
1

Protein kinase, ATP binding site
[IPRO17441] (1); S-locus glycoprotein
domain [IPRO00SSS] (1); Bulb-type
lectin domain [IPRO01480] (1); Protein
kinase domain [IPR000719] (1); Protein
Kinase-like domain [IPRO11009] (1);
Concanavalin A-like lectin/glucanase
domain [IPR013320] (1)

Proton-dependent oligopeptide
transporter family [IPR000109] (1)

Ribonuclease H domain [IPR002156]
(1): Reverse transcriptase zinc-binding
domain [IPR026960] (1): Domain of
unknown function DUF4283
[IPRO25558] (1); Ribonuclease H-like
domain [IPR012337] (1)

P-loop containing nucleoside
triphosphate hydrolase [IPR027417] (1);
NB-ARC [IPR002182] (1)

Pre-mRNA 3-end-processing
endonuclease polyadenylation factor C-
term [IPRO21718] (1)

Ribonuclease H-like domain
[IPROI2337] (1)

S-locus glycoprotein domain
[IPRO00SSS] (1; Bulb-type lectin
domain [IPRO01480] (1)

Bulb-type lectin domain [IPRO01480] (1)

Pentatricopeptide repeat [IPRO02885] (1)

Voltage-dependent anion channel
[IPR004695] (1)

Leucine-rich repeat [IPRO01611] (1);
Leucine-rich repeat domain, L domain-
like [IPR032675] (1)

NAD(P)-binding domain [IPRO16040]
M

Zine knuckle CX2CX4HX4C
[IPRO25836] (1)

Reverse transeriptase, RNA-dependent
DNA polymerase [IPROI3103] (1)

Pyridoxal phosphate-dependent
transferase, major region, subdomain |
[IPRO15421] (1): Alpha crystallin/Hsp20
domain [IPRO02068] (1); HSP20-like
chaperone [IPRO0SOTS] (1); Pyridoxal
phosphate-dependent transferase.
[IPRO15424] (1)

Protein kinase domain [IPR000719] (1);
Protein kinase-like domain [TPRO1 1009]
(1): Malectin-like carbohydrate-binding
domain [IPRO24788] (1); Concanavalin
Alike lectin/glucanase domain
[IPRO13320] (1); Serine/threonine-
protein kinase, active site [IPRO0S271]
(1); Protein kinase, ATP binding site
[IPRO17441] (1); Serine/threonine/dual
specificity protein kinase, catalytic
domain [IPR002290] (1); Serine-
threonine/tyrosine-protein kinase
catalytic domain [IPR001245] (1)

FBD domain [IPRO06566] (1)

Ribonuclease H-like domain
[IPRO12337] (1; Integrase, catalytic
core [IPRO0IS84] (1)

L-Aspartase-like [IPRO0S948] (1);
Phenylalanine ammonia-lyase, shielding
domain [IPR023144] (1)

OTU domain [IPR003323] (1)

Translationally controlled tumour
protein, conserved site [IPROIS103] (1);
Mssd-like [IPROT10S7] (1);
Translationally controlled tumour protein
[IPROI8I05] (1); Mssd/translationally
controlled tumour-associated TCTP
[IPRO11323] (1)

P_trifoliata_00481_mRNA_23.1

P_tifoliata_00481_mRNA_16.1

P_tifoliata_00481_mRNA_I5.1

P_tifoliata_00481_mRNA_14.1
P_trifoliata_00481_mRNA_I3.1
P_trifoliata_00481_mRNA_I1.1
P_tifoliata_00430_mRNA 9.1

P_tifoliata_00430_mRNA 7.1

P_trifoliata_00480_mRNA 3.1

P_tifoliata_00480_mRNA_22.1
P_trifoliata_00430_mRNA_21.1
P_tifoliata_00430_mRNA_20.1
P_tifoliata_00480_mRNA_19.1
P_tifoliata_00430_mRNA_I8.1
P_trifoliata_00480_mRNA_10.1
P_trifoliata_00479_mRNA 9.1

P_trifoliata_00479_mRNA 3.1

P_trifoliata_00479_mRNA 2.1
P_trifoliata_00479_mRNA_I8.1

P_trifoliata_00479_mRNA_12.1

P_trifoliata_00478_mRNA 8.1

P_trifoliata_00478_mRNA 5.1

P _trifoliata 00478 mRNA 4.1
P_trifoliata_00478_mRNA_27.1
P_tifoliata_00478_mRNA_I1.1
P_tifoliata_00477_mRNA_6.1

P_tifoliata_00477_mRNA 5.1
P_tifoliata_00477_mRNA_25.1
P_tifoliata_00477_mRNA 231
P_trifoliata_00477_mRNA 21.1

P_trifoliata_00477_mRNA 20.1

P_trifoliata_00477_mRNA_19.1
P_trifoliata_00477_mRNA_I5.1
P_trifoliata_00477_mRNA_I3.1
P _tifoliata_00477_mRNA_12.1
P_trifoliata_00476_mRNA 8.1
P_tifoliata_00476_mRNA_7.1
P_tifoliata_00476_mRNA 5.1

P_trifoliata_00476_mRNA_4.1

P_trifoliata_00476_mRNA 23.1
P_tifoliata_00476_mRNA_I5.1
P_trifoliata_00476_mRNA_13.1
P_trifoliata_00475_mRNA 8.1
P_tifoliata_00475_mRNA_7.1

P_tifoliata_00475_mRNA 3.1

P_tifoliata_00475_mRNA_19.1
P _trifoliata_00475_mRNA_15.1
P_trifoliata_00475_mRNA_I1.1
P_tifoliata_00475_mRNA_I.1

P_tifoliata_00474_mRNA _22.1

P_tifoliata_00474_mRNA_I5.1

P_tifoliata_00474_mRNA_12.1
P_tifoliata_00474_mRNA_1.1
P _trifoliata 00473 mRNA 4.1

P_tifoliata_00473_mRNA_23.1

P_tifoliata_00473_mRNA_10.1
P _trifoliata 00472 mRNA 9.1
P_trifoliata_00472_mRNA 8.1
P_tifoliata_00472_mRNA_7.1
P_tifoliata_00472_mRNA_6.1
P _trifoliata 00472 mRNA 4.1
P_trifoliata_00472_mRNA_30.1
P_tifoliata_00472_mRNA_29.1
P_tifoliata_00472_mRNA_28.1
P_trifoliata_00472 mRNA_26.1
P_trifoliata_00472_mRNA_23.1
P_tifoliata_00472_mRNA_22.1
P_trifoliata_00472_mRNA_21.1
P_tifoliata_00472 mRNA_20.1
P_trifoliata_00472_mRNA_19.1
P_tifoliata_00472_mRNA_17.1
P_trifoliata_00472_mRNA_I5.1
P_tifoliata_00472 mRNA_10.1
P_trifoliata_00472_mRNA_I.1

P _trifoliata_00471_mRNA_12.1
P_trifoliata_00471_mRNA_I.1
P_tifoliata_00470_mRNA_7.1
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GFO049076 0 0 1 Hypothetical protein (1) B P_urifoliata_00470 mRNA _26.1
GF0049075 0 0 1 Hypothetical protein (1) - P_tifoliata_00470_mRNA_25.1
GF0049074 0 0 1 Hypotheical protein (1) - P_tifoliata_00470_mRNA_16.1

§ Domain of unknown function DUF4371
GF0049073 0 0 1 2;27‘:‘ ‘:“:zz'g‘::\“’“‘[““” 2related :‘;‘;‘EI:“;‘:":'C‘::‘% [g’;) 0003676 [IPRO25398] (1); Ribonuclease H-like - P_trifoliata_00470_mRNA_15.1
ger p £ domain [IPRO12337] (1)
Gag-polypeptide of LTR copia-type
GF0049072 0 0 1 Hypothetical protein (1) oo P_ifoliata_00469_mRNA_26.1
 Mitochondrial import inner membrane >
GFO049071 0 0 AL (1 DraJ domain [IPRO01623] (1) - P_trifoliata_00469_mRNA_21.1
Winged helix-turn-helix DNA-binding
GF0049070 0 0 1 Hypothetical protein (1) o oo 19911 1) P_ifoliata_00469_mRNA_IS.1
. Leucine-rich repeat domain, L domain-
GF0049069 0 0 1 Hypothetical protein (1) I"“"o’l‘:'l“;'r““}:";‘;‘lsz (010‘055' s like [IPR032675] (1); Leucine-rich repeat - P_trifoliata_00469_mRNA_17.1
& [IPROOI61] (1)
GFO049068 0 0 1 Hypothetical protein (1) - P_trifoliata_00469_mRNA_11.1
Heat shock protein 70 family
. At shock cogn S [IPROI3126] (1); Heat shock protein ol .
GF0049067 0 0 1 Heat shock cognate 70 kDa protein 2 (1) [0, et doman 15 020015] P_urifoliata 00468 mRNA 9.1
W
nuclei acid binding (GO:0003676
molecular_function] (1); membrane  Ribonuclease H-like domain
[GO:0016020 cellular_component] (1~ (IPRO12337] (1): Domain of unknown
GF0049066 0 0 1 Hypothetical protein (1) ransmembrane transporter activity  function DUF4371 [IPRO25398] (1): - P_ifoliata_00468_mRNA_25.1
[GO00E287 mollr. it (1) Eam din IPRODOG0 (1 WATI-
integral component of mer related protein [IPRO30184] (1)
[GO001602) <clla componen] (1
GF0049065 0 0 1 Egg cellscereted protein 1.4 (1) Prolamin-like domain [IPRO0SS02] (1) - P_tifoliata_00468_ mRNA_23.1
structural constituent of ribosome
[GO:0003735 molecular_function)] (1):
signal transduction [GO:0007165
biological_process] (1); ntracellular
[GO:0005622 cellular compm\:nﬂ (1); Small GTPase superfamily [IPRO0IS06]
inteacellular protein tra (1): P-loop containing nucleoside
[GO:0006886 b\o!oglcal s (1) tighosphts o (PRO27417] (1
translation [GO:00064 Ribosomal protein S8 [IPRO00630] (1):
biolagical_process] iy e binding  Small GTPase superfamily, Rho type
[GO:0005525 molecular_function] (1):  (IPR003S78] (1): Small GTP-binding
nucleocytoplasmic transport protein domain [IPR005225] (1); Small
[GO:0006913 biological_process] (1): ~ GTPase superfamily, Rab ty
small GTPase mediated signal [IPRO03579] (1); Small GTPase
Oxoglutarate dehydrogenase (Succinyl- !
¢ transduction [GO:0007264 superfamily, ARF type [IPR024156] (1); _
GF0049064 0 0 IIr]a‘nsfurmg\, El component, varian S e e o GTpas (IPROMBOAT (1 P_ifoliata_00468 mRNA_22.1
[GO:0016020 cellular_component] (1);  Transketolase-like, pyrimidinc-binding
ooy id oyl (00006099 darai IPROBST3) 1) Mt
biological_process] (1): thiamine -oxoglutarate metabolism enzyme, C-
pytphospatc biing [GO 0030976 enminal (PROSI717] (1 Thiomin
molecular_function] (1): oxoglutarate  diphosphate-binding fold (IPR029061]
dehydrogenase (suceinyl-transferring)  (1); Small GTPase superfamily, Ras type
activity [GO:0004591 [IPRO20849] (1): 2-oxoglutarate
molecular_function] (1): potein dehydrogenase E1 component
transport [GO:0015031 [IPROT1603] (1)
biolagical_process] (1); oxidation-
reduction process [GO:0055
biolagical_process] (1): ribosome
[GO:0005840 cellular component] (1);
DNA topoisomerase type I (ATP-
hydrolyzing) activity [GO:0003918  TKI3 [IPRO06S49] (1); DNA
molecular_function] (1): DNA metabolic topaisomerase. type H1A-like domain
process [GO:0006259 [IPROI3760] (1); DNA topoisomerase,
GF0049063 0 0 1 Hypotheical protein (1) biological_process] (1): DNA binding  type 1A, subunit A/C-terminal - P_tifoliata_00468_ mRNA_20.1
[GO:0003677 molecular_function] (1); ~[IPR002205] (1); DNA topoisomerase,
DNA topological change [GO:0006265  type lIA, subunit A/ C-termina, alpha-
biological process] (1); ATP binding  beta [IPROI37SS] (1)
[GO:0005524 molecular_function) (1)
GFO049062 0 0 1 Hypothetical protein (1) Frigida-like [IPRO12474] (1) - P_urifoliata_00467_ mRNA _24.1
GF0049061 0 0 1 Hypothetical protein (1) - P_tifoliata_00467_mRNA_2.1
GF0049060 0 0 1 Hypotheical protein (1) - P_tifoliata_00467_mRNA_19.1
GF0049059 0 0 1 Hypothetical protein (1) - P_trifoliata_00466_mRNA_12.1
GFO049058 0 0 1 Hypothetical protein (1) - P_urifoliata_00465_mRNA 8.1
zine ion binding [GO:0008270 Domain of unknown function DUF4283
molccular_function] (1): nucleic acid  [IPRO25558] (1): Zine knuckle
GF0049057 0 0 1 Hypothetical protein (1) Vinding [GO-0003676 CX2CXAHXAC [IPRO25836] (1; Zine P_ifoliata_00465_mRNA_7.1
molecular_function] (1) finger, CCHC-type [IPRO0ISTS] (1)
GF0049056 0 0 1 Hypothetical protein (1) Viral movement protein [IPR028919] (1) - P_ifoliata_00465_mRNA_6.1
GF0049055 0 0 1 Hypotheical protein (1) - P_tifoliata_00465_mRNA_2.1
GFO049054 0 0 1 Hypothetical protein (1) - z
GFO049053 0 0 1 Hypothetical protein (1) - P_urifoliata_00465_mRNA_12.1
oxidation-reduction process
uinone oxidoreductase,
[GO:0055114 biological_process] (1); DT IdURone odorecue
NADH deydrogense sbiguinone) [ O SRSIEIE
GF0049052 0 0 1 NADH dehydrogenase subunit 9 (1) activity [GO:0008137 : o P_tifoliata_00464_ mRNA_9.1
) subunit C [IPRO10218] (1);
molecular_function] (1); oxidoreductase .
DO NADH:ubiquinone oxidorcductase,
g 3
[GO:0016631 molecular_function] (1) V<D subunit [IPRO01268] (1)
GFO049051 0 0 1 Hypothetical protein (1) - P_trifoliata_00464_mRNA_7.1
GFO049050 0 0 1 Hypothetical protein (1) - P_urifoliata 00464 mRNA 5.1
GF0049049 0 0 1 Hypothetical protein (1) - P_tifoliata_00464_ mRNA 3.1
GF0049048 0 0 1 Hypotheical protein (1) - P_tifoliata_00464_ mRNA_28.1
GF0049047 0 0 1 Actin (1) Actin family [IPR004000] (1) - P_trifoliata_00464_mRNA_23.1
GFO049046 0 0 1 Hypothetical protein (1) - P_urifoliata 00464 mRNA_19.1
GF0049045 0 0 1 Hypothetical protein (1) - P_ifoliata_00464_ mRNA_I5.1
GF0049044 0 0 1 Hypotheical protein (1) - P_tifoliata_00464_ mRNA_13.1
GF0049043 0 0 1 Hypothetical protein (1) - P_trifoliata_00464_ mRNA_12.1
GFO049042 0 0 1 Hypothetical protein (1) - P_urifoliata 00464 mRNA_11.1
GF0049041 0 0 1 Hypothetical protein (1) - P_ifoliata_00464_ mRNA_10.1
GF0049040 0 0 1 Hypotheical protein (1) - P_tifoliata_00463_ mRNA_4.1
GF0049039 0 0 1 Hypothetical protein (1) - P_trifoliata_00463_mRNA_3.1
Ankyrin repeat-containing domain
GFO049038 0 0 1 Ankyrin repeat family protein (1) [IPRO20683] (1): PGG domain - P_trifoliata_00463_ mRNA_29.1
[1PRO26961] (1)
GF0049037 0 0 1 Hypothetical protein (1) - P_trifoliata_00463_ mRNA_28.1
" Nucleoporin, Nup133/Nup 55-like, N- .
GFO049036 0 0 1 Hypothetical protein (1) RO 100%) (1 P_trifoliata_00463_mRNA_27.1
GF0049035 0 0 1 Hypotheical protein (1) - P_tifoliata_00463_ mRNA_2.1
e ionbinding [GO0046872
lcular_function] (1); oxidoreductase
f‘:f‘:”‘y;;’:":g‘:""“:"‘%'°‘:r"":”'“:‘"h Lipoxygenase, plant [IPR001246] (1);
incorporaon ot stoms of ovygen | LPOSEERSC (IPRO0O9UT) 1)
3 3 [1PRO27 - 3 .
GF0049034 0 0 1 Lipoxygenase (1) om0 et e L‘lfoilyg::\:sf“:im?rzu PR0z7453) P_ifoliata_00463_mRNA_I3.1
oxidoreductase activity [GO016491 11 :’m; o
molecular_function] (1; oxidation-
reduction process [GO:0055 114
biological process] (1)
Domain of unknown function DUF4283
GF0049033 0 0 1 Hypothetical protein (1) [IPRO25558] (1): Zine knuckle - P_trifoliata_00462_mRNA_7.1
CX2CX4HXAC [IPRO25836] (1)
GF0049032 0 0 1 Hypothetical protein (1) - P_trifoliata_00462_mRNA_6.1
protein kinase activity [GO:0004672  Protein kinase domain [IPR000TI9] (1);
molccular_function] (1): protein Protcin kinase-like domain [IPRO11009]
GF0049031 0 0 1 Male germ cell-associated kinase (1) phosphorylation [GO:0006468 (1); Serinethreonine/dual specificity - P_urifoliata 00462 mRNA 3.1
biolagical_process] (1): ATP binding  protein kinase, catalytic domain
[GO:0005524 molecular_function] (1) [IPR002290] (1)
oxidoreductase activity [GO:0016491
molccular_function] (1): oxidation-
reduction process [GO:0055
bilgkal procss (1 catboryc i Lttt deyrogenss
metabolic process [GO:0019° [IPROO1S57] (1); NAD(P)-binding
biological_process] (1): xdonducise  domain [IPRO16040] (1): Lactatc
GF0049030 0 0 1 Lefactate dehydrogenase A (1) activity, acting on the CH-OH group of dehydrogenasefglycoside hydrolase, - P_urifoliata_00462_ mRNA 25.1
donor, NAD orNADP s scepor il e [IPRO1955] 1
(GO Jar_function] (1);  Lactate/malate
carbohydrate metabolic pmccss {erminal [IPRO01236] (1)
[GO:0005975 biological process] (1):
catalytic activity [GO:0003824
molecular_function] (1)
GFO049029 0 0 1 Hypothetical protein (1) - P_urifoliata 00462 mRNA _23.1
GF0049028 0 0 1 Hypothetical protein (1) - P_tifoliata_00462_mRNA_I4.1
GF0049027 0 0 1 Hypotheical protein (1) - P_tifoliata_00462_ mRNA_12.1
hreonine/dual specifcity protein
5 Kinase, catalytic domain [IPR002290]
D L oy (1 Sringlhconin prten kinsc,
J— ) ) | Cell divsion contolprotein 2 homolog. 2 S EHLIO0E] activeste (IPROOS271] (1; Protein P ol 00462 mRNA 10.1
0 00046 Kinase, ATP binding site (IPRO17441]
molccular_function] (1): ATP binding
1G0-0005324 motecular funceion] (13 (1) Proten kinase domain [IPR000719]
(1) Protcin kinase-like domain
[IPROT1009] (1)
GF0049025 0 0 1 Hypotheical protein (1) - P_tifoliata_00461_mRNA_0.1
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GFO0049024 0 0 1 Hypothetical protein (1) B P_urifoliata_00461_mRNA 8.1
GFO049023 0 0 1 Hypothetical protein (1) - P_ifoliata_00461_mRNA_17.1
GFO049022 0 0 1 Hypothetical protein (1) -

GFO049021 0 0 1 Hypothetical protcin (1) .
GFO0049020 0 0 1 Hypothetical protein (1) - P_urifoliata_00461_mRNA_13.1
GFO049019 0 0 1 Hypothetical protein (1) - P_ifoliata_00461_mRNA_11.1
GFRO049018 0 0 1 Hypothetical protein (1) -
GFO049017 0 0 1 Hypothetical protein (1) .
GFO049016 0 0 1 Hypothetical protein (1) - P_urifoliata_00460_ mRNA 4.1
GFO049015 0 0 1 Hypothetical protein (1) - P_rifoliata_00460_mRNA_19.1
GRO049014 0 0 1 Hypothetical protein (1) - P_ifoliata_00460_mRNA_13.1
GFO049013 0 0 1 Hypothetical protcin (1) - P_sifoliata_00460_mRNA_12.1
GFO049012 0 0 1 Hypothetical protein (1) - P_urifoliata_00460_ mRNA_10.1
GFO049011 0 0 1 Hypothetical protein (1) - P_ifoliata_00460_mRNA_1.1
GFO049010 0 0 1 Hypothetical protein (1) - P_ifoliata_00459_mRNA_9.1
GFO049009 0 0 1 Hypothetical protcin (1) - P_uifoliata_00459_mRNA_7.1
GFO049008 0 0 1 Hypothetical protein (1) - P_urifoliata_00459_ mRNA_12.1
GFO049007 0 0 1 Hypothetical protein (1) - P_rifoliata_00458 mRNA_31.1
GFO049006 0 0 1 Hypothetical protein (1) - P_ifoliata_00458 mRNA_27.1
GFO049005 0 0 1 Hypothetical protcin (1) - P_sifoliata_00458_ mRNA_26.1
) Domain of unknown function DUF4283 » 5
GFO049004 0 0 1 Hypothetical protcin (1) UbRossessy P_sifoliata_00458_mRNA_25.1
GFO049003 0 0 1 Hypothetical protein (1) - P_ifoliata_00458 mRNA_24.1
GFO049002 0 0 1 Hypothetical protcin (1) - P_sifoliata_00458_ mRNA_22.1
GFO049001 0 0 1 Hypothetical protein (1) - P_urifoliata 00458 mRNA 21.1
GFO049000 0 0 1 Hypothetical protein (1) - P_rifoliata_00458 mRNA_19.1
oxidoreductase activity [GO:0016491  AD(P)-binding domain [IPRO16040]
moteestar function] (1 metabolie (1) Glucoseribitol dehydrogense
GFO048999 0 0 1 Hypothetical protein (1) [IPR002347] (1); Short-chain - P_ifoliata_00458 mRNA_18.1
process [GO:0008152 n ! °
Dilasiet process] (1) dehydrogenase/reductase SDR
[IPRO02198] (1)
GFO048998 0 0 1 Hypothetical protein (1) - P_ifoliata_00457_mRNA_7.1
GFO048997 0 0 1 Hypothetical protein (1) .
GFO048996 0 0 1 Hypothetical protein (1) - P_urifoliata_00457_ mRNA 5.1
. P-loop containing nucleoside
GF0048995 0 0 1 Hypothetical protein (1) triphosphate hydrolase [IPR027417] (1) P_trifoliata_00457_mRNA_3.1
nucleus [GO:0005634
Ceilar somponent] (1) ibosome F-lo0p contining nucloside
GFO048994 0 0 1 Hypothetical protein (1) Hosencas 1o 00158 triphosphate hydrolase [IPRO27417] (1); - P_sifoliata_00457_mRNA_19.1
b AARP2CN [IPRO12948] (1)
biological process] (1)
RNA-dirceted DNA polymerase (Reverse Reverse transeriptase domain
GFO048993 0 0 Vrmmsaripise) (1 prtvis - P_ifoliata_00457_mRNA_I8.1
GFO048992 0 0 1 Hypothetical protein (1) - P_rifoliata_00457_mRNA_16.1
GFO048991 0 0 1 Hypothetical protein (1) - P_ifoliata_00457_mRNA_15.1
GFO048990 0 0 1 Hypothetical protcin (1) - P_sifoliata_00457_mRNA_14.1
Domain of unknown function DUF4283
. [IPRO25S58] (1);
GFO048989 0 0 1 Hypothetical protein (1) ol eronucleasephosphatase P_urifoliata_00457_mRNA_12.1
[IPRO0S135] (1)
GFO048988 0 0 1 Hypothetical protein (1) - P_urifoliata_00457_ mRNA_10.1
. P-loop containing nucleoside
GF0048987 0 0 1 Hypothetical protein (1) triphosphate hydrolase [IPR027417] (1) P_trifoliata_00457_mRNA_I.1
byl vy bydoyingO- - Glcoside ydrlse, iy . N-
glycosyl compounds [GO:000455 terminal [IPR001764] (1); Glycoside
GFO048986 0 0 1GluA (1) molceular_function] (1); mrhohydmw hydrolase family 3 [IPRO26892] (1); P_sifoliata_00456_mRNA_9.1
metabolic process [GO:0005975 Gilyeoside hydrolase superfamily
biological_process] (1) [IPROI7853] (1)
nucleic acid binding [GO:000: Ribonuclease Hlike d
GFO048985 0 0 1 Hypothetical protein (1) ko onstont ) {pROI3371 (1) - P_ifoliata_00456_mRNA_8.1
GFO048984 0 0 1 Hypothetical protein (1) - P_rifoliata_00456_mRNA_7.1
GFO048983 0 0 1 Hypothetical protein (1) - P_ifoliata_00456_mRNA_6.1
GFO048982 0 0 1 Hypothetical protein (1) - P_sifoliata_00456_mRNA_5.1
Leucine-rich repeat [IPRO01611] (1);
Leucine-rich repeat-containing N-
. ecentor ke kin protein binding [GO:0005515 terminal, plant-type [IPROI3210] (1; folats .
GFO048981 0 0 1 LRR receptor-like kinase (1) et foneson] (1 e Lo, L dorn: P_urifoliata_00456_mRNA _22.1
like [IPR032675] (1); Leucine-rich
repeat, typical subtype (IPR003591] (1)
GFO048980 0 0 1 Hypothetical protein (1) - P_rifoliata_00456_mRNA 2.1
hydrolase activity, hydrolyzing O-
glycosyl compounds [GO:0004553  Glyeoside hydrolase family 9
molecular_function] (1);catalytic actvity (IPRO01701] (1); Six-hairpin glycosidase
GRO0489TS 0 0 1 Glyeosyl hydrolase 9Bl isoform 2 (1) 1;6,.0003824 molecular_function] (1);  [IPROI2341] (1); Six-hairpin P_trifoliata_00456_mRNA_19.1
carbohydrate metabolic process slycosiduse-like [IPR00S98] (1)
[GO:0005975 biological_process] (1)
HAD-superfily ydrolse,sbtumly
1B [IPRO0G379) (1:
suctose biosynthetic process phosphate pnosphohymolase C-terminal
SuctoseGF phosphate e biological process] (1):  11p01 3670 (1); Sucrose-phosphate
GFO048978 0 0 1 it prote ot 3 () 1600020307 molemuin functon] {1y, Symihase [IPRO0G30] (1): Sucrose - P_rifoliata_00456_mRNA_I8.1
magnesium fon binding [GO:0000287  Phosphatase, plant/cyanobacteria
eteealo funetion] (1 [IPRO12847] (1); HAD-like domain
rolecular_functio [IPRO23214] (1); Leucine-rich repeat
domain, L domain-like [IPRO32675] (1)
GFO048977 0 0 1 Hypothetical protein (1) (VI‘)”LE transposase domain [IPROIS289] P._trifoliata_00456_mRNA_17.1
. Endonuclease/exonuclease/phosphatase
GF0048976 0 0 1 Hypothetical protein (1) [bkoost3s1 () P_urifoliata_00456_mRNA_12.1
X Gilycoside hydrolase, family 3, N-
carbohydrate metabolic process terminal [IPR001764] (1); Glycoside
Glycosyl hydrolase family protein 1GO:0005975 biological process] (1)1 4 gegtase family 3 [1PR026892] (1
GF0048975 0 0 Pycosy’ By P hydrolase activity, hydrolyzing O- ydro'as 3 G P_trifoliata_00456_mRNA_10.1
isoform 3 (1) - i Gilycoside hydrolase family 3 C-terminal
oo compous 00000SS g ipRo0e772 (1) Gt
& hydrolase superfamily [IPRO17853] (1)
nucleic acid binding [GO:0003676  Ribonuclease H-like domain .
GFO048974 0 0 1 Hypothetical protein (1) e Tomeion, (1 UbRoras) () - P_usifoliata_00455_mRNA_8.1
GFRO048973 0 0 1 Hypothetical protein (1) - P_ifoliata_00455_mRNA_5.1
GFO048972 0 0 1 Hypothetical protein (1) - P_sifoliata_00455_mRNA 3.1
GFO048971 0 0 1 Hypothetical protein (1) - P_urifoliata_00455_mRNA _22.1
GFO048970 0 0 1 Hypothetical protein (1) - P_rifoliata_00455_mRNA_1.1
Transposon, En/Spm-like [IPR004242]
GFO048969 0 0 1 Hypothetical protein (1) (1); Transposase-associated domain - P_rifoliata_00454_mRNA_8.1
[IPRO29480] (1)
GFO048968 0 0 1 Hypothetical protein (1) - P_rifoliata_00454_mRNA 4.1
GFO048967 0 0 1 Hypothetical protein (1) - P_ifoliata_00454_mRNA 3.1
DNA binding [GO:0003677
GFO048966 0 0 1 Hypothetical protein (1) ockeclar Fostont (1 Zine finger, BED-type [IPRO03636] (1) - P_ifoliata_00454_mRNA_20.1
GFO048965 0 0 1 Hypothetical protein (1) - P_rifoliata_00454_mRNA_14.1
GFO048964 0 0 1 Hypothetical protein (1) - P_ifoliata_00454_mRNA_11.1
GFO048963 0 0 1 Hypothetical protcin (1) - P_sifoliata_00454_mRNA_10.1
g G Leucine-rich repeat [IPRO01611] (1);
GFO048962 0 0 1 "'1""""‘“"“‘ Teucine rich repeat protein I"“"o’l‘:'l‘“';'r““x";‘;‘l;’g (010‘055' s Leucine-tich repeat domsin, L domain- - P._trifoliata_00453_mRNA_8.1
& nxe [IPRO32675] (1)
ucleoporin, Nupl 33/Nup1 55-like, N-
GFO048961 0 0 1 Hypothetical protein (1) o TROL4908) (1) P_ifoliata_00453_ mRNA_6.1
GFO048960 0 0 1 Hypothetical protein (1) - P_rifoliata_00453_mRNA 4.1
Endonuclease/exonuclease/phosphatase
GFO048959 0 0 1 Hypothetical protein (1) [IPRO0S135] (1) P_ifoliata_00453_mRNA_21.1
GFO048958 0 0 1 Hypothetical protein (1) - P_urifoliata_00453_ mRNA _20.1
GFO048957 0 0 1 Hypothetical protein (1) - P_rifoliata_00453_mRNA_19.1
GFO048956 0 0 1 Hypothetical protein (1) - P_rifoliata_00453_ mRNA_18.1
GFO048955 0 0 1 Hypothetical protcin (1) - P_sifoliata_00453_ mRNA_17.1
» Leucine-rich repeat domain, L domain- § .
GFO048954 0 0 1 Hypothetical protcin (1) e bRossersy () P_rifoliata_00453_ mRNA_12.1
NUDIX hydrolase domain-like
. [IPROIS797] (1); NUDIX hydrolase
GF0048953 0 0 1 Nudix hydrolase 20, chloroplastic (1) 1Ydrolase activity [GO:0016787 domain [IPR0000S6] (1); Domain of - P_trifoliata_00452_ mRNA 7.1
molecular_function] (1)
unknown function DUF4743
[IPRO31804] (1)
ClpP/erotonase-like domain [IPR029045]
(1); Enoyl-CoA hydratase/isomerase,
hydro-lyase activity [GO:0016836. HIBYL-CoA-H type [IPRO32259] (1); _
GFO048952 0 0 1 Hypothetical protein (1) mchont fotiod] () pin/Bam brdropas okl HPROZ503E] P_ifoliata_00452_mRNA_6.1
(1); Alpha/beta hydrolase fold-1
[IPRO000T3] (1)
GFO048951 0 0 1 Hypothetical protein (1) - P_sifoliata_00452_mRNA_22.1
GF0048950 0 0 1 Hypothetical protein (1) - P_urifoliata_00452_ mRNA 21.1
GFO048949 0 0 1 Hypothetical protein (1) Viral movement protein [IPR028919] (1) - P_ifoliata_00452_mRNA_19.1
| Ctokinin riboside S-monophosphte
GFO048948 0 0 1 omoephoribohmdrolace (1) - P_rifoliata_00452_mRNA_18.1
GF0048947 0 0 1 Hypothetical protein (1) - P_urifoliata 00452 mRNA_14.1
GFO048946 0 0 1 Hypothetical protein (1) - P_rifoliata_00451_mRNA_8.1
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primary amine oxidase activity
[GODO008 31 molecular_unction] (1) i N crminal
°"g“§o°5“5ﬁ‘:“;:'j"y PO e 11y, [IPROISS00] (1): Copper amine oxidase
lo/ogical_process [IPR000269] (1); Copper amine oxidase,
GFO048945 0 0 1 Amine oxidase (flavin-containing) (1) copper ion binding [GO:00 Ntemmioal PRI (O Comoer P_ifoliata_00451_mRNA_6.1
mocular._function] (1) quinone binding | = [PROIOURI BN o
GO:0048038 moleculr_unction] (1): (1
amine metabolic process [GO:0009308
biological_process) (1)
amine metabolic process [GO:0009308
biological process] (1: quinone binding
[GO:0048038 molecular_function] (1);
oxidation-reduction process Copper amine oxidase [IPR000269] (1);
GFO048944 0 0 1 Amine oxidase (Tlavin-containing) (1) [GO:0055114 biological_process] (1);  Copper amine oxidase, C-terminal - P_ifoliata_00451_mRNA_5.1
copper ion binding [GO:0005507 [IPROIST98] (1)
molecular_function] (1): primary amine
oxidase activity [GO:0008131
molecular_function] (1)
amine metabolic process [GO:0009308
biological process (1: quinone binding Copper amine oxidase, N2-terminal
[GO:0048038 molecular function] (1):  [IPRO15800] (1): Copper amine oxidase
copper ion binding [GO:0005507 [IPRO00269] (1); Copper amine oxidase,
GFO048943 0 0 1 Amine oxidase (Tlavin-containing) (1) molecular_function] (1); oxidation-  N-terminal [IPRO16182] (1); Copper - P_ifoliata_00451_mRNA_4.1
reduction process [GO:0055114 amine oxidase, C-terminal [IPRO1S798]
biological_process] (1): primary amine  (1); Copper amine oxidase, N3-terminal
oxidase activity [GO:0008131 [IPROIS802] (1)
molecular_function] (1)
GFO048942 0 0 1 Hypothetical protein (1) - P_urifoliata_00451_mRNA 22.1
endoplasmic reticulum [GO000S783 (oo main
cellular_component] (1); calciumion 15p409033] (1); cmmnculm fcalnexin
binding [GO:0005509 {1PR001S80] (1) Calreintn
GF0048941 0 0 1 Calreticulin (1) molecular_function (1) protein binding 11pp 091697 (1): C:\lmnculmcalncxm. - P._tifoliata_00451_mRNA_[9.1
160:0005515 molecular_function] (1)~ o C0 P8 LL FEIEAS
unfolded protein binding [GO:0051082 .\ oo oty Aike lectin/glucanase
molecular_function] (1:protin folding S0
[GO:0006457 biological_process] (1)
GFO048940 0 0 1 Hypothetical protein (1) - P_urifoliata_00451_mRNA_18.1
amine metabolic process [GO:0009308
biological_process] (1): osidation-
reduction process [GO:0055114
biological_process] (1); copperion  Copper amine oxidase [IPR000269] (1);
GFO048939 0 0 1 Amine oxidase (favin-containing) (1) binding [GO:0005507 Copper amine oxidase, C-terminal P_usifoliata_00451_mRNA_L1
molecular_function] (1): quinone binding [IPRO1S798] (1)
[GO-0048038 molecuar fanction) (1)
primary amine oxidase activity
[GO:0008131 molceular._function] (1)
GFO048938 0 0 1 Hypothetical protein (1) - P_rifoliata_00450_mRNA_38.1
GFO048937 0 0 1 Hypotherical protein (1) - P_ifoliata_00450_mRNA_35.1
GFO048936 0 0 1 Hypothetical protein (1) - P_sifoliata_00450_mRNA_34.1
GFO048935 0 0 1 Hypothetical protein (1) - P_urifoliata 00450 mRNA_33.1
GFO048934 0 0 1 Hypothetical protein (1) - P_rifoliata_00450_mRNA_29.1
GFO048933 0 0 1 Hypothetical protein (1) - P_ifoliata_00450_mRNA_27.1
GFO048932 0 0 1 Hypothetical protein (1) - P_sifoliata_00450_mRNA_26.1
GFO048931 0 0 1 Hypothetical protein (1) - P_urifoliata_00450_ mRNA 21.1
GFO048930 0 0 1 Hypothetical protein (1) - P_rifoliata_00450_mRNA_17.1
GFO048929 0 0 1 Hypothetical protein (1) - P_ifoliata_00450_mRNA_15.1
GFO048928 0 0 1 Hypothetical protein (1) - P_sifoliata_00450_mRNA_14.1
GFO048927 0 0 1 Hypothetical protein (1) - P_urifoliata 00450 mRNA_13.1
GFO048926 0 0 1 Hypothetical protein (1) LOG family [IPRO31100] (1) - P_ifoliata_00450_mRNA_12.1
Serine/threonine/dual specificity protein
proti ki sty (G002 s domain PRODZE)
10 ec ar_tunction (1); prot= (1); Serine/threonine-protein kinase,
GFO048925 0 0 1 Hypothetical protein (1) phosphorylation [GO:0006468 etve st IR0 1y, Proein P_ifoliata_00450_mRNA_10.1
ologiea process] (17 ATP OIS kinas-like domain [IPROT1009] (1):
ao molecular_function] (1) by i kinase domain [IPR000719] (1)
GFO048924 0 0 1 Hypothetical protein (1) - P_rifoliata_00449_mRNA_22.1
GFO048923 0 0 1 Hypothetical protein (1) - P_urifoliata_00449_mRNA_18.1
Grovigo 0 0 I ———" Undhrctid proi s b P il 00449 mRNA.14.1
GF0048921 0 0 1 Hypothetical protein (1) ﬁ;;:‘;;:;f;‘:;""“’m" family UPFO061 P._tifoliata_00448_mRNA 8.1
GFO048920 0 0 1 Hypothetical protein (1) - P_rifoliata_00448_ mRNA_7.1
GFO048919 0 0 1 Hypothetical protein (1) - P_ifoliata_00448_ mRNA_6.1
GFO048918 0 0 1 Hypothetical protein (1) - P_sifoliata_00448_mRNA_5.1
GFO048917 0 0 1 Hypothetical protein (1) - P_urifoliata 00448 mRNA 4.1
GFO048916 0 0 1 Hypothetical protein (1) - P_rifoliata_00448_ mRNA 3.1
P-loop containing nucleoside
GF0048915 0 0 1 Hypothetical protein (1) 2":’ f"":‘:“;?:(iloml‘s” triphosphate hydrolase [[PRO27417] (1); - P_trifoliata_00448 mRNA 25.1
rolecular_functio NB-ARC [IPRO02182] (1)
. Leucine-rich repeat domain, L domain-
GFO048914 0 0 1 Hypothetical protein (1) e rossesny ) P_urifoliata 00448 mRNA _24.1
GFO048913 0 0 1 Hypothetical protein (1) - P_usifoliata_00448_mRNA_17.1
. nucleic acid binding [GO:0003676  Ribonuclease H-like domain .
GFO048912 0 0 1 Hypothetical protcin (1) e Tomeion, (1 UbRoras) () - P_usifoliata_00448_ mRNA_L1
Leucine-rich repeat domain, L domain-
GFO048911 0 0 1 Hypothetical protein (1) e LPROS6TS1 (1) P_rifoliata_00447_mRNA_8.1
GFO048910 0 0 1 Hypothetical protein (1) - P_urifoliata 00447 mRNA_7.1
MULE transposase domain [IPRO18289]
y (1): Zine finger, PMZ-type [IPR006564]
GF0048909 0 0 I Mutator-like transposase (1) :"f 'f’“hbr“’f"“‘i[i?(’?fmm (1); Transposase, MuDR, plant - P_trifoliata_00447 mRNA_6.1
rolecular_functio [IPR004332] (1); Zinc finger, SWIM-
type [IPRO07527] (1)
. S-adenosyl-L-methionine-dependent
GFO048908 0 0 1 Hypothetical protein (1) e fomss oROTSOR P_urifoliata 00447 mRNA 5.1
GFO048907 0 0 1 Hypothetical protein (1) - P_usifoliata_00447_mRNA 4.1
GFO048906 0 0 1 Hypothetical protein (1) - P_urifoliata_00447_ mRNA _20.1
GFO048905 0 0 1 Hypothetical protein (1) - P_rifoliata_00446_mRNA_9.1
GFO048904 0 0 1 Hypothetical protein (1) - P_ifoliata_00446_mRNA_7.1
GFO048903 0 0 1 Hypothetical protein (1) - P_sifoliata_00446_mRNA_5.1
GFO048902 0 0 1 Hypothetical protein (1) - P_urifoliata_00446_mRNA 31.1
GFO048901 0 0 1 Hypothetical protein (1) - P_rifoliata_00446_mRNA_3.1
GFO048900 0 0 1 Hypothetical protin (1) -
GFO048899 0 0 1 Hypothetical protein (1) .
GFO048598 0 0 1 Hypothetical protein (1) - P_urifoliata_00446_mRNA_13.1
GFO048897 0 0 1 Hypothetical protein (1) - P_rifoliata_00446_mRNA_12.1
GFO048896 0 0 1 Hypothetical protein (1) - P_ifoliata_00446_mRNA_10.1
GFO048895 0 0 1 Hypothetical protcin (1) - P_urifoliata_00446_mRNA_L1
G Ankyrin repeat [IPR002110] (1); Ankyrin
GFO048894 0 0 1 Hypothetical protein (1) protein binding [GO:0005515 repeat-containing domain [IPRO20683] - P._trifoliata_00445_mRNA 9.1
molecular_function] (1) o
GFO048893 0 0 1 Hypothetical protein (1) - P_usifoliata_00445_mRNA_7.1
GF0048892 0 0 1 Hypothetical protein (1) [Ny ;2I‘;?:e‘m';‘c“[““;km’l‘;“’;”(‘l")“’"' B P._trifoliata_00445_mRNA_5.1
GFO048891 0 0 1 Hypothetical protein (1) - P_ifoliata_00445_mRNA_27.1
GFO048590 0 0 1 Hypothetical protein (1) - P_sifoliata_00445_mRNA_26.1
GFO048889 0 0 1 Hypothetical protein (1) - P_urifoliata_00445_mRNA 25.1
5
Grovssss 0 0 1 Putivesrne proese 5 e (1) i ok fncion DUFSSS P il 00445 mRNA 241
GFO048S87 0 0 1 Hypothetical protein (1) - P_usifoliata_00445_mRNA_18.1
GFO048886 0 0 1 Hypothetical protein (1) E;’;‘;‘g’:z"z‘;‘”‘) gag domain B P._trifoliata_00445_mRNA_16.1
g NAD(P)-binding domain [IPRO16040]
o e (e (Vs GoESHike [IPROI1032] (1):
NADP-dependent alkenal double bond ologieal. processl (15 410hol dehydrogenase superfamily,
GFO048885 0 0 oxidoreductase activity [GO:0016491 P_ifoliata_00445_mRNA_14.1
reductase P2 (1) oleesta function] (1 sine ion hining Zine-pe [IPROG20S] (1): Alcohol
o ecular_function] (1); zinc for "% dehydrogenase, C-terminal [IPRO13149]
GO:0008270 molecular_function] (1) 1
GF0048884 0 0 1 Hypothetical protein (1) ;"‘,ﬁ’;‘;‘;:i“sﬁi:""““'““ phosphatase P_trifoliata_00445 mRNA_13.1
GFO048883 0 0 1 Hypothetical protein (1) - P_rifoliata_00444_mRNA_21.1
oxidoreductase activity, acting on paired
donors, with incorporation or reduction
et o] fﬁoo‘i‘.).iﬂ:i Cytohrome D450 IPROO1125) 1
GFRO048882 0 0 1 Flavonoid 3-monooxygenase (1) reduction process [GO:0055114 Cytochrome P450, conserved site - P_urifoliata_00444_ mRNA _20.1

biological_process] (1); heme binding
[GO:0020037 molecular_function] (1);
iron on binding [GO:0005506
molecular_function] (1)

[IPRO17972] (1; Cytochrome P4S0, E-
class, group I [IPR002401] (1)
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iron fon binding [GO:0005506
molecular.function] (1); heme binding
[GO:0020037 molecular_function) (1):
oxidoreductase activity, acting on paired
GFO048851 0 0 1 Hypotheical protein (1) donors, with incorporation or reduction  Cytochrome P4S0 [IPROOI128] (1) - P_tifoliata_00444_mRNA_19.1
of molecular oxygen [GO:0016705
molccular_function] (1): oxidation-
reduction process [GO:0055114
biological_process] (1)
GFO048850 0 0 1 GAG1At protein (1) - P_trifoliata 00444 mRNA._14.1
. nucleic acid binding [GO:0003676  Ribonuclease H-like domain
GFO048879 0 0 1 Hypothetical protein (1) e e TeRorssass 1) - P_trifoliata 00444 mRNA_12.1
heme binding [GO:0020037
molecular_function] (1):iron fon binding
[GO:0005506 molecular_function] (1):
oxidoreductase activity, acting on paircd
GFO048878 0 0 1 Hypothetical protein (1) donors, with incorporation or reduction  Cytochrome P450 [IPROOI128] (1) - P_ifoliata_00444_ mRNA_L1
of molccular oxygen [GO:0016705
molecular_function] (1): oxidation-
reduction process [GO:0055 114
biolagical_process] (1)
heme binding [GO:0020037
molecular_function] (1):iron fon binding
1GO:0003506 molecular_function] (1) ¢ v a0, E-class, group |
oxidation-reduction procss : Ercluss,
i
GFO048877 0 0 1 Cytochrome P450 93A1 (1) 1GO00SS1 14 bioogical_process] (1; L0240 (B Suhiome st P_ifoliata_00443_mRNA_0.1
osidoreductas activiy.acting on paired ¢oroe1ve) WL LI O
donors wihinorprsona rducion
of molccular oxygen [GO:0016
molecular_function] (1)
GFO048876 0 0 - P_trifoliata_00443_mRNA 8.1
oxidoreductase activity.acting on paircd
donors, with incorporation or reduction
of molccular oxygen [GO:0016705
molecular.function] (1); oxidation-  Cytochrome P450 [IPRO01128] (1)
GFO048875 0 0 1 Cytochrome P4S0 family protein (1) reduction process [GO:0055114 Cytochrome PA50, E-class, growp | - P_tifoliata_00443_ mRNA_7.1
biological_process] (1);iron fon binding [IPR002401] (1)
[GO:0005506 molecular_function] (1):
heme binding [GO:0020037
molecular_function] (1)
U2AF [GO:0089701
celllar_componcnt] (1) metalion
e ety 1 RN plcin, €Ukarote [IPROD39S4 (1): U2 ity
" d PICIE: guctor small subunit [IPR00914S] (1;
via spliceosome [GO:0000398 R
GFO048874 0 0 1 Hypothetical protein (1) biological_process] (1); RNA binding (ORI DEICRE P_trifoliata_00443_mRNA 4.1
[GO:0003723 mn!eculalj\mcnonl ) type [IPRO00STI] (1); Nucleotide-
nucleotide binding [GO:000016¢ binding alpha-beta plait domain
ot nton 1 i acid HRosein
binding [GO:000367
moleoun fncion] (1
GFO048873 0 0 1 Hypotheical protein (1) - P_tifoliata_00443_mRNA_3.1
GFO048872 0 0 1 Hypothetical protein (1) - P_trifoliata_00443_mRNA_26.1
GFO048871 0 0 1 Hypothetical protein (1) - P_trifoliata 00443 mRNA 25.1
. P-loop containing nucleoside
GFO048870 0 0 1 AAA domain protein (1) e 027417 (1) P_trifoliata 00443 mRNA 24.1
IS Calcium-transporting P-type ATPase, N-
GFO048869 0 0 1 Hypothetical protein (1) calmodulin binding [GO:0005516 terminal autoinhibitory domain B P._trifoliata_00443_mRNA 2.1
molecular_function] (1) [IPRO247501 ()
heme binding [GO:0020037
olecular_function] (1):iron fon binding.
[GO:0005506 molecular_funetion] (1:
oxidoreductase activity. acting on paircd
GFOO48565 0 0 1 Licodione synthase (1) donors, with incorporation or reduction  Cytochrome P4S0 [IPROOI128] (1) - P_trifoliata 00443 mRNA_11.1
of molccular oxygen [GO:0016705
molecular.function] (1); oxidation-
eduction process [GO:0055 114
biological_process] (1)
. Serinethreonine/dual specifcity protein
ATP binding [GO:0005524 kinase, catalytic. domain [IPR002290]
ol fncon] 1 protin ks (1758 ) e
““I"“’][“; " H! . active site [IPRO0S271] (1); Calcium-
crovsser 0 0 [E——— o frtinl (o ATt el - P il 0044 mRNA 11
phosphorylation [ autoinhibitory domain [IPR024750] (1);
biological process] (1): calmodulin o1 cin inase-like domain [IPROT1009]
binding [GO:0005516 u ): Protein kinase domain [IPR000719]
molecular_function] (1) s
Reverse transeriptase zinc-binding
GFO048866 0 0 1 Hypothetical protein (1) o oostha0s (1 P_ifoliata_00442_mRNA_9.1
GFO048365 0 0 1 Hypothetical protein (1) - P_trifoliata 00442 mRNA 7.1
GFO048864 0 0 1 Hypothetical protein (1) - P_ifoliata_00442_mRNA_S.1
GFO048863 0 0 1 Hypotheical protein (1) - P_tifoliata_00442_ mRNA_2.1
GFO048862 0 0 1 Hypothetical protein (1) - P_trifoliata_00442_mRNA_19.1
) scriptase, RNA-dependent .
GFO048861 0 0 1 Hypothetical protein (1) [ttt il P_trifoliata_00442_ mRNA_1S.1
GFO048860 0 0 1 Hypotheical protein (1) - P_tifoliata_00442_ mRNA_17.1
GFO048859 0 0 1 Hypothetical protein (1) - P_trifoliata_00442_mRNA_1S.1
GFO04885S 0 0 1 Hypothetical protein (1) - P_trifoliata 00442 mRNA _11.1
GFO048857 0 0 1 Hypothetical protein (1) - P_ifoliata_00441_mRNA_2.1
T o wrineaype  Peptdase SYSS3 domain IPR000209)
GFO048856 0 0 1 Hypotheical protein (1) sical process] (1) serineybe (1) pepvidase S8, subtlisin-telated - P_trifoliata_00441_mRNA_IS.1
endopeptidas activity [GO0004252 (e B8
molecular_function] (1)
GFO04885S 0 0 1 Hypotheical protein (1) - P_tifoliata_00441_mRNA_17.1
GFO048854 0 0 1 Hypothetical protein (1) - P_trifoliata_00441_mRNA_L1
GFO048553 0 0 1 Hypothetical protein (1) - P_trifoliata 00440 mRNA $.1
GFO048852 0 0 1 Hypothetical protein (1) - P_ifoliata_00440_mRNA_6.1
GFO0488S1 0 0 1 Hypotheical protein (1) - P_tifoliata_00440_mRNA_4.1
GFO048850 0 0 1 Hypothetical protein (1) - P_trifoliata_00440_mRNA_31.1
et} (1 rocin Armadillo-ike helical [IPRO11989] (1);
o “‘ "f“ [éo ﬂ:“ 6';"2‘7’ 8 Zinc finger, RING/FVVE/PIIDrlype
Grovssss 0 0 i ) ST, S - © il 0044 mRNA 301
ical pr (sl et PO [IPRO03613) (1) Armadillos !ypcfold
ransferase activity [GO:0004842 Urkoreont, 1)
et oot
) Ankyrin repeat-containing domain
GFO048845 0 0 1 Ankyrin repeat family protein, putative  protein binding [GO:0005515 [IPRO20683] (1); Ankyrin repeat - P_trifoliata 00440 mRNA 2.1
0} molecular_function] (1) HpRooa110] 1)
GFO048847 0 0 1 Hypothetical protein (1) - P_trifoliata 00440 mRNA_12.1
y Ankyrin repeat-containing domain
GFO048846 0 0 1 Hypothetical protein (1) protein binding [GO:0003515 [1PRO20683] (1); Ankyrin repeat B P_tifoliata_00440 mRNA_11.1
molecular_function] (1) iioeiio] ()
Knwymn repéit vz nug (1 v
Ankyrin repeat family protein, putative  protein binding [GO:0005515 domain [IPRO26961] (1); Ankyin .
GFO048845 0 0 o molecular._function] (1) repeat-containing domain [IPR020683] P_trifoliata 00440 mRNA 1.1
DNA integration [GO:0015074 Integrase, catalytic core (IPRO01S84]
biological_process] (1); nucleic acid  (1); Ribonulease H-ike domain )
GFO048844 0 0 1 Hypothetical protein (1) e oroostn (OISR o Vi et P_trifoliata_00439_mRNA_0.1
molecular.function] (1) protein [IPRO28919] (1)
GFO048843 0 0 1 Hypothetical protein (1) - P_trifoliata_00439_mRNA_S.1
aspartic-type endopeptidase actvity
y s pptds, v i
GFO048842 0 0 1 Hypothetical protein (1) L‘;?cg“‘yﬂ“ :??_g:’;g:?u'gf"“°"°“““" [IPRO01969] (1; Peptidase P _tifoliata 00439 mRNA_36.1
o s 1) Ferovina,caslic 1PROD1995 1)
GFO048841 0 0 1 Hypothetical protein (1) - P_trifoliata 00439 mRNA 35.1
GFO048840 0 0 1 Hypothetical protein (1) - P_tifoliata_00439_mRNA_32.1
GFO048839 0 0 1 Hypotheical protein (1) - P_tifoliata_00439_mRNA_30.1
GFO048838 0 0 1 Hypothetical protein (1) - P_trifoliata_00439_mRNA_29.1
GFOO48837 0 0 1 Hypothetical protein (1) - P_trifoliata 00439 mRNA 27.1
e S OMUNE (0O nigrase,catlyti core IPROOISS4]
GFO048836 0 0 1 Hypothetical protein (1) [ 3’&‘3507; (1; Ribonuclease H-like domain P _tifoliata 00439 mRNA 26.1
integration [GO:001507 [IPRO12337] (1)
GFOO48835 0 0 1 Hypothetical protein (1) - P_tifoliata 00439 mRNA 25.1
GFO048834 0 0 1 Hypothetical protein (1) - P_ifoliata_00439_mRNA_24.1
GFO048833 0 0 1 Hypotheical protein (1) - P_tifoliata_00439_mRNA_23.1
GFO04832 0 0 1 Hypothetical protein (1) - 3
GFO048831 0 0 1 Hypothetical protein (1) Viral movement protein [IPRO28919] (1) - P_trifoliata 00439 mRNA._14.1
nucleic acid binding [GO:0003676 Nucleotide-binding alpha-beta plait
molccular_function] (1): nucleotide  domain [IPR012677] (1): RNA
3 o ¢ 3 .
GFO048830 0 0 1 Hypothetical protein (1) P GO0 o ot doma IPRU0S04] P_ifoliata_00438_ mRNA_9.1
molecular_function] (1) )
GFO048829 0 0 1 Hypothetical protein (1) - P_ifoliata_00438_ mRNA_6.1
GFO048828 0 0 I ("f‘"“"""‘h repeat (LRR) family protein B P_tifoliata_00438_mRNA 5.1
GFO048827 0 0 1 Hypothetical protein (1) - P_trifoliata 00438 mRNA 24.1
Acyl-CoA N-aeyltransferase
GFO048826 0 0 1 Acy-CoA N (NAT) [IPROIGI1] (1); GNAT domain - P_trifoliata 00438 mRNA 21.1
ety racinh

[GO:0008080 molecular_function] (1)

[IPRO00IS] (1)



T NaminC colemenine  NaminC urshiu  Namin Pifonan ot o TaterPro Nembers inC clemertine Nembers in C.unshiu Nembers in P rolaR
Mssi-like [IPROT1057] (1);
Translationally controlled tumour
Translaionally-controlled tumor protein protein, conscrved sie [IPROIS103] (1);
GFO048825 0 0 [ o Translationally conirolled tumour protein - P_ifoliata_00438_mRNA 2.1
romolog [IPRO18105] (1); Mss4/translationally
controlled fumour-associated TCTP
[IPROTI323] (1)
GFO048824 0 0 1 Hypotheical protein (1) - P_tifoliata_00438_ mRNA_IS.1
GFO048823 0 0 1 Hypothetical protein (1) - P_trifoliata_00438_mRNA_17.1
Glyeoside hydrolase, catalytic domain
3 : oeta-
beta-N-acetylhexosaminiduse activity 110 01| (17 Chitobfse/beta
[GO:0004363 molecular_function] (15115 029015] (1); Glycoside hydrolase
hydrolase activity, hydrolyzing O- ety [1RO1 20 (1) o
GFO048822 0 0 ¢ B e b B2 (1) g ompounds [GO00553 : - P_tifoliata_00438_mRNA_12.1
hexosaminidase [IPRO25705] (1);
ular_function] (1); carbohydrate
Glycoside hydrolase family 20, catalytic
'“°‘“l’°l’° process [GO:0005975 domain [IPROISSS3] (1): Beta-
biological_process] (1) hexosaminidase, eukaryotic type, N-
terminal [IPR029019] (1)
GFO048821 0 0 1 Hypothetical protein (1) - P_tifoliata_00438_ mRNA_I1.1
Mssd-like [IPRO11057] (1);
Translationally controlled tumour
protein, conserved site [IPRO1S103] (1);
GFO048820 0 0 1 Hypothetical protein (1) Mssdtranslationally controlled tumour- - P_trifoliata_00438_mRNA_L1
associated TCTP [IPRO11323] (1;
Translationally controlled tumou protcin
[IPROIS105] (1)
GFO048819 0 0 1 Hypothetical protein (1) - P_urifoliata_00437_mRNA 9.1
(00,02 AT, Ctamina dimeiation donain
GFO048818 0 0 1 Putative ACO transposase (1) e iton s Covondgogs  [IPRODSI0G] (1) Ribonucease ke - P_ifoliata_00437_mRNA_8.1
erization activity [GO:0046983 domain [IPRO12337] (1)
molecular_function] (1)
GFO048817 0 0 1 Hypothetical protein (1) - P_ifoliata_00437_mRNA_6.1
Ptype ATPase, cytoplastic domain N
GF0048816 0 0 1 Hypothetical protein (1) :‘?“":j: 1;“:“"!"‘8"5‘?]3‘ 0000166 [IPR023299] (1); HAD-like domain - P_trifoliata_00437_ mRNA 3.1
rolecular_functio [IPRO23214] (1)
rece activ O-methyliransferase, family 2
O-methyltransferase activit [IPRO01077] (1); O-methyltransferase
[GO:0008171 molecular_function] (1):
GFO048815 0 0 1 Caffeic acid O-methylransferase (1) " COMT-type [IPRO16461] (1): S- - P_ifoliata_00437_mRNA_24.1
methyliransferase activity [GO:0008168 ¢
et o 1 adenosy!-L-methioninc-dependent
& methyltransferase [IPRO29063] (1)
GFO048814 0 0 1 Hypothetical protein (1) - P_ifoliata_00437_mRNA_20.1
Ptype ATPase, transmembrane domain
[IPR023298] (1): Cation-transporting P
GFO048813 0 0 1 Hypotheical protein (1) re AT i (mbod P_tifoliata_00437_mRNA_2.1
0]
GFO04s812 0 0 1 Hypotheical protein (1) - P_tifoliata_00437_mRNA_IS.1
GFO048811 0 0 1 Hypothetical protein (1) - P_trifoliata_00437_mRNA_16.1
GFO048810 0 0 1 Hypothetical protein (1) - P_urifoliata_00437_mRNA_15.1
GFO048809 0 0 1 Hypothetical protein (1) - P_tifoliata_00437_mRNA_I4.1
Helicase, C-terminal [IPROO1650] (1);
ATP-dependent RNA helicase DEAD-
box, conserved site [IPR000629] (1); P-
loop containing nuclcoside triphosphate
nuclsi acid binding [GO:0003676 !
GFO048808 0 0 1 DEAD-box ATP-dependent RNA molecular.function] (1); ATP binding 1>4rolase [IPRO27417] (1): P_urifoliata_00437_mRNA 11
helicase 20 (1) T o521 mamtio et (1 DEADIDEAH b helcse domain
: - [IPRO11545] (1); RNA helicase, DEAD-
box type, Q mortif [IPROI4014] (1):
Helicase superfamily 112, ATP-binding
domain [IPRO14001] (1)
GFO048807 0 0 1 Hypothetical protein (1) - P_trifoliata_00436_mRNA_36.1
GFO048506 0 0 1 Hypothetical protein (1) - P_urifoliata_00436_mRNA_33.1
. Protcin of unknown function DUF247,
GFO048505 0 0 1 UPF0481 protein (1) Tt 004158 (1) P_urifoliata_00436_mRNA_30.1
transcription factor THIID complex
[GO:005669cllulr.componee § sion
GFO048804 0 0 1 Hypothetical protein (1) transcription initiation from Rl [Tl';;'n‘;;';’l“]‘:'l")' conserved regior P._trifoliata_00436_mRNA_3.1
polymerase Il promoter (Goa0sse7
biological_process] (1)
Protcin of unknown function DUF247,
GFO048803 0 0 1 Hypotheical protein (1) T TR0 158 1 P_tifoliata_00436_mRNA_29.1
GFO048502 0 0 HAT dimerisation domain-containing - P_urifoliata_00436_mRNA 25.1
GFO048801 0 0 - P_trifoliata_00436_mRNA_22.1
GFO048500 0 0 1 Hypothetical protein (1) - P_urifoliata_00436_mRNA 21.1
. Protcin of unknown function DUF247,
GFO048799 0 0 1 DUF247 domain protein (1) Tt L0058 (1 P_urifoliata_00436_mRNA_18.1
Protcin of unknown function DUF247,
GFO048798 0 0 1 UPFO481 protein (1) S TR0 158 1 P_trifoliata_00436_mRNA_17.1
. Protcin of unknown function DUF247,
GFO048797 0 0 1 Hypothetical protein (1) Tt 004158 (1 P_urifoliata_00436_mRNA_12.1
Protcin of unknown function DUF247,
GFO048796 0 0 1 DUF247 domain protein (1) T TR0 158 1 P_tifoliata_00436_mRNA_I1.1
oxidoreductase activity, acting on paircd
donors, with incorporation or reduction
of molccular oxygen [GO:0016705
molecular_function] (1); oxidation-  Cylochrome P450, E-clss, group |
GFO048795 0 0 1 Hypothetical protein (1) reduction process [GO:0055 [IPRO02401] (1); Cytochrome PAS0 - P_trifoliata_00435_mRNA_6.1
biolagical_process] (1): heme binding  [IPRO01128] (1)
[GO:0020037 molecular_function) (1):
iron fon binding [GO:0005506
molecular_function] (1)
GF0048794 0 0 1 Hypothetical protein (1) - P_tifoliata_00435_mRNA 4.1
endopeptidase inhibior activi Kunitz inhibitor ST1-like IPRO11065]
GF0048793 0 0 1 Miraculin (1) pep Y (1); Proteinase inhibitor 13, Kunitz P_trifoliata_00435_mRNA 3.1
(GO:0004866 molecular_function] (1)
legume [IPRO02160] (1)
Domain of unknown function DUF676,
GFO048792 0 0 1 Hypothetical protein (1) lipase-like [IPRO077S1] (1); Alpha/Beta - P_urifoliata 00435 mRNA_16.1
hydrolase fold [IPR0290SS] (1)
osphofructokinase domain
i:if:g:’:l ";ﬁff:iﬁf’ﬁ 060_060% nm(mmezﬂ y Ankyrm repeat-
g PRO20683] (1):
y
.- 3 .
GF0048791 0 0 1 Hypothetical protein (1) [GO:0003872 molecular function] (1); Domain ofunknown function DUF676, P _trifoliata_00435 mRNA_15.1
(G000 15 lipase-like [IPRO0T7S1] (1); Ankyrin
T repeat [IPRO02110] (1); Alpha/Beta
rolecular_functio hydrolase fold [IPR0290S8] (1)
GF0048790 0 0 |CDNA°‘°"° 1023022620, full nsert - P_trifoliata_00435 mRNA_I4.1
sequence (1 X 00435 mRNA_
heme binding [GO:0020037
molecular_function] (1) iron fon binding
[GO:0005506 molecular_function] (1):
oxidation-reduction process
GFO048789 0 0 1 Hypotheical protein (1) [GO:0055114 biological_process] (1):  Cytochrome P4S0 [IPROOI128] (1) - P_tifoliata_00435_ mRNA_12.1
oidoreductase activity, acting on paired
donors, with incorporation or reduction
of molecular oxygen [GO:0016705
molecular_function] (1)
GFO048788 0 0 1 Hypothetical protein (1) - P_urifoliata 00435 mRNA_11.1
GFO048787 0 0 1 Exocyst componenet secs, putatve (1) - P_ifoliata_00434_ mRNA_8.1
GFO048786 0 0 1 Hypotheical protein (1) - P_tifoliata_00434_mRNA_6.1
GFO04785 0 0 1 Hypothetical protein (1) - P_trifoliata_00434_mRNA_31.1
GFO048784 0 0 1 Hypothetical protein (1) - P_urifoliata 00434 mRNA _26.1
GFO048783 0 0 1 Hypothetical protein (1) - P_ifoliata_00434_mRNA_25.1
protein binding [GO:0005515 P-loop containing nucleoside
GFO04RT82 0 0 1 Hypothetical protein (1) molecular_function] (1); signal ""’h"“"‘“‘° hydrolase [IPR027417) (1); P._trifoliata_00434_mRNA_22.1
ransduction [G nterleukin- | receptor homology
biological_process] (1) p- e [IPRO0OIST] (1)
GFO04781 0 0 1 Hypothetical protein (1) - P_tifoliata_00434_mRNA_21.1
Winged helix-turn-helix DNA-binding
G domain [IPROT1991] (1); P-loop
GFO048780 0 0 (Tl';w resistance protein N-like protein 5 I':z:::h’;“{‘";_ﬂ;ﬁm?“ containing nucleoside triphosphate B P._trfoliata_00434_mRNA_19.1
& hydrolase [IPR027417] (1); NB-ARC
[IPRO02182] (1)
Protcin kinase domain [IPR000719] (1):
Concanavalin A-like lectin/glucanase
domain [PROIS320) (1) Lesin i
repeat domain, L domain-like
IPROY267S] (1: Protei kinasefke
T i domain [IPROT1009] (1): Leucine-rich
LRR receptor-like kinase fanily protein ~ PHesPherylation [GO:0006468 's?.fi/fiiﬁﬁ:ﬁf/mcs“mff 9:‘1‘:31
GFO048779 0 0 1 P e biological_process] (1); protein kinase oA - P_tifoliata_00434_mRNA_16.1
Kinase, catalytic domain (IPR002290]
actvity [GO:0004672
(1); Leucine-rich repeat-containing N-
molecular_function] (1); ATP binding -
[GO:0005524 molecular_function] (1)~ S™ifab plant-type [IPROI3210] (1);
" - Protein kinase, ATP binding site
[IPROI7441] (1): Leucinc-rich repeat
[IPRO0I6 1] (1); Serine-
hreonine/tyrosine-protein kinase
catalytic domain [IPRO0I245] (1)
GFO048778 0 0 1 Hypothetical protein (1) - P_tifoliata_00433_mRNA 8.1
GFO048777 0 0 1 Hypothetical protein (1) - P_trifoliata_00433_mRNA_7.1
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nucleic acid binding [GO:0003676
GFO048776 0 0 1 Hypothetical protein (1) molecular_function] (1): zinc fon binding Zine finger, CCHC-type (IPROOISTS] (1) - P_trifoliata_00433_mRNA_2.1
[GO:0008270 molecular_function) (1)
GFO04RTTS 0 0 1 Hypothetical protein (1) "I')“““"‘M"' En/Sp-like [IPR004242) P._tifoliata_00433_mRNA_I5.1
zine ion binding [GO:0008270
molccular_function] (1): nucleic acid
GFO048774 0 0 1 Hypothetical protein (1) e Go0n0s6re Zine finger, CCHC-ype [IPRODISTS] (1) - P_ifoliata_00433_mRNA_I3.1
molecular_function] (1)
GFO048773 0 0 1 Hypothetical protein (1) - P_ifoliata_00432_mRNA_7.1
GFO048772 0 0 1 Hypotheical protein (1) - P_tifoliata_00432_mRNA_S.1
GFO048771 0 0 1 Hypothetical protein (1) - P_trifoliata_00432_mRNA_4.1
N Plant discase resistance response protein ) .
GFO048770 0 0 1 Hypothetical protein (1) Tinoosses . - P_trifoliata_00432_mRNA_29.1
GF0048769 0 0 1 Hypotheical protein (1) - P_tifoliata_00432_mRNA_24.1
GFO048768 0 0 1 Hypothetical protein (1) - P_trifoliata_00432_mRNA_22.1
GFO048767 0 0 1 Hypothetical protein (1) - P_trifoliata 00432 mRNA 21.1
GF0048766 0 0 1 Hypothetical protein (1) - P_tifoliata_00432_mRNA_19.1
GF0048765 0 0 1 Hypotheical protein (1) Viral movement protcin [IPRO28919] (1) - P_tifoliata_00432_mRNA_17.1
GFO048764 0 0 1 Hypothetical protein (1) - P_trifoliata_00432_mRNA_16.1
GFO48763 0 0 1 Hypothetical protein (1) - P_trifoliata 00432 mRNA_15.1
GFO048762 0 0 1 Hypothetical protein (1) - P_ifoliata_00432_mRNA_I3.1
GFO04761 0 0 1 Hypotheical protein (1) - P_trifoliata_00432_mRNA_12.1
GFO048760 0 0 1 Hypothetical protein (1) - P_trifoliata_00431_mRNA_0.1
GFO048759 0 0 1 Hypothetical protein (1) - P_trifoliata_00431_mRNA 35.1
Aminotransferase-like, plant mobile
domain [IPRO19557] (1): Protein of
GFO048758 0 0 1 Hypothetical protein (1) o U6 (TMEM45) P_ifoliata_00431_mRNA_30.1
[IPRO06904] (1)
iron fon binding [GO:0005506
molecular_function] (1); heme binding
[GO:0020037 molecular_function) (1):
oxidation-reduction procass
GFO04757 0 0 1 Cytochrome P4s0 71681 (1) [GO:0035114 biological_process] (1):  Cytochrome P4S0 [IPROOI12S] (1) - P_trifoliata_00431_mRNA_23.1
oxidoreductase activity,acting on paired
donors, with incorporation or reduction
of molcular oxygen [GO:0016705
molecular_function] (1)
GFO048756 0 0 1 Hypothetical protein (1) - P_ifoliata_00431_mRNA_22.1
GFO048755 0 0 1 Hypotheical protein (1) - P_tifoliata_00431_mRNA_14.1
GFO04754 0 0 1 Hypothetical protein (1) - P_trifoliata_00431_mRNA_13.1
Cytokinin riboside 5"monaphosphate )
GFO04753 0 0 ot (1) - P_trifoliata_00431_mRNA_I1.1
GFO04752 0 0 1 Hypotheical protein (1) - P_tifoliata_00431_mRNA_L1
GFO04751 0 0 1 Hypothetical protein (1) - P_trifoliata_00430_mRNA_$.1
nucleoside diphosphate phosphorylation
[GO:0006165 biological_process] (1):
UTP biosyntheic process [GO:0006228
biolagical_process] (1): CTP biosynthetic
process [GO:0006241 Nucleoside diphosphatc kinase .
GFO048750 0 0 1 Hypotheical protein (1) e moceeg 1y mucoside [IbRoo156 11y P_tifoliata_00430_mRNA_7.1
diphosphate kinase activity [GO:0004550
molecular_function] (1): GTP
biosynthetic process [GO:0006183
biolagical_process] (1)
GF0048749 0 0 1 Hypothetical protein (1) - P_ifoliata_00430_mRNA_6.1
GFO048748 0 0 1 Hypotheical protein (1) - P_tifoliata_00430_mRNA_4.1
Leucine-tich repeat domain, L domain-
GFO048747 0 0 1 Hypotheical protein (1) [ttty P_tifoliata_00430_mRNA_21.1
. Leucine-rich repeat domain, L domain-
GFO048746 0 0 1 Hypothetical protein (1) [t P_tifoliata 00430 mRNA 20.1
Leucine-tich repeat domain, L domain-
GFO04745 0 0 1 Hypotheical protein (1) [ttty P_tifoliata_00430_mRNA_17.1
Lascorbic acid binding [GO:0031418
molecular.function] (1); oxidation-
eduction process [GO:0055 114
biological_process] (1); oxidoreductase  Prolyl -hydroxylase, alpha subunit
actvity [GO:0016491 [IPRO06620] (1): HAD-like domain
GFO048744 0 0 1 Hypothetical protein (1) molecular.function] (1); oxidoreductase (IPR023214] (1); SHKT domain - P_trifoliata 00430 mRNA_11
sy ating on paireddonrswih — [IPRO03582] (1 Osogtastcon
corporation or reduction of molcclar dependent dioxygenase [IPRO0S123] (1)
oxygen [GO:0016705
molecular.function] (1);iron fon binding
[GO:0005506 molecular_function) (1)
GFO048743 0 0 1 Hypothetical protein (1) - P_trifoliata_00429_mRNA_S.1
GFO048742 0 0 1 Hypothetical protein (1) - P_trifoliata 00429 mRNA 4.1
GFO048741 0 0 1 Hypothetical protein (1) - P_ifoliata_00429_mRNA 3.1
zinc fon binding [GO:0008270 Reverse transeriptase zinc-binding
molecular_function] (1): nucleic acid  domain [IPR026960] (1): Zine knuckle
GFO048740 0 0 1 Hypotheical protein (1) e G005 e TIDRO2Asot) st P_tifoliata_00429_mRNA_24.1
molecular_function] (1) finger, CCHC-type [IPRODISTS] (1)
oxidation-reduction process
[GO:0055114 biological_process] (1):
oxidoreductase activity, acting on paired
donors, with incorporation or reduction  Cytochrome P450 [IPRO01125] (1):
GFO48730 0 0 1 Cytochrome P4s0 8381 (1) of molecular oxygen [GO:0016705  Cytochrome PASO, E-class, goup I - P_trifoliata 00429 mRNA 22.1
molccular_function] (1): heme binding ~[IPR002401] (1)
[GO:0020037 molecular_function) (1)
iron fon binding [GO:0005506
molecular function] (1)
GFO048738 0 0 1 Hypotheical protein (1) - P_trifoliata_00429_mRNA_21.1
GFO048737 0 0 1 Hypothetical protein (1) - P_trifoliata_00429_mRNA_2.1
GFO48T36 0 0 1 Hypothetical protein (1) - P_trifoliata 00429 mRNA_IS.1
GFO048735 0 0 1 Hypothetical protein (1) - P_tifoliata_00428 mRNA_9.1
GFO048734 0 0 1 Hypotheical protein (1) - P_tifoliata_00428 mRNA_32.1
GFO048733 0 0 1 Hypothetical protein (1) - P_trifoliata_00428 mRNA_31.1
GFO048732 0 0 1 Hypothetical protein (1) - P_trifoliata 00428 mRNA 3.1
. Translation initiation factor IF-2, puative Protcin of unknown function DUF674
GFO48T31 0 0 [ Tiroommsor P_trifoliata 00428 mRNA 25.1
GFO048730 - P_trifoliata_00428 mRNA_13.1
GFO048729 1 Hypothetical protein (1) - P_trifoliata 00427 mRNA 26.1
. Leucine-rich repeat domain, L domain-
GFO048T28 0 0 1 Hypothetical protein (1) [t P_trifoliata 00427 mRNA 2.1
GFO048727 0 0 1 Hypothetical protein (1) - P_trifoliata_00427_mRNA_IS.1
GFO048726 0 0 1 Hypothetical protein (1) - P_trifoliata 00427 mRNA_15.1
GFO048725 0 0 1 Hypothetical protein (1) - P_tifoliata_00427_mRNA_I4.1
GFO048724 0 0 1 Hypotheical protein (1) - P_trifoliata_00427_mRNA_12.1
GFO048723 0 0 1 Hypothetical protein (1) - P_trifoliata_00426_mRNA_0.1
i scid binding [G syt peptias doman [IFR021109]
GFO048722 0 0 1 Hypothetical protein (1) :::l::\}n: “:_‘:’m:o:]l((":’ 0003676 (1): Ribonuclease H-like dom: B P._trfoliata_00426_mRNA_7.1
- [IPROI2337) (1)
GFO048T21 0 0 1 Hypothetical protein (1) - P_trifoliata_00426_mRNA_S.1
GFO048720 0 0 1 Hypothetical protein (1) - P_trifoliata 00426 mRNA 11
GFO048719 0 0 1 Hypothetical protein (1) - P_ifoliata_00425_mRNA_9.1
GFO048718 0 0 1 Hypotheical protein (1) -
GFO04717 0 0 1 Hypothetical protein (1) .
GFO048716 0 0 1 Hypothetical protein (1) - P_trifoliata 00425 mRNA 23.1
GFO048715 0 0 1 Hypothetical protein (1) - P_ifoliata_00425_mRNA_22.1
GFO04714 0 0 1 Hypothetical protein (1) Pentatricopeptide repat [IPRO285] (1) - P_tifoliata_00425_mRNA_21.1
GFO04713 0 0 1 Hypothetical protein (1) - P_trifoliata_00425_mRNA_16.1
GFO04712 0 0 1 Hypothetical protein (1) - P_trifoliata 00425 mRNA._10.1
eme binding [GO:0020037
molecular_function] (1);iron fon binding
Li’;’amf:‘:u’:'::’;f“:;;i:“““"“] M3 cytochrome P430, conserved site
GF0048T11 0 0 1 Cytochrome P450 71681 (1) [GO:0055114 biological_process] (1); L R017972] (1); Cytochrome P450, E- P._trifoliata_00425_mRNA_L.1
oxidoreductase actvity, acting on paired S5 E0UP LIIPROO2IOL] (1):
donors, with incorporation or reduction CY1OclTome P40 [IPROOH128] (1)
of molcular oxygen [GO:0016705
molecular_function] (1)
GFO048710 0 0 1 Hypothetical protein (1) - P_ifoliata_00424_ mRNA_21.1
GF0048709 0 0 1 ﬁ;’;‘)’:ﬁfﬂ"‘"; protein/ABA-responsive- GRAM domain [IPR004182] (1) - P_trifoliata_00424 mRNA_14.1
GFO048708 0 0 1 Hypothetical protein (1) - P_trifoliata 00424 mRNA 11
GFO048707 0 0 1 Hypothetical protein (1) - P_ifoliata_00423_mRNA_9.1
GFO048706 0 0 1 Hypothetical protein (1) - P_tifoliata_00423_mRNA 8.1
GFO048705 0 0 1 Hypothetical protein (1) - P_trifoliata_00423_mRNA_7.1
GFO048704 0 0 1 Hypothetical protein (1) - P_trifoliata 00423 mRNA 6.1
GF0048703 0 0 1 Hypothetical protein (1) SAP domain [IPRO03034] (1) - P_trifoliata_00423_mRNA_33.1
CD2 antigen cytoplasmic tail-binding 2 EF-Hand 1. calcium-binding sitc
GFO048702 0 0 o lRorsair - P_ifoliata_00423_mRNA 3.1
GFO048701 0 0 1 Hypothetical protein (1) - P_trifoliata 00423 mRNA 25.1
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GF0048700 0 0 1 :’“““"V‘ disease resistance protein RGAL B P._trifoliata_00423_mRNA _27.1
GF0048699 0 0 1 Hypotheical protein (1) - P_tifoliata_00423_mRNA_26.1
GF0048698 0 0 1 Hypothetical protein (1) ﬁ:‘;""“fﬁ:g;ﬁ?‘lf"mim L domain- P_trifoliata_00423_mRNA 21.1
oxidation-reduction process
GF0048697 0 0 1 Hypothetical protein (1) E‘(jzﬁz:ﬂ"::ﬁfﬂigf‘;ﬂ 4‘;: m"‘&‘;}z:g:ﬁﬁ;&z;}:mw1 RN P_trifoliata_00423_mRNA_14.1
molecular_function] (1)
GF0048696 0 0 1 Hypothetical protein (1) - P_ifoliata_00423_mRNA_I1.1
GFO048695 0 0 1 Hypotheical protein (1) - P_tifoliata_00423_mRNA_10.1
copper ion binding [GO:0005507
molecular_function] (1): oxidoreductase  Multicopper oxidases, conscrved sitc
GFO048694 0 0 1 Hypothetical protein (1) T:Q}Zlﬂii?\.ﬁ.ﬁ% idation. E;:fgﬁ;;’gl‘l';ng;‘(“l‘;‘g‘:;;’:;‘:;” B P._trifoliata_00423_mRNA_1.1
reduction process [GO:0055114 [IPRO0S9721 (1)
biological_process] (1)
GFO048693 0 0 1 Hypothetical protein (1) - P_trifoliata 00422 mRNA 7.1
GF0048692 0 0 1 Hypothetical protein (1) - P_ifoliata_00422_ mRNA_33.1
GFO048691 0 0 1 Hypotheical protein (1) - P_tifoliata_00422_ mRNA_30.1
GFO048690 0 0 1 Hypothetical protein (1) - P_trifoliata_00421_mRNA_0.1
GFO048689 0 0 1 Hypothetical protein (1) - P_trifoliata 00421 mRNA 7.1
GFO048688 0 0 1 Hypothetical protein (1) - P_tifoliata_00421_mRNA_S.1
GFO048657 0 0 1 Hypotheical protein (1) - P_tifoliata_00421_mRNA_3.1
oxidation-reduction procass Non-hacm dioxygenase N-terminal
05514 ot mcess] 1y, domain [IPRO26992] 1): sopenicin N )
GFO048686 0 0 1 Hypothetical protein (1) e vty Sythase-ike (IPRO27443] (1) - P_trifoliata_00421_mRNA_23.1
‘ Onoglutaratefron-dependent
molecular_function] (1) dioxygenase [IPRO0S123] (1)
GFO048685 0 0 1 Hypothetical protein (1) - P_trifoliata_00421_mRNA_22.1
GFO048684 0 0 1 Hypothetical protein (1) - P_trifoliata 00421 mRNA_12.1
Grovsass 0 0 1 ottt potin (1 Ko ncbining el 0042 mRNA .
GFO048682 0 0 1 Hypothetical protein (1) - P_trifoliata_00420_mRNA_7.1
GF0048681 0 0 1 x:;;:;z‘:’;::;ﬂ‘::’:&'};’ (’;‘)‘“‘"““’ Dnal domain [IPR001623] (1) B P_trifoliata_00420_mRNA 5.1
GF0048680 0 0 1 Hypothetical protein (1) s Cammerm gy e P_ifoliata_00420_ mRNA 4.1
GFO048679 0 0 1 Hypothetical protein (1) - P_trifoliata 00420 mRNA 25.1
GFO048678 0 0 1 Hypothetical protein (1) - P_ifoliata_00420_ mRNA_24.1
GFO048677 0 0 1 Hypotheical protein (1) - P_tifoliata_00420_ mRNA_22.1
GFO048676 0 0 1 Hypothetical protein (1) - P_trifoliata_00420_mRNA_20.1
GFO048675 0 0 1 Hypothetical protein (1) K:";";f‘;g;;;;:‘lf"m“'"' L domain- P._trifoliata_00420_mRNA_2.1
GFO04674 0 0 1 Hypotheical protein (1) - P_tifoliata_00420_ mRNA_1S.1
GFO048673 0 0 1 Hypothetical protein (1) - P_trifoliata_00420_mRNA_17.1
GFO048672 0 0 1 Hypothetical protein (1) m“*”"““' MuDR, plant [IPR004332] P_trifoliata_00420_mRNA_12.1
GFO04671 0 0 1 Hypotheical protein (1) - P_tifoliata_00420_mRNA_10.1
integral component of membrane
Eﬁi&‘:ﬁ’i L:i'{:‘:z"’;ﬁ“;’:‘zf{::ﬁ‘] % protein kinase-like domain [IPRO1 1009] )
GFO048670 0 0 1CO00738 moteemio umetor 1y, (1 Eam domain [IPROO0G20] (1): P_trifoliata_00419_mRNA_0.1
e LCo016030 WATL-related protein [IPRO30184] (1)
cellula_component] (1)
GFO048669 0 0 1 Hypothetical protein (1) - P_trifoliata 00419 mRNA §.1
GFO048668 0 0 1 Hypothetical protein (1) - P_ifoliata_00419_mRNA_7.1
GF0048667 0 0 1 Hypothetical protein (1) s Cammerm gy e P_ifoliata_00419_mRNA_46.1
GFO048666 0 0 1 Hypothetical protein (1) K:";";f‘;g;;;;:‘lf"m“'"' L domain- P._trifoliata_00419_mRNA_45.1
GFO048665 0 0 1 Hypotheical protein (1) - P_tifoliata_00419_mRNA_43.1
GFO048664 0 0 1 Hypothetical protein (1) - P_trifoliata_00419_mRNA_42.1
Protcin of unknown function DUF2021
GFO048663 0 0 1 DUF2921 family protein (1) A emen DA P 45 P_tifoliata 00419 mRNA 40.1
[IPROI3103] (1)
GFO048662 0 0 1 Hypothetical protein (1) - P_trifoliata 00419 mRNA 4.1
GFO048661 0 0 1 Hypothetical protein (1) - P_tifoliata_00419_mRNA_39.1
GFO048660 0 0 1 Hypotheical protein (1) - P_tifoliata_00419_mRNA_35.1
GFO048659 0 0 1 Hypothetical protein (1) - P_trifoliata_00419_mRNA_31.1
GFO048658 0 0 1 Hypothetical protein (1) - P_trifoliata 00419 mRNA_30.1
GF0048657 0 0 1 Hypothetical protein (1) - P_tifoliata_00419_mRNA 3.1
GFO048656 0 0 1 Hypotheical protein (1) - P_tifoliata_00419_mRNA_27.1
GFO048655 0 0 1 Hypothetical protein (1) - P_trifoliata_00419_mRNA_26.1
GFO048654 0 0 1 Hypothetical protein (1) - P_trifoliata 00419 mRNA 25.1
GF0048653 0 0 1 Hypothetical protein (1) - P_tifoliata_00419_mRNA_24.1
GFO048652 0 0 1 Hypotheical protein (1) - P_tifoliata_00419_mRNA_2.1
GFO048651 0 0 1 Hypothetical protein (1) - P_trifoliata_00419_mRNA_19.1
GFO048650 0 0 1 Hypothetical protein (1) - P_tifoliata 00419 mRNA_16.1
GF0048649 0 0 1 Hypothetical protein (1) - P_tifoliata_00419_mRNA_I5.1
GFO048648 0 0 1 Hypotheical protein (1) - P_tifoliata_00419_mRNA_14.1
GFO048647 0 0 1 Hypothetical protein (1) - P_trifoliata_00419_mRNA_12.1
GFO048646 0 0 1 Hypothetical protein (1) Viral movement protin [IPRO28919] (1) - P_trifoliata 00419 mRNA_11.1
GFO048645 0 0 1 Hypothetical protein (1) - P_ifoliata_00418 mRNA_IS.1
GFO048644 0 0 1 Hypotheical protein (1) - P_tifoliata_00418_ mRNA_13.1
GFO048643 0 0 1 Hypothetical protein (1) - P_trifoliata 00418 mRNA_10.1
GFO048642 0 0 1 Hypothetical protein (1) - P_trifoliata 00418 mRNA_11
galactosyltransferase activity
};‘I’“m‘[g g“‘]‘:]‘l‘:‘:;; function] (1: 130 ain of unknown function DUF4094
GFO048641 0 0 1 Galactosylransferase Faiy prosen (1) (e (O [IPRO25298] (1); Glycosyl transferase, - P_ifoliata_00417_mRNA_IS.1
glycosylation [GO:0006486 family 31 [IPR002659] (1)
biological_process] (1)
GF0048640 0 0 1 :2‘::;::21"? retroclement reverse ﬁ;‘:ﬂ‘,‘;‘:;’ﬁ’l‘)p‘“e domain B P_trifoliata_00416_mRNA 9.1
O, crc
GFO048639 0 0 1 Hypothetical protein (1) e G0 (1) Zine knuckle CX2CX4HX4C - P_trifoliata 00416 mRNA 8.1
molecular_function] (1) [IPRo2s8361 (1)

GFOO48638 0 0 1 Hypothetical protein (1) - P_trifoliata 00416 mRNA 7.1
crovses? 0 0 1 Pt Lecin ich R rn () TS 0005515 e IPROS30781 1 Lavne i s - il 00416 mRNA 6.1
= [IPROO1611] (1)

JYVIN repeatlike-containing
; ; Ut e coosts St 00
WD40 repeat [IPR001680] (1)

et o (o RNA ogiion o domin
GFO048635 0 0 1 Hypothetical protein (1) e G0t [IPRO00S04] (1); Nucleotide-binding P_tifoliata 00416 mRNA 23.1

e meton (1 alpha-beta plait domain [IPRO12677] (1)
GFO048634 0 0 1 Hypothetial protein (1) - P_tifoliata 00416 mRNA 21.1
GF0048633 0 0 1 Hypothetical protein (1) - P_tifoliata_00416_ mRNA_12.1
GFO048632 0 0 1 Hypotheical protein (1) - P_tifoliata_00416_ mRNA_L1
GFO048631 0 0 1 Hypothetical protein (1) - P_trifoliata_00415_mRNA_0.1
GFO048630 0 0 1 Hypothetical protein (1) - P_trifoliata 00415 mRNA 4.1
GF0048629 0 0 1 Hypothetical protein (1) - P_ifoliata_00415_ mRNA_30.1
GFO048628 0 0 1 Hypotheical protein (1) - P_tifoliata_00415_mRNA_29.1
GFO048627 0 0 1 Hypothetical protein (1) - P_trifoliata_00415_mRNA_28.1
GFO048626 0 0 1 Hypothetical protein (1) - P_trifoliata 00415 mRNA 25.1
GFO048625 0 0 1 Hypothetical protein (1) - P_tifoliata_00415_ mRNA_24.1
GFO048624 0 0 1 Hypotheical protein (1) - P_tifoliata_00415_mRNA_19.1
GFO048623 0 0 1 Hypothetical protein (1) - g
GFO048622 0 0 1 Hypothetical protein (1) - P_trifoliata 00415 mRNA_I1.1
GFO048621 0 0 1 Hypothetical protein (1) - P_tifoliata_00415_ mRNA_L1
GFO048620 0 0 1 Hypotheical protein (1) - P_tifoliata_00414_ mRNA_4.1
GFO048619 0 0 1 Hypothetical protein (1) - P_trifoliata_00414_ mRNA_3.1

nucleobase-containing compound

metabolic process [GO:0006139 Oligopeptide transporter, OPT

biological_process] (1): superfamily (IPROO4S13] (1); S-
GFO048618 0 0 1 Oligopeptide transporter 4 (1) methyltransferase activity [GO:0008168 ~adenosyl-L-methioninc-dependent - P_ifoliata_00414_ mRNA_20.1

molecular_function] (1): transmembrane methyliransferase [IPRO29063] (1): MT-

ransport [GO:0055085 AT0-fike [IPRO077S7] (1)

biological_process] (1)
GFO048617 0 0 1 Hypotheical protein (1) - P_tifoliata_00413_ mRNA_8.1
GF0048616 0 0 1 Hypothetical protein (1) g‘;‘;g‘:‘l“ﬂ “';':“;5]”3’"]‘2‘;‘(’]";””' B P_trifoliata_00413_mRNA 3.1
GFO048615 0 0 1 Hypothetical protein (1) Pentatricopeptide repeat [IPRO2885] (1) - P_ifoliata_00413_ mRNA_19.1
GFO048614 0 0 1 Hypotheical protein (1) - P_tifoliata_00413 mRNA_13.1



T NaminC colemenine  NaminC urshiu  Namin Pifonan ot o TaterPro Nembers inC clemertine Nembers in C.unshiu Nembers in P rolaR
- Transposase-associated domain ; N
GFO048613 0 0 1 Hypothetical protein (1) [rramotsor oy - P_trifoliata 00413 mRNA_12.1
GFO04s612 0 0 1 Hypotheical protein (1) - P_tifoliata_00412_mRNA_6.1
GFO048611 0 0 1 Hypothetical protein (1) - P_trifoliata_00412_mRNA_4.1
GFO048610 0 0 1 Hypothetical protein (1) - P_trifoliata 00412 mRNA 3.1
ATP binding [GO:0005524
molecular.function] (1); protein
Protcin kinsse-like domain (IPRO11009]
GF0048609 0 0 } Cell division control protein 2 homolog - phosphorylation [GO:0006468 (1); Protein kinase domain [IPR000719] - P_trifoliata_00412_ mRNA 24.1
m bilogial proces] (1) prtein ke (1)
actvity 672
g
GF0048608 0 0 1 Hypothetical protein (1) m"””m peptidase domain [IPRO21109] P_trifoliata_00412_ mRNA 2.1
GFO048607 0 0 1 Hypothetical protein (1) - P_trifoliata 00412 mRNA_19.1
GF0048606 0 0 1 Hypothetical protein (1) - P_tifoliata_00412_mRNA_17.1
Ankyrin repeat-containing domain
GF0048605 0 0 1 Hypothetical protein (1) z”l“’}" I‘Z‘r"‘}.“"‘gllluz‘??‘ossw [IPRO20683] (1); Ankyrin repeat - P_trifoliata_00411_mRNA 8.1
rolecular_functio [IPRO02110] (1)
GFO048604 0 0 1 Hypothetical protein (1) PGG domain [IPR026961] (1) - P_ifoliata_00411_mRNA_S.1
GFO048603 0 0 1 Hypotheical protein (1) - P_tifoliata_00411_mRNA_3.1
DNA repair [GO:0006281
biological process] (1); endonuclease .\
e s
GF0048602 0 0 1 Hypothetical protein (1) molecular_function] (1); endomelease 1 'C“fl“ki‘{"'l‘,m” 3351 P_trifoliata_00411_mRNA 25.1
[GO:0005634 cellular. compon:m]( pr ue 'ype 114
damaged DNA binding [GO:0003684
molecular_function] (1)
GFO048601 0 0 1 Hypothetical protein (1) - P_ifoliata_00411_mRNA_24.1
GFO048600 0 0 1 Hypotheical protein (1) - P_tifoliata_00411_mRNA_23.1
GFO048599 0 0 1 Hypothetical protein (1) - P_trifoliata_00411_mRNA_21.1
o Ankyrin repeat-containing domain
GFO048598 0 0 1 Ankyrin repeat protein-like (1) I"“"o’l‘:'l“;'r““}:";‘;‘lsz (0]0‘055' s [IPRO20683] (1); Ankyrin repeat B P._trifoliata_00411_mRNA_2.1
& [IPRO02110] (1)
SWIS complex BAFGOb doman. DA g (000003677 ST domain FROVSASE 1 DK C
GFO048597 0 0 1 s molecular_function] (1); protein binding g - P_trifoliata_00411_mRNA_17.1
containing protein (1) [GO:0005515 molecular function] (1)~ (erminal (IPROL4ST6] (1):
- Homeodomain-like [IPRO090S7] (1)
GFO048596 0 0 1 Hypothetical protein (1) - P_trifoliata_00411_mRNA_12.1
GFO048595 0 0 1 Hypothetical protein (1) - P_trifoliata 00410 mRNA 9.1
GF0048594 0 0 1 Hypothetical protein (1) - P_tifoliata_00410_mRNA_7.1
GF0048593 0 0 1 Hypotheical protein (1) - P_tifoliata_00410_mRNA_6.1
GFO048592 0 0 1 Hypothetical protein (1) - P_trifoliata_00410_mRNA_40.1
GFO048591 0 0 1 Hypothetical protein (1) - P_trifoliata 00410 mRNA 34.1
GF0048590 0 0 1 Hypothetical protein (1) - P_tifoliata_00410_mRNA_32.1
GFO048589 0 0 1 Hypotheical protein (1) - P_tifoliata_00410_mRNA_31.1
GFO048588 0 0 1 Hypothetical protein (1) - P_trifoliata_00410_mRNA_30.1
GFOO48587 0 0 1 Hypothetical protein (1) - P_trifoliata 00410 mRNA 25.1
GFO048586 0 0 1 Hypothetical protein (1) - P_ifoliata_00410_mRNA_25.1
GFO048585 0 0 1 Hypotheical protein (1) - P_tifoliata_00410_mRNA_24.1
GFO048584 0 0 1 Hypothetical protein (1) - P_trifoliata_00410_mRNA_19.1
GFOO48583 0 0 1 Hypothetial protein (1) - P_trifoliata 00410 mRNA_17.1
GFO048582 0 0 1 Hypothetical protein (1) - P_tifoliata_00410_mRNA_16.1
GFO048581 0 0 1 Hypotheical protein (1) - P_tifoliata_00410_mRNA_I1.1
GFO048580 0 0 1 Hypothetical protein (1) - P_trifoliata_00410_mRNA_10.1
GFO048579 0 0 1 Hypothetical protein (1) - P_trifoliata 00410 mRNA._11
. Domain of unknown function DUF4216
GFO048578 0 0 1 Hypothetical protein (1) Urmosssion oy P_tifoliata 00409 mRNA 9.1
proteolysis [GO:0006508
GFO0485T7 0 0 1 Hypothetical protein (1) biological_process] (1); cysteine-type  Ulpl protease family, P._trifoliata_00409_mRNA_8.1
pepidase activity [GO:0008234 e domain IDRO03653) 1 - 00409 mRNA
molecular.function] (1)
Reverse transeriptase, RNA-dependent
GFO048576 0 0 1 Hypotheical protein (1) Lt il P_tifoliata_00409_mRNA_6.1
GF0048575 0 0 1 Hypothetical protein (1) - P_tifoliata_00409_mRNA_S.1
GFO048574 0 0 1 Hypotheical protein (1) - P_tifoliata_00409_mRNA_4.1
metabolic process [GO:0008152 Terpenc synthase, N-terminal domain
biological_process] (1); terpene synthase.(IPRO01906] (1); Terpene synthas
activity [GO:0010333 e binding doain [PRODSE20 (1)
GFO048573 0 0 1 ()-germacrene D synthase (1) molecular_function] (1): yase activity  Terpenoid cyclases/prot - P_tifoliata 00409 mRNA 20.1
GO0016520 moeeuas fncion] (s prnylanserseaphalpha ooid
magnesium fon binding [GO:0000287  [IPRO08930] (1); soprenoid synthase
molccular_function] (1) domain [IPRO0SS49] (1)
GF0048572 0 0 1 Hypothetical protein (1) - P_ifoliata_00409_mRNA_19.1
GFO048571 0 0 1 Hypotheical protein (1) - P_tifoliata_00409_mRNA_16.1
GFO048570 0 0 1 Hypothetical protein (1) - P_trifoliata_00409_mRNA_12.1
GFO048569 0 0 1 Hypothetical protein (1) - P_trifoliata 00409 mRNA_11.1
. Domain of unknown function DUF4219
GFO048568 0 0 1 Hypothetial protein (1) Urmosssian oy P_trifoliata 00408 mRNA §.1
GFO048567 0 0 1 Hypothetical protein (1) - P_trifoliata_00408_mRNA_7.1
Leucine-rich repeat domain, L domain-
like [IPRO32675] (1); Leucinc-rich
. | LRR recepiorlike serine/hreonine-  profein binding [GO:0005515 repeat, typical subtype [IPRO03591] (1); _ ol .
GF0048566 0 0 1 protein kinase EFR (1) molecular_function] (1) Leucine-rich repeat [IPRO0I611] (1); P_trifoliata_00408 mRNA 2.1
Leucine-rich repeat-containing N-
terminal, plant-type [IPROI13210] (1)
cytoplasm [GO:0005737 yridine nucleotide-disulphide
cellular_component] (1): oxidoreductase  oxidoreductase, class-1 [IPRO00103] (1):
activity [GO:0016491 ridine nucleatide-disulph
e frctin) ) xtaton oo, el v e
reduction proes s114 [IPRO0S255] (1); Protein kinase-like
bilogenl moves) (1 ATP bising _ domain 178011009y b s
[GO:0005524 molecular_function] (1);  domain [IPR000719] (1); FADNAD(P)-
GFO048565 0 0 1 Hypotheical protein (1) protein phosphorylation [GO:0006468  binding domain [IPR023753] (1): Serine- - P_tifoliata_00408_mRNA_15.1
bilgal proces) 1) prtin ki rsninerosin rti s
activity [GO:0004672 catalytic domain [IPRO0I1245] (1);
molecular.function] (1); thioredoxin-  Serine/threonine/dual specificity protein
disulfide reductase actvity [GO:0004791 kinase. catalytic domain [IPR002290]
molecular.function] (1); removal of  (1); Thioredoxin reductase [PRO0S952]
superoxide radicals [GO:0010430 (1): Serincthreonine-protcin kingse,
biological_process] (1) activesite [IPROOS271] (1)
GFO048564 0 0 1 Hypothetical protein (1) - P_trifoliata_00407_mRNA_0.1
GFO048563 0 0 1 Hypothetical protein (1) - P_trifoliata_00407_mRNA 6.1
GF0048562 0 0 1 Hypothetical protein (1) - P_tifoliata_00407_mRNA_S.1
GFO048561 0 0 1 Hypotheical protein (1) - P_tifoliata_00407_mRNA_4.1
GFO048560 0 0 1 Hypothetical protein (1) - P_trifoliata_00407_mRNA_20.1
GFO048559 0 0 1 Hypothetical protein (1) - P_trifoliata_00407_mRNA 2.1
GFO048558 0 0 1 Hypothetical protein (1) - P_tifoliata_00407_mRNA_17.1
GFO048557 0 0 1 Hypotheical protein (1) - P_tifoliata_00407_mRNA_14.1
i Leucine-rich repeat [IPRO01611] (1)3
GF0048556 0 0 1 LRR receptor-like kinase (1) ::;’I‘::]:‘r“‘x:i‘[;"a ?;’:’55‘5 ucine-tich repeat domain, L domain- - P_uifoliata_00406_mRNA 5.1
& like [PRO32675] (1)
Chloramphenicol acetyltransferase-like:
GFO048555 0 0 1 Hypothetical protein (1) P P_ifoliata_00406_mRNA_29.1
GFO048554 0 0 1 F-box protein AtSgs2880 (1) protein binding [GO:0005515 F-box domain [IPROOIS10] (1) B P._trifoliata_00406_mRNA_22.1
molccular_function] (1)
Leucine-tich repeat domain, L domain-
55 - .
GF0048553 0 0 1 LRR receptor-fike kinase (1) [ttty P_ifoliata_00406_mRNA_2.1
transferase activty,transferring hexosyl
groups [GO:0016758
crovsss2 0 0 1 ot -0slootrmstrns TS e U mostur il 20406 mRNA.16.
¢ process [GO:0008152 elucosylransforase
biological process] (1)
transforase activty,transferring hexosyl
groups [GO:0016758
GFOO48S51 0 0 1 Anthocyanidin 3,3-O-glucosyltransferase o1, joe fcion 1 mttol UDP-glucuronosyl/UDP. P_trifoliata_00406_mRNA_15.1
slucosyltransferase [IPRO02213] (1)
process [GO:000815:
bitoges poces] (1)
" Leucine-rich repeat domain, L domain- )
GFO048550 0 0 1 Hypothetical protein (1) [t P_trifoliata_00406_mRNA_L1
GFO048549 0 0 1 Hypotheical protein (1) - P_tifoliata_00405_mRNA_IS.1
GFO048548 0 0 1 Hypothetical protein (1) - P_trifoliata_00405_mRNA_17.1
GFO048547 0 0 1 Hypothetical protein (1) - P_trifoliata 00403 mRNA 7.1
GFO048546 0 0 1 Hypothetical protein (1) - P_tifoliata_00403_mRNA_6.1
NADH dehydrogenase [ubiquinone] iron-
. CHCCH . 5 .
GFO048545 0 0 et il (1) Zin finger, CHCC-type [IPRO19401] (1) P_tifoliata_00403_mRNA 3.1
GFO048544 0 0 1 Hypothetical protein (1) - P_trifoliata 00403 mRNA 25.1
GF0048543 0 0 1 Hypothetical protein (1) - P_tifoliata_00403_mRNA_24.1
GFO048542 0 0 1 Hypotheical protein (1) - P_tifoliata_00403_mRNA_23.1
GFO048541 0 0 1 Hypothetical protein (1) - P_trifoliata_00403_mRNA_22.1
GFO048540 0 0 1 Hypothetical protein (1) - P_trifoliata 00403 mRNA 21.1
GF0048539 0 0 1 Hypothetical protein (1) - P_tifoliata_00403_mRNA_20.1



T Nam.inC.celementine  Namm C_umshiu  Namn PNt ote EJ TaterPro Members n C.clementine Members i Cunshiu Members in P oA
o ‘ATPase, AAA-type, core [IPR003939]
GF0048538 0 0 1 Hypothetical protein (1) I':L::;‘“‘:'"E iﬂzmﬁm (1); P-loop containing nucleoside B P_uifoliata_00403_mRNA 2.1
& triphosphate hydrolase [IPRO27417] (1)
GFO048537 0 0 1 Hypothetical protcin (1) - P_usifoliata_00403_mRNA_19.1
Non-LTR retroclement reverse Reverse transcriptase zine-binding .
GFO048536 0 0 oo 1 Soman {oRO2e060] (1) - P_sifoliata_00403_mRNA_15.1
GFO048535 0 0 1 Hypothetical protein (1) - P_ifoliata_00403_ mRNA_14.1
GFO048534 0 0 1 Hypothetical protein (1) - P_usifoliata_00403_ mRNA_13.1
GFRO048533 0 0 1 Hypothetical protein (1) - P_urifoliata_00403_mRNA_12.1
GFO048532 0 0 1 Hypothetical protein (1) - P_rifoliata_00403_mRNA_10.1
iron ion binding [GO:0005506
molecular_function] (1): heme binding
[GO:0020037 molecular_function] (1);
oxidation-reduction process
GFRO048531 0 0 1 Hypothetical protein (1) [GO:0055114 biological process] (1); ~ Cytochrome P450 [IPROOII28] (1) - P_urifoliata_00402_ mRNA 9.1
oxidoreductase activity, acting on paircy
donors, with incorporation or reduction
of molecular oxygen [GO:0016705
molecular_function] (1)
oxidoreductase activity, acting on paired
donors, with incorporation or reduction
of molecular oxyzen [GO:0016705
molecular_function] (1): oxidation-
GFRO048530 0 0 1 Hypothetical protein (1) reduction process [GO:0055114 Cytochrome P4S0 [IPROOII28] (1) - P_urifoliata_00402_ mRNA 5.1
biological_process] (1) iron ion binding
[GO:0005506 molecular_function] (1);
heme binding [GO:0020037
molecular_function] (1)
Protein of unknown function DUF594
GFO048529 0 0 1 Hypothetical protein (1) [IPROO7658] (1) - P_rifoliata_00402_mRNA_27.1
GFRO048528 0 0 1 Hypothetical protein (1) - P_urifoliata_00402_ mRNA 25.1
GFO048527 0 0 1 Hypothetical protein (1) - P_rifoliata_00402_mRNA_2.1
GFO048526 0 0 1 Hypothetical protein (1) - P_ifoliata_00402_mRNA_10.1
GFO048525 0 0 1 Hypothetical protein (1) - P_rifoliata_00402_mRNA_L1
NAD(Py biing dorsin [IPROI6040)
: GroE-like [IPRO11032] (1);
oxidoreductase activity [GO:0016491 Pl dehydrogenase superfanily,
molecular_function] (1): oxidation- inc-type [IPR00208S] (1); Alcohol
GFO048524 0 0 1 Liiditol 2-dehydrogenase (1) reduction process [GO:0055114 ehyinogenase, Noerminal [PROT3154] - P_ifoliata_00401_mRNA_5.1
biological process] (1) zinc ion binding (1); Alcohol dehydrogenase, zine-type,
[GO:0008270 molecular_function] (1) conserved site (IPR002328] (1): Aleohol
dehydrogenase, C-terminal [IPRO13149]
)
Alcohol dehydrogenase, zinc-type,
oxidation-reduction process conserved site [IPR002328] (1); Alcohol
[GO:0035114 biological_process] (1): Gy e RIS
GFRO048523 0 0 1 Hypothetical protein (1) oxidoreductase activity [GO:0016491 0 rogenase, Noterminal 3 P_urifoliata_00401_mRNA 4.1
(1); Aleohol dehydrogenase 5.
molecular_function] (1: zinc ion binding “
[GO:0008270 molecular_function] (1) 7. 2P¢ [1PRO02085] ()¢ crEs e
[IPRO11032] (1)
GFO048522 0 0 1 Hypothetical protein (1) - P_ifoliata_00401_mRNA_22.1
L-Aspartase-like [IPR00S948] (1);
catalytic actvity [GO:0003824 Phenylalanine ammonia-lyase, shiclding
GRO048521 0 0 1 Hypothetical protein (1) chonor fonegon] o LIPROPS 1441 (1 Avomate P_ifoliata_00401_mRNA_20.1
amino acid lyase [IPROOT106] (1)
GFO048520 0 0 1 Hypothetical protein (1) - P_ifoliata_00401_mRNA 2.1
GFO048519 0 0 1 Hypothetical protein (1) - P_sifoliata_00401_mRNA_17.1
iron fon binding [GO:0005506
molecular_function] (1); L-ascorbic acid
binding [GO:0031418
molecular_function] (1): oxidation-
2-oxoglutarate and Fe(Il)-dependent Lfd:mf:‘f"l"“:““_“ [Jc(’?‘oof;"" ductase PrOW14-hydroxylase,alpha subunit
GFO048S18 0 0 1 oxygenase superfamily protein isoform 1 oD 0SSl (L) OXIAOTEAUEIE  1pRoogs20] (1); Oxoglutaratefiron- - P_tifoliata_00401_mRNA_16.1
It activity [GO:0016491 dependent dioxygenase [IPRO0S123] (1)
molecular_function] (1); oxidoreductase ™ v 12
sy, seting onpisd donors it
corporation or reduction of molecular
oxygen [GO:0016705
molecular_function] (1)
Hydroxymethylgta<oenzyme A
synthase, N [IPROI3528] (1);
isoprenoid biosynthetic process Transeription fctor, TCP [TPRO0S333]
[GO:0008209 biological_process] (1;  (1); Thiolase-like [IPRO16039] (1);
metabolic process [GO:0008152 Transeription factor TCP subgroup
biological_process] (1); catalytic activity [IPRO17S87] (1);
GFO048517 0 0 1 Hypothetical protein (1) 1600005524 motine ot (1 Hydromoduarybcosazymo A P_ifoliata_00401_mRNA_14.1
hydroxymethylglutaryl-CoA synthase  synthase C-terminal domain [IPRO13746]
activity [GO:0004421 (1); Hydroxymethylglutaryl-coenzyme A
molecular_function] (1) synthase, active site [PRO00S90] (1);
Hydroxymethylglutaryl-CoA synthase,
cukaryotic [IPRO10122] (1)
GFO048516 0 0 1 Hypotherical protein (1) - P_ifoliata_00401_mRNA_L1
GFO048S1S 0 0 1 Hypothetical protcin (1) - P_rifoliata_00400_mRNA_8.1
Domain of unknown function DUF4219 .
GFO048S14 0 0 1 Hypothetical protcin (1) Ueroseairn P_uifoliata_00400_mRNA_7.1
GFO048513 0 0 1 Hypothetical protein (1) - P_ifoliata_00400_mRNA 3.1
GFO048512 0 0 1 Hypothetical protein (1) - P_ifoliata_00400_mRNA_11.1
GFO048511 0 0 1 Hypothetical protein (1) - P_urifoliata 00399 mRNA 9.1
GFO048510 0 0 1 Hypothetical protein (1) - P_rifoliata_00399_mRNA_8.1
GFO048509 0 0 1 Hypothetical protein (1) - P_ifoliata_00399_mRNA_6.1
GFO048508 0 0 1 Hypothetical protein (1) - P_usifoliata_00399_mRNA_5.1
GFO048507 0 0 1 Hypothetical protein (1) - P_urifoliata_00399_mRNA 4.1
GFO048506 0 0 1 Hypothetical protein (1) - P_ifoliata_00399_mRNA_30.1
GFO048505 0 0 1 Hypothetical protein (1) - P_ifoliata_00399_mRNA 3.1
GFO048504 0 0 1 Hypothetical protcin (1) - P_sifoliata_00399_mRNA_29.1
GFRO048503 0 0 1 Hypothetical protein (1) - P_urifoliata_00399_mRNA 28.1
GFO048502 0 0 1 Hypothetical protein (1) - P_ifoliata_00399_mRNA_27.1
GFO048501 0 0 1 Hypothetical protein (1) - P_ifoliata_00399_mRNA_24.1
GFO048500 0 0 1 Hypothetical protcin (1) - P_usifoliata_00399_mRNA_23.1
GF0048499 0 0 1 Hypothetical protein (1) - P_urifoliata_00399_mRNA 22.1
GFO048498 0 0 1 Hypothetical protein (1) - P_rifoliata_00399_mRNA_21.1
GFO048497 0 0 1 Hypothetical protein (1) - P_ifoliata_00399_mRNA_20.1
Gr004s496 N B Cysteine-rich RLK (Receptor-like kinase) Gnk2-homologous domain [IPR002902] _ P wifoline 00399 mRNA 2.1
protein (1) 0 b o
nucleic acid binding [GO:0003676
molecular_function] (1: proteolysis
[GO:0006508 biological_process] (1);  Zine finger, CCHC-type [IPRO0ISTS]
GFO048495 0 0 1 Hypothetical protein (1) zinc ion binding [GO:0008270 (1); Peptidase A2A, retrovirus, catalytic - P_ifoliata_00399_mRNA_19.1
molecular_function] (1); aspartic-type  [IPR001995] (1)
endopeptidase activity [GO:0004190
molecular_function] (1)
GFO048494 0 0 1 Hypothetical protcin (1) - P_usifoliata_00399_mRNA_17.1
GF0048493 0 0 1 Hypothetical protein (1) - P_urifoliata_00399_ mRNA_10.1
GFO048492 0 0 1 Hypothetical protein (1) - P_rifoliata_00398_mRNA_8.1
signal ransduction [GO:0007165 Tollfnterlenkin-1 receptor homolo
GFO048491 0 0 1 Hypothetical protein (1) biologial process] (1): protin binding ML SRR IR P_rifoliata_00398_ mRNA_6.1
[GO:0005315 molecular_function] (1) o )
Dynamin GTPase effector (IPR003130]
T biing (00005525 (D Pt domin e HPROY 00511
GFO048490 0 0 1 ATIG10290 protein (1) molecular_function] (1); GTPase activity .1 i P_rifoliata_00398_ mRNA_5.1
GTPase effector domain [IPRO20850]
[GO:0003924 molceular._function] (1)
(1): Pleckstrin homology domain
[IPRO01S49] (1)
Retrotransposon gag domain
GFO048489 0 0 1 Hypothetical protein (1) {R00SI] (1) - P_ifoliata_00398_mRNA_19.1
GFRO048488 0 0 1 Hypothetical protein (1) - P_urifoliata 00398 mRNA_16.1
deoxyribonucleoside diphosphate
metabolic process [GO:0009186 Ribonucleotide reductase small subunit
. . cotide reductase Piolozical process] (1); oxidation-  [IPRO003S8] (1); Ferritin-lke
GF0048487 0 0 Small chain of ribonucleotide reductase 1y ion process [GO:0055114. superfamily [IPRO0907S] (1); - P_trifoliata_00398 mRNA_13.1
biological process (1) oxidoreductase  Ribonucleotide reductase-related
activity [GO:0016491 [IPROI12348] (1)
molecular_function] (1)
GFO048486 0 0 1 Hypothetical protein (1) - P_usifoliata_00398 mRNA_10.1
GFRO048485 0 0 1 Hypothetical protein (1) - P_urifoliata 00398 mRNA 1.1
eysteine-type peptidase
[GO-0008234 moleculr funcuon] (1) Ulp protease family, C-terminal
5 2
GFO048484 0 0 1 Hypothetical protein (1) proteolysis [GO:0006508 catalytic domain [IPR003653] (1) P_rifoliata_00397_mRNA_7.1
biological_process] (1)
GFO048483 0 0 1 Hypothetical protein (1) - P_ifoliata_00397_mRNA_25.1
Cell division protein FisZ, C-terminal
[IPR024757] (1); Tubulin/FisZ, 2-layer
GFO048482 0 0 1 Hypothetical protein (1) sandwich domain [IPROIS316] (1); - P_ifoliata_00397_mRNA_21.1
Tubulin/FtsZ, C-terminal [IPR00S280]
m
GRO048481 0 0 1 Hypothetical protein (1) - P_ifoliata_00397_mRNA 2.1
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DNA binding [GO:0003677
. - domain protein molecular_function] (1); egulation of - domin . ol .
GFO048480 0 0 1 NAC domain protein (1) o s NAC domain [IPRO03441] (1) P_trifoliata 00397 mRNA_IS.1
[GO:0006355 biological_process] (1)
GFO048479 0 0 1 Hypothetical protein (1) m“*”"““' MuDR, plant [IPR004332] P._trifoliata_00397_mRNA_IS.1
GFO048478 0 0 1 Hypotheical protein (1) - P_tifoliata_00397_mRNA_L1
GFO048477 0 0 1 Hypothetical protein (1) - P_trifoliata_00396_mRNA_6.1
Peptidase T2 asparaginase 2
. hydrolase activity [GO:0016787 [IPRO00246] (1); Nucleophile
GFO048476 0 0 1 Hypothetical protein (1) AT o - P_trifoliata 00396 mRNA 3.1
[IPRO29055] (1)
GFO048475 0 0 1 Hypothetical protein (1) - P_trifoliata 00396 mRNA_17.1
GFO048474 0 0 1 Hypothetical protein (1) - P_tifoliata_00396_mRNA_16.1
ATP binding [GO:0005524 b et
GFO048473 0 0 1 Hypotheical protein (1) molccular_function] (1): catalytc activity " P_tifoliata_00396_mRNA_15.1
[GO:0003824 molecularfunction] (1) | PR003135] (1); ATP-grasp fold.
; subdomain 1 [IPROI3815] (1)
GFO048472 0 0 1 Hypotheical protein (1) - P_tifoliata_00396_mRNA_I1.1
GFO048471 0 0 1 Hypothetical protein (1) - P_trifoliata_00395_mRNA_0.1
GFO048470 0 0 1 Hypothetical protein (1) - P_trifoliata 00395 mRNA 7.1
GF0048469 0 0 1 Hypothetical protein (1) - P_ifoliata_00395_mRNA_S.1
GFO048468 0 0 1 Hypotheical protein (1) - P_tifoliata_00395_mRNA 3.1
GFO048467 0 0 1 Hypothetical protein (1) - P_trifoliata_00395_mRNA_29.1
GFO048466 0 0 1 Hypothetical protein (1) - P_trifoliata 00395 mRNA 25.1
GFO048465 0 0 1 Hypothetical protein (1) - P_ifoliata_00395_mRNA_23.1
GFO048464 0 0 1 Hypotheical protein (1) - P_tifoliata_00395_mRNA_17.1
GFO048463 0 0 1 Hypothetical protein (1) - P_trifoliata_00395_mRNA_16.1
Leucine-rich repeat [IPRO01611] (1):
. Tyrosine-sulfated glycopeptide receptor | protein binding [GO:0005515 Leucine-rich repeat domain, L domain- ol .
GF0048462 0 0 T molecular._function] (1) like [IPR032675] (1); Leucine-rich P_trifoliata_00393 mRNA_15.1
repeat, typical subtype [IPRO03591] (1)
GFO048461 0 0 1 Hypothetical protein (1) - P_trifoliata 00393 mRNA._13.1
GFO048460 0 0 1 Hypothetical protein (1) - P_ifoliata_00393_mRNA_L1
GF0048459 0 0 1 Hypotheical protein (1) - P_tifoliata_00392_ mRNA_6.1
GFO048458 0 0 1 Hypothetical protein (1) - P_trifoliata_00392_ mRNA_S.1
SAM dependent carboxyl
. ety iy [G0A008168 methyastrse MRSz 1 s
GFO048457 0 0 1 Hypothetical protein (1) A, L e e P_trifoliata 00392 mRNA 23.1
ety lranstrse (1PRO39065] (1
S-adenosyl-Lmethionine-dependent
. Sateroliinesaboul eyl iy (GO0 et IPROIE] (1) S0 ol .
GF0048456 0 0 1 methyltransferase family protein (1) molecular_function] (1) endent carboxyl methyltransferase P_trifoliata_00392 mRNA_21.1
[1PR00S299 (1)
GFO048455 0 0 1 Hypothetical protein (1) - P_trifoliata 00392 mRNA_16.1
GFO048454 0 0 1 Hypothetical protein (1) - P_tifoliata_00392_mRNA_I5.1
GFO048453 0 0 1 Hypotheical protein (1) - P_tifoliata_00392_ mRNA_13.1
GFO048452 0 0 1 Hypothetical protein (1) - P_trifoliata_00392_ mRNA_10.1
metabolic process [GO:0008152 P-loop containing nucleoside
. dycosylansfersse O1C biolagical_process] (1); ransferase  triphosphate hydrolase [IPR027417] (1) _ ol .
GFO048451 0 0 1 UDP-gyeosyiansterase S1CT (1) e o P_trifoliata 00392 mRNA 11
[GO:0016758 molecular_function] (1) glucosyliransferase [IPR002213] (1)
GFO048450 0 0 1 Hypothetical protein (1) - P_tifoliata 00391 mRNA 25.1
ransferase activity,transferring hexosyl
0016758 UDP-glucuronosyl/UDP-
GF0048449 0 0 1 Hypothetical protein (1) molecular_function] (1); metabolic o [PROO22I3] (1) P_rifoliata_00391 mRNA,_22.1
process [GO:0008152 glucosyltransierase 2213
biolagical_process] (1)
iron fon binding [GO:0005506
molecular_function] (1); heme binding
[GO:0020037 molecular_function) (1):
oxidoreductase activity, acting on paired Cylochrome P450, E-class, group |
GFO048448 0 0 1 Cytochrome P450 81D (1) donors, with incorporation or reduction (IPR002401] (1); Cytochrome P4SO - P_trifoliata_00391_mRNA_17.1
of molccular oxygen [GO:0016705  [IPRO01128] (1)
molecular_function] (1): oxidation-
reduction process [GO:0055 114
biological_process] (1)
ransporter activity [GO:0005215
molecular_function] (1): transport
GF0048447 0 0 1 Metal transporter (1) [GO:0006810 biological process] (1) NRAMP family [IPRO0I046] (1) - P_tifoliata_00391_mRNA_10.1
membrane [GO:0016020
cellular_component] (1)
metabolic process [GO:0008152
biolagical_process] (1): transferase  UDP-glucuronosyl/UDP-
. 5 .
GF0048446 0 0 1 Hypothetical protein (1) actvity, transferring hevosyl groups  ghucosylransferase [IPRO02213] (1) P_trifoliata_00391_mRNA_L1
[GO:0016758 molecular_function) (1)
GFO048445 0 0 1 Hypothetical protein (1) - P_ifoliata_00390_mRNA 8.1
GFO048444 0 0 1 Hypotheical protein (1) - P_tifoliata_00390_mRNA_27.1
GFO048443 0 0 1 Hypothetical protein (1) - P_trifoliata_00390_mRNA_26.1
GFO048442 0 0 1 Hypothetical protein (1) - P_trifoliata 00390 mRNA_1S.1
GFO048441 0 0 1 Hypothetical protein (1) Viral movement protein [IPR028919] (1) - P_tifoliata_00390_mRNA_17.1
GFO048440 0 0 1 Hypotheical protein (1) - P_tifoliata_00390_mRNA_15.1
GFO048439 0 0 1 Hypothetical protein (1) - P_trifoliata_00390_mRNA_13.1
aspartic-type endopeptidase actvity
. [GO:0004190 molecular_function] (1); ~ Peptidase A2A, retrovirus, catalytic ol .
GFO048438 0 0 1 Hypothetical protein (1) [ Timeooross iy P_trifoliata 00390 mRNA_10.1
biolagical_process] (1)
GFO048437 0 0 1 Hypothetical protein (1) - P_tifoliata_00389_mRNA 5.1
zinc fon binding [GO:0008270
olecular_function] (1); oxidation-  NAD(P)-binding domain [IPRO16040]
GF0048436 0 0 1 Hypothetical protein (1) reduction process (GO:00331 14 (1); GroES-like [IPRO11032] (1); P_trifoliata_00389 mRNA 27.1
biological_process] (1): Alcohol .
actvity [GO:0016491 zinc-type [IPRO0208S] (1)
molecular.function] (1)
Leucine-tich repeat domain, L domain-
} like [IPRO32675] (1); Leucine-rich
GFO048435 0 0 k;‘i‘:;;;’: ;“I’;“‘ receptor-like protein ::;’I‘::]:‘r“‘x:i‘[;"a ?;’:’55‘5 repeat-containing N-terminal, plant-type - P._trifoliata_00389_mRNA_26.1
& [IPRO13210] (1); Leucine-rich repeat
[IPROO1611] (1)
carbohydrate metabolic process Glycoside hydrolase superfamily
[GO:0005975 biological_process] (1);  [IPROI7853] (1): Glycoside hydrolase
GFO048434 0 0 1 Glucan endo-1.3-beta-glucosidase 8 (1) hydrolase activty, hydrolyzing O family 17 [IPR000490] (1); Glycoside - P_tifoliata_00389_mRNA_15.1
slycosyl compounds [GO:0004553  hydrolase, catalytic domain [IPROI3781]
molecular_function] (1) (1): XS domain [IPRO12946] (1)
. . it s (e ST R
e v dimerization activity [GO:0046983 - 00389 mRNA_
! domain [IPRO12337] (1)
molecular_function] (1)
GFO048432 0 0 1 Hypotheical protein (1) - P_tifoliata_00388_mRNA 8.1
Phosphatidylethanolamine-binding.
—_— protein PEBP [IPRO0S914] (1); .
GFO048431 0 0 1 Flowering locus T (1) Feeatylenamomenming, P_trifoliata_00388_mRNA_30.1
conserved site [IPRODISSS] (1)
GFO048430 0 0 1 Hypothetical protein (1) - P_trifoliata_00388_mRNA_16.1
GFO048429 0 0 1 Hypothetical protein (1) - P_trifoliata 00388 mRNA_12.1
GFO048428 0 0 1 Hypothetical protein (1) - P_tifoliata_00387_mRNA_7.1
GFO048427 0 0 1 Hypotheical protein (1) - P_tifoliata_00387_mRNA_6.1
DNA integration [GO:0015074 GAGyre e don (PRO25724)
Retrotransposon protein, putative, Tyl biological process] (1); nucleic acid  (1);Integrase,catalyti .
GF0048426 0 0 1 copia subelass (1) binding [GO:0003676 [1PRO01S84] (1); Robonelesse Holike P_trifoliata 00387 mRNA 22.1
molecular.function] (1) domain [IPROI2337] (1)
GFO048425 0 0 1 Hypothetical protein (1) - P_trifoliata_00387_mRNA_1S.1
regulation of transcription, DNA-
emplated [GO:0006355 Carlavirus nucleic acid-binding protein
GF0048424 0 0 1 Hypothetical protein (1) biological_process] (1); nucleic acid [ka‘mm] o g P! P_trifoliata_00387 mRNA 1.1
binding [GO:0003676
molecular.function] (1)
GFO048423 0 0 1 Hypothetical protein (1) - P_trifoliata_00386_mRNA 8.1
GFO0d8422 0 0 1 Hypothetical protein (1) Transposase, MuDR, plant [IPR004332] _ P_tifoliata_00386_mRNA 6.1
oxidation-reduction procass Ribonueleotide reductase small subunit,
[GO:0035114 biological process] (1);  acitve site [IPROS0475] (1)
0:0016491  Ribonuclcotide reductase small subunit
GFO0d821 0 0 [Nt moleclar_function] (. RO 1 Pt - P_tifoliata_00386_mRNA 5.1
per 101
metabolic process [GO:0009136 Ribonucleotide reductase-related
biological_process] (1) [IPROI2348] (1)
GF0048420 0 0 1 Hypothetical protein (1) - P_ifoliata_00386_mRNA 3.1
GFO048419 0 0 1 Hypotheical protein (1) - P_tifoliata_0038_mRNA_21.1
GFO048418 0 0 1 Hypothetical protein (1) - P_trifoliata_00386_mRNA_12.1
GFO048417 0 0 1 Hypothetical protein (1) - P_tifoliata 00386 mRNA_I1.1
GFO048416 0 0 1 Hypothetical protein (1) - P_ifoliata_0038_mRNA_L1
GF0048415 0 0 1 Hypothetical protein (1) Retrotransposon gag domain - P_trifoliata_00385_mRNA 7.1

[1PRO05162] (1)
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donors with incorporation of molecular
xygen, icorporation o ot of
oxygen [GO: Lipoxygenase [IPR00090T] (1
GFO048414 0 0 1 Hypothetical protein (1) molecular nmmon]m oo Liporygnse, Ceminl upﬂmsm] - P_rifoliata_00385_mRNA_5.1
reduction proces S114 I
biological )roccss] m vl ion
binding [GO:0046872
meloetar. funation] (13
GFO048413 0 0 1 Hypothetical protcin (1) - P_sifoliata_00385_mRNA_26.1
GFO048412 0 0 1 Hypothetical protein (1) - P_urifoliata_00385_mRNA _22.1
mealion binding [GO:0046872
molecular_function] (1); oxidoreductase
activity, acting on single donors with
incorporation of molceular oxygen,  Lipoxygenase, C-terminal [IPRO13819]
GRO048411 0 0 1 Hypothetical protein (1) ncorporeion oo ks b remn (1 Lanyaeases [PROOR0T] (1) P_ifoliata_00385_mRNA 2.1
[GO:0016702 molceular_function] (1);
oxidation-reduction process
[GO:0055114 biological_process] (1)
GF0048410 0 0 1 Hypothetical protein (1) - P_urifoliata_00385_mRNA_19.1
oxidation-reduction process
[GO:0055114 biological_process] (1);  Oidoreductase, N-terminal [IPR000GS3]
| Oxidoreductase fanily, NAD-binding  oxidoreductase actvity [GO:0016491  (1); Oxidoreductase, Cterminal
. 3 4
(FO048409 0 0 ! rossmann fold protein (1) ol focon) 1 meboll FROLOF] 1 NADCP biing P_trifoliata_00385_mRNA_I4.1
process [GO:000815 domain [IPRO16040] (1)
biological process] (1\
GFO048408 0 0 1 Hypothetical protein (1) - P_ifoliata_00385_mRNA_13.1
GFO048407 0 0 1 Hypothetical protein (1) - P_sifoliata_00385_mRNA_11.1
oxidation-reduction process
[GO:0055114 biologieal_process] (1);
oxidoreductase activity, acting on single
donors with incorporation of molecular
oxygen, incorporation of two atoms of  PLAT/LH2 domain [IPR001024] (1;
GFO048406 0 0 1 Hypothetical protein (1) e Go0T6T0n Lipansgeasse [PRO0007) (1) P_ifoliata_00385_mRNA_10.1
ol fncton) 1 el o
binding [GO:004687.
molmnlxrjunclmn] (1): protein binding
[GO:0005515 molecular._function] (1)
. outer membrane [GO:0019867 Bacterial surface antigen (D15)
GFRO048405 0 0 1 Outer envelope proteinof 80 kDa (1) 207 HETE (TN {bRootsa (1) - P_urifoliata 00384 mRNA 6.1
K homoogs domaivlike, dphulta
[IPROI5946] (1); G .
GFO048404 0 0 1 Hypothetical protein (1) L) (b [mmzzssa] P_rifoliata_00384_ mRNA_24.1
m
oxidation-reduction process
[GO:0055114 biological_process] (1);  Aldehyde dehydrogenase N-terminal
i oxidoreductase activity [GO:0016491  domain [IPRO16162] (1); §
GF0048403 0 0 1 Hypothetical protein (1) molecular_function] (1); metabolic Aldehydehistidinol dehydrogenase P_trifoliata 00384 mRNA 22.1
process [GO:0008152 [IPROI6161] (1)
biological_process] (1)
GF0048402 0 0 1 Hypothetical protein (1) - P_urifoliata 00384 mRNA 2.1
GFO048401 0 0 1 Hypothetical protein (1) - P_rifoliata_00384_mRNA_16.1
GFO048400 0 0 1 Extensin (1) - P_ifoliata_00384 mRNA_15.1
Ankyrin repeat-containing domain
GFO048399 0 0 1 Hypothetical protein (1) it - P_ifoliata_00384 mRNA_13.1
GFO048398 0 0 1 Neurofilament heavy protein, putative (1) - P_rifoliata_00384_mRNA_12.1
GFO048397 0 0 1 Neurofilament heavy protein, putative (1) - P_ifoliata_00384 mRNA_11.1
GFO048396 0 0 1 Hypothetical protein (1) - P_usifoliata_00383_ mRNA_25.1
GF0048395 0 0 1 Hypothetical protein (1) - P_urifoliata_00383_ mRNA_10.1
GFO048394 0 0 1 Hypothetical protein (1) - P_rifoliata_00382_mRNA_7.1
GFO048393 0 0 1 Hypothetical protein (1) - P_ifoliata_00382_mRNA_6.1
GFO048392 0 0 1 Hypothetical protcin (1) - P_usifoliata_00382_ mRNA 4.1
Retrotransposon gag domain .
GFO048391 0 0 1 Hypothetical protein (1) Ubrovcronr - P_usifoliata_00382_ mRNA_27.1
GFO048390 0 0 1 Hypothetical protein (1) - P_ifoliata_00382_mRNA_24.1
Reverse transeriptase domain
GFO048389 0 0 1 Hypothetical protein (1) prtvs - P_rifoliata_00382_mRNA_23.1
GFO048388 0 0 1 Hypothetical protein (1) - P_ifoliata_00382_mRNA_21.1
nucleic acid binding [GO:0003676  Ribonuclease H-ike domain
3 . - 3 .
GFO048387 0 0 1 Hypothetical protein (1) oteesto funetion] (1) {pRO1537) (1) P_rifoliata_00382_mRNA_20.1
GFRO048386 0 0 1 Hypothetical protein (1) - P_urifoliata_00382_ mRNA_16.1
Groodsass 0 0 [N LOG family [IPRO31100] (1) - P iifoliata 00352 mRNA 151
carbohydrate metabolic proces: Gilycoside hydrolase superfamily
[GO:0005975 biological_process] (1);  [IPRO17853] (1); Glycoside hydrolase
GFO048384 0 0 1 Glucan endo-1,3-beta-glucosidase 14 (1) hydrolase activity, hydrolyzing O- family 17 (IPROD0490] (1; Glycoside - P_rifoliata_00382_ mRNA_13.1
glycosyl compounds [GO:0004553  hydrolase, catalytic domain [IPRO13781]
molecular_function] (1)
GFO048383 0 0 1 Hypothetical protcin (1) X8 domain [IPRO12946] (1) - P_rifoliata_00382_ mRNA_12.1
GF0048382 0 0 1 Hypothetical protein (1) - P_urifoliata 00382 mRNA_1.1
GRO048381 0 0 1 Hypothetical protein (1) - P_ifoliata_00381_mRNA_27.1
GRO048380 0 0 1 Hypothetical protein (1) - P_ifoliata_00381_mRNA_25.1
GF0048379 0 0 1 550‘::;":":;Z‘;:g;:::‘:;“’““""‘""“ LOG family [IPRO31100] (1) - P_trifoliata_00381_mRNA 24.1
GFO048378 0 0 1 Hypothetical protein (1) - P_ifoliata_00381_mRNA_21.1
GRO048377 0 0 1 Hypothetical protein (1) - P_ifoliata_00381_mRNA_20.1
Tetratricopeptide-like helical domain
Crooked neck protein / el cyele protein, Pt€in binding [GO:0003515 [IPRO11990] (1); HAT (Half-A-TPR)
GF0048376 0 0 " :’;M “T‘ protein feell eycle protein, . jecular_function] (1): RNA processing repeat [IPRO03107] (1); - P_trifoliata_00381_mRNA_16.1
P [GO:0006396 biological_process] (1) Tetratricopeptide repeat-containing
domain [IPRO13026] (1)
proteolysis [GO:0006508
biological_process] (1): cysteine-type  Ulpl protease family, C-terminal §
GF0048375 0 0 peptidase activity [GO:0008234 catalytic domain [IPR003653] (1) - P_trifoliata 00380 mRNA 3.1
molecular_function] (1)
transmembrane transport [GO:0055085
bilgial procss) (1) ot
activity [GO:000521
molccular_function] (! ):membrane  Sugar transporte, conserved site
[GO:0016020 cellular_component] (1); ~ [IPR005829] (1); Maor faciltator
transmembrane transporter activity  superfamily domain [IPR020846] (1);
GronssIT 0 0  Hexose carrer protein HEX6 (1) GO002257 moleclr. functon] (1 Mo faclttr, sgarransporerfe P_trifolizta 00380 mRNA_24.1
integral component of m [IPRO0S828] (1); Sugar/inositol
[GO:0016021 cellular compm\:nﬂ (1) transporter [IPRO03663] (1)
substrate-specific transmeni
anspore sty [GO0022851
molecular_function] (1)
Chromo/chromo shadow domai
GRO048373 0 0 1 Hypothetical protein (1) [IPRO009S3] (1); Chromsdommini - P_rifoliata_00380_mRNA_17.1
[IPRO16197] (1)
GFRO048372 0 0 1 Hypothetical protein (1) - P_rifoliata_00380_mRNA_15.1
Ankyrin repeat-containing domain
GF0048371 0 0 1 Hypothetical protein (1) :0:6{0;1!["‘}“:‘&!['53‘??‘05515 [IPRO20683] (1); Ankyrin repeat - P_trifoliata_00380_ mRNA_13.1
rolecular_functio [IPRO02110] (1)
GFO048370 0 0 1 Hypothetical protein (1) - P_ifoliata_00380_mRNA_10.1
GFO048369 0 0 1 Hypothetical protein (1) - P_ifoliata_00380_mRNA_L1
zine ion binding [GO:0008270
GFO048368 0 0 1 Hypothetical protein (1) :g;;‘;?’c g‘gz:;g%’ % mucleic acid . nger, CCHC-type [IPROOISTS] (1) - P._trifoliata_00379_mRNA 4.1
molecular_function] (1)
GFO048367 0 0 1 Hypothetical protcin (1) - P_sifoliata_00379_mRNA_22.1
GFRO048366 0 0 1 Hypothetical protein (1) - P_urifoliata_00379_mRNA_17.1
GFO048365 0 0 1 Hypothetical protein (1) - P_ifoliata_00379_mRNA_13.1
GFO048364 0 0 1 Hypothetical protein (1) - P_ifoliata_00379_mRNA_12.1
GFO048363 0 0 1 Hypothetical protcin (1) - P_sifoliata_00378_ mRNA_6.1
Regulatory factor, effector binding
domain [IPROT1256] (1): SOUL haem-
. « family protein binding protein [IPRO06917] (1); NTF2- _ folats .
GRO048362 0 0 1 SOUL heme-binding family protein (1) ik demain LIPRO3710) (1, Protein of P_urifoliata_00378_ mRNA 4.1
unknown function DUF2358
[IPROI8790] (1)
P-loop containing nucleoside
triphosphate hydrolase [IPRO27417] (1);
ATP binding [GO:0005524 ATP-dependent RNA helicase DEAD-
molecular_function] (1); nucleic acid  box, conserved site (IPRO00629] (1);
GFRO048361 0 0 1 DEAD box RNA helicase (1) binding (GO:0003676 DEADIDEA bos helcase domain P_ifoliata_00378 mRNA_34.1
molecular_function] (1) [IPRO11545] (1); Helicase superfamily
112, ATP-binding domain [IPRO14001]
m
GF0048360 0 0 1 Hypothetical protein (1) - P_urifoliata_00378_ mRNA_33.1
. Endonuclease/exonuclease/phosphatase
GF0048359 0 0 1 Hypothetical protein (1) {bRO0S L) (1) P_urifoliata_00378_ mRNA _32.1
GFO048358 0 0 1 Hypothetical protein (1) - P_sifoliata_00378_ mRNA_30.1
GFRO048357 0 0 1 Hypothetical protein (1) - P_urifoliata_00378_ mRNA_19.1
. Protein of unknown function DUF2921
GFRO048356 0 0 1 Hypothetical protein (1) {bRo21310) (1) P_urifoliata_00378_ mRNA_18.1
GFO048355 0 0 1 Hypothetical protein (1) - P_sifoliata_00378_ mRNA_14.1
GFO048354 0 0 1 Hypothetical protein (1) - P_urifoliata_00378_ mRNA_13.1
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GFO048353 0 0 1 Hypothetial protein (1) - P_trifoliata 00378 mRNA_12.1
WD40YVIN repeatlike-containing
Transducin/WD40 repeat-like protein binding [GO:0005515 domain [IPRO1S943] (1): WD40 repeat
3 ! 5 .
(rossIs2 0 0 ! Supertamily protein isoform 1 (1) molecular function] (1) [IPRODI6S0] (1); WDA0-repeat- P_ifoliata_00378 mRNA_L1
containing domain [IPRO17986] (1)
GFO048351 0 0 1 Hypothetical protein (1) - P_ifoliata_00377_mRNA_9.1
GFO048350 0 0 1 Hypotheical protein (1) - P_tifoliata_00377_mRNA_S.1
GFO048349 0 0 1 Hypothetical protein (1) - P_trifoliata_00377_mRNA_3.1
response to wounding [GO:000961 1
. Tope | pocinse nbbor e prtin_ biologealgroces] () st Procitase ko 113, pott hibior | _ ol .
GFO48345 0 0 [ b st Tirooome ) P_tifoliata 00377 mRNA 24.1
1600004867 meleeusr funton] (1
GFO048347 0 0 1 Hypothetical protein (1) - P_tifoliata 00377 mRNA 23.1
GFO048346 0 0 1 Hypothetical protein (1) - P_ifoliata_00377_mRNA_2.1
GFO048345 0 0 1 Hypotheical protein (1) - P_tifoliata_00377_mRNA_IS.1
N ’ i} Leucine-rich repeat domain, L domain-
GRO04R344 0 0 1 ("f““"“""h repeat (LRR) family protein prosin I"‘“‘;’“g‘[f’? ?3055‘5 like [IPR032675] (1): Leucine-rich repeat - P._tifoliata_00377_mRNA_I7.1
) molecular_function ot oy
GFO048343 0 0 1 Hypotheical protein (1) - P_tifoliata_00377_mRNA_13.1
GFO048342 0 0 1 Hypothetical protein (1) - P_trifoliata_00377_mRNA_12.1
protein binding [GO:0005515 MATH/TRAF domain IPR002083] (1);
GFO048341 0 0 1 Hypothetical protein (1) e retont (1 At LRoosorh (1 - P_trifoliata_00376_mRNA_6.1
Translation longatin et
' Cenmiml IPRO0A10]
GFO048340 0 0 1 Translation elongation factor u (1) (1 Trasaion tongaion - P_tifoliata_00376_mRNA_S.1
EF Ainitiation factor [F2gamma, C-
terminal [IPRO090O1] (1)
GFO048339 0 0 1 Hypotheical protein (1) - P_tifoliata_00376_mRNA_46.1
GFO048338 0 0 1 Hypothetical protein (1) - P_trifoliata_00376_mRNA_45.1
GFO048337 0 0 1 Hypothetical protein (1) - P_trifoliata 00376 mRNA 44.1
GFO048336 0 0 1 Hypothetical protein (1) - P_ifoliata_00376_mRNA_43.1
GFO048335 0 0 1 Hypotheical protein (1) - P_tifoliata_00376_mRNA_40.1
ransmembrane transporter actvity
Eﬁi;mlzﬁs‘;u’:;’f"l” m“‘""“] D% Major faciltator superfanily domain
GFO048334 0 0 1 Hypothetical protein (1) e ] (1 PRO20R) (0 Mr Gt g P_trifoliata_00376_mRNA_36.1
transmembrane transport [GO:0055085 P
biolagical_process] (1)
GFO048333 0 0 1 Hypothetical protein (1) - P_trifoliata 00376 mRNA 35.1
GF0048332 0 0 1 Hypothetical protein (1) - P_ifoliata_00376_mRNA_IS.1
GFO048331 0 0 1 Hypotheical protein (1) - P_trifoliata_00376_mRNA_12.1
GFO048330 0 0 1 Hypothetical protein (1) - P_trifoliata_00375_mRNA_0.1
GFO048329 0 0 1 Hypothetical protein (1) - P_trifoliata 00375 mRNA 6.1
GFO048328 0 0 1 Hypothetical protein (1) - P_ifoliata_00375_mRNA_IS.1
GFO048327 0 0 1 Hypotheical protein (1) - P_tifoliata_00375_mRNA_14.1
GFO048326 0 0 1 Hypothetical protein (1) - P_trifoliata_00375_mRNA_12.1
GFO048325 0 0 1 Hypothetical protein (1) - P_trifoliata 00374 mRNA 8.1
GFO048324 0 0 1 Hypothetical protein (1) - P_tifoliata_00374_ mRNA_7.1
GFO048323 0 0 1 Hypotheical protein (1) - P_tifoliata_00374_ mRNA_4.1
GFO048322 0 0 1 Hypothetical protein (1) - P_trifoliata_00374_mRNA_26.1
oxidoreductase activity [GO:0016491
molecular_function] (1): oxidation-
reduction process [GO:0055 FAD-binding, type 2 [IPRO16166] (1);
biological_process] (1); flavin adenine P10 49 2 [PRO1610
GF0048321 0 0 1 Reticuline oxidase (1) dinucleotide binding [GO:0050660 [IPR006094] (1); CO dehydrogenase - P._trifoliata_00374_mRNA _25.1
molcular_function] (1;oxidoreductase 7SBS0 CO Seb o
activity,acting on CH-OH group of g
o e a4 subdomain 2 [IPRO16169] (1)
molecular_function] (1); catalytc activity
[GO:0003824 molecular_function] (1)
GFO048320 0 0 1 Hypothetical protein (1) - P_ifoliata_00374 mRNA_24.1
GFO048319 0 0 1 Hypotheical protein (1) - P_tifoliata_00374_ mRNA_22.1
GFO048318 0 0 1 Hypothetical protein (1) - P_trifoliata_00374_mRNA_17.1
GFO048317 0 0 1 Hypothetical protein (1) - P_trifoliata 00374 mRNA_15.1
GFO04S316 0 0 1 Hypothetical protein (1) - P_tifoliata_00374 mRNA_I4.1
GFO048315 0 0 1 Hypotheical protein (1) - P_tifoliata_00374_ mRNA_10.1
GFO048314 0 0 1 Hypothetical protein (1) Pentatricopeptide repat [IPRO028S5] (1) - P_trifoliata_00373_mRNA_35.1
GFO048313 0 0 1 Hypothetical protein (1) - P_trifoliata 00373 mRNA_L1
GFO048312 0 0 1 Hypothetical protein (1) - P_ifoliata_00372_mRNA_35.1
GFO048311 0 0 1 Hypotheical protein (1) - P_tifoliata_00372_mRNA_34.1
protein binding [GO:0005515 Tetratricopeptide-lke helical domain
GFO048310 0 0 1 Hypotheical protein (1) et fretont 1 UrRonrsnoriy P_tifoliata_00372_mRNA_33.1
GF0048309 0 0 1 Hypothetical protein (1) KHA domain [IPR021789] (1) - P_ifoliata_00372_mRNA_27.1
integral component of membrane
[GO:0016021 cellular_component] (1); .
GFO048308 0 0 1 Hypotheical protein (1) ponr iy [0 000 s Purine permease, plant [IPRO30182] (1) P_tifoliata_00372_mRNA_2.1
molecular_function] (1)
GF0048307 0 0 1 Hypotheical protein (1) - P_tifoliata_00372_mRNA_17.1
. Leucine-rich repeat domain, L domain-
GFO048306 0 0 1 Leucine-rich repeat,typical subtype (1)  Pro\¢in binding [GO:0005515 like [IPR032675] (1); Leucine-rich repeat - P._tifoliata_00371_mRNA_34.1
molecular_function] (1)
[IPROOI6T1] (1)
GFO048305 0 0 1 Hypotheical protein (1) - P_tifoliata_00371_mRNA_29.1
GFO048304 0 0 1 Hypothetical protein (1) - P_trifoliata_00371_mRNA_28.1
ibosome [GO:0005840
cellular_component] (1; ranslation stion protein SH-lke domain
[GO:0006412 biological process] (1) 2rslation protein SH3 ke do
[IPRO0S991] (1): Ribosomal protein L2
GF0048303 0 0 11608 ribosomal protein L14 (1) el (GO S2 - P_ifoliata_00371_mRNA_26.1
oty 1 domain 2 (IPRO14722] (1); Ribosomal
ot oh oo G0 o005 P L4 IPROGZT84] (1
molecular_function] (1)
GFO048302 0 0 1 Hypotheical protein (1) - P_tifoliata_00371_mRNA_25.1
GFO048301 0 0 1 Hypothetical protein (1) - P_trifoliata_00371_mRNA_22.1
GFO048300 0 0 1 Hypothetical protein (1) - P_trifoliata 00371 mRNA_17.1
GFO048299 0 0 1 Hypothetical protein (1) iy TP-binding domain [PRO32305] P_trifoliata 00371 mRNA_16.1
cyl-CoA N-aeyransferase
- s
GF0048298 0 0 1 Hypotheical protein (1) ot P_tifoliata_00371_mRNA_15.1
GFO048297 0 0 1 Hypothetical protein (1) - P_tifoliata_00371_mRNA_I4.1
Pntatricopeptide repat (IPRO028S5|
GF0048296 0 0 P°"‘"‘I‘;";:’:":df“:‘”f‘:‘f""‘“‘"’“g :°|‘°’,",l1‘r"‘:.":‘gfluz‘??‘°5515 (1); Tetratricopeptide-like helical domain - P._trifoliata_00371_mRNA_I1.1
rotein, mitochos olecular._functio {nkorroooy
. Glutathione S-transferase, C-terminal-
GFO048295 0 0 1 Hypothetical protein (1) HiRoronr oy P_trifoliata_00370_mRNA 9.1
Retrovirus-related Pol polyprotein from
GF0048204 0 0 Lo T 1294 - P_tifoliata_00370_mRNA 8.1
GFO048293 0 0 1 Hypothetical protein (1) - P_ifoliata_00370_mRNA_4.1
GF0048292 0 0 1 Hypotheical protein (1) - P_tifoliata_00370_mRNA_25.1
Aspartc peptiduse domain [IPR21109]
(1): Peptidase family Al domain
proteolysis [GO:0006508 [IPRO33121] (1): Aspartc peptidase Al
. e sspartic proteas biolagical_process] (1); aspartic-type family [IPRO01461] (1): Xylanase I .
GF0048291 0 0 1 Putative aspartic protease (1) endopeptidase activity [GO:0004190  inhibitor, C-terminal [IPR032799] (1); P_tifolista_00370_mRNA_17.1
molecular_function] (1) Xylanase inhibitor, N-terminal
[IPRO32861] (1): Aspartc pepidse,
active site [IPR001969] (1)
GF0045290 0 0 1 SLG-Se and SLA-Se gencs and Melmoth - P_trifoliata_00370_ mRNA_I5.1
retrotransposon sequence (1) X L 00370 mRNA_
G NB-ARC [IPRO02182] (1): P-loop
GFO048289 0 0 1 TMV resistance protein N (1) I':z::::;“{‘"‘,ﬂgsm?“ containing nucleoside triphosphate B P_trifoliata_00370_mRNA_12.1
& hydrolase [IPR027417] (1)
GFO048288 0 0 1 Hypothetical protein (1) - P_trifoliata_00370_mRNA_L1
cell redox homeostasis [GO:0045454  Glutaredorin, eukaryotic/viial
biological_process] (1); clectron carrier ~ (IPRO11899) (1): Glutaredoxin
. . activity [GO:0009055 [IPRO02109] (1): Thioredosxin, conserved
GF0048287 0 0 1 Glutaredoxin (1) molecular_function] (1); protein disulfide site [IPRO17937] (1; Thioredoxin-like  ~ P_trifoliata 00369 mRNA 7.1
oxidoreductase activity [GO:0015035  fold [IPRO12336] (1); Glutaredorxin
molecular_function] (1) subgroup [IPRO14025) (1)
regulation of eyclin-dependen protein
serinc/thrconine kinase actvity
GFO048286 0 0 1 Hypothetical protein (1) [GO:0000079 biological_process] (1);  Cyelin PHOSO-ike [IPROI39221 (1) - P_tifoliata_00369_mRNA_6.1
protein kinase binding [GO:0019901
molecular_function] (1)
GFO048285 0 0 1 Hypothetical protein (1) - P_ifoliata_00369_mRNA_29.1
GFO048284 0 0 1 Hypotheical protein (1) - P_tifoliata_00369_mRNA_27.1
GFO048283 0 0 1 Hypothetical protein (1) - P_trifoliata_00369_mRNA_25.1
GFO048282 0 0 1 Hypothetical protein (1) - P_trifoliata_00369_mRNA 23.1
GFO048281 0 0 1 Hypothetical protein (1) - P_tifoliata_00369_mRNA_21.1
GFO048250 0 0 1 Hypotheical protein (1) - P_tifoliata_00369_mRNA_20.1
GFO048279 0 0 1 Hypothetical protein (1) - P_trifoliata_00369_mRNA_19.1
GFO048278 0 0 1 Hypothetical protein (1) - P_trifoliata 00369 mRNA_IS.1
P— ) ) | Blue copper proein (1) clectron carrier activity [GO:0009055  Phytocyanin domain [IPR003245] (1); P ol 00369 mRNA 16.1

molecular_function] (1)

Cupredoxin [IPR00S972] (1)
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GFO048276 0 0 1 Hypothetial protein (1) - P_trifoliata 00368 mRNA 46.1
GFO048275 0 0 1 Hypothetical protein (1) - P_tifoliata_00368 mRNA_41.1
S-adenosyl-Lmethionine-dependent
steroid biosynthetic process methyltransferase [IPR029063] (1):
[GO:0006694 biological_procss] (1):  SAM-dependent methyliransferase SMT-
GFO048274 0 0 1 Hypotheical protein (1) 0008155 e [IPmos0584 (1. St P_tifoliata_00368_ mRNA_3.1
molecular_function] (1) methyltransferase C-terminal
[IPROI3705] (1)
GFO048273 0 0 1 Hypothetical protein (1) - P_trifoliata_00368_mRNA_16.1
structural constituent of ribosome
[60:0003735 molecular function] (1) i protein L3 e, conserved ste
translation [GO:0006412 .
GF0048272 0 0 1 60S ribosomal protein L31 (1) biological_process] (1); intracellular E;‘i“ﬁ:‘EK:}:{J;QT:‘:TSZTQ::S‘H P_trifoliata_00368_ mRNA_10.1
[GO:0005622 cellular_component] (1): :
oo [Corao0saio protein L3 e domain [IPRO23621] (1)
cellulr_component] (1)
Domain of unknown function DUF4283
5 .
GFO048271 0 0 1 Hypothetical protein (1) [IPRO25358] (1) P_ifoliata_00367_mRNA_S.1
GFO048270 0 0 1 Hypothetical protein (1) - P_trifoliata 00367 mRNA 32.1
GF0048269 0 0 1 Hypothetical protein (1) - P_tifoliata_00367_mRNA_29.1
GFO048268 0 0 1 Hypotheical protein (1) - P_tifoliata_00367_mRNA_2.1
GFO048267 0 0 1 Hypothetical protein (1) - g
GFO048266 0 0 1 Hypothetical protein (1) - P_trifoliata_00366_mRNA §.1
GF0048265 0 0 1 Hypothetical protein (1) - P_ifoliata_00366_mRNA_7.1
s P . Aspartic [1PRO21109]
GF0048264 0 0 1 Hypothetical protein (1) [G0:0004190 molocular_function] (1); 1) cpartc pepticase, active site - P_uifoliata_00366_mRNA 6.1
proteolysis [GO:0006508 Uneomssor
biological_process] (1)
GF0048263 0 0 1 Hypotheical protein (1) - P_tifoliata_00366_mRNA_S.1
FARI DNA binding domain
GF0048262 0 0 1 Hypotheical protein (1) [pRo0201 () - P_tifoliata_00366_mRNA_22.1
GFO048261 0 0 1 Hypothetical protein (1) - P_ifoliata_00366_mRNA_2.1
eme binding [GO:0020037
molecular_function] (1);iron fon binding
[GO:0005506 molccular_function) (1):
DNA binding [GO:0003677 Aspartate carbamoyliransferase
molecular_function] (1): oxidoreductase ~regulatory subunit, C-terminal
GF0048260 0 0 1 Cytochrome P450 family protein (1) activity, acting on paired donors, with  [IPRO20342] (1); Cytochrome P450 - P_ifoliata_00366_mRNA_12.1
incorporation or reduction of molceular —(IPROOT128] (1); Zine finger, BED-type
oxygen 3
1GO:0016705 [IPRO03656] (1)
ok, o] (1 xlta.
uction process [GO:00551 14
elogenl el ()
GFO048259 0 0 1 Hypothetical protein (1) - P_tifoliata 00366 mRNA._10.1
GFO048258 0 0 1 Hypothetical protein (1) - P_ifoliata_00366_mRNA_L1
GFO048257 0 0 1 Hypotheical protein (1) - P_tifoliata_00365_mRNA_S.1
GFO048256 0 0 1 Hypothetical protein (1) - P_trifoliata_00365_mRNA_45.1
" Major facilitator superfamily domain )
GFO048255 0 0 1 Hypothetical protein (1) Uekosonds] (1 P_trifoliata_00365_mRNA_d4.1
GFO048254 0 0 1 Hypotheical protein (1) VQ [IPRO0SSS9) (1) - P_tifoliata_00365_mRNA_38.1
GFO048253 0 0 1 Hypothetical protein (1) - P_trifoliata_00365_mRNA_27.1
GFO048252 0 0 1 Hypothetical protein (1) Bulbype lectin domain [IPRO0I4S0] (1) - P_trifoliata 00365 mRNA 26.1
. Ankyrin repeat-containing domain
GFO048251 0 0 1 Hypothetical protein (1) sty - P_trifoliata 00364 mRNA 35.1
GFO048250 0 0 1 Hypothetical protein (1) - P_trifoliata_00364_mRNA_29.1
GFO048249 0 0 1 Hypothetical protein (1) - P_trifoliata 00364 mRNA 25.1
P-loop containing nucleoside
triphosphate hydrolase [IPRO27417] (1);
DNA repair and recombination protcin ~ ATP binding [GO:0005524 Helicase superfamily 1/2, ATP-binding
. . 5 .
GFO048248 0 o ! RADSd-like (1) molecular.function] (1) domain [IPRO14001] (1); SNF2-related. Prfolinta_00364 mRNA_27.1
N-terminal domain [IPR000330] (1):
Helicase, C-terminal [IPROO1630] (1)
inc-ich repeat domain, L domain-
5 4.
GF0048247 0 0 1 Hypothetical protein (1) [ttty P_ifoliata_00364 mRNA_24.1
GFO048246 0 0 1 Hypothetical protein (1) - P_trifoliata 00364 mRNA 23.1
Helicase, C-terminal (IPRO01650] (1): P-
GFO48245 0 0 o oy dependent ENA loop containing nucleoside triphosphate - P_trifoliata 00364 mRNA 22.1
elicase 18 ( hydrolase [IPRO27417] (1)
GFO048244 0 0 1 Hypothetical protein (1) - P_trifoliata 00364 mRNA 2.1
clectron carrie activity [GO:0009055
molecular.function] (1); cell redox
Homeostasis [GO:0045454 ke fold [IPRO12336] (1):
5 .
GF0048243 0 0 1 Glutaredoxin (GR) faily protein (1) o0 (00O e s R0 09) 1) P_ifoliata_00364 mRNA_I5.1
oxidoreductase activity [GO:0015035
molecular.function] (1)
GFO048242 0 0 1 Hypotheical protein (1) - P_tifoliata_00363_ mRNA_35.1
oxidation-reduction procass
[GO:0055114 biological_process] (1: .
Plant peroxidase (IPR000S23] (1); Hacm
. peroxidase activity [GO:0004601 peroxidase, plant fungalbacterial
GFO048241 0 0 1 Hypothetical protein (1) molecular.function] (1); response to P_trifoliata 00363 mRNA 3.1
[IPRO02016] (1): Hacm peroxidase
oxidative stress [GO:0006979 HeRoronss, 1)
biological process] (1); heme binding
[GO:0020037 molecular_function) (1)
. 1GO:0008237
GFO048240 0 0 1 Hypothetical protein (1) e Uskoomror oy - P_trifoliata 00363 mRNA_13.1
GFO048230 0 0 1 Hypothetical protein (1) - P_trifoliata_00363_mRNA_L1
) Zinc knuckle CX2CXAHXAC )
GFO048238 0 0 1 Hypothetical protein (1) (oroossaen 1y P_trifoliata_00362_mRNA_34.1
Legume lectin, beta chain, Mn/Ca-
B binding site [IPRO19825] (1);
GF0048237 0 0 1 Seed lectin (1) e P SO0 Concanavaln Ak Ictnglucanase - P_tifoliata_00362_mRNA_29.1
& domain [IPRO13320] (1); Legume lectin
domain [IPRO01220] (1)
GFO048236 0 0 1 Hypotheical protein (1) - P_trifoliata_00362_mRNA_28.1
GFO048235 0 0 1 Hypothetical protein (1) - P_trifoliata_00362_mRNA_14.1
GFO048234 0 0 1 Hypothetical protein (1) - P_trifoliata 00361 mRNA_30.1
GF0048233 0 0 1 Hypothetical protein (1) - P_ifoliata_00361_mRNA_28.1
carbohydrate metabolic proces:
Glycoside hydrolase, family 14
e e processI (5 (1PRODISSH) (1): Giyeoside hydras,
GFO048232 0 0 1 Hypotheical protein (1) e catalytic domain (IPROI3781] (1); P_tifoliata_00361_mRNA_24.1
[GO:0000272 biological_process] (1); <.
Glyeoside hydrolase superfamily
betaamylase activiy [GO016161 (2
molecular_function] (1)
GFO048231 0 0 1 Hypothetical protein (1) - P_trifoliata_00361_mRNA_21.1
GFO048230 0 0 1 Hypothetical protein (1) - P_trifoliata 00361 mRNA 2.1
y nucleic acid binding [GO:0003676  Ribonuclease H-like domain
GFO048229 0 0 1 Hypothetical protein (1) e e TeRorssass 1) - P_trifoliata 00361 mRNA_13.1
GFO048228 0 0 1 Monosacharide transport protein (1) - P_trifoliata_00360_mRNA_0.1
. G NB-ARC [IPR002182] (1) Lusine ih
GFO048227 0 0 Pr““‘;‘:‘:z‘z"(':?*‘ resistance RPP-like I':z:::h’;“{‘";_ﬂgﬁm?“ repeat domain, L domain-lik B P._trifoliata_00360_mRNA_4.1
” - [IPRO32675] (1)
GFO048226 0 1 Hypothetical protein (1) - P_trifoliata_00360_mRNA_30.1
GFO048225 0 1 Hypothetical protein (1) - P_trifoliata 00360 mRNA 23.1
. - Protcin of unknown function DUF936.
GFO048224 0 0 1 DUF936 family protein (1) T ebros P_trifoliata 00360 mRNA._17.1
GFO048223 0 0 1 Hypothetical protein (1) - P_trifoliata_00360_mRNA_12.1
o RNA binding [GO:0003723 RNA-binding, CRM domain .
GFO048222 0 0 1 Hypothetical protein (1) o o TpRoorsoos 1y - P_trifoliata_00359_mRNA_0.1
GFO048221 0 0 1 Hypotheical protein (1) Viral movement protcin [IPR02891] (1) - P_tifoliata_00359_mRNA_7.1
GFO048220 0 0 1 Hypothetical protein (1) - P_trifoliata_00359_mRNA_6.1
GFO048219 0 0 1 Hypothetical protein (1) - P_trifoliata_00359_mRNA 5.1
. Leucine-rich repeat domain, L domain-
GFO04s218 0 0 1 Hypothetical protein (1) e P_trifoliata_00359_mRNA 37.1
Putatve discase resistance gene NBS- Leucine-tich repeat domain, L domain-
GFO048217 0 0 [Hrepattamns [ttty P_tifoliata_00359_mRNA_36.1
GFO048216 0 0 1 Hypothetical protein (1) - P_ifoliata_00359_mRNA_35.1
| Putaive disease resisance gene NBS- Leucine-tich repeat domain, L domain-
5 4.
GFO048215 0 0 ITRR ol ey [ttty P_ifoliata_00359_mRNA_34.1
Leucine-rich repeat domain, L domain- . )
GFO048214 0 0 1 Phosphoprotein phosphatase (1) [t P_trifoliata_00359_mRNA_32.1
NBS-LRR type discase resistance protein P-loop containing nucleoside
GFO048213 0 0 [ e s IpR027417] (1) P_ifoliata_00359_mRNA_30.1
NB-ARC [IPRO02152] (1); P-loop
y containing nucleoside triphosphate
GFo04s212 0 0  Putative discase resistance gene NBS- AP binding [GO:0043531 hydrolase [IPR027417] (1); Leucine-rich - P_trifoliata 00359 mRNA 29.1
LRR family protein (1) molecular_function] (1)
repeat domain, L domain-like
[IPR032675] (1)
GFO048211 0 0 1 Hypothetical protein (1) - P_tifoliata_00359_mRNA 26.1
GFO048210 0 0 1 Hypothetical protein (1) - P_tifoliata_00359_mRNA_24.1
GF0048209 0 0 1 Hypotheical protein (1) - P_tifoliata_00359_mRNA_23.1
membrane [GO:0016020 . ,
GFO048208 0 0 1 Hypotheical protein (1) ety (h ABC-2 type transporter [IPRO13525] (1) - P_tifoliata_00359_mRNA_21.1
GF0048207 0 0 1 Hypothetical protein (1) - P_ifoliata_00359_mRNA_19.1
Domain of unknown function DUF4216
GF0048206 0 0 1 Putative transposable clement (1) IPRO25512) (1 Domain of unknown - P_ifoliata_00359_mRNA_IS.1

function DUF4218 [IPR025452] (1)
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GFO0048205 0 0 1 Hypothetical protein (1) B P_urifoliata_00359_mRNA_17.1
GFO048204 0 0 1 Hypothetical protein (1) - P_rifoliata_00359_mRNA_15.1
GFO048203 0 0 1 Hypothetical protein (1) -
GFO048202 0 0 1 Hypothetical protcin (1) .
GFO048201 0 0 1 Hypothetical protein (1) - P_urifoliata_00359_ mRNA_1.1
GFO048200 0 0 1 Hypothetical protein (1) - P_rifoliata_00358_ mRNA_6.1
NB-ARC [IPRO02182] (1); P-loop
GF0048199 0 0 1 ';'?‘S";RR class resistance protein Fyl- A')IP f"l"d“;? [GO‘W]}S” containing nucleoside triphosphate - P_trifoliata_00358_mRNA_5.1
1) molecular_function] (1) hydrolase [IPR027417] (1)
GFO048198 0 0 1 Hypothetical protein (1) - P_rifoliata_00358 mRNA 4.1
GFO048197 0 0 1 Hypothetical protein (1) -
GFO048196 0 0 1 Hypothetical protcin (1) .
GFO048195 0 0 1 Hypothetical protein (1) - P_urifoliata 00358 mRNA_34.1
GFO048194 0 0 1 Hypothetical protein (1) - P_rifoliata_00358_mRNA_33.1
GFO048193 0 0 1 Hypothetical protein (1) - P_ifoliata_00358 mRNA_31.1
GFO048192 0 0 1 Hypothetical protcin (1) - P_sifoliata_00358_ mRNA_30.1
GFO048191 0 0 1 Hypothetical protcin (1) [(‘;‘;z-l ;\:\;%n(-vll)y A member 5 . P_usifoliata_00358 mRNA_3.1
GFO048190 0 0 1 Hypothetical protein (1) - P_ifoliata_00358 mRNA_29.1
NADH:quinone oxidoreductase/Mrp
GFO048189 0 0 1 Hypothetical protein (1) antiporter, membrane subunit - P_ifoliata_00358 mRNA_27.1
[IPRO0ITS0] (1)
proton-transporting ATP synthase
complex, coupling factor F(o)
[GO:0045263 cellular_component] (); sy inone oxidoreductase/Mip
Z:;"‘;Te:‘:::"m:"";sw;“ng d:;:m” antiporter, membrane subunit
(GO:0033177 cellular_component] (1); 1oy 'JSATL‘C'L:I‘ZT:;X complex.
GFO048188 0 0 1 Hypothetical protein (1) :ff?’fl“ o NS VSISO 157 ATPase, o comple, P_sifoliata_00358 mRNA_26.1
subunit C (IPR000454] (1); V-ATPase.
molecutar unction] (1) A1 RO protcolpid subunit Clike domain
coupled proton wansport [GO:0015991 {0 RC S
biological_process] (1): ATP synll\:sls
coupled proton transport [GO:0015986
biological_process] (1)
GFO048187 0 0 1 Hypothetical protein (1) - P_ifoliata_00358 mRNA_17.1
GFO048186 0 0 1 Hypothetical protcin (1) - P_sifoliata_00358_ mRNA_13.1
Leucine-rich repeat domain, L domain-
' like [IPR032675] (1); NB-ARC
GFO048185 0 0 |EB‘5;';7R“"““ resistance protein Fyl- :3‘;‘:‘&‘:“}5][22&%3‘5“ [IPRO02182] (1); P-loop containing - P_urifoliata 00358 mRNA_12.1
¥ - nucleoside triphosphate hydrolase
[IPRO27417] (1)
malate dehydrogenase (decarboxylating)
(NAD#) activity [GO:0004471
Grovssisa 0 0 [ —p——" ol ko] (oxdaon. Mol el domin P il 00358 mRNA_L1
reduction process [GO:0055114
biological_process] (1)
GFO048183 0 0 1 Hypothetical protein (1) - P_urifoliata_00357_ mRNA_38.1
GFO048182 0 0 1 Hypothetical protein (1) - P_rifoliata_00357_mRNA_37.1
GRO048181 0 0 1 Hypothetical protein (1) - P_ifoliata_00357_mRNA_36.1
GFO048180 0 0 1 Hypothetical protcin (1) - P_sifoliata_00357_mRNA_27.1
GFO048179 0 0 1 Hypothetical protein (1) - P_urifoliata_00357_mRNA 26.1
. nucleic acid binding IGO 0003676 Ribonuclease H-like domain
GFO048178 0 0 1 Hypothetical protein (1) oo oo 1 Ubrorasmy () - P_urifoliata_00357_ mRNA _23.1
GFO048177 0 0 1 Hypothetical protcin (1) - P_usifoliata_00357_mRNA_22.1
GFRO048176 0 0 1 Hypothetical protein (1) - P_urifoliata 00357 mRNA 2.1
GFO048175 0 0 1 Hypothetical protein (1) - P_rifoliata_00357_mRNA_19.1
GFO048174 0 0 1 Hypothetical protein (1) - P_ifoliata_00357_mRNA_I8.1
TP ot procss [GO0006241
biological process] (1):
biosynthetic process [GO ooszzs
biological process] (1): nucleoside  Nucleoside diphosphate kinase
diphosphate phosphorylation [IPROO1S64] (1); Nucleoside
3 - 5 4
GROvAsIT 0 0 ! Nucleoside diphosphate kinase (1) 1600006165 biological process] (1 diphosphate kinase, acive site P_ifoliata_00357_mRNA_I4.1
nucleoside diphosphate kinase activity  (IPR023005] (1)
(GO:0004550 molecular_function) (1):
GTP biosynthetic process [GO:0006183
biological_process] (1)
GFO048172 0 0 1 Hypothetical protein (1) - P_urifoliata_00356_mRNA _26.1
' P-loop containing nucleoside
GFO048171 0 0 1 Hypothetical protein (1) :3‘;"‘&““}515&304‘3‘5“ triphosphate hydrolase [PRO27417] (1); - P_urifoliata_00356_mRNA _22.1
ular_function] ( NB- ARC[IPROOZIEZ]U)
S ent carboxy!
‘methylransferase [IPR005299] m Zine
finger, CCHC-type [IPRODISTS|
zinc ion binding [GO:0008270 z.f;muckle c?(gclxmmc
;‘“0;;;“:;0;;:7;::1 00 NADNA - 11pRo25836] (1); S-adenosyl-L-
NomLTR retroclement reve o o Zﬂ on] () methionine-dependent methylransferase
GF0048170 0 0 1 eiroclement reverse molecu enor [IPR029063] (1); Ribonuclease H - P_trifoliata_00356_mRNA 21.1
transcriptase-like ( mell\yluansfemsc acivity [GO0008168 TR e
lecular_function] (1); nuelecacid .1 itage zinc-binding domain
:nf“?glErG?fugjﬂ fn [IPRO26960] (1); Domain of unknown
olecular_functior function DUF4283 [IPR025558] (1);
Ribonuclease Hlike domain
[PROIYIT (1)
SadenoshLmthioine depeden
| Seadenosyl-L 1GO:0008168 [1PR029063] (1); SAM §
GF0048169 0 0 1 carboxyl methyltransferase (1) molecular._function] (1) dependent carboxyl melhyhmnsferasc P_trifoliata_00356_mRNA_20.1
[IPR005299] (1)
GFO048168 0 0 1 Hypothetical protein (1) - P_sifoliata_00356_mRNA_18.1
GFO048167 0 0 1 Hypothetical protein (1) - P_urifoliata_00356_mRNA_17.1
GFO048166 0 0 1 Hypothetical protein (1) - P_rifoliata_00356_mRNA_14.1
S-adenosyl-L-methionine-dependent
[GO:0008168 (IPRO29063] (1); O-
GFO048165 0 0 1 Hypothetical protein (1) koo fonetiont (0 by o SOM Ty P_ifoliata_00356_mRNA_13.1
[IPRO16461] (1)
RNA-DNA hybrid ribonuclease activity
Y Ribonuclease H-like domain
GFO048 164 0 0 1 Hypothetical protein (1) [GO:0004523 molecular_function] (1); 1154153377 (1); Ribonuclease H B P._tifoliata_00356_mRNA_10.1
muclic acid binding [GO0003676 "I E R (O
molecular_function] (1) o
| Ctokinin riboside S-monophosphte
5 . 3 X
GFO04816: 0 0 1 omoephoribohmdrolace (1) P_rifoliata_00356_mRNA_1.1
GFO048162 0 0 1 Hypothetical protein (1) - P_urifoliata_00355_mRNA 9.1
GFO048161 0 0 1 Hypothetical protein (1) - P_rifoliata_00355_mRNA 2.1
GFO048160 0 0 1 Hypothetical protein (1) - P_ifoliata_00355_mRNA_19.1
Tsopenicillin N synthase-like
GFO048159 0 0 1 Hypothetical protein (1) [IPRO27443] (1); Non-haem dioxygenase - P_ifoliata_00354_mRNA_9.1
N-terminal domain [IPR026992] (1)
GFO048158 0 0 1 Hypothetical protein (1) - P_ifoliata_00354_mRNA 8.1
heme binding [GO:0020037
ol onton) (1 SPOMS10 11 IPROIGESS) 1
::f:‘:;:l“'f;::gﬂ” . dmm“' Haem peroxidase, plant/fungal/bacterial
GFO048157 0 0 1 Hypothetical protein (1) o 5‘0“{0 cess [GO0085114 [IPR002016] (1); Plant peroxidase - P_trifoliata_00354_ mRNA 6.1
" } [IPRO00S23] (1); Peroxidase, active site
pilogialproces) (1) peroids—{ingd) ()
activi
moleclar function] (1 )
GFO048156 0 0 1 Hypotherical protein (1) - P_ifoliata_00354_mRNA_32.1
GFO048155 0 0 1 Hypothetical protein (1) - P_usifoliata_00354_ mRNA_28.1
GFO048154 0 0 1 Hypothetical protein (1) - P_urifoliata 00354 mRNA 27.1
GFO048153 0 0 1 Hypothetical protein (1) - P_rifoliata_00354_mRNA_24.1
GFO048152 0 0 1 Hypothetical protein (1) - P_ifoliata_00354_mRNA_23.1
GFO048151 0 0 1 Hypothetical protein (1) .
GFO048150 0 0 1 Hypothetical protein (1) - P uifolsta 00354 mRNA 1.1
ATP binding [GO:0005524
" o . EF-hand domain pair [IPRO11992] (1);
m‘:':‘“’?’sfé‘f“““"“l;”' proteinkinase b i kinase domain (IPRO00719] (1):
:D‘IC’X‘M ﬂ;‘;ﬂﬂfiui’] 0y proten Protein kinase-like domain [IPROT1009]
GFO048149 0 0 1 Calcium-dependent protin kinase 29 (1) - P (1): EF-hand domain [IPROD2048] (1); ~ - P_ifoliata_00353_ mRNA_7.1
phosphorylation [GO:0006468 Serine/threonine/dual specificity protein
Dilagieat processl iy MO Kinase, catalytic domain [IPR002290]
binding [GO: o
molm]xr,mmmn] m
GFO048148 0 0 1 Hypothetical protein (1) - P_urifoliata 00353 mRNA 6.1
GFO048147 0 0 1 Hypothetical protein (1) - P_rifoliata_00353_mRNA 3.1
GFO048146 0 0 1 Hypothetical protein (1) -
GFO048145 0 0 1 Hypothetical protein (1) .
GFO048144 0 0 1 Hypothetical protein (1) - P_urifoliata_00353_ mRNA _26.1
GFO048143 0 0 1 Hypothetical protein (1) - P_ifoliata_00353_mRNA_25.1
GRO048142 0 0 1 Hypothetical protein (1) - P_ifoliata_00353_ mRNA_20.1



T Nam.inC.celementine  Namm C_umshiu  Namn PNt ote EJ TaterPro Members n C.clementine Members i Cunshiu Members in P oA
Serine-threonine/tyrosine-protein kinase
ATP binding [GO:0005524 catalytic domain [IPR001245] (1); S-
molecular_function] (1); rotein kinase  locus receplor kinase, C-terminal
activity [GO:0004672 [IPRO21820] (1); Serine/threonine-
J—— o B | Gtype ectin S-recepor molecular_function] (1) protein protein kinase, active site (IPR00S271] P il 00553 mRNA 19,1
protein kinase (1) inase activi
[GO:0004674 molecular_function] (1);
protein phosphorylation [GO:0006468  [IPR002290] (1); Protein kinase-like
biological_process] (1) domain [IPROT1009] (1); Protein kinase
domain [IPRO0OTI9) (1)
GFO048140 0 0 1 Hypothetical protein (1) ﬁ?G'P“"““mSE domain [IPRO25724] _ P_urifoliata 00353 mRNA_17.1
GF0048139 0 0 1 Hypothetical protein (1) calcium ion binding [GO:0005509 EF-hand domain [IPR002048] (1) - P_trifoliata_00353_mRNA_11.1
molecular_function] (1)
. Protein of unknown function DUFS94
GF0048138 0 0 1 Hypothetical protein (1) Ubrooross) o P_urifoliata_00352_ mRNA 9.1
Domain of unknown function DUF4220
GFO048137 0 0 1 Hypothetical protein (1) UbR0sS3 15T () P_ifoliata_00352_mRNA_8.1
Leucine-rich repeat domain, L domain-
GF0048136 0 0 1 Hypothetical protein (1) like [IPR032675] (1; Leusine-rich - P_trifoliata_00352 mRNA 6.1
repeat-containing N-terminal, plant-type
[IPRO13210] (1)
et o] (1 it Rrorsposen g domsn
GFO048135 0 0 1 Hypothetical protein (1) S g [IPRO0S162] (1); Zine finger, CCHC- - P_rifoliata_00352_ mRNA_4.1
binding [GO:0003676 wpe LIPROOISTS (1)
molecular_function] (1) o
. Harbinger transposase-derived nuclease
GFO048134 0 0 1 Hypothetical protein (1) S ROTN6) (O P_urifoliata_00352_ mRNA_27.1
GFO048133 0 0 1 Hypothetical protcin (1) - P_sifoliata_00352_mRNA_26.1
zine ion binding [GO:0008270
. moleculr fnction] (1) e acid “
GFO048132 0 0 1 Hypothetical protein (1) D [Go00056 Zine finger, CCHC-type [IPRO0TSTS] (1) - P_urifoliata_00352_ mRNA_25.1
molecular_function] (n
metabolic process [GO:0008152 Terpene synthase, N-terminal domain
biological_process] (1): magnesium ion  [IPR001906] (1); Terpene synthase,
binding [GO:0000287 ‘metal-binding domain [IPRO0S630] (1);
GFO048131 0 0 1 Limonene synthase (1) molecular_function] (1: Iyase activity  Terpenoid eyclases/protein - P_rifoliata_00352_mRNA_22.1
[GO:0016829 molceular_function] (1);  prenylizansferase alpha-alpha toroid
terpene synthase activity [GO:0010333  [IPR008930] (1); Isoprenoid synthase
molecular_function] (1) domain [IPRO0S949 (1)
Domain of unknown function DUF4220
GFO048130 0 0 1 Hypothetical protein (1) [IPRO25315] (1) P_rifoliata_00352_ mRNA 2.1
GFO048129 0 0 1 Hypothetical protein (1) - P_urifoliata 00352 mRNA_11.1
GFO048128 0 0 1 Hypothetical protein (1) - P_rifoliata_00351_mRNA_25.1
GFO048127 0 0 1 Hypothetical protein (1) - P_ifoliata_00351_mRNA_24.1
GFO048126 0 0 1 Hypothetical protein (1) - P_usifoliata_00351_mRNA_21.1
oxidation-reduction process
[GO:0055114 biological_process] (1);
. el rotein oxidoreductse iy GO00IGOL - Mltoppe oxiase, e 2 (IPROL706] folate .
GFRO048125 0 0 1 Hypothetical protein (1) e ometon] (o commer ion (o o IR0 (1) P_urifoliata_00351_mRNA_19.1
binding [GO0005507
molecular_function] (1)
' - Ioop contining cleoside
GFO048124 0 0 1 "]““a“"’ disease resistance protein RGAI :3‘;"‘;““?::13,304]3‘5“  hydrolase [IPRO27417] (1); - P_urifoliata_00351_mRNA_12.1
¢ ular_function] o ARC[IPROOZIEZ]U)
inositol-3-phosphate synthase actvity
" ; Leucine-rich repeat domain, L domain-
E:’;:‘m;“f“"';:::‘:;’;:::“’°“] (5 like [1PR032675] (1): Myo-inositol-1-
GFO048123 0 0 1 Putative disease resistance protein (1) > P o)1) Phosphate synthase [IPRO02SST] (1), - P_urifoliata_00351_mRNA_11.1
[GO:0006021 biological_process] (1); \u iy ) binding domain (IPRO16040]
phospholipid biosynthetic process h
[GO:0008654 biological_process] (1)
. Leucine-rich repeat domain, L domain-
GFO048122 0 0 1 Hypothetical protein (1) e brossesny ) P_urifoliata_00351_mRNA_10.1
GFO048121 0 0 1 Hypothetical protcin (1) - P_sifoliata_00350_mRNA_8.1
"ydl“"“]‘c “;““:y [1‘(” “’: v Alpha/beta I\ydmlas: fold- 3 [IYROIKON]
GF0048120 0 0 1 Carboxyesterase 18, putative (1) molecular_function] (1): metabolic ). et hydrolas - P_urifoliata 00350 mRNA_7.1
process [GO:000815: [lyknzenss] )
biological_process] (n
. Tolllnterleukin-1 receptor homology
protein binding [GO:0005515 (TIR) domain [IPR000157] (1); Leucine-
molecular_function] (1); ADP binding (" xsnpRonm]u) b
GFO048119 0 0 1 Hypothetical protein (1) [GO:0043531 molecular_function] (1; "1 P h P_trifoliata_00350_mRNA 4.1
signal transduction [GO:0007165 containing nucleoside trip
bilogcal procsel (1) hydrolase IIPR0274I7]lI) B ARC
iological process| R0 1) (1)
GFO048118 0 0 1 Hypothetical protein (1) - P_ifoliata_00350_mRNA_25.1
GFO048117 0 0 1 Hypothetical protein (1) - P_ifoliata_00350_mRNA_24.1
PH domain-like [IPROT1993] (1); P-loop
containing nucleoside triphosphate
GFOV4S116 0 0 1 Hypothetical protein (1) hydrolase [IPR027417] (1); Pleckstrin - P_rifoliata_00350_mRNA 2.1
homology domain [IPRO01S49) (1
Dynamin superfamily (IPR022812] (1)
Hexapeptide repeat [IPRO014S1] (1):
GFO048115 0 0 1 Serine acetyltransferase 4 (1) transferase activity [GO:0016740 Trimeric LpxA-like [IPROT1004] (1); P._trfoliata_00350_mRNA_I8.1
molecular_function] (1) Hexapeptide transferase, conserved site
[IPROI8357] (1)
GFO048114 0 0 1 Hypothetical protein (1) - P_sifoliata_00350_mRNA_17.1
GFO04S113 0 0 1 Hypothetical protein (1) m”““'“ peptidase domain [IPRO2T109] P._trifoliata_00350_mRNA_IS.1
GFO048112 0 0 1 Hypothetical protein (1) - P_ifoliata_00350_mRNA_14.1
GFO04S111 0 0 1 Hypothetical protein (1) - P_usifoliata_00350_mRNA_13.1
TP binding [GO0005525 cgpl;w ffttrdosin TPRI2450)
GFO048110 0 0 1 Hypothetical protein (1) molecular_function] (1); GTPase activity yoamin G Pase elfector P_trifoliata_00350_ mRNA 1.1
[GO:0003924 molecular_functon] (1) L Loko03 1301 (1): Dynamin superfamily
h - [IPRO22812] (1)
GFO048109 0 0 1 Hypothetical protein (1) - P_urifoliata_00349_mRNA 9.1
GFO048108 0 0 1 Hypothetical protein (1) - P_rifoliata_00349_mRNA_6.1
GFO048107 0 0 1 Hypothetical protein (1) - P_ifoliata_00349_mRNA 4.1
regulation of transcription, DNA-
templated [GO:0006355
biological_process] (1); ranseription
GF0048106 0 0 1 Hypothetical protein (1) factor activity, sequence-specific DNA SmEb":d":'“:::“':':‘R[:’g:‘ﬂL]]‘7'7)]' by - P_urifoliata_00349_mRNA_38.1
binding [GO:0003700 -binding domair ¢
molecular_function] (1); DNA binding
[GO:0003677 molccular._funcion] (1)
GFO048105 0 0 1 Hypothetical protein (1) - P_rifoliata_00349_mRNA_37.1
GFO048104 0 0 1 Hypotherical protein (1) - P_ifoliata_00349_mRNA_36.1
GFO048103 0 0 1 Hypothetical protcin (1) - P_usifoliata_00349_mRNA_34.1
GFO048102 0 0 1 Hypothetical protein (1) - P_urifoliata_00349_mRNA 3.1
proteolysis [GO:0006508
biological_process] (1);cysteine-type  Ulpl protease family, C-terminal
. 5 .
GFO048101 0 0 1 Hypothetical protein (1) se actvity [GO:0008234 catalytic domain [IPR003653] (1) P_ifoliata_00349_mRNA_26.1
molecular_function] (1)
MULE transposase domain [IPRO18289]
GFO048100 0 0 1 Hypothetical protein (1) (1); Transposase, MuDR, plant - P_urifoliata_00349_mRNA _24.1
[IPRO04332] (1)
GFO048099 0 0 1 Hypothetical protein (1) - P_urifoliata_00349_mRNA _23.1
GFO048098 0 0 1 Hypothetical protein (1) - P_rifoliata_00349_mRNA_21.1
GFO048097 0 0 1 Hypothetical protein (1) - P_ifoliata_00349_mRNA 2.1
GFO048096 0 0 1 Hypothetical protein (1) - P_sifoliata_00349_mRNA_18.1
GFO048095 0 0 1 Hypothetical protein (1) - P_urifoliata_00349_mRNA_17.1
GFO048094 0 0 1 Hypothetical protein (1) - P_ifoliata_00349_mRNA_16.1
GFO048093 0 0 1 Hypothetical protein (1) - P_ifoliata_00349_mRNA_15.1
aspanic-type endopeptiduse activity
0004190 molecular_function] (1);  Aspartic peptidase, active site .
GFO048092 0 0 1 Hypothetical protcin (1) ol [0 0006508 (eoorsear - P_usifoliata_00349_mRNA_13.1
biological process] (1)
nucleic acid binding [GO:0003676
GRO048091 0 0 1 Hypothetical protein (1) molecular_function] (1: zinc fon binding Zine finger, CCHC-type [IPROOISTS] (1) - P_ifoliata_00349_mRNA_11.1
[GO:0008270 molecular_function] (1)
GFO048090 0 0 1 Hypothetical protein (1) - P_ifoliata_00349_mRNA_10.1
Regulator of chromosome condensation
Regulator of chromosome condensation Vbeta-lactamase-inhibitor protein 11
GF0048089 0 0 “:é‘é”";’mﬂ‘ "m:":m:"a"”“; (‘1““’ [IPR009091] (1); Regulator of - P_trifoliata_00349_mRNA_I.1
i chromosome condensation, RCC1
[IPRO0DA08] (1)
GFO048088 0 0 1 Hypothetical protein (1) - P_usifoliata_00348_mRNA_5.1
GFO048087 0 0 1 Hypothetical protein (1) - P_urifoliata 00348 mRNA 3.1
. Retrotransposon gag domain
GFO048086 0 0 1 Hypothetical protein (1) Ubrooeronr i - P_urifoliata 00348 mRNA_18.1
Vpsd oligomerisation, C-terminal
GFO048085 0 0 1 Hypothetical protein (1) et P_ifoliata_00348_ mRNA_12.1
. iy modulinike protein electron carrie activity [GO:0009055  Phytocyanin domain [IPR003245] (1); folats .
GFRO048084 0 0 1 Early nodulin-ike protein 18 (1) i o 008075, (1) P_urifoliata 00347 mRNA_37.1
GFO048083 0 0 1 Hypothetical protcin (1) - P_rifoliata_00347_mRNA_29.1
GFO048082 0 0 1 Hypothetical protein (1) Pentatricopeptide repeat [IPRO028SS] (1) - P_urifoliata_00347_ mRNA 28.1
GFO048081 0 0 1 Hypothetical protein (1) PPC domain [IPRO0S175] (1) - P_rifoliata_00347_mRNA_12.1
sequence-specific DNA binding. Translin [IPRO0284S] (1); Translin, C-
5 .
GrO0as0%0 0 0 ! typothetical proein (1) [GO:0043565 molecular_function] (1) terminal [PRO16069] (1) P_trifoliata_00346_ mRNA._.1
GFO048079 0 0 1 Hypothetical protein (1) - P_urifoliata_00346_mRNA _32.1
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GF0045078 0 0 T Hypothetical protein (1) - P_trifoliata_00346_mRNA 311
GFO048077 0 0 1 Hypothetical protein (1) - P_rifoliata_00346_mRNA_3.1
GFRO048076 0 0 1 Hypothetical protein (1) - P_ifoliata_00346_mRNA_27.1
GFO048075 0 0 1 Hypothetical protein (1) "I')“““"‘M"' En/Sp-like [IPR004242) P._tifoliata_00346_mRNA_26.1
GFO048074 0 0 1 Hypothetical protein (1) - P_rifoliata_00346_mRNA_23.1
Low temperature viability protein
GFO048073 0 0 1 Protein LTVI like (1) [IPRO0T307] (1) - P_rifoliata_00346_mRNA_22.1
GF0045072 0 0 1 Hypothetical protein (1) - P_trifoliata 00346 mRNA 20.1
GFO048071 0 0 1 Hypothetical protein (1) - P_rifoliata_00346_mRNA_19.1
GFO048070 0 0 1 Hypothetical protein (1) - P_ifoliata_00346_mRNA_18.1
GFO048069 0 0 1 Hypothetical protcin (1) - P_usifoliata_00346_mRNA_17.1
GF0045068 0 0 1 Hypothetical protein (1) - P_urifoliata_00346_mRNA_12.1
GFO048067 0 0 1 Hypothetical protein (1) - P_rifoliata_00345_mRNA_6.1
GFO048066 0 0 1 Hypothetical protein (1) - P_ifoliata_00345_mRNA_5.1
GFO048065 0 0 1 Hypothetical protein (1) - P_sifoliata_00345_mRNA_26.1
GF0045064 0 0 1 Hypothetical protein (1) - P_trifoliata 00345 mRNA 24.1
GFO048063 0 0 1 Hypothetical protein (1) - P_rifoliata_00345_mRNA_2.1
Chromo/chromo shadow domain
[IPRO00953] (1); Chromo domain
Grovss06 0 0  Hypothetieal protein (1) [IPR023780] (1); Chromo domain-like P_trifoliata_00345 mRNA_19.1
[IPRO16197] (1)
GFO048061 0 0 1 Hypothetical protein (1) - P_ifoliata_00345_mRNA_17.1
GFO048060 0 0 1 Hypothetical protcin (1) - P_usifoliata_00345_mRNA_13.1
oxidation-reduction process
[GO:00551 14 biologieal_process] (1);
oxidoreductase activity [GO:0016491  Ribonucleotide reductase-related
malecular_fncton] (1) eybfocyt-  (IPROIZ3AS] (1) Fertnlike
Stearoyl-acyl carrir protein desaturase se superfamily [IPR0090TS] (1); Fatty acid _
GF0048059 0 0 Ty [GO:0045300 mnleculal f\menonl (1) desaturase, type 2 [IPRO0S067] (1); P_trifoliata_00345 mRNA_I1.1
faty acid biosynthetic process Stearoyl-ACP desaturase, conserved site
GO000663 ilogcal process (1) [IPROOSHO3] (1)
faty acid metabolic
1G0:0006631 ool process (1)
GFO048058 0 0 1 Hypothetical protein (1) - P_rifoliata_00344_mRNA_7.1
GFO048057 0 0 1 Hypothetical protein (1) Pentatricopeptide repeat (IPRO02SSS] (1) - P_ifoliata_00344_mRNA_30.1
GFO048056 0 0 1 Hypothetical protcin (1) - P_sifoliata_00344_mRNA_29.1
GF0045055 0 0 1 Hypothetical protein (1) Pentatricopeptide repeat [IPRO028SS] (1) - P_trifoliata 00344 mRNA 28.1
GFO048054 0 0 1 Hypothetical protein (1) - P_rifoliata_00344_mRNA 2.1
nucleic acid binding [GO:0003676  Purple acid phosphatase-like, N-terminal
molccular_function] (1: protein [IPRO08963] (1); Calcincurin-like
dimerization activity [GO:0046983  phosphoesterase domain, apaH type.
molecular_function] (1) acid [IPRO04843] (1); HAT, C-terminal
. el protein phosphatase activity [GO:0003993  dimerisation domain [IPR008906] (1); folats .
GF0048053 0 0 1 Hypothetical protein (1) molecular. f\mclmn](l), hydrolase Metallo-dependent phosphatase-like P_trifoliata_00344_ mRNA_16.1
activity [GO:001678 [IPR029052] (1); Purple acid
molccular_function] UL metalion  phosphatase, N-terminal [IPRO15914]
binding [GO:0046872 (1); Ribonuclease H-like domain
molecular_function] (1) [IPRO12337) (1)
GFO048052 0 0 1 Hypothetical protein (1) - P_usifoliata_00344_mRNA_13.1
GF0048051 0 0 1 Hypothetical protein (1) - P_urifoliata_00344_ mRNA_1.1
GFO048050 0 0 1 Hypothetical protein (1) - P_rifoliata_00343_ mRNA_5.1
hydrolase activity, hydrolyzing O- Glycoside hydrolase family 1
slycosyl compounds [GO:0004553  [IPR00I360] (1); Glycoside hydrolase,
GFO048049 0 0 1 Hypothetical protein (1) ol fnction (1: byt catbic domia (PROLSTSI) 1 P_ifoliata_00343_ mRNA 3.1
abolic process [GO:000 Gilyeoside hydrolase superfamily
bxoloycal Lprocess] (1) [IPRO17853] (1)
clectron transport chain [GO:0022900
biological process] (1): iron-sulfur  Ferredoxin [2Fe-2S] (1); 2Fe-2§
cluster binding [GO:0051536 ferredoxin,iron-sulphur binding sitc
molecular_function] (1); electron carrier [IPROG0SS] (1); 2Fe-2S ferredoxin-type . )
GFO048048 0 0 1 Ferredoxin (1) i [GO0000085 el i domais IR0 * P_sifoliata_00343_mRNA_29.1
molecular_function] (1: 2 ron, 2 sulfur ~(1); Beta-grasp domain [IPRO12675] (1);
cluster binding [GO:0051537 plant [IPR010241] (1)
molecular_function] (1)
GFO048047 0 0 1 Hypothetical protein (1) - P_rifoliata_00343_mRNA_22.1
GFO048046 0 0 1 Hypothetical protein (1) - P_ifoliata_00343_ mRNA 2.1
GFO048045 0 0 1 Hypothetical protein (1) - P_sifoliata_00343_mRNA_13.1
GF0045044 0 0 1 Hypothetical protein (1) - P_trifoliata 00343 mRNA_12.1
GFO048043 0 0 1 Hypothetical protein (1) - P_rifoliata_00343_mRNA_11.1
GFO048042 0 0 1 Hypothetical protein (1) - P_ifoliata_00343_ mRNA_10.1
peroxisome fission [GO:0016559
Peroxisomal biogenesis factor 11 family ~biological process] (1): integral Peroxisomal biogenesis factor 11 .
Grovssor 0 o ! protein (1) component of peroxisomal membrane  (IPRO0S733] (1) - P_trifoliata 00343 mRNA_L1
[GO:0005779 cellular_component] (1)
transmembrane transporter activity
7
e L L R —.
1Gor001600 welar component] (1y;  IPRO0S829] (1) Major fcilitor
GF0045040 0 0 1 Hypothetical protein (1) rammenbrane ramapon [CO0055085 _ Superfamily domain [IPRO20846] (1): - P_trifoliata 00342 mRNA L1
Major faciliator, sugar transporter-like
biological process] (1): wansporer 1 0
activity [GO:0005215
molecular_function] (1)
nucleic acid binding [GO:0003676
GFO048039 0 0 1 Hypothetical protein (1) molecular_function] (1: zinc fon binding Zine finger, CCHC-type [IPRO0ISTS] (1) - P_rifoliata_00341_mRNA_7.1
[GO:0008270 molceular_function] (1)
GPl-anchor transamidasé complex
[GO032763clllr componen) 1
GPLanchor transamidase activit
160000392 (r:\s:e::l:r f‘unclrxo!n! D GPranchor tansamidase e IPRO28361)
GF0048038 0 0 1 GPl-anchor transamidase (1) achment of o protel (1); Peptidase C13, leg - P_trifoliata_00341_mRNA_3.1
1GO:0016255 biologieal process] (1): (1) O
proteolysis [GO:0006508
biological_process] (1); peptidase:
activity [GO:
molecular funetion] (1)
RNA binding [GO:0003723
GF0048037 0 0 1 Hypothetical protein (1) :?::f“'“’ function] (1): ibonuclease T2 oo ctease T2-like [IPROOISGS] (1) - P_trifoliata_00341_mRNA 28.1
molecular_function] (1)
GFO048036 0 0 1 Hypothetical protein (1) - P_rifoliata_00341_mRNA_27.1
Reverse transcriptase domain
GFO048035 0 0 1 Hypothetical protein (1) [IPRO00477] (1) ) P_rifoliata_00341_mRNA_24.1
GF0045034 0 0 1 Hypothetical protein (1) - P_trifoliata 00341 mRNA 23.1
NB-ARC [IPRO02182] (1); P-loop
containing nucleoside triphosphate
GFO048033 0 0 j Putative disease resistance gene NBS- - ADP binding [G0:0043531 hycolase IPRO27417) 1 Lowine rich - P_rifoliata_00341_mRNA_22.1
LRR family protein (1) molecular_function] (1)
repeat domai, L dor
[IPRO32675] (1)
' P-loop containing nucleoside
GF0045032 0 0 1 Hypothetical protein (1) :3‘;”‘;““}g,[ﬁ$,3°4]3‘53‘ triphosphate hydrolase [IPRO27417] (1); - P_trifoliata 00341 mRNA 211
ular_function] NB-ARC [IPRO02182] (1)
Leucine-rich repeat domain, L domain-
' like [IPR032675] (1); NB-ARC
GFRO048031 0 0 1 Putative discase resistance RGAI (1) D Pinding [GO:0043531 [IPRO02182] (1); P-loop containing - P_trifoliata 00341 mRNA 20.1
molecular_function] (1)
nucleoside triphosphate hydrolase
[IPRO27417) (1)
GF0045030 0 0 1 Hypothetical protein (1) - P_urifoliata_00341_mRNA_19.1
GFO048029 0 0 1 Hypothetical protein (1) - P_rifoliata_00341_mRNA_18.1
Leucine-rich repeat domain, L domain-
5 .
GFO048028 0 0 1 Hypothetical protein (1) e LPROS6TS] (1) P_rifoliata_00341_mRNA_15.1
GF0045027 0 0 1 Hypothetical protein (1) - P_urifoliata_00341_mRNA_14.1
. zinc ion binding [GO:0008270 .
GF0045026 0 0 1 Hypothetical protein (1) movceuta funeion] (1) Zinc finger, GRF-type [IPROI0666] (1) - P_trifoliata 00340 mRNA 4.1
GFO048025 0 0 1 Hypothetical protcin (1) - P_usifoliata_00340_mRNA_12.1
GF0045024 0 0 1 Hypothetical protein (1) - P_urifoliata 00340 mRNA_1.1
GFO048023 0 0 1 Hypothetical protein (1) - P_rifoliata_00339_mRNA_4.1
Pyridoxal phosphate-dependent
GFO048022 0 0 1 Hypothetical protein (1) transferase [IPR015424] (1) ) P_ifoliata_00339_mRNA_36.1
GFO048021 0 0 1 Hypothetical protein (1) - P_trifoliata 00339 mRNA 35.1
GFO048020 0 0 1 Hypothetical protein (1) - P_ifoliata_00339_mRNA_33.1
GFO048019 0 0 1 Hypotherical protein (1) - P_ifoliata_00339_mRNA_32.1
GFO048018 0 0 1 Hypothetical protcin (1) - P_sifoliata_00339_mRNA_30.1
GF0045017 0 0 1 Hypothetical protein (1) - P_trifoliata 00339 mRNA 23.1
GFO048016 0 0 1 Hypothetical protein (1) - P_ifoliata_00339_mRNA_22.1
GFRO048015 0 0 1 Hypothetical protein (1) Isyl-like splicing [IPR009360] (1) - P_ifoliata_00339_mRNA_20.1
GFO048014 0 0 1 Hypothetical protcin (1) - P_sifoliata_00339_mRNA_18.1
Leucine-rich repeat domain, L domain-
like [IPR032675] (1); Leucine-rich
[ N B | Disease resistance family protein / LR protein binding [GO:000515 rspat typial subipe IPROOISOL] (1) _ P wioline 00339 mRNA 17.1
family protcin, putative (1) molecular_function] (1) Leucine-rich repeat-containing N-
{erminal,plant ype [IPRO13210] (1)
Leucine-rich repeat [IPROO1611] (1)
GFO048012 0 0 1 Hypothetical protein (1) - P_rifoliata_00339_mRNA_15.1
GFRO048011 0 0 1 Hypothetical protein (1) - P_ifoliata_00339_mRNA_L1
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GFO048010 0 0 1 Hypothetial protein (1) - P_trifoliata 00338 mRNA 6.1
GFO048009 0 0 1 Hypothetical protein (1) Timeless protein [IPRO0GS06] (1) - P_tifolata_00338 mRNA_39.1
magnesium ion binding [GO:0000287
molsclr, incton] (1 i actvityPyvate s, el IPROIS93 1
[GO:0003824 molecular_function] (1 s, beta-barrel insert
otmtum o bing (GORI%S ama [mun 5806] (1): Pyruvate
GFO048008 0 0 1 Pyruvate kinase (1) molecular_function] (1); pyruvate kinase. Kinase [IPRO0I697] (1); Pyruvate kinase P_trifoliata 00338 mRNA 38.1
activity [GO:0004743 like, insert domain [IPROI 1037 (1);
mollr. fncton] (1) ol P Phosphostlpori e
process [GO:00060 like domain [IPRO1S813] (1)
bitogen poce] (1)
zinc ion binding [GO:0008270
GFO045007 0 0 1 Salt toerance protein (1) molecular_function] (1): intracellular  B-box-type zine finger [IPROO3IS] (1) - P_tifolata_00338 mRNA_35.1
[G0:0003622 cellula_component] (1)
GFO048006 0 0 1 Hypothetical protein (1) - P_ifoliata_00338_ mRNA_23.1
GFO048005 0 0 1 Hyporthetical protein (1) - P_uifolata_00338_mRNA_19.1
amino acid transmembrane transport
(60000333 bl proces 17
membrane [GO: Amino acid/polyamine transporter . )
GFO048004 0 0 1 Amino acid carrier 2 (1) et (b aminoacid [1pRo0s3901 1y - P_uifolata_00338_mRNA_12.1
{ransmembrane transporter actvity
[GO:0015171 molecular_function] (1)
Tsopericilin N synthase-like )
GFO048003 0 0 1 Hypotheticalprotein (1) e 17 - P_uifolata_00338_ mRNA_L1
GFO048002 0 0 1 Hyporthetical protein (1) - P_uifolata_00337_mRNA_29.1
iron fon binding [G0:0005506
molccular_function] (1; heme binding
[GO:0020037 molecular_funcion] (1):
oxidation-reduction process
GFO048001 0 0 1 Ent-kaurene oxidase family protein (1) [GO:0055114 biological_process] (1);  Cytochrome P450 [IPROOI128] (1) - P_ifoliata_00337_mRNA_23.1
oxidoreductase actvity, acting on pair
donors,withcaportionarredacion
of molecular oxygen [GO:0016
molecular_function] (1)
iron fon binding [GO:0005506
molccular_function] (1; heme binding
[GO:0020037 molecular_funcion] (1):
oxidation-reduction process Cytochrome P4S0 [IPROOI128] (1);
GFO048000 0 0 1 Hypothetical protein (1) [GO:0055114 biological_process] (1);  Cylochrome P450, conserved site - P_tifolata_00337_mRNA_22.1
oxidoreductase activity, acting on paircd [IPRO17972] (1)
donors,with incorporation or reduction
of molecular oxygen [GO:0016705
molecular_function] (1)
GF0047999 0 0 1 Hypothetical protein (1) ‘CI')‘"' ferotonase-like domain [IPR029045) P._trifoliata_00336_mRNA_8.1
ammonium transport [GO:0015696
biological_process] (1) membranc
[GO:0016020 cellular_component] (1);  Ammoniumurea transporter
ammonium transmembranc transport (IPR029020] (1); Ammonium ransporter _
GFO047998 0 0 1 Ammonium transporter (1) e e e don IRt P_uifolata_00336_mRNA_7.1
ammonium transmembrane transporter  Ammoniurm transporter [IPRO0I905] (1)
activity [GO:0008519
molccular_function] (1)
GF0047997 0 0 1 Hypothetical protein (1) - P_trifoliata_00336_mRNA 31.1
GF0047996 0 0 1 Hypothetical protein (1) - P_ifoliata_00336_mRNA 3.1
GFO047995 0 0 1 Hypothetical protein (1) - P_uifolata_00336_mRNA_29.1
GFO047994 0 0 1 Hypothetical protein (1) - P_uifolata_00336_mRNA_27.1
Glutathione Stransferase, C-terminal-
. s el altathione S-transforas protein binding [GO:0005515 e LIPROLOSET) 1 GlustioneS- I .
GFO047993 0 0 1 Ta class shathione Sransferase (1) 710 OO O e Nebstoat (RO I015) (1 P_trifoliata 00336 mRNA 26.1
Thorstoie ke ol TFRO1Z330
GF0047992 0 0 1 LDLR chaperone MESD (1) - P_tifoliata_00336_mRNA 20.1
GF0047991 0 0 1 Hypothetical protein (1) - P_ifoliata_00336_mRNA 2.1
GFO047990 0 0 1 Hyporthetical protein (1) - P_uifolata_00336_mRNA_19.1
crbohydrate metbolic process Glyeoside hydrolase, catalytic domain
GF0047989 0 0 1 Hypothetical protein (1) 1600003975 bitosical macess) (1 [PROIS7SI] (1): Gyeoside hydrolase - P._trifoliata_00336_mRNA_16.1
el superfamily [IPRO17853] (1)
GFO047988 0 0 1 Hypothetical protein (1) - P_uifolata_00336_mRNA_I5.1
GFO047987 0 0 1 Hypothetical protein (1) - P_uifolata_00336_mRNA_13.1
GFO047986 0 0 1 Hypothetical protein (1) - P_trifoliata 00336 mRNA._12.1
GF0047985 0 0 1 Hypothetical protein (1) - P_ifoliata_00336_mRNA_10.1
GFO047984 0 0 1 Hypothetical protein (1) - P_uifolata_00335_mRNA 0.1
GFO047983 0 0 1 Hypotheticalprotein (1) - P_uifolata_00335_mRNA_22.1
GFO047982 0 0 1 Hypothetical protein (1) - P_trifoliata 00335 mRNA 2.1
GFO0479581 0 0 1 Hypothetical protein (1) - P_ifoliata_00335_mRNA_I5.1
GFO047980 0 0 1 Hyporthetical protein (1) - P_uifolata_00334_mRNA 0.1
GFO047979 0 0 1 Hypothetical protein (1) - P_uifolata_00334_mRNA_26.1
GFO047978 0 0 1 Hypothetical protein (1) - P_trifoliata 00334 mRNA 20.1
Elongator complex protein 4
Elongator complex protcin 4 soform 2 Elongator holoenzyme complex [IPROOS728] (1); P-loop containing
. 33 .
GrovsToT 0 0 ) [GO:0033588 cellular_component] (1) nucleoside triphosphate hydrolase P_trifoliata_00334 mRNA._2.1
[IPRO27417) (1)
GF0047976 0 0 1 Hypothetical protein (1) - P_ifoliata_00334_ mRNA_17.1
GFO047975 0 0 1 Hypothetical protein (1) - P_uifolata_00334_mRNA_16.1
GFO047974 0 0 1 Hypotheticalprotein (1) - P_uifolata_00334 mRNA_10.1
GF0047973 0 0 1 Hypothetical protein (1) - P_trifoliata 00334 mRNA_L1
carbohydrate metaboli process Glyeoside hydrolase, family 28
[GO:0003975 biological process] (1): ~ [IPRO00743] (1): Pectin Iyase fold
5% .
GFO047972 0 0 1 Hypothetical proten (1) polygalacturonase activity [GO:0004650 [IPRO12334] (1): Pectin lyase P_tifolata_00333_mRNA 8.1
molecular_function] (1) foldvirulence factor [IPRO11050] (1)
GF0047971 0 0 1 Hypothetical protein (1) - P_ifoliata_00333_mRNA_S.1
GFO047970 0 0 1 Hypothetical protein (1) - P_uifolata_00333_mRNA_32.1
GFO047969 0 0 1 Hypotheticalprotein (1) - P_uifolata_00333_mRNA_30.1
GF0047968 0 0 1 Hypothetical protein (1) - P_trifoliata 00333 mRNA L1
GF0047967 0 0 1 Hypothetical protein (1) - P_tifoliata_00332_mRNA_0.1
GFO047966 0 0 1 Hypothetical protein (1) - P_uifolata_00332_mRNA_7.1
GFO047965 0 0 1 Hypothetical protein (1) Viral movement protein [IPRO28919] (1) - P_uifoliata 00332 mRNA 5.1
 Cytokinin rboside 5-monophosphate . ;
GFO047964 0 0 [ LOG fumily [IPRO31100] (1) - P_uifolata_00332_ mRNA 4.1
GFO047963 0 0 1 Hypothetical protein (1) - P_uifolata 00332 mRNA 2.1
GFO047962 0 0 1 Hypothetical protein (1) - 00332 mRNA_17.1
GFO047961 0 0 1 Hypothetical protein (1) - P_trifoliata 00332 mRNA_15.1
Cytokinin riboside S-monophosphate
GF0047960 0 0 1 Hypothetical protein (1) phosphoribohydrolase LOG [TPR005269] - P_trifoliata 00332 mRNA._14.1
(1): LOG family [IPRO31100] (1)
GF0047959 0 0 1 Hypothetical protein (1) - P_trifoliata 00332 mRNA_13.1
GF0047958 0 0 1 Hypothetical protein (1) - P_tifoliata_00332_mRNA_I1.1
GFO047957 0 0 1 Hypothetical protein (1) - P_uifolata_00331_mRNA 0.1
GFO047956 0 0 1 Hypotheticalprotein (1) - P_uifoliata_00331_mRNA_§.1
GF0047955 0 0 1 Hypothetical protein (1) - P_trifoliata 00331 mRNA 34.1
eysteine-type peptidase activity
[GO:0008234 molecular_function] (1 Ulpl protease family, C-erminal
33 .
GFO047954 0 0 1 Hypothetical protin (1) proteolysis [GO0006508 catalytic domain [IPRO03653] (1) P_tifolata_00331_mRNA 31.1
biological_process] (1)
nserse vy, g syl Tt 1PROOYAD1 1)
GF0047953 0 0 1 Acylsugar acyltransferase 2 (1) aroups other than amino-acyl groups amphenicol acetyltransferase-like - P_trifoliata 00331 mRNA 30.1
0016747 moloou. s (1) domam 1PRO3213
G Ankyrin repeat-containing domain
GF0047952 0 0 1 Hypothetical protein (1) I"“"o’l‘:'l‘”';'r““x";‘;‘l;’g (010‘055'5 [IPRO20683] (1); Ankyrin repeat B P._trifoliata_00331_mRNA_23.1
- [IPRO02110] (1)
Reverse transeriptase domain
GFO047951 0 0 1 Hypothetical protea (1) i - P_uifoliata_00331_mRNA_13.1
GF0047950 0 0 1 Hypothetical protein (1) - P_ifoliata_00331_mRNA_I2.1
GFO047949 0 0 1 Hypothetical protea (1) - P_uifolata_00330_mRNA 4.1
GFO047948 0 0 1 Hypothetical protein (1) - P_uifoliata_00330_mRNA 3.1
AIG1-type guanine nucleotide-binding
GF0047947 0 0 1 Protein AIGI (1) GTP binding [GO:0003525 (G) domain [TPROD6705) (1); P-loop P_tifoliata 00330 mRNA 23.1
molccular_function] (1) containing nuclcosid triphosphate
hydrolase [IPR027417] (1)
GF0047946 0 0 1 Hypothetical protein (1) - P_trifoliata_00330_ mRNA 2.1
GFO047945 0 0 1 Hypothetical protein (1) - P_tifolata_00330_mRNA_I4.1
GFO047944 0 0 1 Hypothetical protein (1) - P_uifolata_00330_mRNA_13.1
GFO047943 0 0 Pl Phloem protein 2-ike [IPRO25886] (1) - P_uifolata_00330_mRNA_12.1
GFO047942 0 0 1 Protein YIPF (1) membrane [GO:0016020 Yipl domain [IPRO06977] (1) B P._trfoliata_00330_mRNA_10.1
cellula_component] (1)
Tron hydrogenase, large subunit, C-
terminal [IPRO04108] (1) Tron
GFO047941 0 0 1 Hypotheical protein (1) hydrogenase [IPRO09OIE] (1) lron - P_tifoliata_00329_mRNA_24.1
hydrogenase, small subunit [IPR003149]
I0)
GFO047940 0 0 1 Hypothetical protein (1) - P_uifolata_00329_mRNA 22.1
GFO047930 0 0 1 Hypothetical protein (1) - P_uifolata_00329_mRNA 21.1
GF0047938 0 0 1 Hypothetical protein (1) - P_trifoliata 00329 mRNA 2.1
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Groos7 0 o pE— ol o] (1)<t 0] (1 At v P il 00529 mRNA_171
d biosynthetic process [G 2 conserved site [IPRO18042] (1)
biolagical_process] (1)
amino acid binding [GO:0016597
molecular_function] (1); oxidoreductase
16491 Aspartate/homoserine dehydrogenase,
NAD-binding [IPRO0S106] (1); ACT
reduction process [GO:0055 114 domain [IPR002912] (1); NAD(P)-
GFO047936 0 0 1 Aspartate kinase (1) biological_process] (1): cellular amino.  binding domain (IPR016040] (1): P_trifoliata_00329_mRNA_16.1
acid metabolic process [GO:0006520  Homoserine dehydrogenase, catalytic
biological_process] (1); metabolic [IPRODI342] (1): GATS ke ACT
process [GO:0008152 domain [IPRO27795] (1)
biological_process] (1): NADP binding
[GO:0050661 molecular_function) (1)
GF0047935 0 0 1 Hypotheical protein (1) P_tifoliata_00329_mRNA_15.1
protein binding [GO:0005515
. molecular_function] (1: signal Toll/nterleukin-1 receptor homology §
GFO047934 0 0 1TMV resistance protcin N (1) o TGOt PR o iomoom oy o P_trifoliata_00329_mRNA_14.1
biological process] (1)
oxidoreductase activty [GO:0016491  NAD(P)-binding domain [IPRO16040]
molecular_function] (1); oxidation- (1); GroES-ike [IPRO11032] (1);
GFO047933 0 0 ::z':ﬂ:‘:‘;fz"f;“‘ alkenal double bond - ion process (GO:0035114 Alcohol dehydrogenase, C-terminal P._trifoliata_00328 mRNA_6.1
biological_process] (1): zinc ion binding [IPRO13149] (1); Alcohol dehydrogenase
[GO:0008270 molecular_function] (1) superfarily, zinc-type [IPR00208S] (1)
ransferase activity [GO:0016740
molecular_function] (1); structural
constiuentof ibosome [GO00SIS o o
"‘°'“‘:’?(’]fé““]‘;:“;’;‘]3:”' large ribosomal 152 089911 (1); Ribosomal protein L2,
cluar component] (1 raslaion  J0main 3 IPROMT26] (1; Ribosomal
GF0047932 0 0 1 Hypotheical protein (1) compos ; trans protein L2 (IPRO02171] (1): Ribosomal P_tifoliata_00328 mRNA 4.1
[GO:0006412 biological process] (15 D0 T i (1
intracellular [GO:0005622 m g
cellular_component] (1); ribosome Ribosomal protein L2,
TCOH000581 et dompenem] (1y;  Bacterialorganela-ype [IPROOSSS0] (1)
RNA binding [GO:0003723
molecular_function] (1)
GFO047931 0 0 1 Hypotheical protein (1) Viral movement protcin [IPR028919] (1) P_tifoliata_00328 mRNA_34.1
GFO047930 0 0 1 Hypothetical protein (1) P_trifoliata_00328_mRNA_33.1
. ’ Glycoside hydrolase, family 28
”“‘f“'?““;"““{‘“ ’f;‘]‘"’ [Th“g‘“fs" [1PRO00743] (1): Parallel beta-helix
- 0 0 | ) ol cton] (5 b 1oL ) (1) P e p——
el foldvirulence factor [IPROT1050] (1):
ological_process] Pectin lyase fold [IPRO12334] (1)
GFO047928 0 0 1 Hypothetical protein (1) P_urifoliata 00328 mRNA 3.1
GFO047927 0 0 1 Hypothetical protein (1) P_rifoliata_00328_mRNA_29.1
Reverse transeriptase, RNA-dependent
5 .
GFO047926 0 0 1 Hypothetical protein (1) DNA polymerste (PROT3103] (1) P_rifoliata_00328 mRNA_27.1
GFO047925 0 0 1 Hypothetical protein (1) P_urifoliata 00328 mRNA 26.1
GFO047924 0 0 1 Hypothetical protein (1) P_ifoliata_00328_ mRNA_25.1
carbohydrate metabolic process Glycoside hydrolase, family 28
[GO:0005975 biological process] (1):  [IPRO00T43] (1); Pectin yase fold
GF0047923 0 0 1 Polygalacturonase, family GH2S (1) L0 ity [GO-0004650 [IPRO12334] (1 Pectn lyase P_trifoliata_00328 mRNA_22.1
molecular_function] (1) fold/viulence factor [IPROT1050] (1)
GF0047922 0 0 1 Hypotheical protein (1) P_trifoliata_00328 mRNA_21.1
protein kinase actvity [GO:0004672  Protein kinase domain (IPRO00T19] (1:
molecular_function] (1): protein Protein kinase-like domain [IPRO11009]
GFO047921 0 0 1 Hypothetical protein (1) phosphorylation [GO:0006468 (1); Concanavalin Alike lectin/glucanase P_usifoliata_00328_ mRNA_18.1
biological_process] (1); ATP binding  domain [IPRO13320] (1); Grk2-
[GO:0005524 molecular_function] (1) homologous domain [IPR002902] (1)
’ protein binding [GO:0005515 WDA40/YVIN repeat-like-containing
GF0047920 0 0 1 Aminoacyl peptidasc-like (1) et fretont 1 o RO (1 P_tifoliata_00328 mRNA_I4.1
. Domain of unknown function DUF4283
GFO047919 0 0 1 Hypothetical protein (1) Dbrossessy P_urifoliata 00328 mRNA_12.1
| RNAdirected DNA polymerase Endonucleascexonuclease/phosphatase
GFO047918 0 0 (Bt Lkoos1sercn P_tifoliata_00328 mRNA_I1.1
GFO047917 0 0 1 Hypothetical protein (1) P_rifoliata_00328 mRNA_1.1
GF0047916 0 0 1 Hypotheical protein (1) P_tifoliata_00327_mRNA 8.1
GFO047915 0 0 1 Hypothetical protein (1) P_trifoliata_00327_mRNA_6.1
GFO047914 0 0 1 Hypothetical protein (1) P_urifoliata_00327_mRNA 5.1
GFO047913 0 0 1 Hypothetical protein (1) P_rifoliata_00327_mRNA_22.1
structural constituent of ribosome
[GO:0003735 molecular_function)] (1):
intracellular [GO:0005622
GFO047912 0 0 1 Polyubiquitn (1) cellular_component] (1); translation  Ribosomal protein S30 (IPRO0G846] (1) - P_urifoliata_00327_mRNA_20.1
[GO:0006412 biological_process] (1)
ibosome [GO:0005840
cellular_component] (1)
GFO047911 0 0 1 Hypothetical protein (1) P_urifoliata_00327_mRNA 2.1
GFO047910 0 0 1 Hypothetical protein (1) P_ifoliata_00327_mRNA_16.1
GF0047909 0 0 1 Hypotheical protein (1) P_tifoliata_00327_mRNA_13.1
GFO047908 0 0 1 Hypothetical protein (1) g
GFO047907 0 0 1 Hypothetical protein (1) P_urifoliata_00326_mRNA_44.1
GFO047906 0 0 1 Hypothetical protein (1) P_rifoliata_00326_mRNA_36.1
Protcin of unknown function DUF247.
3 5 .
GFO047905 0 0 1 Hypothetical protein (1) S [PRO0A1S8] (1) P_rifoliata_00326_mRNA_35.1
GFO047904 0 0 1 Hypothetical protein (1) P_urifoliata_00326_mRNA_10.1
proteolysis [GO:0006508 ﬁ“l:;f‘z‘z‘c“‘f::fy"‘"““ [IPRO21109]
biological_process] (1): aspartc-type
3 33 - 5 .
GFO04790; 0 0 1 Hypothetical protein (1) endomeptidhes acivy [Cor0004150 lrlax;r;r; [‘LZ':A‘:II /‘\]s(p‘a:'slc pepudas: Al P_rifoliata_00326_mRNA_1.1
molecular_function] (1) inhibitor, N-terminal nw{oszxml 0}
GFO047902 0 0 1 Hypothetical protein (1) P_rifoliata_00325_mRNA_8.1
508 ribosomal protein L30c-lke
GF0047901 0 0 1 Hypothetical protein (1) (pROz0H () P_ifoliata_00325_mRNA_47.1
GFO047900 0 0 1 Hypothetical protein (1) P_urifoliata_00325_mRNA 45.1
508 ribosoma protein L30e-ike
[IPRO29064] (1): Ribosomal protein
GF0047899 0 0 1 Hypothetical protein (1) L7Ae/L30¢/S12¢/Gadd45 [IPRO04038] ~ P_ifoliata_00325_mRNA_43.1
m
GF0047898 0 0 1 Hypothetical protein (1) P_ifoliata_00325_mRNA_40.1
beta WD-40 repeat
um(nzmm (1) WDHOYVTN repeat-
protein binding [GO:0005515 like-containing domain [IPRO1943] (1):
s
GF0047897 0 0 1 Protein SEC13 like (1) Tcleeuln funsion] (1) Wit repest (PRODIGH0] (); WDAD- P_tifoliata_00325_mRNA_35.1
repeat-containing domain [IPRO17986]
0}
Concanavalin A-like lectin/ghucanase
domain [IPRO13320] (1); Leucine-rich
repeat, typical subtype (IPR003591] (1);
Protein kinase-like domain [IPRO1 1009]
(1); Leucine-rich repeat domain, L
:°I‘°’"Il1‘r"‘:.“"‘gllluz‘?°°5:ﬁ binding _ domain-like [IPRO32675] (1: Protein
o ecular._functio ' Yinase domain [IPRO00719] (1); Serine-
LR ecepor e Krse il provin(C00S524 ol uncton) (1) dremis o
GFO047896 0 0 1 LR receptor-ike kinase family protein o cin phosphorytation [GO:00064 reonineltyrosine protein kinase P_urifoliata_00325_mRNA_33.1
0 c domain [IPRO01245] (1):
biolagical_process] (1): protein e oo ROl 1)
I“:;‘I‘c’c':lii";“"“‘i"m:ﬁ Y Serinefthreonine/dual specificity protein
& Kinase, catalytic domain [IPR002290]
(1): Protein kinase, ATP binding sitc
[IPROI7441] (1); Serine/threonine-
protein kinase, active site (IPR00S271]
0
heme binding [GO:0020037
molecular_function] (1); response o Plant peroxidase [PRO00S23] (1);
oxidative stress [GO:0006979 Peroxidases heam-ligand binding stc
. biological process] (1); peroxidase  [IPRO19793] (1); Peroxidase, active site § .
GFO047895 0 0 1 Peroxidase 5 (1) R HPROo7o8 by Heom s s 1€« P_trifoliata_00325_mRNA_32.1
molceular_function] (1); oxidation-  plant/fungal/bacterial [IPR002016] (1);
reduction process [GO:0055 114 Haem peroxidase [IPRO10255] (1)
biological process] (1)
GFO047894 0 0 1 Hypothetical protein (1) P_ifoliata_00325_mRNA_28.1
GF0047893 0 0 1 Hypotheical protein (1) P_trifoliata_00325_mRNA_27.1
GFO047892 0 0 1 Hypothetical protein (1) P_trifoliata_00325_mRNA_22.1
. Ribonuclease H-like domai
GF0047891 0 0 1 Hypothetical protein (1) ::‘o‘l‘;';]::"‘ﬁ:’;'t‘::;&] l((]"“ 0003676 [IPRO12337] (1; Bulb-type lectin P._trifoliata_00325_mRNA_20.1
& domain [IPROD1480] (1)
PAN/Apple domain [IPR003609] (1):
T recognition of pollen [GO:0048544  Bulb-type lectin domain [IPRO01480] .
GFO047890 0 0 1 Scereted glycoprotcin 1 (1) e 1) e domain P_trifoliata_00325_mRNA_19.1
[IPRO00SSS] (1)

GFO047889 0 0 1 Hypothetical protein (1) P_trifoliata_00325_mRNA_14.1
GFO047888 0 0 1 Hypothetical protein (1) P_urifoliata_00325_mRNA_11.1
DNA integration [GO:0015074 Ribonuclesse Hike domin
GF0047887 0 0 1 Hypothetical protein (1) :::xf‘“?:;g’:aﬁg; ;“ nucleieacid  11pr012337] (1); Integrase, catalytic P_trifoliata_00325_mRNA_10.1
s core [IPROO1S84] (1)

molecular_function] (1)
GFRO047886 0 0 1 Hypothetical protein (1) P_rifoliata_00324_mRNA_5.1
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Cupredoxin (IPRO08972] (1): Blue (1ype
. vieyanin clectron carrier activity [GO:0009055 1) copper protein, binding site ol .
GFO047885 0 0 1 Mavicyanin (1) molecular_function] (1) [IPRO28871] (1; Phytocyanin domain P_trifoliata 00324 mRNA 4.1
[IPRO03245] (1)
GFO047S84 0 0 1 Hypothetical protein (1) - P_trifoliata 00324 mRNA 37.1
. 28 kDa heat-and acid-stable Cascin kinase substrate, phosphoprotein
GFO47883 0 0 [y et P_trifoliata 00324 mRNA 2.2
signal transduction [GO:0007165
biolagical_process] (1): intracellular
protein transport [GO:0006886
biological_process] (1); GTP binding  Small GTPase superfamily. Rho type
[GO:0005525 molecular_function] (1): ~ (IPR003S7S] (1); Small GTP-binding
intracellular [GO:0005622 protein domain [IPR005225] (1): P-loop
cellular_component] (1): containing nuclcoside triphosphate
. o related rotein nucleocytoplasmic transport hydrolase [IPRO27417) (1) Small ol .
GFO047882 0 0 1 Ras-related protein RABAI (1) O el (1 P camentsy (IPRODLS06) (1) P_trifoliata 00324 mRNA 26.1
small GTPase mediated signal Ran GTPae IPRO02041)(1: Sl
transduction [GO:0007264 s sy, R e
biolagical_process] (1): membranc RO Rpp1 (Sl G
[GO-0016020 cellar component] (1 supeamil, Ra type [IPRO20819] (1
protein transport [GO:001503
biological_process] (1): GTPase activity
[GO:0003924 molecular_function) (1)
pro ity AT, ittt doi
GFO047851 0 0 1 Hypotheical protein (1) - " [IPRO0S906] (1); Ribonuclease Helike - P_tifoliata_00324_ mRNA_24.1
nucleic acid binding [GO:0003676
! domain [IPROI2337] (1)
molecular_function] (1)
GFO047850 0 0 1 Hypotheical protein (1) - P_tifoliata_00324_ mRNA_23.1
Retrotransposon gag domain .
GF0047879 0 0 1 Hypotheical protein (1) frr P_tifoliata_00324_ mRNA_19.1
GFO047878 0 0 1 Hypothetical protein (1) - P_ifoliata_00324_ mRNA_17.1
GF0047877 0 0 1 Hypotheical protein (1) - P_tifoliata_00324_ mRNA_16.1
zinc fon binding [GO:0008270
2 - s
GFO047876 0 0 1 Hypotheical protein (1) e Zinc finger, GRF-type [IPRO10666] (1) P_tifoliata_00324_ mRNA_15.1
GFO047875 0 0 1 Hypothetical protein (1) - P_ifoliata_00324_ mRNA_I4.1
GFO047874 0 0 1 Hypotheical protein (1) - P_tifoliata_00324_ mRNA_I3.1
GFO047873 0 0 1 Hypothetical protein (1) - P_trifoliata_00324_mRNA_L1
GFO047872 0 0 1 Hypothetical protein (1) - P_trifoliata 00323 mRNA §.1
. el rotein Gag-polypeptide of LTR copia-type ol .
GFO47871 0 0 1 Hypothetical protein (1) s P_trifoliata 00323 mRNA 6.1
GFO047870 0 0 1 Hypothetical protein (1) - P_trifoliata_00323_mRNA_S.1
GF0047869 0 0 1 Hypothetical protein (1) - P_trifoliata 00323 mRNA 4.1
GFO047868 0 0 1 Hypothetical protein (1) - P_tifoliata_00323_mRNA 3.1
GF0047867 0 0 1 Hypotheical protein (1) - P_tifoliata_00323_mRNA_29.1
SGNH hydrolasc-type esterase domain
GF0047866 0 0 1 Hypotheical protein (1) SoRorsory P_tifoliata_00323_mRNA_28.1
GF0047865 0 0 1 Hypothetical protein (1) - P_ifoliata_00323_mRNA_22.1
GF0047864 0 0 1 Hypotheical protein (1) -
GFO047863 0 0 1 Hypothetical protein (1) .
GFO047862 0 0 1 Hypothetical protein (1) - P_trifoliata 00323 mRNA._14.1
GFO047861 0 0 1 Hypothetical protein (1) - P_ifoliata_00323_mRNA_10.1
S aeny L et epeen
[GO:0008168 63] (1: 0-
molccular_function] (1); O- et il 2 1PROOIO77]
it I methyltransferase activity (GO:0008171 (1); Winged helix-turn-helix DNA- )
GFO047860 0 0 1 Caffic acid O-methyliransterase (1) oY EaEine iy (00 g b 153 9] P P_trifoliata_00323_mRNA_L1
dimerization acivity [GO:0046983  methylransferase dim
molecular_function] (1) IPRO12967] (1. O-methylranstrase
COMT-type [IPROI6461] (1)
Helicase, C-terminal (IPRO01650] (1)
ATP-dependent helicase actvity Helicase superfamily 1/2, ATP-binding
[GO000RG2 ol i (1 domin [PRDI401] (1 DNARNA
GFO047859 0 0 s:“::;z;’;::';:}:::z'ﬁ factor ATP- | leic acid binding [GO:0003676 helicase, ATP-dependent, DEAH-box - P._tifoliata_00322_mRNA_43.1
P molecular_function] (1); ATP binding  type, conserved site UPRUUZAM (1) P-
0 lar_function] (1) nucleoside triphosphate
hydrolase [IPR027417] (1)
Receptor, ligand binding region
GFO047858 0 0 1 Hypotheical protein (1) [IPROOIS28] (1): Periplasmic binding - P_tifoliata_00322_ mRNA_42.1
protein-like | IPR028082] (1)
fonotropic glutamate receptor activity  lonotropc glutamate receptor
[GO:0004970 molecular_function] (1): ~ (IPR001320] (1); Solute-binding protcin _
GFO047857 0 0 1 Glutamate recaptor (1) e om0 16030 s 3 Aot oot s P_trifoliata_00322_ mRNA_41.1
cellular_component] (1) [IPRO01638] (1)
GF0047856 0 0 1 Hypothetical protein (1) 5:":‘3:“1‘::1"1“ f "k°J'(°°"“’gl“°'““° P_trifoliata_00322 mRNA 22.1
GFOO47855 0 0 1 Hypothetical protein (1) Pentatricopeptide repeat [IPRO028SS] (1) - P_trifoliata 00322 mRNA_12.1
ransmembranc transport [GO:0055085
bilgial grocss) 1 asportr
actvity [GO:000521
oleoun fncion) ) rsmembrane. Mo faciltor supefanily dorin
transporter activity [GO:0022857 [IPRO20846] (1): Sugar transporte,
. molecular_function] (1); membrane  conserved site [IPR005829] (1):
GFO047854 0 0 1 Hypothetical protein (1) i om0 S g (5 P_trifoliata 00321 mRNA 5.1
integral component of m: (1) Major acilator, sugar ransporter-
[GO-0016021 cllar component] (1 ke [IPRO0S828) (1)
subsrate-specfic transmembrane
transporter activity [GO:0022891
molecular_function] (1)
ransmembrane transporter actvity
! Major faciitator, sugar transporter-like
E::i’ gzif:7n’:\‘:"‘::“;f"wﬁl‘“;‘:“] M3 [1pRO0SS28] (1); Major facilitator
GFO047853 0 0 1 Hypothetical protein (1) o P superfamily domain [IPRO20846] (1); - P_trifoliata_00321_mRNA 4.1
[GO:0016021 cellular_component] (1):
RNA-dependent RNA polymerase,
ransmembrane transport [GO:0055085
mitoviral IPROOS686] (1)
biological_process] (1)
GF0047852 0 0 1 Hypothetical protein (1) - P_ifoliata_00321_mRNA_33.1
GFO047851 0 0 1 Hypotheical protein (1) - P_tifoliata_00321_mRNA_31.1
GFO047850 0 0 1 Hypothetical protein (1) - P i
GF0047849 0 0 1 Hypothetical protein (1) - P_trifoliata 00321 mRNA 22.1
extracellular region [GO:0005576 Expansin, cellulose-binding-like domain
cellular_component] (1): sexual [IPROO7I17] (1): GroES-like
5 .
GFO047848 0 0 1 Hypothetical protein (1) e s LR011032] (1 Mo poten e P_ifoliata_00321_mRNA_17.1
biological_process] (1) Lol pl [IPRO0S795] (1)
Expansin/Lol pl [IPRO0TI1S] (1);
Expansin, cellulose-binding-like domain
[IPROOTI17] (1); Tsopericilin N
extracellular region [GO:0005576 synthase-like [IPR027443] (1); RIpA-like
" celular_component] (1); sexual double-psi beta-barrel domain .
GFO047847 0 0 1 Hypothetical protein (1) A (oR00m008, oy Pt P_trifoliata_00321_mRNA_16.1
biological_process] (1) allergen, DPBB domain IPRO07112]
(1): Non-haem dioxygenase N-terminal
domain [IPRO26992] (1); Major pollen
allergen Lol pl [IPR00S795] (1)
ransmembrane transport [GO:0055085
biolagical_process] (1): integral
] (1) integra Major faciitator, sugar transporter-like
GF0047846 0 0 1 Hypothetical protein (1) component of membrane (GO:0016021 e 56561 (1): Major facilitator - P_uifoliata_00321_mRNA_12.1
celllar_componen] (1) ansmembrane. [P 8O O RS BT
transporter activity [GO:0022857 superfamily domal .
molecular_function] (1)
ke jelly rollfold [IPRO14710]
GFO047845 0 0 1 Hypotheical protein (1) (1): RmIC-ike cupin domain - P_tifoliata_00320_mRNA 8.1
[IPROTI0S1] (1)
GFO047844 0 0 1 Hypotheical protein (1) - P_tifoliata_00320_mRNA_S.1
GFO047843 0 0 1 Hypothetical protein (1) - P_trifoliata_00320_mRNA_35.1
GFO047842 0 0 1 Hypothetical protein (1) - P_trifoliata 00320 mRNA 34.1
NB-ARC [IPRO02182] (1): AAA+
P— ) ) | LRR and NB-ARC domains-conaining AP binding [GO-0043531 ATse domai IPRUISS53 1) Ploop b ol 00320 mRNA 20.1
disease resistance-like protein (1) molecularfunction] (1) ontaining nucleoside triphosphate - 100320 mRNA_20.
s TEROST4VT 1
DNA binding [GO:0003677
molccular_function] (1): egulation of
GF0047840 0 0 1 Hypothetical protein (1) o DNt NAC domain [IPRO03441] (1) - P_ifoliata_00320_mRNA 2.1
[GO:0006355 biological_process] (1)
GF0047839 0 0 1 Hypothetical protein (1) - P_ifoliata_00320_mRNA_19.1
GFO047838 0 0 1 Hypotheical protein (1) - P_tifoliata_00320_mRNA_16.1
Domain of unknown function DUF4283
GFO047837 0 0 1 Hypotheical protein (1) Urrossessr P_tifoliata_00320_ mRNA_13.1
GF0047836 0 0 1 Hypothetical protein (1) - P_ifoliata_00320_mRNA_12.1
GFO047835 0 0 1 Hypotheical protein (1) - P_tifoliata_00320_mRNA_L1
GFO047834 0 0 1 Hypothetical protein (1) - P_trifoliata_00319_mRNA_7.1
enzyme inhibitor actvity [GO:0004857  Pectinesterase inhibitor domain q
GFO047833 0 0 1 Hypothetical protein (1) A Timooeson - P_trifoliata_00319_mRNA_24.1
GFO047832 0 0 1 Hypotheical protein (1) - P_tifoliata_00319_mRNA_22.1
GFO047S31 0 0 1 Hypothetical protein (1) - P_trifoliata_00319_mRNA_2.1
GFO047830 0 0 1 Hypothetical protein (1) - P_tifoliata 00319 mRNA_19.1
GF0047829 0 0 1 Hypothetical protein (1) - P_tifoliata_00319_mRNA_I4.1
GFO047828 0 0 1 Hypotheical protein (1) - P_tifoliata_00319_mRNA_10.1
GFO047827 0 0 1 Hypothetical protein (1) - P_trifoliata_00319_mRNA_L1
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GFO047826 0 0 1 Hypothetical protein (1) [';;";‘;'Z"Szgg‘]“:‘;‘)"““ function DUF4283 P._trifoliata_00318_mRNA_5.1
muleicaeidtinding (COMNT  Rbonuclos ke domai
GFO047825 0 0 1 Hypothetical protein (1) e o Herorasmr ) - P_ifoliata_00318_ mRNA 4.1
GFO047824 0 0 1 Hypothetical protein (1) - P_tifoliata 00318 mRNA 24.1
GFO047823 0 0 1 Hypothetical protein (1) - P_ifoliata_00318 mRNA_23.1
GF0047822 0 0 1 Hypothetical protein (1) ﬁ’;im’;fz"m“) Of LTR copia-type P._trifoliata_00318_mRNA_[9.1
* fineer protein i Zinc finger, TTF-type [IPR00GSS0] (1):
GF0047821 0 0 TTF-type zinc finger profein with HAT Domain of unknown function DUF4371 P_trifoliata_00318 mRNA_I7.1
dimerisation domain (1) LIPRO2$308] (1)
GFO047820 0 0 1 Hypothetical protein (1) - P_trifoliata_00318_ mRNA_I3.1
GFO047819 0 0 1 Hypothetical protein (1) - P_trifoliata 00318 mRNA_11
' P-loop containing nucleoside
GFO047818 0 0 1 Hypothetical protein (1) ! triphosphate hydrolase [IPRO27417] (1); - P_trifoliata 00317 mRNA 7.1
= NB-ARC [IPRO02182] (1)
GFO047817 0 0 1 Hypothetical protein (1) - P_trifoliata 00317 mRNA 3.1
GFO047816 0 0 1 Hypothetical protein (1) - P_ifoliata_00317_mRNA_23.1
GFO047815 0 0 1 Hypotheical protein (1) - P_tifoliata_00317_mRNA_22.1
nucleic acid binding [GO:000: Ribonuclease Helike d
GFO047814 0 0 1 Hypotheical protein (1) et e Hrrorssmy i - P_tifoliata_00317_mRNA_19.1
integral component of men
GOa01608, sehine vomponent 1
transport [GO:0006810
biological_process] (1): ATPase activity.
. B coupled to of ABC transporter type 1, .
GFO04TS13 0 0 1 ABC ransportr B family menber 22 (1) Sopiet 1 FESTETE o o1 1) - P_trifoliata_00317_mRNA_IS.1
olecular function] (1); ransmembrane
ransport [GO:0055085
biological process] (1); ATP binding
[G0:0005524 molecular_function) (1)
GFO047812 0 0 1 Hypotheical protein (1) - P_tifoliata_00317_mRNA_12.1
GFO04TS11 0 0 1 Hypothetical protein (1) - P_trifoliata_00317_mRNA_10.1
GFO047810 0 0 1 Hypothetical protein (1) - P_trifoliata 00316 mRNA 5.1
dephosphorylation [GO:0016311
biolagical_process] (1); protein Protcin-yrosine phosphatase-like
dephosphorylation [GO:0006470 [IPRO29021] (1): Tyrosine specific
ity nhosphatase domain  P00iGal process] (1); phosphatase profein phosphatases domain
GFO047809 0 0 D:’:;":)F‘ ty phosphatase do activity [GO:0016791 [IPRO00387] (1; Dual specifici B P._trifoliata_00316 mRNA_2.1
L molecular_function] (1); protein phosphalase nykomsmm Dual
hosphatase. . catalytic domain
activity [GO:0008138 {IPRO0O3A0] (1)
molecular_function] (1)
olo-[acyl-carrier-protein] synthase
. activity [GO:0008897 .
GFO047808 0 0 1 b eempent eI SIS B it function] (1) magnesiumon§ L PP TS P_ifoliata_00316_ mRNA_13
protel binding [GO:0000287 superfamily
molecular_function] (1)
{ransforase activity.transferring glycosyl
GF0047807 0 0 1 Hypothetical protein (1) groups [GO:0016757 fz;::ﬁﬁf::‘ﬂ’:@%s:ﬁ'n n P tifoliata 00315 mRNA 9.1
molecular_function] (1) )
GFO047806 0 0 1 Hypothetical protein (1) - P_trifoliata 00315 mRNA 3.1
Leucine rich repeat 4 [IPRO25875] (1)
Loucine-rich repeat receptor protein  profein binding [GO:0005515 Leucine-rich repeat domain, L domain-
i . 5 .
GFO047805 0 0 ! kinase EXS (1) molecular function] (1) like [IPRO32675] (1); Leucine-rich repeat P_trifoliata_00315_mRNA_31.1
[IPROO1611] (1)
. | LRR recepiorlik serinehreonine- Leucine-rich repeat domain, L domain-
GFO047804 0 0 L st [t P_trifoliata 00315 mRNA 26.1
GFO047803 0 0 1 Hypothetical protein (1) - P_trifoliata_00315_mRNA_12.1
GFO047802 0 0 1 Hypothetical protein (1) - P_trifoliata 00315 mRNA L1
{RNA processing [GO:0008033
biological_process] (1); RNA binding
[GO:0003723 molecular_function) (1):
oxidation-reduction process
S-adenosyl-L methionine-dependen
1GO:0055 114 bilogial process](1): Sy iR cn e
osidoreductuse actviy,aeting on paird.g. %1 e IPR08%) (1
GF0047801 0 0 1 Cytochrome P450 82A4 (1) donors, with incorporation or reduction 110034011 (1); Cytochrome P450 - P_tifoliata_00314_ mRNA_7.1
of molecularoxygen [GO:0016705 [LERRRELT (1K OO
molecular_function] (1): (RNA (guanine- | o ferace, Trmi [IPR00290S]
N2-)-methylransferase activity o
GO:0004809 molecular_function] (1):
iron fon binding [GO:0005506
molccular_function] (1): heme binding
[GO:0020037 molecular_function] (1)
GF0047800 0 0 1 Hypotheical protein (1) - P_tifoliata_00314_ mRNA_S.1
GFO047799 0 0 1 Hypothetical protein (1) - P_trifoliata_00314_ mRNA_42.1
GFO047798 0 0 1 Hypothetical protein (1) - P_tifoliata 00314 mRNA 35.1
GF0047797 0 0 1 Hypothetical protein (1) - P_tifoliata_00314_ mRNA 3.1
carbohydrate metabolic process
(G0 :’“’[IG"%'“;"]E‘;';;:“] (D% Sixchairpin glycosidase-like [IPRO0S92S]
catalyie acthvity [GO (1) Six-hairpin glycosidase [IPRO12341] .
GFO047796 0 0 1 Endoglucanase (1) molcular_function](1):bydroase () S PT beane [ - P_trifoliata_00314_ mRNA_28.1
actvity, hydrolyzing O-glycosyl Urrooron
compounds [GO:0004553
molecular_function] (1)
GFO047795 0 0 1 Hypothetical protein (1) - P_trifoliata 00314 mRNA 24.1
. Reverse transeriptase domain
GFO047794 0 0 1 Hypothetical protein (1) ot - P_trifoliata 00314 mRNA 22.1
Domain of unknown function DUF4283
" [IPRO25558] (1 . N
GFO047793 0 0 1 Hypothetical protein (1) oo tonuclcss phosphatse P_trifoliata_00314_ mRNA_20.1
[IPROOS135] (1)
G PLP-binding barrel (IPR029066] (1)
GF0047792 0 0 1 Hypothetical protein (1) catalytic activity [GO:0003824 Om/DAP/Arg decarboxylase 2, N- P_trifoliata 00314 mRNA_19.1
molecular_function] (1) eominal [PRO226441 (1
heme binding [GO:0020037
molecular_function] (1):iron fon binding
[GO:0005506 molecular_funetion] (1:
oxidation-reduction procass
GFo047791 0 0 1 Cytochrome pdS0 7922, putative (1) [GO:0035114 biological process] (1);  Cytochrome P4S0 [IPROOII2S] (1) - P_trifoliata 00314 mRNA_IS.1
oxidoreductase activity.acting on paircd
donors, with incorporation or reduction
of molccular oxygen [GO:0016705
molecular.function] (1)
catalytc activity [GO:0003824 PLP g tarel IPREZ5066 (1)
molecular_function] (1): polyamine  Orn/DAP/Arg decarboxylase 2, N-
GF0047790 0 0 1 Hypothetical protein (1) biosynthetic process [GO:0006596 terminal [IPR022644] (1); omihine P_trifoliata_00314 mRNA_17.1
biological_process] (1) decarboxylase [IPR002433] (1)
Expansin/Lol pl [IPROOT1 18] (1):
Expansin [IPR002963] (1); Expansin,
plantetype cell wall organization cellulosc-binding-like domain
e [GO:0009664 biological process] (1); ~[IPRO0T117] (1; RipAlike double-psi )
GFO047789 0 0 1 Hypothetical protein (1) el v Sooere o el s Lmmguseoor P_trifoliata_00314_ mRNA_13.1
cellular_component] (1) acto domin [PRUZS9) (1)
Expansin/pollen allergen, DPBB domain
[IPROOTI12] (1)
Groosss 0 0 1 ottt potin (1 s st s P il 00314 mRNA 11
GFO047787 0 0 1 Hypothetical protein (1) - P_trifoliata_00313_mRNA_22.1
GFO47786 0 0 1 Hypothetical protein (1) - P_trifoliata 00313 mRNA_19.1
GFO047785 0 0 1 Hypothetical protein (1) - P_ifoliata_00313_mRNA_I1.1
GF0047784 0 0 1 Hypotheical protein (1) - P_tifoliata_00313_mRNA_L1
GFO047783 0 0 1 Hypothetical protein (1) - P_trifoliata_00312_mRNA_0.1
GFO047782 0 0 1 Hypothetical protein (1) - P_trifoliata 00312 mRNA §.1
GFO047781 0 0 1 Hypothetical protein (1) - P_tifoliata_00312_mRNA_7.1
oxidoreductase activity, acting on CH-
4 FAD-binding, type 2 [IPRO16166] (1
OH group of donors [GO:0016614 D0 type 2 (PRO161661(1);
molecular_function] (1); catalytc activity el
[GO:0003824 molecular_function] (1); H:;'::ﬁ” “:’ ::r::::;;: e
GFO047780 0 0 1 FAD-binding Berberine family protein. - oxidoreductase activity [GO0016491 . yorin 3 1pRoIG169] (1) FAD- - P_trifoliata 00312 mRNA 4.1
) molcular_function] (1):oxidaton- Ao 2 IRV
e o o denine  UIPROIGIOT] (1): Osygen oxidoreductase
dinucleotide binding [GO:0050660 f;’)‘ alent FAD-binding site [IPR006093]
molecular_function] (1)
GF0047779 0 0 1 Hypothetical protein (1) l“,“'("n‘;‘:‘s"z‘;‘("l“‘ gag domain - P_trifoliata_00312_ mRNA 3.1
GFO047778 0 0 1 Hypothetical protein (1) - P_ifoliata_00312_mRNA 2.1
GF0047777 0 0 1 Hypotheical protein (1) - P_tifoliata_00312_mRNA_17.1
GFO047776 0 0 1 Hypothetical protein (1) .
GFO04777S 0 0 1 Hypothetical protein (1) - P uifolata 00312 mRNA 15.1
cysteine-type peptidase activity Ulpl protease family, C-terminal
GO0008234 moclr. funton] (1 syt domin IPROO36S3 1
. 3 4.
GFO047774 0 0 1 Hypothetical protein (1) oo lGor0006808 o k21 P_ifoliata_00312_mRNA_I4.1
biological_process] (1) frer e
GFO047773 0 0 1 Hypothetical protein (1) - P_ifoliata_00312_mRNA_10.1
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S-adenosyl-L-methionine-dependent
l(:}"'“(;‘(;{)“ﬁ“;rm“ “f Toncton] (1 Methyllrnsferase [IPRO29063] (1): O-
GFO047772 0 0 1 Hypothetical protein (1) molecular funeon ‘methyliransferase, family 2 [IPRO01077] - P_trifoliata_00312_ mRNA_1.1
methyliransferase activity [GO:0008168
P (1); O-methyliransferase COMT-type
molecular_function] {pRor6s6) ()
GFO047771 0 0 1 Hypothetical protein (1) [13;‘;;:;3:]“:(;‘:“ function DUF642 P._trifoliata_00311_mRNA_6.1
GFO047770 0 0 1 Hypothetical protein (1) ﬁm".?f :ézﬁ?;mcIcawmphme P_rifoliata_00311_mRNA_3.1
GFO047769 0 0 1 Hypothetical protein (1) - P_urifoliata_00311_mRNA 27.1
GFO047768 0 0 1 Hypothetical protein (1) - P_ifoliata_00311_mRNA_25.1
GFRO047767 0 0 1 Hypothetical protein (1) - P_ifoliata_00311_mRNA_13.1
GFO04T766 0 0 1 Hypothetical protein (1) - P_sifoliata_00310_mRNA_5.1
GRO047765 0 0 1 Hypothetical protein (1) - P_urifoliata 00310 mRNA_36.1
ATP binding [GO:0005524
molecular_function] (1); protein kinase  Protein kinase domain [IPR000TI9] (1);
GFO047764 0 0 1 Hypothetical protein (1) activity [GO:0004672 P""“" kinase-like domain [IPRO11009] P_trifoliata_00310_mRNA 30.1
molecular_function] (1; protein Tyrosine-protein kinase, active site
phosphorylation [GO:0006468 uyknnszss] o)
biological process] (1)
GRO047763 0 0 1 Hypothetical protin (1) - P_ifoliata_00310_mRNA_27.1
GFO047762 0 0 1 Hypothetical protein (1) ﬁ;"'(‘;‘z';;;“:‘:“"““ function DUF4283 P._trifoliata_00310_mRNA_25.1
GF0047761 0 0 1 Hypothetical protein (1) - P_ifoliata_00310_mRNA_24.1
GRO047760 0 0 1 Hypothetical protein (1) - P_ifoliata_00310_mRNA_22.1
GRO04T759 0 0 1 Hypothetical protcin (1) - P_sifoliata_00310_mRNA_19.1
GF0047758 0 0 1 Hypothetical protein (1) - P_urifoliata 00310 mRNA_16.1
GFO047757 0 0 1 Hypothetical protein (1) - P_ifoliata_00310_mRNA_15.1
nucleic acid binding [GO:0003676  Ribonuclease H-ike domain
. - 5 4.
GFO047756 0 0 1 Hypothetical protein (1) oteesto funetion] (1) {pRO1537) (1) P_ifoliata_00310_mRNA_14.1
GF0047755 0 0 1 Hypothetical protein (1) - P_urifoliata 00310 mRNA_13.1
GFO047754 0 0 1 Hypothetical protein (1) - P_ifoliata_00310_mRNA_12.1
GRO047753 0 0 1 Hypothetical protein (1) - P_ifoliata_00310_mRNA_11.1
GFRO04T752 0 0 1 Hypothetical protcin (1) - P_sifoliata_00310_mRNA_10.1
GFO047751 0 0 1 Hypothetical protein (1) - P_urifoliata_00309_ mRNA 9.1
DNA binding [GO:0003677 Achacte-scute transeription factor-related
molecular_function] (1): protein [IPROIS660] (1); Mye-type, basic helix-
. . 5 X
GFO047750 0 0 1 Transeription factor bHLH36 (1) Gimeriraion setuity UO004E55  loup hel (HLED dormrn [IPROT1508] P_rifoliata_00309_mRNA_8.1
molecular_function] (1) )
protein dimerization activity ye-type, basic helix-loop-helix (bHLH)
[GO:0046983 moleceular._function] (1);  domain [IPRO11598] (1); Achacte-scute
GFO047749 0 0 1 Hypothetical protein (1) DNA bindine 1600005677 ramserpton factorselated TPRO15660] ~ P_rifoliata_00309_mRNA_7.1
molecular_function] (1) )
s
Groosas 0 0 [ — e oflpoun fncion DN P il 00309 mRNA 361
GRO04T747 0 0 1 Hypothetical protein (1) - P_sifoliata_00309_mRNA_35.1
Late embryogenesis abundant Late embryogenesis abundant protein, . R
GF0047746 0 0 hydroxyproline-rich glycoprotein (1) LEA-14 [IPR004864] (1) P_trifoliata 00309 mRNA_28.1
GRO047745 0 0 1 Hypothetical protein (1) - P_ifoliata_00309_mRNA 2.1
oxidoreductase activity [GO:0016491
L-aminocyclopropane-I-carboxylate  molecular_function] (1); oxidation- 1opemiein N synthase-like .
GRO04T744 0 0 [IPRO27443] (1); Oxoglutaratefiron- - P_usifoliata_00309_mRNA_17.1
oxidase lke 6 (1) reduction process [GO:0055114 o
Hologiea mrocest] (b dependent dioxygenase [IPR00S123] (1)
molybdopterin synthase activity
[GO:0030366 molecular_function] (1);
s catalytic subunit,
. Molybdopterin synthase catalytic subunit process [GO:0006777 eukaryotes [IPRO2SSSS] (1); folats .
Gr0047743 0 0 T biological Jmcm]u ): mmyhdomcnn Molybdopterin biosynthesis Moal P_trifoliata_00309_ mRNA_14.1
e compex (G0 [IPRO03448] (1)
cellular_component] % cylowl
[GO:0005829 cellular_componen] (1)
protein dimerization activity Mye-type, basic helix-loop-helix (bHLH)
GFO047742 0 0 1 Hypothetical protein (1) TG0:0046985 moleeular functon] (1) domais [IPRO11598) (1) - P_rifoliata_00309_mRNA_10.1
Glycoside hydrolase, family 2
I“g’g"(;‘ggs';;cs':"‘;‘h""‘l"“’““‘ Jy  [IPROO0TAS] (1 Pamllclbem helix
GrovsTn 0 0 ! Posglactronse (1) GOMSTS i proeesl 1 g rRODGE] (1) et e - " il 00305 mRNA L1
Ly I’g‘ ]‘ “, " H‘l“ y G4 fold/virulence factor [IPRO11050] (1);
molecular_fumction] (1) Pectin lyase fold [IPRO12334] (1)
GFO047740 0 0 1 Hypothetical protein (1) - P_urifoliata_00308_mRNA 9.1
GFO047739 0 0 1 Hypothetical protein (1) - P_rifoliata_00308_mRNA_6.1
GRO047738 0 0 1 Hypothetical protein (1) - P_ifoliata_00308_mRNA_31.1
GRO04T737 0 0 1 Hypothetical protein (1) - P_usifoliata_00308_mRNA_30.1
Reverse transeriptase zine-binding
domain [IPRO26960] (1); Gltamine
asparagine synthase (glutamine- amidotransferase type 2 domain
hydrolyzing) activity [GO:0004066  [IPRO17932] (1); Rossmann-like
GRO047736 0 0 1 Hypothetical protein (1) molecular_function] (1); asparagine  alpha/beta/alpha sandwich fold - P_ifoliata_00308_mRNA_25.1
biosynthetic process [GO:0006529  [IPRO14729] (1); Asparagine synthase
biological_process] (1) [IPRO01962] (1); Nucleophile
aminohydrolases, N-terminal
[IPRO29055] (1)
GF0047735 0 0 1 Hypothetical protein (1) - P_urifoliata_00308_mRNA_17.1
GRO047734 0 0 1 Hypothetical protein (1) QL mnspesase domain [IFROISZSAL. P_urifoliata 00308 mRNA_11.1
GRO047733 0 0 1 Hypothetical protein (1) PGG domain [IPRO26961] (1) - P_sifoliata_00307_mRNA_36.1
PGG domain [IPRO26961] (1); Ankyrin
GFO047732 0 0 1 ("";“y"" repeat family protein, putative repeat-containing domain [IPR020683] - P_trifoliata_00307_mRNA 35.1
0}
GRO04TT31 0 0 1 Hypothetical protcin (1) - P_sifoliata_00307_mRNA_31.1
GFO047730 0 0 1 Hypothetical protein (1) - P_urifoliata_00307_mRNA 3.1
GFO047729 0 0 1 Hypothetical protein (1) - P_rifoliata_00307_mRNA_27.1
GRO047728 0 0 1 Hypothetical protein (1) - P_ifoliata_00307_mRNA_26.1
ntaticapeptide repeat.conai - Pentatricopeptide repeat [IPRO02885]
GFO047727 0 0 1 :‘“‘;’"""':“"‘ :ﬁ"‘“‘ onaming - pre “]l’ "‘}’“g‘m? ??055‘5 (1); Tetratricopeptide-like helical domain - P._tifoliata_00307_mRNA_I5.1
family protein molecular_function] (1) {pRo11090] ()
GRO047726 0 0 1 Hypothetical protein (1) - P_ifoliata_00307_mRNA_12.1
GRO04TT25 0 0 1 Hypothetical protein (1) - P_usifoliata_00307_mRNA_L1
GRO047724 0 0 1 Hypothetical protein (1) - P_urifoliata_00306_mRNA 9.1
GFO047723 0 0 1 Hypothetical protein (1) - P_rifoliata_00306_mRNA_8.1
GRO047722 0 0 1 Hypothetical protein (1) - P_ifoliata_00306_mRNA_7.1
GRO04TT21 0 0 1 Hypothetical protcin (1) - P_usifoliata_00306_mRNA_6.1
GFO047720 0 0 1 Hypothetical protein (1) - P_urifoliata_00306_mRNA 5.1
GFO047719 0 0 1 Hypothetical protein (1) i paric pptidase domain [PRO2IICP] P_urifoliata_00306_mRNA 4.1
GRO04T718 0 0 1 Hypothetical protein (1) - P_sifoliata_00306_mRNA_33.1
Small GTP-binding protein domain
small GTPase mediated signal
! [IPRO0S225] (1); P-loop containing
;‘o';i"“:::""rfc’zﬁzzﬁmdIum nucleoside triphosphate hydrolase
GF0047717 0 0 1 ADP-ribosylation factor AIF (1) 6o 5’005;‘;2 Tular component] (1;  IPRO27417] (1) Small GTPase - P_trifoliata_00306_ mRNA_30.1
i [E‘o‘:)oosbsozsm ent] (105 uperfamily, ARF type [IPRO24156] (1);
molecular f metic ‘nm\ Small GTPase superfamily, ARF/SAR
rolecular_functio type [IPRO06689] (1)
zinc ion binding [GO:0008270
GF0047716 0 0 1 Hypothetical protein (1) 32212‘?&3333?2]72‘ Jimucleieacid 7 inger, CCHC-type [IPROOISTS] (1) - P_trifoliata_00306_mRNA_3.1
molecular_function] (1)
GRO047715 0 0 1 Hypothetical protein (1) t’::ﬂ;:?g;z ’I‘n?omam' o P_ifoliata_00306_mRNA_20.1
GRO047714 0 0 1 Hypothetical protein (1) - P_urifoliata_00306_mRNA_14.1
GRO047713 0 0 1| Monosacharide transport protein (1) - P_rifoliata_00306_mRNA_12.1
GRO047712 0 0 1 Hypothetical protein (1) - P_ifoliata_00305_mRNA_8.1
NB-ARC [IPRO02182] (1); P-loop
cense resistan . nding (G containing nucleoside triphosphate
GFO04TT11 0 0 B;;‘:; ;::;‘mjj s:::m\(:) I':Z:::“““r‘ ;jgxmi”' hydrolase [IPR027417] (1); Leucine-tich - P_uifoliata_00305_mRNA 7.1
& repeat domain, L domain-like
[IPRO32675] (1)
i ; » Aspartic pe [IPRO21109]
GFO047710 0 0 1 Hypothetical protein (1) l[r’o?e"o"]u’l‘[’g(’;‘_“"‘gg;“;gxﬁ‘“"‘"’“'“)' (1); Aspartic peptidase, active sitc B P._trifoliata_00305_mRNA_6.1
Biclosionl proce [IPRODI969] (1)
biological process] (1)
GFO047709 0 0 1 (“;':5'“‘“ type discase resistance protein B P._trifoliata_00305_mRNA_3.1
GF0047708 0 0 1 Hypothetical protein (1) - P_ifoliata_00305_mRNA_24.1
strictosidine synthase activity Six-bladed beta-propeller, TolB-like
[GO016848 el unton (1, (PROINOS2) (1 Sttosiine syhac,
GRO047707 0 0 1 Hypothetical protein (1) oayntictic prosets [GO000905 Consarved e, PROIBIIS] 1% P_ifoliata_00305_mRNA_22.1
biological_process] (1) Strictosidine synthase [IPRO04141] (1)
GF0047706 0 0 1 Hypothetical protein (1) ﬁ‘;’;‘:‘z"szgg“:‘:‘)"w" function DUF4283 P_trifoliata_00305_mRNA 2.1
GFO047705 0 0 1 Hypothetical protein (1) - P_urifoliata_00305_mRNA_19.1
biosynthetic process [GO:0009058 .
T OB g
GFO047704 0 0 1 Hypothetical protein (1) ot sy 1GO0016844 [IPRO11042] (1); Srictosidine synthase - P_rifoliata_00305_mRNA_16.1
molecular_function] (1) [IPROO414T (1)
GF0047703 0 0 Cytokinin riboside 5monaphosphate - P_urifoliata_00305_mRNA_14.1

phosphoribohydrolase (1)
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GFO047702 0 0 1 Hypothetical protein (1) B P_urifoliata_00305_mRNA_12.1
GFO047701 0 0 1 Hypothetical protein (1) - P_rifoliata_00305_mRNA_1.1
DNA replication [GO:0006260
biological process] (1); nucleus Onigin recognition comples, subunit 5
GFO047700 0 0 1 Hypothetical protin (1) GO:0005634 clllar_component] (1): {10&7CC1 g - P_ifoliata_00304 mRNA_7.1
origin recognition complex [GO:0000808
cellular_component] (1)
nucleic acid binding [GO:0003676  Ribonuclease H-ike domain
GFO047699 0 0 1 Hypothetical protein (1) oteesto funeion] (1) {pRO1537) (1) - P_rifoliata_00304 mRNA_3.1
GFO047698 0 0 1 Hypothetical protein (1) - P_urifoliata 00304 mRNA _20.1
GFO047697 0 0 1 Hypothetical protein (1) - P_rifoliata_00304 mRNA_18.1
GFRO047696 0 0 1 Hypothetical protein (1) - P_ifoliata_00304 mRNA_14.1
GFO047695 0 0 1 Hypothetical protein (1) - P_usifoliata_00304 mRNA_13.1
GFO047694 0 0 1 Hypothetical protein (1) - P_urifoliata 00304 mRNA_1.1

. nucleic acid binding [GO:0003676  Ribonuclease H-like domain
GFO047693 0 0 1 Hypothetical protein (1) e oo (1 Ubrorasmy () - P_urifoliata_00303_ mRNA 7.1
GFO047692 0 0 1 Hypothetical protein (1) - P_sifoliata_00303_ mRNA_31.1
GFO047691 0 0 1 Hypothetical protein (1) - P_urifoliata_00303_mRNA 28.1
GFO047690 0 0 1 Hypothetical protein (1) - P_rifoliata_00303_mRNA_27.1
GRO047689 0 0 1 Hypothetical protein (1) - P_ifoliata_00303_mRNA_26.1
GRO04TE8S 0 0 1 Hypothetical protcin (1) - P_usifoliata_00303_mRNA_25.1
GRO047687 0 0 1 Hypothetical protein (1) - P_urifoliata_00303_mRNA 24.1

Reverse transeriptase zine-binding
GroviTsts 0 0 [ —p——" ki id b G000 iy 1pROng00] (1 Rl - P il 00303 mRNA 2L
& Helike domain [IPRO12337] (1)
GFO047685 0 0 1 Hypothetical protein (1) m“*”"““' MuDR, plant [IPR004332] P_trifoliata_00303_mRNA_19.1
GRO047684 0 0 1 Hypothetical protin (1) LOG family [IPRO31100] (1) - P_ifoliata_00303_ mRNA_I8.1
GRO04T683 0 0 1 Hypothetical protein (1) - P_usifoliata_00303_mRNA_16.1
GFO047682 0 0 1 Hypothetical protein (1) - P_urifoliata_00303_mRNA_15.1
GFRO047681 0 0 1 Hypothetical protein (1) - P_ifoliata_00303_mRNA_13.1
GRO047680 0 0 1 Hypothetical protein (1) - P_ifoliata_00303_ mRNA_11.1
GFO047679 0 0 1 Hypothetical protein (1) - P_usifoliata_00303_ mRNA_L1
et o] (1. i st SO iols-pe e domsin
GFO047678 0 0 1 Hypothetical protein (1) rocess [GO:0006629 ! [IPRO13830] (1); Lipase, GDSL, active - P_trifoliata_00302 mRNA 27.1
process [ site [IPRO0S265] (1)
biological_process] (1)
SGNH hydrolase-type esterase domain § 5
GRO047677 0 0 1 Hypothetical protein (1) TRo10] (1) P_sifoliata_00302_mRNA_26.1
GRO047676 0 0 1 Hypothetical protein (1) - P_ifoliata_00302_mRNA_22.1
GRO04T675 0 0 1 Hypothetical protcin (1) - P_sifoliata_00302_mRNA_16.1
GRO047674 0 0 1 Hypothetical protein (1) - P_urifoliata_00302_ mRNA_1.1
GFO047673 0 0 1 Hypothetical protein (1) - P_ifoliata_00301_mRNA_31.1
GRO047672 0 0 1 Hypothetical protein (1) - P_ifoliata_00301_mRNA_26.1
NAD(P)-binding domain [IPR016040]
GF0047671 0 0 1 Hypothetical protein (1) (1); Gamma-secretase aspartyl protease P_trifoliata_00301_mRNA_21.1
complex, presenilin enhancer-2 subunit
[IPROI9379] (1)
GFO047670 0 0 1 Hypothetical protein (1) ﬁ;’;;‘:f;’:;‘:‘;':‘”"‘““ protein, Pex16 P._tifoliata_00301_mRNA_2.1
GFO047669 0 0 1 Hypothetical protein (1) - P_ifoliata_00301_mRNA_19.1
Putative RNA-dirceted DNA polymerase Reverse transeriptase zine-binding
5 .
GFO047668 0 0 o o LIPRO26960] (1) P_rifoliata_00301_mRNA_15.1
GFRO047667 0 0 1 Hypothetical protein (1) - P_urifoliata_00300_ mRNA 8.1
GFO047666 0 0 1 Hypothetical protein (1) - P_rifoliata_00300_mRNA_7.1
GFO047665 0 0 1 Hypothetical protein (1) - P_ifoliata_00300_mRNA_6.1
Wall-associated receptor kinase,
GF0047664 0 0 1 Hypothetical protein (1) ”“’f‘“r“',"’c :”"dw“zi[m 003047 lacturonan-binding domain - P_trifoliata_00300_ mRNA _41.1
molecular_function] (pRozs28) ()
ATP binding [GO:0005524
molecular_function] (1) polysaceharide ~ Serine/threonine-protein kinase, active
binding [GO:0030247 site [IPRO0S271] (1); Protein kinase
» molecular_function] (1; protein domain [IPRO0OT1O] (1); Protein kinase- .
GFO047663 0 0 1 Hypothetical protcin (1) Pisphoniation (G000 165 e domain IDROL o0, Oyl P_sifoliata_00300_mRNA_35.1
biological process] (1); protein kinase  associated receptor kinase, galacturonan-
activity [GO:0004672 binding domain [IPR025287] (1)
moleeular_function] (1)

. el rorein protein binding [GO:0005515 Tetratricopeptide-like helical domain folats .
GFRO047662 0 0 1 Hypothetical protein (1) et foneson] (1 [bRonronor P_urifoliata_00300 mRNA 26.1
GFO04T661 0 0 1 Hypothetical protcin (1) - P_sifoliata_00300_mRNA_25.1
GFRO047660 0 0 1 Hypothetical protein (1) - P_urifoliata 00300 mRNA 2.1

Domain of unknown function DUF4283
GFRO047659 0 0 1 Hypothetical protein (1) [IPRO25558] (1); GDP-fucose protein O- - P_urifoliata 00299 mRNA 9.1
fucosylransferase [IPRO19378] (1)
GFRO047658 0 0 1 Hypothetical protein (1) - P_urifoliata_00299_mRNA 45.1
GFO047657 0 0 1 Hypothetical protein (1) - P_ifoliata_00299_mRNA_41.1
Ubquitin-conjugating enzyme/RWD-like
[IPROI6135] (1); Ubiquitin-conjugating
GFRO047656 0 0 1 Hypothetical protein (1) enzyme, active site [IPRO23313] (1); - P_ifoliata_00299_mRNA_40.1
Ubiquitin-conjugating enzyme E2
[IPRO0DGOS] (1)
GFRO047655 0 0 1 Hypothetical protein (1) - P_ifoliata_00299_mRNA_38.1
GFRO047654 0 0 1 Hypothetical protcin (1) - P_rifoliata_00299_mRNA_33.1
GFRO047653 0 0 1 Hypothetical protein (1) - P_urifoliata_00299_mRNA_30.1
GFO047652 0 0 1 Hypothetical protein (1) Thaumatin [IPRO01938] (1) - P_rifoliata_00299_mRNA_3.1
GRO047651 0 0 1 Hypothetical protein (1) - P_ifoliata_00299_mRNA_28.1
GFO047650 0 0 1 Hypothetical protein (1) - P_usifoliata_00299_mRNA_26.1
GFO047649 0 0 1 Hypothetical protein (1) - P_urifoliata_00299_mRNA 25.1
GFO047648 0 0 1 Hypothetical protein (1) - P_ifoliata_00299_mRNA_24.1
GRO047647 0 0 1 Hypothetical protein (1) - P_ifoliata_00299_mRNA_22.1
GFO047646 0 0 1 Hypothetical protein (1) - P_sifoliata_00299_mRNA 2.1
GRO04T645 0 0 1 Hypothetical protein (1) - P_urifoliata_00299_mRNA_19.1
Receptor,ligand binding region
GFO047644 0 0 1 Hypothetical protein (1) [IPROOIS28] (1); Periplasmic binding - P_urifoliata_00299_mRNA_18.1
protein-like | IPRO28082] (1)
GRO047643 0 0 1 Hypothetical protein (1) - P_urifoliata_00299_mRNA_17.1
GFRO047642 0 0 1 Hypothetical protein (1) - P_rifoliata_00299_mRNA_14.1
Endonuclease/exonuclease/phosphatase
GFO047641 0 0 1 Hypothetical protein (1) [IPRO0S135] (1) P_ifoliata_00299_mRNA_13.1
GFO047640 0 0 1 Hypothetical protein (1) - P_urifoliata_00299_mRNA_10.1
GFO047639 0 0 1 Hypothetical protein (1) - P_rifoliata_00298_ mRNA_32.1
00065
:::I‘::Z::jgz“’g"g !ﬂiswanmypc Retropepsins [IPROIS061] (1); Peptidase
GRO047638 0 0 1 Hypothetical protein (1) endopeptdies sty [GO.004150 A2 retrovinus, caalytc [IPRO0199S] - P_ifoliata_00298 mRNA_31.1
molecular_function] (1) M
GRO047637 0 0 1 Hypothetical protein (1) - P_ifoliata_00298 mRNA_30.1
GRO047636 0 0 1 Hypothetical protcin (1) - P_sifoliata_00298 mRNA_18.1
GRO047635 0 0 1 Hypothetical protein (1) - P_urifoliata_00298 mRNA_17.1
Leucine-rich repeat domain, L domain-
GFO047634 0 0 1 Hypothetical protein (1) like [IPR032675] (1); FBD domain P_urifoliata_00298 mRNA_16.1
[IPRO0GS66] (1)
GRO047633 0 0 1 Hypothetical protein (1) - P_urifoliata 00297 mRNA 8.1
GFO047632 0 0 1 Hypothetical protein (1) - P_ifoliata_00297_mRNA_7.1
protein dimerization activity
[GO:0046983 molecular_function] (1);
nucleic acid binding [GO:0003676
molecular_function] (1); DNA binding
[GO:0003677 molecular_function] (1);  Transeription factor, K-box [IPR002487]
nucleus [GO:0005634 (1); Ribonuclease H-like domain
GFO047631 0 0 1 Hypothetical protein (1) cellular_component] (1); regulation of  [IPRO12337] (1); Transcription factor, P_ifoliata_00297_mRNA._33.1
wanseription, DNA-templated MADS-box [IPR002100] (1)
[GO:0006353 biological_process] (1);
ranseription factor activity, sequence-
specific DNA binding [GO:0003700
molecular_function] (1)
e oone . PLC-lk phosphodicsicrase, T
3 : falpha- - :
GFO047630 0 0 1 Hypothetical protein (1) st e acivis [COM008081 :)‘e;a alpha-barrel domain [IPR017946] P_ifoliata_00297_mRNA_25.1
molecular_function] (1)

. Discase resistance response protein 206 Plant discase resistance response profein _ folate .
GFO047629 0 0 [ Ubronises) ) P_urifoliata_00296_mRNA 6.1
GRO04T628 0 0 1 Hypothetical protein (1) - P_sifoliata_00296_mRNA_S1.1
GFO047627 0 0 1 Hypothetical protein (1) - P_urifoliata_00296_mRNA 48.1
GFO047626 0 0 1 Hypothetical protein (1) - P_ifoliata_00296_mRNA_44.1
GRO047625 0 0 1 Hypothetical protein (1) - P_ifoliata_00296_mRNA_43.1
GRO047624 0 0 1 Hypothetical protcin (1) - P_sifoliata_00296_mRNA_42.1
GFO047623 0 0 1 Hypothetical protein (1) - P_urifoliata_00296_mRNA_40.1
GFO047622 0 0 1 Hypothetical protein (1) - P_ifoliata_00296_mRNA_39.1
GRO047621 0 0 1 Hypothetical protin (1) - P_ifoliata_00296_mRNA_38.1
GFO047620 0 0 1 Hypothetical protein (1) - P_usifoliata_00296_mRNA_37.1
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GFO047619 0 0 1 Hypothetical protein (1) ::‘T”“""'d synthase domain [IPRO0S949] P._trifoliata_00296 mRNA_33.1
iron ion binding [GO:0005506
molccular_function] (1): heme binding
[GO:0020037 molecular_funtion] (1):
oxidation-reduction procass Cytochrome P430 (IPROOT128] (1):
GFO47618 0 0 1 Cytochrome P4s0 8381 (1) [GO:0035114 biological process] (1);  Cytochrome PA4S0, E-class, goup | - P_trifoliata 00296 mRNA._14.1
oxidoreductase activity.acting on paircd [IPR002401] (1)
donors, with incorporation or reduction
of molccular oxygen [GO:0016705
molecular.function] (1)
O-methyliransferase activity T 2
[GO:0008171 molecular_function] (1); LT RC01077] methyltransferase
GF0047617 0 0 1 Caffeic acid 3-O-methyltransferase (1) - . COMT-type [IPROI6461] (1) S- - P_tifoliata_00296_mRNA_I3.1
methyltransferaseactvity [GO:0003168 o nr
molecular_function] (1) adenosyl-L-methionine-dependent
= methyltransferase [IPRO29063] (1)
Protcin of unknown function DUF247.
GF0047616 0 0 1 UPFO481 protein (1) T liRons 581 (1) P_ifoliata_00296_mRNA_L1
RNA-directed DNA polymerase (Reverse Reverse transeriptase domain .
GFO04T615 0 0 [ it - P_trifoliata_00295_mRNA 8.1
GFO047614 0 0 1 Hypotheical protein (1) - P_tifoliata_00295_mRNA_30.1
GFO04T613 0 0 1 Hypothetical protein (1) - P_trifoliata_00295_mRNA_26.1
regulation of transcription, DNA-
. {emphted [GO-0006355 .
GFO047612 0 0 1 Hypothetical protein (1) e 1 DN binding  NAC domain [IPRO03441] (1) - P_trifoliata 00295 mRNA 25.1
[GO:0003677 molecular_function) (1)
GFO047611 0 0 1 Hypothetical protein (1) - P_trifoliata 00295 mRNA 24.1
Reverse transeriptase zinc-binding
arovsenn 0 0 | e o ey SRS G0000TS o O e - © il 20295 mRNA.10.1
wlar_funeti H-like domain [IPRO12337] (1)
nuclei acid binding [GO:0003676
. el rotein molecular_function] (1): egulation of  Carlavirus nucleic acid-binding protcin ol .
GFO047609 0 0 1 Hypothetical protein (1) o s [pRoossen ) P_trifoliata 00294 mRNA 6.1
[GO:0006355 biological_process] (1)
. nucleic acid binding [GO:0003676  Ribonuclease H-like domain .
GFO047608 0 0 1 Hypothetical protein (1) e e TpRorssaoy 1 - P_trifoliata_00294_mRNA_48.1
GF0047607 0 0 1 Hypotheical protein (1) - P_tifoliata_00294_ mRNA_44.1
GFO047606 0 0 1 Hypothetical protein (1) - P_trifoliata_00294_mRNA_43.1
GFO047605 0 0 1 Hypothetical protein (1) - P_trifoliata 00294 mRNA 42.1
GF0047604 0 0 1 Hypothetical protein (1) - P_tifoliata_00294_ mRNA_41.1
GF0047603 0 0 1 Hypotheical protein (1) - P_tifoliata_00294_ mRNA_27.1
GFO047602 0 0 1 Hypothetical protein (1) - P_trifoliata_00294_mRNA_22.1
GFO047601 0 0 1 Ethylene receptor homolog (1) GAF domainlike [IPRO29016] (1)~ - P_trifoliata 00294 mRNA_13.1
. dninosuccinate I Conserved hypothetical protein . ol .
GFO047600 0 0 1 Argininosuccinate Iyase (1) Crorses e e8] (1 P_trifoliata 00293 mRNA 5.1
GFO047599 0 0 1 Hypothetical protein (1) - P_trifoliata 00293 mRNA_34.1
ibosome [GO:0005840
el somponend (1 i
went of ribosome [GO:0003735  Ribosomal protein L2 dom:
IPROMT23 s Rivosoml potein Li4
GF0047598 0 0 1 Putative 60Sribosoml proein L4 (1) matecuiar funton] (1) ranslation (PRO0STSE) (1 Tremenon i = P_ifoliata_00293_mRNA_33.1
12 bilogieal process) (1); - GEEATIN [w;u;uxo‘;!]v iy
intracellular [GO:0005622
cellular_component] (1)
GF0047597 0 0 1 Hypothetical protein (1) MybISANT-like domain [IPR024752] (1) - P_tifoliata_00293_mRNA_32.1
Gr0047596 N o | Hspothedat protcin (1) O anSrae D1 b i
GF0047595 0 0 1 Hypothetical protein (1) - P_trifoliata 00293 mRNA 24.1
GF0047594 0 0 1 Hypothetical protein (1) - P_ifoliata_00293_mRNA_23.1
GF0047593 0 0 1 Hypotheical protein (1) -
GFO047592 0 0 1 Hypothetical protein (1) .
GFO047591 0 0 1 Hypothetical protein (1) - P_trifoliata 00292 mRNA 8.1
GF0047590 0 0 1 Hypothetical protein (1) - P_tifoliata_00292_ mRNA_7.1
0
e scidbinding (GO:0003676  (EARIAEAST Doy el foman
GF0047589 0 0 1 Hypotheical protein (1) molccular_function] (1): ATP binding : - P_tifoliata_00292_ mRNA_33.1
0005301 motemston et (1 Mucleoside riphosphate ydrolase
[IPRO27417] (1)
Protcin of unknown function DUF247.
GF0047588 0 0 1 DUF247 domain protein (1) T liRons1 581 (1) P_ifoliata_00292_ mRNA_24.1
GFOO47587 0 0 1 Hypothetical protein (1) - P_trifoliata 00292 mRNA 11
GF0047586 0 0 1 Hypothetical protein (1) - P_ifoliata_00291_mRNA 8.1
GFO047585 0 0 1 Hypotheical protein (1) - P_tifoliata_00291_mRNA_4.1
GFO047584 0 0 1 Hypothetical protein (1) - P_trifoliata_00291_mRNA_3.1
GFO047583 0 0 1 Hypothetical protein (1) i s o (PROVI00] P_trifoliata_00291_mRNA_21.1
GFO047582 0 0 1 Hypotheical protein (1) - P_tifoliata_00291_mRNA_20.1
prtin imerzaion ity
MADS-box transcription factor family (GO molecular function] (1;  Transcription factor, MADS-box .
GFO047581 0 0 e A bt (000 [eRooanoo (o - P_trifoliata_00291_mRNA_19.1
molecular.function] (1)
GFO047580 0 0 1 Hypothetical protein (1) - P_trifoliata_00291_mRNA_14.1
protein kinase acivity [GO:0004672
« il rotein. ptat molccular_function] (1): protein Protcin kinase domain [IPR000719] (1):
GFOO47579 0 0 e Sy PO PUA - phosphoryfation [GO:0006468 Protein kinase-like domain [IPRO1 1009] - P_trifoliata 00291 mRNA._13.1
biolagical_process] (1) ATP binding (1)
[GO:0005524 molecular_function] (1)
GFOO475T8 0 0 1 Hypothetical protein (1) - P_trifoliata 00290 mRNA 7.1
GFOO47577 0 0 1 Progesterone S-beta-reductase (1) NADCPintin i 1RO16040) P_trifoliata 00290 mRNA 6.1
GFO047576 0 0 1 Hypothetical protein (1) - P_trifoliata_00290_mRNA_S.1
. Leucine-rich repeat domain, L domain-
GFO047575 0 0 1 Receptor like protein 33 (1) I"ﬁ";;::;;’[““x";‘;‘;’g (0]0‘055' s like [IPR032675] (1); Leucine-rich repeat - P._trifoliata_00290_mRNA_31.1
& [IPROOI61] (1)
Leucine-rich repeat-containing N-
terminal. plant-type [IPROI3210] (1):
P ) ) protein binding [GO:0005515 Leucine-rich repeat [IPRO01611] (1); P it 00290 mRNA 301
molccular_function] (1) Leucine-tich repeat, typical subtype.
[IPRO03391] (1); Leucine-rich repeat
domain, L domain-ike [IPR032675] (1)
GFO475T3 0 0 1 Hypothetical protein (1) - P_trifoliata 00290 mRNA 27.1
Riosona rtcin LIASLYNI2 il
[IPROIS492] (1); 508 ribosomal prol
bosome biogncsi [GO0042254 130 ke (IPRO9064) (1. Rioromal
biological_process] (1);intracellular  protein L7Ac/L30c/S126/GadddS .
GF0047572 0 0 1608 ribosomal protein L7a (1) ribonucleoprotein complex [GO:0030529 [IPR004038] (1); Ribosomal protein P_trifoliata_00290_mRNA_24.1
cellulr_component] (1) TAILS [IPRODIS21] (1); Ribosomal
protein L7Ac conserved site
[IPROD4037] (1)
GFO047571 0 0 1 Hypothetical protein (1) - P_trifoliata 00290 mRNA 23.1
GF0047570 0 0 1 Hypothetical protein (1) - P_ifoliata_00290_mRNA_20.1
integral component of membranc
[GO:0016021 cellular_component] (1);
P ) ) | et proein (1 endoplasmic reticulum [GO:0005783  Glycosyliransferase, ALG3 [IPROOTST3) b il 00290 mRNA 2.1
sl componen] 1 s (1)
actvity transferring hexosyl g
[GO:0016758 molecular_ funenonl U)
GFO047568 0 0 1 Hypothetical protein (1) - P_trifoliata_00290_mRNA_17.1
GF0047567 0 0 1 Hypothetical protein (1) - P_trifoliata 00290 mRNA_12.1
GF0047566 0 0 1 Hypothetical protein (1) - P_tifoliata_00290_mRNA_I1.1
GF0047565 0 0 1 Progesterone S-beta-reductase (1) NADP g dosin 1PR016040) P_ifoliata_00290_mRNA_10.1
GFO047564 0 0 1 Hypothetical protein (1) - P_trifoliata 00289 mRNA 9.1
GF0047563 0 0 1 Hypothetical protein (1) - P_ifoliata_00289_mRNA_44.1
GF0047562 0 0 1 Hypotheical protein (1) - P_tifoliata_00289_mRNA_43.1
GFO047561 0 0 1 Hypothetical protein (1) - P_trifoliata_00289_mRNA_4.1
GFO047560 0 0 1 Hypothetical protein (1) - P_trifoliata 00289 mRNA 36.1
GF0047559 0 0 1 Hypothetical protein (1) - P_ifoliata_00289_mRNA_35.1
GF0047558 0 0 1 Hypotheical protein (1) - P_tifoliata_00289_mRNA_33.1
GFO047557 0 0 1 Hypothetical protein (1) - P_trifoliata_00289_mRNA_32.1
GFO047556 0 0 1 Hypothetical protein (1) - P_tifoliata 00289 mRNA 25.1
GF0047555 0 0 1 Hypothetical protein (1) - P_ifoliata_00289_mRNA_27.1
GF0047554 0 0 1 Hypotheical protein (1) - P_tifoliata_00289_mRNA_25.1
GFO047553 0 0 1 Hypothetical protein (1) - P_trifoliata_00289_mRNA_24.1
GFO047552 0 0 1 Hypothetical protein (1) - P_trifoliata 00289 mRNA_16.1
GF0047551 0 0 1 Hypothetical protein (1) - P_ifoliata_00289_mRNA_12.1
GF0047550 0 0 1 Hypotheical protein (1) - P_tifoliata_00289_mRNA_I1.1
Retrovirus-related Pol polyprotein from
GF0047549 0 0 oo T 1294 - P_tifoliata_00289_mRNA_L1
GF0047548 0 0 1 Hypothetical protein (1) - P_ifoliata_00288_ mRNA_9.1
GF0047547 0 0 1 Hypotheical protein (1) - P_tifoliata_00288_ mRNA_7.1
GFO047546 0 0 1 Hypothetical protein (1) - P_trifoliata_00288_mRNA_6.1
:Lgulisl:“: Fég?ﬁoa'ss; ™ DNA- NAC domain [IPRO03441] (1);
GF0047545 0 0 1 Hypothetical protein (1) el Transmembrane protein 13 - P_trifoliata_00288_mRNA 47.1

biological_process] (1): DNA binding
[GO:0003677 molecular_function] (1)

[IPRO26749] (1)
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GFO047544

GFO0047543

GFO047542

GFO047541
GF0047540
GF0047539
GFO047538
GF0047537
GF0047536

GFO047535

GFO047534

GFO047533
GF0047532

GF0047531

GFO047530

GF0047529

GFO0047528

GF0047527

GF0047526

GF0047525
GF0047524

GFO047523

GFO047522

GF0047521
GF0047520

GF0047519

GFO047518

GFO047517
GFO047516
GFO047515
GFO047514
GFO047513
GFO047512
GFO047511
GF0047510
GF0047509
GFO047508
GFO047507
GFO047506
GFO047505
GFO047504
GF0047503
GF0047502
GF0047501
GF0047500
GF0047499
GFO047498
GF0047497

GF0047496

GF0047495
GF0047494
GF0047493
GF0047492
GF0047491
GF0047490
GF0047489

GFO047488

GFO047487
GFO0047486
GF0047485
GF0047484
GFO047483

GFO047482

GFO0047481

GF0047480
GFO0047479
GFO047478
GF0047477
GFO0047476

GFO047475

GFO047474
GF0047473
GF0047472

GFO047471
GF0047470
GF0047469

GFO047468

GF0047467

GF0047466

1 Hypothetical protein (1)

1 Hypothetical protein (1)

1 Hypothetical protein (1)

1 Hypothetical protein (1)
1 Hypothetical protein (1)
1 Hypothetical protein (1)
1 Hypoth

I protein (1)
1 Hypothetical protein (1)
1 Hypothetical protein (1)

Nascent polypeptide-associated complex

" alpha chain-like protein (1)

1 Hypothetical protein (1)

1 Hypothetical protein (1)
1 Hypothetical protein (1)

1 Benzyl aleohol O-benzoyltransferase (1)

1 Hypothetical protein (1)

1 Hypothetical protein (1)

1 Hypothetical protein (1)

1 Benzyl alcohol O-benzoyltransferase (1)

1 Benzyl aleohol O-benzoyltransferase (1)

1 Hypothetical protein (1)
1 Hypothetical protein (1)

1 Epoxide hydrolase (1)

1 Hypothetical protein (1)

1 Hypothetical protein (1)

1 Hypothetical protein (1)

1 Hypothetical protein (1)

| Pentatricopeptide repeat (PPR)
! superfamily protein, putative (1)

1 Hypothetical protein (1)

1 Hypothetical protein (1)

1 Hypothetical protein (1)
1 Hypothetical protein (1)
1 Hypothetical protein (1)
1 Hypothetical protein (1)
1 Hypoth

1 protein (1)

1 Hypothetical protein (1)

1 Hypothetical protein (1)

1 Hypothetical protein (1)

1 Hypothetical protein (1)
| Ctokinin riboside S-monophosphate
! phosphoribohydrolase (1)

1 Hypothetical protein (1)

1 Hypothetical protein (1)
1 Hypothetical protein (1)
1 Hypothetical protein (1)
1 Hypothetical protein (1)
1 Hypothetical protein (1)
1 Hypothetical protein (1)
1 Hypothetical protein (1)
1 Hypoth

1 protein (1)

1 Hypothetical protein (1)

1 Progesterone 5-beta-reductase (1)
1 Hypothetical protein (1)
1 Hypothetical protein (1)
1 Hypothetical protein (1)
1 Hypoth

1 protein (1)
1 Hypothetical protein (1)
1 Hypothetical protein (1)

1 Hypothetical protein (1)

1 Hypothetical protein (1)
1 Hypothetical protein (1)
1 Hypothetical protein (1)
1 Hypothetical protein (1)
1 Hypothetical protein (1)

1 Hypothetical protein (1)

1 Hypothetical protein (1)

1 Hypothetical protein (1)
1 Hypotheti

1 protein (1)
1 Hypothetical protein (1)
1 Zinc knuckle family protein (1)
1 Hypothetical protein (1)

1 Kunitz-type tryps

inhibitor (1)

1 Hypothetical protein (1)
1 Hypothetical protein (1)
1 Hypothetical protein (1)
1 Hypothetical protein (1)
1 Hypothetical protein (1)
1 Hypothetical protein (1)

1 Hypothetical protein (1)

1 Acylsugar acyltransferase 3 (1)

1 Hypothetical protein (1)

protein binding [GO:0005515
molecular_function] (1)

regulation of transcription, DNA-
templated [GO:0006355
bxoloycal |_process] (1): DNA binding
[GO:0003677 molecular_function] (1)
potassium ion transmembrane transporter
activity [GO:0015079
molecular_function] (1); membrane
[ 00016020 cellular_component]
jum ion transmembrane transport
[GO 10071805 biological_process] (1)

transmembrane transporter activity
[GO:0022857 molecular_function] (1):
integral component of membrane

[GO:0016021 cellular_component] (1)

transferase activity, transferring acyl
groups other than amino-acyl groups
[GO:0016747 molecular_function] (1)

protein binding [GO:0005515

molecular_function] (1)

transferase activity, transferring acyl

groups other than amino-acyl groups

[GO:0016747 molecular_function] (1)
f tvity

Leucine-rich repeat [IPRODI611] (1);
Leucine-rich repeat domain, L domain-
like [IPR032675] (1)

NAC domain [IPR003441] (1)

Potassium transporter [IPR003855] (1)

Nascent polypeptide-associated complex
NAC domain [IPR002715] (1; Nascent
polypeptide-associated complex subunit
alpha [IPROI6641] (1)

WATI-related protein [IPRO30184] (1)

Transferase [IPRO03450] (1);
Chloramphenicol acetyltransferase-like
domain [IPR023213] (1)
Chloramphenicol acetyltransferase-like
domain [IPR023213] (1)

Bifunctional inhibitor/plant ]Ipld transfer

protein/seed storage helical dom:
[IPRO16140] (1)

Ubiquitin-related domain [IPR029071]
(1); Ubiquitin domain [IPR000626] (1)
Transferase [IPRO03480] (1);
Chloramphenicol acetyltransferase-like
domain [IPR023213] (1)

a ik

groups other than amino-acyl groups
[GO:0016747 molecular_function] (1)

catalytic activity [GO:0003824
molecular_function] (1)

transaminase activity [GO:0008483
molecular_function] (1); catalytc activity |
[Go.ooo]m ‘molecular_function] (1);
pyridoxal phosphate binding
[GO:0030170 molecular_function] (1)

biosynthetic process [GO:0009058
biological_process] (1

protein binding [GO:0005515
molecular_function] (1)

nucleic acid binding [GO:0003676
molecular_function] (1): RNA-DNA
hybrid ribonuclease activi
[GO:0004523 molecular_function] (1)

ATP binding [GO:0005524
molecular_function] (1); protein kinase
activity [GO:0004672
molecular_function] (1); protein
phosphorylation [GO:0006468
biological_process] (1)

endopeptidase inhibitor activity
GO:0004866 molecular_function] (1)

nucleic acid binding [c.o 0003676
molecular_function] (

nucleic acid binding [GO:0003676

domain [IPR23213] (1); Transferase
[IPRO03480] (1)

Epoxide hydrolase-like [IPR000639] (1);
Alpha/Beta hydrolase fold [IPR029058]
(1); Alpha/beta hydrolase fold-1
[1PR000073] (1)

Pyndo‘(al phosphate-dependent

nsf region, subdomain 2
nmmsmw (1); Aminotransferase
class-I1I [IPRO0SS 14] (1)

Domain of unknown function DUF1985
[IPROIS410] (1)

Chorismate-utilising enzyme, C-terminal
[IPRO15890] (1); ADC synthase
[IPRO0S801] (1); Anthranilate synthase
component I-like [IPR019999] (1)
Tetratricopeptide-like helical domain
[IPRO11990] (1; Pentatricopeptide
repeat [IPRO0288S] (1)

‘Domain of unknown function DUF4217
[IPRO25313] (1)

LOG family [IPRO31100] (1)

Double-stranded RNA-binding domain
[IPRO14720] (1)

Retrotransposon gag domain
[IPRO0S162] (1)

NAD(P)-binding domain [IPRO16040]
m

Ribonuclease H domain [IPR002156]
(1); Ribonuclease H-like domain
[IPROI2337] (1)

Serine/threonine/dual specificity protein
Kinase, catalytic. domain [IPR002290]
(1): Protein kinase domain [IPR000719]
(1); Protein kinase-like domain
[IPRO11009] (1)

Chromo domain-like [IPRO16197] (1);
Chromo domain [IPR023780] (1)

Proteinase inhibitor 13, Kunitz legume
[IPR002160] (1); Domain of unknown
function DUF1985 [IPRO15410] (1):
Kunitz inhibitor ST1-fike [IPR011065]
0]

GHMP kinase, C-terminal domain
[IPROI3750] (1)

Ribonuclease H-like domain
(IPROI2337] (1)

molecular_function] (1); zin ion binding Zinc finger, CCHC-type [IPRO0IS7S] (1) -

[GO:0008270 molecular_function] (1)
transferase activit

groups other than amino-acyl groups
[GO:0016747 molecular_function] (1)
transfe tvity

c Jik
domain [IPRO23213] (1); Transferase
[1PR003480] (1)
e

groups other than amino-acyl groups
[GO:0016747 molecular_function] (1)

domain [IPR023213] (1); Transferase
[IPRO03480] (1)

P_tifoliata_00288_mRNA_45.1

P_trifoliata_00288_mRNA_43.1

P_tifoliata_00288_mRNA_41.1

P _trifoliata_00288 mRNA_39.1
P_trifoliata_00288_mRNA_28.1
P_tifoliata_00288_mRNA_22.1
P_tifoliata_00288_mRNA_1.1
P _trifoliata_00287 mRNA 9.1
P_trifoliata_00287_mRNA_7.1

P_trifoliata_00287_mRNA_4.1

P_trifoliata_00287_mRNA_24.1

P_tifoliata_00287_mRNA_IS.1
P_tifoliata_00287_mRNA_1.1

P_tifoliata_00286_mRNA 9.1

P_trifoliata_00286_mRNA_6.1

P_trifoliata_00286_mRNA 41.1

P_trifoliata_00286_mRNA_39.1

P_trifoliata_00286_mRNA_23.1

P_trifoliata_00286_mRNA 22.1

P_trifoliata_00286_mRNA_14.1
P_trifoliata_00286_mRNA_10.1

P_tifoliata_00285_mRNA_42.1

P_tifoliata_00285_mRNA _41.1

P_tifoliata_00285_mRNA_37.1

P_tifoliata_00285_mRNA_25.1

P_trifoliata_00285_mRNA 2.1

P_trifoliata_00285_mRNA_11.1

P _trifoliata 00284 mRNA 4.1
P _tifoliata_00284_ mRNA_33.1
P_trifoliata_00284_mRNA_32.1
P_trifoliata_00284_ mRNA_30.1
P_trifoliata_00284_mRNA 2.1
P_tifoliata_00283_mRNA 8.1
P_trifoliata_00283_mRNA_41.1
P _tifoliata_00283 mRNA _40.1
P_trifoliata_00283_mRNA 4.1
P_tifoliata_00283_mRNA_38.1

P_tifoliata_00283_mRNA 331
P_tifoliata_00283_mRNA_31.1
P_tifoliata_00283_mRNA_30.1
P _tifoliata_00283 mRNA 2.1
P_trifoliata_00283_mRNA 2.1
P_trifoliata_00283_mRNA_26.1
P _tifoliata_00283 mRNA 22.1
P_trifoliata_00283_mRNA_19.1
P_tifoliata_00283_mRNA_16.1
P_tifoliata_00283_mRNA_I5.1

P_trifoliata_00283_mRNA_14.1

P_trifoliata_00283_mRNA_I3.1
P _trifoliata_00283 mRNA_10.1
P_trifoliata_00282_mRNA_6.1
P_tifoliata_00282_mRNA_4.1
P_trifoliata_00282 mRNA_38.1
P _trifoliata_00282 mRNA 3.1
P_trifoliata_00282_mRNA_I.1

P_tifoliata_00281_mRNA 9.1
P_tifoliata_00281_mRNA_7.1
P_trifoliata_00281_mRNA_4.1
P _trifoliata_00281_mRNA_33.1

P_trifoliata_00281_mRNA_31.1
P_tifoliata_00281_mRNA_30.1

P_tifoliata_00281_mRNA 3.1

P_tifoliata_00281_mRNA_17.1

P_trifoliata_00281_mRNA_14.1

P uifolata 00281 mRNA 10.1
P_trifoliata_00280_mRNA 9.1
P_trifoliata_00280_mRNA_7.1

P_tifoliata_00280_mRNA 5.1

P_tifoliata_00280_mRNA_43.1
P_trifoliata_00280_mRNA_42.1
P_trifoliata_00280_mRNA_41.1
P_tifoliata_00280_mRNA_40.1
P_trifoliata_00280_mRNA 4.1
P_tifoliata_00280_mRNA_39.1

P_trifoliata_00280_mRNA_37.1

P_trifoliata_00280_mRNA_34.1

P_trifoliata_00280_mRNA 33.1
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GF0047465 0
GFO047464 0
GF0047463 0
GF0047462 0
GF0047461 0
GF0047460 0
GF0047459 0
GF0047458 0
GFO0047457 0
GF0047456 0
GF0047455 0
GFO0047454 0
GF0047453 0
GF0047452 0
GF0047451 0
GF0047450 0
GF0047449 0
GFO047448 0
GFO047447 0
GFO047446 0
GF0047445 0
GFO047444 0
GFO0047443 0
GFO047442 0
GFO047441 0
GFO0047440 0
GF0047439 0
GFO047438 0
GFO047437 0
GF0047436 0
GFO047435 0
GFO047434 0
GFO047433 0
GFO0047432 0
GF0047431 0
GF0047430 0
GF0047429 0
GF0047428 0
GF0047427 0
GF0047426 0
GFO047425 0
GF0047424 0
GF0047423 0
GF0047422 0
GF0047421 0
GF0047420 0
GFO047419 0
GFO047418 0
GFO047417 0
GF0047416 0
GFO047415 0
GFO047414 0
GFO047413 0
GFO047412 0
GFO047411 0
GFO047410 0
GF0047409 0
GFO047408 0
GFO0047407 0
GFO0047406 0
GF0047405 0
GFO047404 0
GF0047403 0
GF0047402 0
GF0047401 0

1 Chitinase (1)

1 Hypothetical protein (1)

1 Ribonuclease H protein, putative (1)

1 Chitinase (1)

1 Hypothetical protein (1)
MADS-box transcription factor family

! protein (1)

1 Hypothetical protein (1)

1 Hypothetical protein (1)

1 Hypothetical protein (1)

1 Serine carboxypeptidase-like 7 (1)

1 Hypoth

1 protein (1)
1 Hypothetical protein (1)

| Short hypocatyl in white lightl protein
a

1 Amino acid permease 6 (1)

| Cytokinin riboside S"monophosphate
! phosphoribahydrolase (1)

1 Hypothetical protein (1)

1 Hypothetical protein (1)

1 Hypothetical protein (1)

1 Hypothetical protein (1)
1 Hypothetical protein (1)

1 Hypothetical protein (1)
1 Hypothetical protein (1)
1 Hypothy

1 protein (1)
1 Mavieyanin (1)

1 Hypothetical protein (1)
1 Hypothetical protein (1)
1 Hypothetical protein (1)

1 Hypothetical protein (1)

1 Hypothetical protein (1)

1 Hypothetical protein (1)

1 Non-symbiotic hemoglobin (1)

1 Hypothetical protein (1)

1 Hypothetical protein (1)
1 Hypothy

1 protein (1)
1 Hypothetical protein (1)

| Adenine nucleotide alpha hydrolases-like
superfamily protein

1 Hypothetical protein (1)

1 Hypothetical protein (1)
1 Hypothetical protein (1)
1 Hypothetical protein (1)
1 Hypothetical protein (1)

1 Linalool synthase (1)

1 Hypothetical protein (1)
1 ApA (1)

1 Hypothetical protein (1)
1 Hypothetical protein (1)

1 Hypothetical protein (1)

1 Hypothetical protein (1)
1 Hypothetical protein (1)

1 Hypothetical protein (1)
1 Caffeic acid 3-O-methyltransferase (1)

1 Hypothetical protein (1)
1 Hypothetical protein (1)
1 Hypothetical protein (1)

1 Miraculin (1)

chitin catabolic process [GO:0006032
biological_process] (1); chitinase activity
[GO:0004568 molecular_function]

cell wall macromolecule catabolic
process [GO:0016998
biological_process] (1)

chitin catabolic process [GO:0006032
biological_process] (1); chitinase activity
[GO:0004368 molecular_function] (1);
cell wall macromolecule catabolic
process [GO:0016998
biological_process] (1)

malate transport [GO:0015743
biological_process] (1)

serine-type carboxypeptidase activity
[GO:0004185 molecular_function] (1);
proteolysis [GO:0006508

biological process] (1)

proteolysis [GO:0006508
biological_process|] (1); serine-type
carboxypeptidase activity [GO:0004185
molecular_function] (1)

nucleic acid binding (GO:0003676
molecular_function] (1)

cysteine-type peptidase activity
[GO:0008234 molecular_function] (1):
proteolysis [GO:0006508
biological_process] (1)

electron carrier activity [GO:0009055
molecular_function] (1)

nucleic acid binding IGO 0003676
molecular_function] (1

oxygen binding [GO:0019825
molecular_function] (1); heme binding
[GO:0020037 molecular_function] (1)

transferase activity, transferring acyl
groups [GO:0016746
molecular_function] (1); metabolic
process [GO:0008152
biological_process] (1)

response to stress [GO:0006950
biological_process] (1)

protein kinase activity [GO:0004672
molecular_function] (1); protein
phosphorylation [GO:0006468
biological_process] (1); ATP binding
[GO:0005524 molecular_function] (1)

Teguiarion of transcriprion, UNA-
templated [GO:0006355
biological_process] (1); response to
auxin [GO:0009733 biological_process]

terpene synthase activity

Retrotransposon gag domain
[IPRO0S162] (1); Lysozyme- hke dom'un
[IPR023346] (1); Glycoside hy -
family 19, catalytic nrkoomm m

Reverse transcriptase zinc-binding
domain [IPR026960)] (1)

Glycoside hydrolase, family 19, catalytic
[IPR000726] (1); Lysozyme-like domain -
[IPRO23346] (1)

Aluminum-activated malate transporter

[IPRO20966] (1)

Alpha/Beta hydrolase fold [IPR029058]
(1): Peptidase S10, serine B
carboxypeptidase [IPRO01S63] (1)

Peptidase S10, serine carboxypeptidase
[IPRO01563] (1; Alpha/Beta hydrolase:
fold [IPRO290S8] (1)

Ribonuclease H-like domain
[IPROI2337] (1)

mino acid transporter, transmembrane
dommn [IPRO13057] (1)

‘Domain of unknown function DUF4215

[IPR025452] (1); Ulp! protease family,

C-terminal catalytic domain [IPR003653] -
Domain of unknown function

DUF4216 [IPR025312] (1)

Domain of unknown function DUF4219
[1PRO25314] (1)

Phytocyanin domain [IPR003245] (1);
Cupredoxin [IPR00S972] (1)

Ribonuclease H-like domain

[IPROI2117 ay
erse transcriptase domain

nmnmm a

Globin/Protoglobin [IPR012292] (1);
Globin-like [IPR009050] (1); Globin
[IPR000971] (1); Leghaemoglobin, iron- -
binding site [IPR019824] (1);
Leghaemoglobin [IPR001032] (1)

E3-binding domain [IPRO04167] (1) -

UspA [IPRO0G016] (1); Rossmunn like
harbeta/alpha sandwich B

uyknmze] ay

Protein kinase domain [IPR000719] (1);

Protein kinase-like domain [IPR011009]

(1); Concanavalin A-lke lectin/glucanase

domain [IPRO13320] (1);

Serine/threonine-protein kinase, active -

site [IPRO0S271] (1);

Serine/threonine/dual specificity protein

kinase, catalytic. domain [IPR002290]

M

FHY3/FARI family [IPRO31052] (1);
Small auxin-up RNA [IPR003676] (1);
MULE transposase domain [IPRO18289]
)

molecular_function] (1): lyase activity
[GO:0016829 molecular_function] (1);
magnesium ion binding [GO:0000287
molecular_function] (1); metabolic
process [GO:0008152
biological_process] (1)

zine ion binding [GO:0008270
molecular_function] (1)

ATP binding [GO:0005524
molecular_function] (1); protein
phosphorylation [GO:0006468
biological_process] (n protein kinase
activity [GO:

molecular_function] (1 )

protein dimerization activity
[GO:0046983 molecular_function] (1)

methyltransferase activity [GO:0008168
molecular_function] (1); O-

Isopenoid [IPRO0S949]
(1); Terpene synthase, N-terminal

domain [IPR001906] (1); Terpene
synthase, metal-binding domain B
[IPR005630] m Terpenoid

cyclases/protein prenyltransferase alpha-
alpha e [xpkaasm] )

Zin finger, PMZ-type [IPRO0GS64] (1);
Zine finger, SWIM-type [IPRO07527] (1)

Protein kinase-like domain [IPR011009]
(1); Protein kinase domain [IPR000719] -
m

Plant methyltransferase dime
[IPRO12967] (1); Winged helix-tum-
helix DNA-binding domain [IPRO11991]
M

S-adenosyl-L-methionine-dependent
methyltransferase [IPR029063] (1): O-
OMT-type -

(GO:0008171
molecular_function] (1)

endopeptidase inhibitor activity
[GO:0004866 molecular funcuon] 0]

| Kunitz-type itor KPLC1
[0}

1 Hypothetical protein (1)

1 Hypothetical protein (1)
Leucine-rich repeat receptor-like

1 serine/threonine-protein kinase BAM1
[0}

1 Hypothetical protein (1)

1 Transposase (1)

1 Hypothetical protein (1)

1 Acetyl-coenzyme A synthetase (1)

1 Hypothetical protein (1)
1 Hypothetical protein (1)

y
[GO:0004866 molecular_function] (1)

oxidation-reduction process
[GO:0035114 biological process] (1);
oxidoreductase activity [GO:0016491
molecular_function] (1)

catalytic activity [GO:0003824
molecular_function] (1); metabolic
process [GO:0008152
biological_process] (1)

[IPRO16461] (1); O-methyltransferase,
family 2 [IPR001077] (1)

Proteinase inhibitor 13, Kunitz legume
[IPRO02160] (1): Kunitz inhibitor ST1- -
like [IPRO11065] (1)

Kunitz inhibitor ST1-like [IPRO11065]

(1): Proteinase inhibitor 13, Kunitz -
Tegume [IPRO02160] (1)

Leucine-rich repeat domain, L domain-
like [IPR032675] (1)

Transposon, En/Spm-like [IPR004242]

U]

Isopenicillin N synthase-like

[mnzmx]m Oxoglutaratefiron- -
dependent dioxygenase [IPRO0S123] (1)

AMP-dependent synthetaseligase
[IPROOOS73] (1); AMP-binding. -
conserved site [IPRO20845] (1)

P_trifoliata_00280_mRNA 32.1

P_trifoliata_00280_mRNA_29.1

P_trifoliata_00280_mRNA_22.1

P_trifoliata_00280_mRNA_15.1

P_trifoliata_00280_mRNA_I3.1
P_trifoliata_00279_mRNA_7.1
P_tifoliata_00279_mRNA_6.1

P_trifoliata_00279_mRNA 5.1

P_tifoliata_00279_mRNA_40.1

P_trifoliata_00279_mRNA_35.1

P_tifoliata_00279_mRNA 3.1
P_tifoliata_00279_mRNA_24.1
P_trifoliata_00279_mRNA_I7.1
P_tifoliata_00279_mRNA_14.1
P_trifoliata_00279_mRNA_I.1

P _trifoliata 00278 mRNA 9.1
P_trifoliata_00278_mRNA 8.1

P_trifoliata_00278_mRNA_6.1

P_tifoliata_00278_mRNA 5.1
P_tifoliata_00278_mRNA_I5.1

P_trifoliata_00278_mRNA_I3.1
P_tifoliata_00278_mRNA_12.1
P_tifoliata_00278_mRNA_10.1

P_tifoliata_00277_mRNA_4.1

P_trifoliata_00277_mRNA_26.1
P_tifoliata_00277_mRNA_25.1
P_trifoliata_00277_mRNA _24.1

P_trifoliata_00277_mRNA_18.1

P_trifoliata_00277_mRNA_I7.1

P_trifoliata_00277_mRNA_I1.1

P_trifoliata_00277_mRNA_10.1

P_tifoliata_00277_mRNA_I.1

P_tifoliata_00276_mRNA_33.1

P_trifoliata_00276_mRNA 27.1

P_trifoliata_00276_mRNA_18.1

P_tifoliata_00276_mRNA_17.1

P_trifoliata_00276_mRNA_1.1

P_trifoliata_00275_mRNA_6.1

P_trifoliata_00275_mRNA_33.1

P_tifoliata_00275_mRNA_21.1

P_trifoliata_00275_mRNA_15.1

P_trifoliata_00275_mRNA_I2.1
P_trifoliata_00274_mRNA_7.1

P_tifoliata_00274_mRNA 24.1
P_trifoliata_00274_mRNA 2.1

P_tifoliata_00274_mRNA_IS.1

P_tifoliata_00274_mRNA_17.1

P_trifoliata_00274_mRNA_13.1

P_trifoliata_00274_mRNA_12.1

P_trifoliata_00274_mRNA_I1.1

P_trifoliata_00274_mRNA_I.1
P_tifoliata_00273_mRNA_7.1
P_trifoliata_00273_mRNA_26.1

P_trifoliata_00273_mRNA_25.1

P_tifoliata_00273_mRNA_24.1

P_tifoliata_00273_mRNA_23.1
P_tifoliata_00273_mRNA_11.1

P_tifoliata_00273_mRNA_10.1
P_tifoliata_00273_mRNA_1.1

P_tifoliata_00272_mRNA 9.1

P_tifoliata_00272_mRNA_39.1

P_tifoliata_00272_mRNA_34.1

P_tifoliata_00272_mRNA _27.1
P_trifoliata_00272_mRNA _25.1
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GFO047400 0 0 1 Hypothetical protein (1) B P_urifoliata 00272 mRNA _24.1
GF0047399 0 0 1 Hypothetical protein (1) - P_ifoliata_00272_mRNA_23.1
GF0047398 0 0 1 Hypotheical protein (1) -
GFO047397 0 0 1 Hypothetical protein (1) .
GFO047396 0 0 1 Hypothetical protein (1) - P_urifoliata 00272 mRNA _20.1
. nucleic acid binding [GO:0003676  Ribonuclease H-like domain
GFO047305 0 0 1 Hypothetical protein (1) e oo Ubrorasmy () - P_urifoliata 00272 mRNA_19.1
B
.‘:NIA esraion [f’?‘ ‘“““' Tﬁ wciq Ribonuelease H-like domain
GFO047394 0 0 1 Hypothetical protein (1) lo'ogical_process] (1); nucleic act [IPRO12337] (1); Integrase, catalytic - P_trifoliata_00272_mRNA_18.1
binding [GO:0003676
) core [IPROOIS84] (1)
moleeutar_function] (1)
GF0047393 0 0 1 Hypothetical protein (1) - P_trifoliata_00272_mRNA_16.1
GFO047392 0 0 1 Hypothetical protein (1) - P_urifoliata 00272 mRNA_15.1
GF0047391 0 0 1 Hypothetical protein (1) - P_tifoliata_00272_mRNA_I3.1
GF0047390 0 0 1 Hypotheical protein (1) - P_tifoliata_00272_ mRNA_I1.1
GFO047389 0 0 1 Hypothetical protein (1) - P_trifoliata_00271_mRNA_26.1
GRO04T388 0 0 Retrotransposon protein, putative, - P_sifoliata_00271_mRNA_25.1
unclassified (1) - SRS
cellular biosynthetic process
[GO:0044249 bi o!oglcal L process] (1):
nucleotide biosy
0005165 ot mesans) (1, Sntbetse, consrved st [IPROODS42]
00091 (1); Ribose-phosphate diphosphokinase
ibonuclcoside monophosphate [IPR0059 S i
GF0047387 0 0 1 Ribose-phosphate diphosphokinase (1) biosynthetic process [GO:0009156 o N i © P_ifoliata_00271_mRNA_19.1
biological_process] (1); ribose phosphate PYTOPROSPhokInase, N-te o
[iPR020099] (1
diphosphokinase activity [GO:0004749 .
Phosphoribosyltransferase-like
molcular_function](1): magnesum on. 1=*PI R
binding [GO:0000287
molecular_function] (1)
GF0047386 0 0 1 Hypothetical protein (1) - P_urifoliata 00270 mRNA 45.1
GF0047385 0 0 1 Hypothetical protein (1) - P_tifoliata_00270_mRNA 4.1
GFO047384 0 0 1 Hypotheical protein (1) - P_tifoliata_00270_mRNA_33.1
ke aci biing [COU3STS - Reves st e binding
Non-LTR retroclement reverse lecular_function] (1); RNA-DNA  domain [IPRO26960] (1): Ribonuclease . B
GF0047383 0 0 ! transcriptase-like (i I\ybnd ribonuclease activity Holike domain [IPR012337] (1); P_trifoliata_00270_ mRNA_29.1
[GO:0004523 molecular_function] (1) Ribonuclease H domain [IPR002156] (1)
GFO047382 0 0 1 Hypothetical protein (1) - P_trifoliata_00270_mRNA_23.1
 Endomembrane protein 70 protein family integral component of membr
GFO047381 0 0 1 Eneome e )1 Nonaspanin (TM9SE) [IPRO0A240] 1) - P_trifoliata_00270_mRNA_2.1
ol i binding GOy Dol ko fion DUFSS
GFO047380 0 0 1 Hypotheical protein (1) molecular_function] (1): zinc fon binding : . - P_tifoliata_00270_mRNA_15.1
[GO:0008270 molecular_function] (1) 215 IPRUOS78] (1): Zine knuckde
CX2CXAHXAC [IPRO2S836] (1)
Domain of unknown function DUF4219
GF0047379 0 0 1 Hypothetical protein (1) Uerossariron P_ifoliata_00270_mRNA_I3.1
GF0047378 0 0 1 Hypothetical protein (1) - P_urifoliata 00269 mRNA 44.1
GF0047377 0 0 1 Hypothetical protein (1) - P_ifoliata_00269_mRNA_43.1
GF0047376 0 0 1 Hypotheical protein (1) - P_tifoliata_00269_mRNA_41.1
GFO047375 0 0 1 Hypothetical protein (1) - P_trifoliata_00269_mRNA_36.1
GRO047374 0 0 1 Hypothetical protein (1) - P_urifoliata_00269_ mRNA_35.1
GFO047373 0 0 1 Hypothetical protein (1) - P_ifoliata_00269_mRNA_33.1
GF0047372 0 0 1 Hypotheical protein (1) - P_tifoliata_00269_mRNA_32.1
GFO047371 0 0 1 Hypothetical protein (1) - P_trifoliata_00269_mRNA_30.1
GFO047370 0 0 1 Hypothetical protein (1) - P_urifoliata_00269_ mRNA_25.1
GF0047369 0 0 1 Hypothetical protein (1) - P_tifoliata_00269_mRNA_22.1
GFO047368 0 0 1 Hypotheical protein (1) - P_tifoliata_00269_mRNA_I1.1
GFO047367 0 0 1 Hypothetical protein (1) - P_trifoliata_00269_mRNA_L1
ghucose metabolic process (GO:0006006
bilgeal procss) (1) oo
reduction 055114 Glucose-6-phosphate dehydrogenase
GF0047366 0 0 1 Hypothetical protein (1) b’°"’5°a"”°°°ss] “‘ glucose-6- [IPROO1282] (1); Glucose-6-phosphate P_trifoliata_00268 mRNA 31.1
civi erminal [IPR022675]
[GO:0004345 molecular_function] (1); (1)
NADP binding [GO:0050661
molecular_function] (1)
slucose metabolic process [GO:0006006
biolagical_process] (1): ghicose-6-
. [GO:0004345 molecular_function] (1);  terminal [IPR022675] (1; Glucose-6-
GF0047365 0 0 1 Hypothetical protein (1) o seducron proces Pt dehyirommear PROOR] P_urifoliata_00268 mRNA 27.1
[GO05S1 14 bilogkalrocess (1 (1
NADP binding [GO:005066!
molecular_function] (1)
cysteine-type pepidase activity
[GO:0008234 molecular_function] (1):  Ulpl protease family, C-terminal
GF0047364 0 0 1 Hypotheical protein (1) o [oovo006805 ot ER0050] () P_tifoliata_00268 mRNA_22.1
biological_process] (1)
Leucine-tich repeat domain, L domain-
like [IPRO32675] (1); NB-ARC
GFO047363 0 0 NB-ARC domain & ADP binding [GO:0043531 [IPRO02182] (1); P-loop containing - P._tifoliata_00268 mRNA_2.1
protein (1) molecular_function] (1)
nucleoside triphosphate hydrolase
[IPRO27417) (1)
Peptidase M24,structural domain
[IPRO00994] (1);
Creatinase/Aminopeptiduse P/Spt16, N-
GF0047362 0 0 1 FACT complex subunit SPT16 (1) RO o ey P_tifoliata_00268 mRNA_13.1
complex subunit Spt16, N-terminal lobe
domain nvkozmxw )
regulation of transcription, DNA- A binding dom:
GFO047361 0 0 1 Hypotheical protein (1) templated [GO:0006355 [mnnmn]m FHYAFAR family - P_tifoliata_00268 mRNA_I1.1
biological process] (1) [IPRO31052] (1)
Transposasc-associated domain
GF0047360 0 0 1 Hypothetical protein (1) LRt - P_ifoliata_00267_ mRNA_7.1
nuclci acid binding [GO:0003676  Domain of unknown function DUFI985
GFO047359 0 0 1 Hypothetical protein (1) molecular_function] (1): zinc fon binding [IPRO1S410] (1); Zine finger, CCHC- - P_trifoliata_00267_mRNA_29.1
[GO:0008270 molecular_function] (1) type [IPRODIS7S] (1)
Domain unknown function DUF295
GFO047358 0 0 1 Hypotheical protein (1) Urroosioaron P_tifoliata_00267_mRNA_28.1
GF0047357 0 0 1 Hypothetical protein (1) LysM domain [IPROIS392] (1) - P_ifoliata_00267_mRNA_27.1
GF0047356 0 0 1 Hypotheical protein (1) - P_tifoliata_00267_mRNA_23.1
nucleic acid binding [GO:000: Ribonuclease Helike d
GF0047355 0 0 1 Ribonuclease H protein (1) et o Hrrorssmy - P_tifoliata_00267_mRNA_2.1
. RNA-directed DNA polymerase , related Reverse transeriptase domain
GF0047354 0 0 [ Frwpsis, - P_urifoliata_00267 mRNA_18.1
GFO047353 0 0 1 Hypothetical protein (1) - P_trifoliata_00267_mRNA_I1.1
eysteine-type pepidase activity g
1GO:0008234 molecular_function] (1): ) ”ff":f:ﬁ'n',‘,’;ﬁ‘;?;]"a:
DNA binding [GO:0003677 ot seu tansription ot xcltcd
GF0047352 0 0 1 Hypothetical protein (1) molecular_function] (1); protein IPRO1S660] (13 M. type basi hlix. P_ifoliata_00266_ mRNA_6.1
dimerization activity [GO:0046983 loop-helix (bHLH) domain [IPRO11598]
molecular_function] (1); proteolysis
[GO:0006308 biological_process] (1)
GFO047351 0 0 1 Hypotheical protein (1) - P_tifoliata_00266_ mRNA_4.1
GFO047350 0 0 1 AtpA (1) - P_trifoliata_00266_mRNA_33.1
GFO047349 0 0 1 Hypothetical protein (1) - P_urifoliata_00266_mRNA_19.1
Transferase [IPRO03480] (1): Domain of
ransforase activity, transferring acyl  unknown function DUF4283
GF0047348 0 0 1 Hypothetical protein (1) groups other than amino-acyl groups  [IPR025558] (1); Chloramphenicol - P_ifoliata_00266_ mRNA_I3.1
[GO:0016747 molecular_function] (1) acetylransferase-like domain
[IPRO23213] (1)
Serine/hreonine/duat specttcity protein
Kinase, catalytic domain [IPR002290]
protein kinase actvity [GO:0004672  (1): Serinc/thrconine-protein kinase,
Leucinearich repeat protein kinase fumly, ™O1ecul_function] (1);protein acie i [IPRO0271) (1 -
GF0047347 0 0 [iasivinorts e family phosphorylation [GO:0006468 threonine/tyrosinc-protein kinas - P_tifoliata_00266_ mRNA_10.1
protein, pt biological_process] (1); ATP binding  catalytic domain umnnmsw).
[GO:0005524 molecular_function] (1) Protein kinase domain [IPRO00T10] (1:
Protein kinase-like domain [IPRO1 1009]
GFO047346 0 0 1 Hypothetical protein (1) - P_urifoliata_00266_mRNA_1.1
. Retrotransposon gag domain
GRO047345 0 0 1 Hypothetical protein (1) Ubrooeronr i - P_urifoliata_00265_mRNA 8.1
GFO047344 0 0 1 Hypothetical protein (1) - P_trifoliata_00265_mRNA_S.1
GRO047343 0 0 1 Hypothetical protein (1) - P_urifoliata_00265_mRNA 35.1
GF0047342 0 0 1 Hypothetical protein (1) - P_ifoliata_00265_mRNA_33.1
GFO047341 0 0 1 Hypotheical protein (1) - P_tifoliata_00265_mRNA_32.1
GFO047340 0 0 1 Hypothetical protein (1) - P_trifoliata_00265_mRNA_30.1
Cytokinin riboside S-monophosphate - »
GFO047330 0 0 L bomein (1 LOG family [IPRO31100] (1) - P_trifoliata_00265_mRNA_29.1
GFO047338 0 0 1 Hypotheical protein (1) - P_tifoliata_00265_mRNA_25.1
GFO047337 0 0 1 Hypothetical protein (1) - P_trifoliata_00265_mRNA_24.1
GRO047336 0 0 1 Hypothetical protein (1) - P_urifoliata_00265_mRNA _20.1
GF0047335 0 0 1 Hypothetical protein (1) - P_ifoliata_00265_mRNA_2.1
GF0047334 0 0 1 Hypotheical protein (1) - P_tifoliata_00265_mRNA_19.1
GFO047333 0 0 1 Hypothetical protein (1) - P_trifoliata_00265_mRNA_16.1
GFO047332 0 0 1 Hypothetical protein (1) - P_urifoliata 00265 mRNA_12.1
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GFO047331 0 0 1 Hypothetial protein (1) - P_trifoliata 00264 mRNA 9.1
GF0047330 0 0 1 Hypothetical protein (1) - P_ifoliata_00264 mRNA_7.1
GF0047329 0 0 1 Hypotheical protein (1) - P_tifoliata_00264_ mRNA_6.1
GFO047328 0 0 1 Hypothetical protein (1) - P_trifoliata_00264_ mRNA_30.1
regulation of transcription, DNA-
templated [GO:0006355
. biological_process] (1); double-stranded - Mitochodrial transcription termination
GFO047327 0 0 1 Hypothetical protein (1) DA i 1con000600 o oro0sesn P_trifoliata 00264 mRNA 29.1
molecular_function] (1); mitochondrion
[GO:0005739 cellular_component] (1)
. Domain of unknown function DUF632
GFO047326 0 0 1 Hypothetical protein (1) Urmoosaesn oy P_tifoliata 00264 mRNA 26.1
Phenylcoumaran bensylic ther NinrA-like domain [IPRO0SO30] (1);
GFO047325 0 0 ! i NAD(P)-binding domain [IPRO16040] - P_tifoliata_00264_ mRNA_24.1
reductase-like protein (1)
GF0047324 0 0 1 Hypotheical protein (1) - P_tifoliata_00264_ mRNA_23.1
GFO047323 0 0 1 Hypothetical protein (1) - P_trifoliata_00264_ mRNA_17.1
GFO047322 0 0 1 Hypothetical protein (1) - P_trifoliata 00264 mRNA._14.1
GFO047321 0 0 1 Hypothetical protein (1) - P_tifoliata_00264 mRNA_12.1
GF0047320 0 0 1 Hypotheical protein (1) - P_tifoliata_00264_ mRNA_10.1
GFO047319 0 0 1 Hypothetical protein (1) - oliata_00263_mRNA_50.1
Uncharacterised protein family, basic
. el rotein secretory protein [IPRO07541] (1): Cullin _ ol .
GFOO4T3 1S 0 0 1 Hypothetical protein (1) s o P_trifoliata 00263 mRNA 49.1
[IPROI6159] (1)
. . Uncharacterised protein family, basic ;
GFO047317 0 0 1 Plant basic sccretory family protcin (1) sttt i P_trifoliata_00263 mRNA_44.1
GFO047316 0 0 1 UPFO631 protein (1) Complex 1 LYR protein [IPRO0SO11] (1) - P_trifoliata_00263_ mRNA_34.1
amino acid transmembrane transporter
actvity [GO:0015171
molecular.function] (1); amino acid  Amino acid/polyamine transporter [ )
GFO047315 0 0 transmembrane transport [GO:0003333  [IPR002293] (1) P_trifoliata 00263 mRNA 3.1
biological_process] (1); membrane
[GO:0016020 cellular_component] (1)
deus (G Cyclin, C-terminal domain [IPRO04367]
GFO04T314 0 0 1 Hypothetical protein (1) ::ﬁlﬁ:: l:;f;""::ﬁ‘:” (1); Cyclin A, plant [IPRO29S0T) (1); - P_uifoliata_00263 mRNA 24.1
"_compor Cyelin-like [IPRO13763] (1)
GFO04T313 0 0 1 Hypotheical protein (1) GH3 farmly (IPR004993] (1) - P_trifoliata_00263_ mRNA_IS.1
e transcriptase zinc-binding .
GFO047312 0 0 1 Hypothetical protein (1) o ot (1 - P_trifoliata_00263 mRNA_13.1
oxidation-reduction procass
[GO:0035114 biological_process] (1):  ERV/ALR sulfhydryl oxidase domain
GFO047311 0 0 1 Hypotheical protein (1) ol i s iaroatoom " [ibRo1 7909 (1) P_tifoliata_00263 mRNA_L1
molecular_function] (1)
Leucine-tich repeat domain, L domain-

3 .
GFO047310 0 0 1 Hypothetical protein (1) [ttty P_ifoliata_00262_ mRNA_S.1
GFO047309 0 0 1 Hypothetical protein (1) - P_trifoliata 00262 mRNA_36.1

flavin adenine dinucleotide binding
[GO:0050660 molecular_function) (1):
oxidation-reduction process €O dehydrogenase lavoprotein-lk,
[GO:0055114 biological_process] (1):  FAD-binding. subdomain 2 [IPRO16169]
. . oxidoreductase activity [GO:0016491  (1); FAD-binding, type 2, subdomain 1 )
GFO047308 0 0 FReteuline oxidsserike protin (1) 0 e (1 e i s~ P_trifoliata_00262_ mRNA_34.1
[GO:0003824 molecular_function] (1);  (IPRO16166] (1); FAD linked oxidase, N-
Oxtorstuctse iy, g Ci- il [PRODGUS) 1)
OH group of donors [GO
molecular_function] (1)
Leucine-rich repeat-containing N-
GF0047307 0 0 1 Hypothetical protein (1) e RO 3501 (1) P_ifoliata_00262_ mRNA_32.1
. Leucine-rich repeat domain, L domain-
GF0047306 0 0 1 LRR receptor-like kinase (1) I"ﬁ";;::;;’[““x";‘;‘;’g (010‘055'5 like [IPR032675] (1); Leucine-rich repeat - P._trifoliata_00262_mRNA_30.1
& [IPROOI61] (1)
iron ion binding [GO:0005506
molccular_function] (1): heme binding
[GO:0020037 molecular_function) (1)
monooxygenase activty [GO:0004497
molecular_function] (1): oxidoreductase - Cytochrome P4S0, E-class, group IV
GF0047305 0 0 1 Hypotheical protein (1) actvity,acting on paired donors, with  [IPR002403] (1); Cytochrome P4SO - P_tifoliata_00262_ mRNA_28.1
incorporation or reduction of molecular [IPRO0TI28] (1)
oxygen [GO:0016705
molecular.function] (1); oxidation-
reduction process [GO:0055 114
biological_process] (1)
GF0047304 0 0 1 Hypothetical protein (1) - P_ifoliata_00262_ mRNA_27.1
Alpha crystallin/Hsp20 domain
[IPRO02068] (1); HSP20-lke chaperone
GRO4T303 0 0  Hypothetieal protein (1) [IPRO0S978] (1); Small heat shock P_trifoliata_00262 mRNA_26.1
protein HSP20 [IPRO31107] (1)
GF0047302 0 0 1 Hypotheical protein (1) - P_tifoliata_00262_ mRNA_24.1
Putatve discase resstance RPP13-like cine-rich repeat domain, L domain-
GFO047301 0 0 (B [ttty P_tifoliata_00262_ mRNA_23.1
GF0047300 0 0 1 Hypothetical protein (1) - P_ifoliata_00262_ mRNA_17.1
ATP-grasp fold, subdomain 2
ATP binding [GO:0005524 [IPROI3816] (
CRO047299 0 0  Hypothetieal protein (1) molecular_function] (1) Phosphonbosylglycmamlde synthetase, P_trifoliata_00262_mRNA_16.1
p (A) domain [IPR020S61] (1)
A]pha crysra]Im/HspZO domain
[IPRO02068] (1): HSP20-lke chaperone
GROK4T28 0 0  Hypothetieal protein (1) [IPRO0S978] (1); Small heat shock P_trifoliata_00262 mRNA_13.1
protein HSP20 [IPRO31107] (1)
Reverse transeriptase zinc-binding
GF0047297 0 0 1 Hypothetical protein (1) o ooatha0; (1 P_ifoliata_00262_ mRNA_I2.1
nucleic acid binding [GO:0003676  Ribonuclease H-like domain .
GF0047296 0 0 1 Hypothetical protein (1) e e TpRorssaoy 1) - P_trifoliata_00262_ mRNA_I1.1
GF0047295 0 0 1 Hypotheical protein (1) - P_tifoliata_00262_ mRNA_L1
GF0047294 0 0 Mechanosensiive fon channcl family - P_rifoliata_00261 mRNA 5.1
protein (1) - 0201 mENA
Expansin,cellulose-binding-like domain
[IPROOTI17] (1): RipA-like double-psi
GF0047293 0 0 1 Hypothetical protein (1) beta-barrel domain [IPRO09009] (1); - P_ifoliata_00261_mRNA_41.1
Expansin/pollcn allergen, DPBB domain
[1PRO0T112] (1)
Serinethreonine-protein kinase, active
protein kinase actvity [GO:0004672  site [IPRO0S271] (1):
Receptor e ytosaic serngthconing. I fncton] (1 protin Serinethreonine/dual specifcity protein
GF0047292 0 0 e a1} phosphorylation [GO:0006465 kinase, catalytic domain [IPR002290] - P_tifoliata_00261_mRNA_35.1
P biological_process] (1); ATP binding  (1); Protein kinase-like domai
[GO:0005524 molecular_function] (1)~ (IPRO11009] (1): Protein kinase domain
[IPRO0O7I9] (1)
GFO047291 0 0 1 Hypothetical protein (1) - P_trifoliata_00261_mRNA_3.1
GF0047290 0 0 1 Hypothetial protein (1) - P_trifoliata 00261 mRNA 21.1
GF0047289 0 0 1 Hypothetical protein (1) - P_tifoliata_00261_mRNA_I2.1
“oenzyme A wansferase activity tans Transferase (IPRO03450] (1):
GF0047288 0 0 Ishlkmme’qumar groups other than amino-acyl groups  Chioramphenicol acetyltransferasc-like - P_ifoliata_00261_mRNA_I1.1
droxycinnamoyltransferase (1) [GO:0016747 molecular_function] (1) domain [IPRO23213] (1)
GF0047287 0 0 1 Hypmheuca} protein (1) - P_ifoliata_00261_mRNA_L1
zinc fon binding [GO:0008270
molecular_function] (1): nucleic acid
GF0047286 0 0 1 Hypotheical protein (1) e G005 Zine finger, CCHC-type [IPRODISTS] (1) - P_tifoliata_00260_ mRNA_32.1
molecular_function] (1)
GFO047285 0 0 1 Hypotheical protein (1) - P_tifoliata_00260_ mRNA_30.1
B LI RVEU 4 L, e
GFO047284 0 0 1 Protein trichome birefringence-like 31 (1) bmfnngenwnxc iy [1PRO20963) - P_tifoliata_00260_mRNA_24.1
GF0047283 0 0 1 Hypothetical protein (1) - P_ifoliata_00260_ mRNA_20.1
GF0047282 0 0 1 Hypotheical protein (1) - P_tifoliata_00260_mRNA_2.1
GF0047281 0 0 1 Hypothetical protein (1) "I')““s’“"m' MuDR, plant [IPR004332] P._tifoliata_00260_mRNA_19.1
GF0047280 0 0 1 Hypothetical protein (1) - P_tifoliata_00260_ mRNA_17.1
GF0047279 0 0 1 Hypotheical protein (1) - P_tifoliata_00260_ mRNA_15.1
GFO047278 0 0 1 Hypothetical protein (1) - P_trifoliata_00260_mRNA_13.1
ooy ottt i
GF0047277 0 0 1 Hypothetical protein (1) ;vé)éuon‘n)l(;‘;gﬁs\g‘chzlx:j ;i TROTa1a01 o B ot o P_tifoliata 00260 mRNA._12.1
8 gical_pr protein/Par allergen [IPR00052S] (1)
Protein of unknown function wound- ;
GFO047276 0 0 1 Putative wound induced protcin-like (1) [ P_trifoliata_00259_mRNA_0.1
GF0047275 0 0 1 Hypotheical protein (1) - P_tifoliata_00259_mRNA_$.1
proteolysis [GO:0006508
biological process] (1); cysteine-type  Ulpl protease family, C-terminal )
GFO047274 0 0 1 Hypothetical protein (1) e oot e o 08 (1) P_trifoliata_00259_mRNA_44.1
molecular.function] (1)
Domain of unknown function DUF1985
GF0047273 0 0 1 Hypotheical protein (1) Drrorsstor P_tifoliata_00259_mRNA_43.1
. mleicactnding (COUNNT  Rbonicls ke domain
GFO047272 0 0 1 Hypothetical protein (1) e s TeRorssass 1) - P_trifoliata 00259 mRNA 39.1
GFO047271 0 0 1 Hypothetical protein (1) - P_trifoliata_00259_mRNA_33.1
GFO047270 0 0 1 Hypothetical protein (1) - P_trifoliata 00259 mRNA 30.1
GF0047269 0 0 1 Hypothetical protein (1) - P_ifoliata_00259_mRNA_24.1
GF0047268 0 0 1 Hypothetical protein (1) - P_tifoliata_00259_mRNA_23.1
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Protein of unknown function wound- ; N
GFO047267 0 0 1 Putative wound induced protcin-like (1) e Rt - P_trifoliata_00259_mRNA_12.1
Protcin of unknown function wound-
GF0047266 0 0 1 Putative wound induced protein-like (1) induced [IPRO222511 (1) ) P_ifoliata_00259_mRNA_I1.1
GFO047265 0 0 1 0rf108b protein (1) - P_trifoliata 00258 mRNA 9.1
GF0047264 0 0 1 Hypothetical protein (1) - P_tifoliata_00258_ mRNA_6.1
GF0047263 0 0 1 Hypotheical protein (1) - P_tifoliata_00258_ mRNA_46.1
GFO047262 0 0 1 Hypothetical protein (1) - P_trifoliata_00258_mRNA_45.1
| Cytokinin rboside 5-monophosphate . ;
GFO047261 0 0 Lot (1 LOG family [IPRO31100] (1) - P_trifoliata_00258_mRNA_44.1
Domain of unknown function DUF4283
GF0047260 0 0 1 Hypothetical protein (1) [IPRO25558] (1): Zine knuckle - P_ifoliata_00258 mRNA_41.1
CX2CXAHXAC [IPRO25836] (1)
GF0047259 0 0 1 Hypothetical protein (1) - P_ifoliata_00258_ mRNA_40.1
GFO047258 0 0 1 Hypotheical protein (1) - P_tifoliata_00258_mRNA_39.1
Pleckstrin homology domain
[IPRO0I349] (1): Dynamin central
domain [IPRO0O375] (1); P-loop
containing nuclcoside triphosphate
GF0047257 0 0 e protein 6 isoform 2 (1) gTIP f":‘f{“‘f:‘i?%ﬂszs hydrolase [IPR027417] (1); PH domain- - P_trifoliata_00258 mRNA_34.1
rolecular_functio like [IPRO11993] (1); Dynamin
sty [IPR022812] (1) Dy
type guanine nucleotide-binding (G)
domain [IPRO30381] (1)
GTrus iy ooz CTRS st dori FRC20550)
GF0047256 0 0 1 Hypothetical protein (1) ;!(\;é(:t(‘)lal;;g!;usncln;n] (11 ): (f‘u IPlhm(Iinng) [IPRO03130] (1): Dynamin superfamily P_trifoliata_00258 mRNA 33.1
‘molecular_function HbRosasio) (1)
Domain of unknown function DUF4219
GF0047255 0 0 1 Hypotheical protein (1) Drrossairon P_tifoliata_00258_ mRNA_30.1
GF0047254 0 0 1 Hypothetical protein (1) - P_ifoliata_00258 mRNA 3.1
GF0047253 0 0 1 Hypotheical protein (1) - P_tifoliata_00258_ mRNA_29.1
. . Leucine-rich repeat [IPRO01611] (13
GFO047252 0 0 1 :’;‘y“‘““ WRKY transcription factor 19 ::;’I‘:‘:“:‘r“‘x:i‘f‘a ?3055‘5 Leucine-rich repeat domain, L domain- - P._trifoliata_00258 mRNA_24.1
& like [PRO32675] (1)
GFO047251 0 0 1 Hypotheical protein (1) - P_tifoliata_00258_ mRNA_23.1
GFO047250 0 0 1 Hypothetical protein (1) - P_trifoliata_00258_mRNA_20.1
GF0047249 0 0 1 Hypothetical protein (1) - P_trifoliata 00258 mRNA 2.1
GF0047248 0 0 1 Hypothetical protein (1) - P_ifoliata_00258 mRNA_19.1
GF0047247 0 0 1 Hypotheical protein (1) - P_tifoliata_00258_ mRNA_17.1
GFO047246 0 0 1 Hypothetical protein (1) - P_trifoliata_00258_mRNA_16.1
GF0047245 0 0 1 Hypothetical protein (1) - P_trifoliata 00258 mRNA_15.1
acrobic lectron transport chain
16010019646 bilogieal processl () Cytochrome ¢ oxidase subunic I domain
GF0047244 0 0 1 Cytochrome ¢ oxidase subunit 3 (1) eme-conp Y [IPR00029S] (1) Cytochrome c oxidase - P_ifoliata_00258 mRNA_I4.1
1GO:001S002 molecuarfunction] (1): [P (0 et
membrane [GO:0016020
cellular_component] (1)
GF0047243 0 0 1 Hypotheical protein (1) - P_tifoliata_00258_ mRNA_13.1
Reverse transeriptase domain
GF0047242 0 0 1 Hypotheical protein (1) Fritswsis - P_tifoliata_00257_mRNA_9.1
GFO047241 0 0 1 Hypothetical protein (1) - P_ifoliata_00257_mRNA_7.1
nuclcic acid binding [GO:0003676  Ribonuclease H-lke domain
GF0047240 0 0 1 Hypothetical protein (1) e oo Herorssmr - P_ifoliata_00257_mRNA_6.1
GF0047239 0 0 1 Hypothetical protein (1) - P_trifoliata 00257 mRNA 27.1
GF0047238 0 0 1 Hypothetical protein (1) - P_ifoliata_00257_mRNA_26.1
zinc fon binding [GO:0008270
molecular_function] (1): nucleic acid
GF0047237 0 0 1 Hypotheical protein (1) e G005 Zine finger, CCHC-type [IPRODISTS] (1) - P_tifoliata_00257_mRNA_19.1
molecular_function] (1)
GF0047236 0 0 1 Hypotheical protein (1) - P_trifoliata_00257_mRNA_17.1
GFO047235 0 0 1 Hypothetical protein (1) - P_trifoliata_00257_mRNA_14.1
GFO047234 0 0 1 Hypothetical protein (1) DrnaJ domain [IPRO0I623] (1) - P_tifoliata 00257 mRNA _I1.1
O-methyliransferase, family 3
O-methyliransferase activity [IPRO02935] (1): S-adenosyl-L-
33 - .
G047 0 0 1 Hypothetical protein (1) [GO:0008171 molecular_function] (1) methionine-dependent methyltransferase P_trifoliata_00256_mRNA 9.1
[IPRO29063] (1)
GF0047232 0 0 1 Hypothetical protein (1) - P_ifoliata_00256_mRNA_6.1
prtin olyon [QO006HTS - Prtci arginine Nty rse
biological_process] (1): [IPRO25799] (1); S-adenosyl-L- .
GF0047231 0 0 1 Hypothetical protein (1) memylmnsferase activity [GO:0008168  methionine-dependent methyltransferase P_trifoliata_00256_mRNA _22.1
molecular_function] (1) [IPRO29063] (1)
GF0047230 0 0 1 Hypotheical protein (1) - P_tifoliata_00256_mRNA_20.1
GFO047220 0 0 1 Hypothetical protein (1) - P_trifoliata_00256_mRNA_19.1
phospholipase A2 actvity [GO:0004623
molccular_function] (1); calciumion  Phospholipase A2 domain [IPRO16090]
. - binding [GO:0005509 (1); Phospholipase A2, histidine active ol .
GF0047228 0 0 1 Phospholipase A2 (1) molecular_function] (1); lipid catabolic  site [IPR033113] (1); Phospholipase A2 P_trifoliata_00256_mRNA_16.1
process [GO:0016042 [IPROOI211] (1)
biological_process] (1)
GFO047227 0 0 1 Hypothetical protein (1) - P_ifoliata_00256_mRNA_12.1
GF0047226 0 0 1 Hypotheical protein (1) - P_tifoliata_00256_mRNA_10.1
GFO047225 0 0 1 Hypothetical protein (1) - P_trifoliata_00255_mRNA_48.1
RipAlike double-psi beta-barrel domain
[IPRO09009] (1): Expansin/pollen
allergen, DPBB domain (IPR007112]
serine-type endopeptidase activity  (1); ATP-dependent Clp protease
g [GO:0004252 molecular_function] (1):  protcolytic subunit [IPRODISOT] (1
GF0047224 0 0 1 Expansin-ike B1 (1) Peteniods GOM06503 b totons ik domin (IFR020045] P_tifoliata_00255_mRNA_47.1
biological_process] (1) ( msin,cellulose-binding:
domain [IPRO07117] (1) Clp protease
proteolytic subunit /Translocation-
enhancing protein TepA [IPRO23562] (1)
GF0047223 0 0 1 Hypothetical protein (1) - P_ifoliata_00255_mRNA_46.1
nucleus [GO:0003634
cellular_component] (1): histone lysine
methylation [GO:0034968 Pre-SET zinc-binding sub-group
GFO047222 0 0 1 Hypothetical protein (1) biological_process] (1): histonc-lysine N- [IPR003606] (1); Pro-SET domain - P_trifoliata_00255_mRNA_44.1
methyltransferase activity [GO:0018024 [IPRO07728] (1)
molecular_function] (1): zinc fon binding
[GO:0008270 molecular_function] (1)
GFo047221 0 0 1 Hypothetical protein (1) - P_trifoliata 00255 mRNA 34.1
GF0047220 0 0  Simiarity to non-LTR retroclement - P_tifoliata 00255 mRNA_30.1
! reverse transeriptase (1)
oxidoreductase activity,acting on paired
donors, with incorporation or reduction
of molccular oxygen [GO:0016705
molecular_function] (1); oxidation-  Cytochrome P450 [IPRO01128] (1):
GFO047219 0 0 1 Cytochrome P450 82G1 (1) reduction process [GO:0055 114 Cytochrome P450, E-class, growp | - P_ifoliata_00255_mRNA_28.1
biological_process] (1):iron fon binding [IPRO02401] (1)
[GO:0005506 molecular_function] (1):
heme binding [GO:0020037
molecular_function] (1)
heme binding [GO:0020037
molecular_function] (1):iron fon binding
[GO:0005506 molecular_function] (1):
oxidation-reduction process Cytochrome P4S0 (IPROOT128] (1):
GFO047218 0 0 1 Cytochrome P450 82C4 (1) [GO:0055114 biological_process] (1);  Cylochrome P4S0, E-class, group I~ - P_ifoliata_00255_mRNA_27.1
oxidoreductase activity, acting on paircd [IPR002401] (1)
donors, with incorporation or reduction
of molccular oxygen [GO:0016705
molecular_function] (1)
Protein kinase, ATP binding site
[IPROI7441] (1): Serinc/hreonine-
ein tion (G protein kinase, active sitc [IPR008271]
protein phosphorylation [GO:0006468 ' i hrconine/dual specificity
bilgkal proces] ;i ke
i protein kinase, catalytic domain
GFO047217 0 0 CBLrinteracting serine/threonine-protein o\ 1y, f\mmon] (n ATP binding  IPR002290] (1); Protein kinase like P._trifoliata_00255_mRNA_I3.1
Kinase 20 (1) domain [IPROT1009] (1): NAF/FISL
[GO:0005524 molecular_funtion] (1;
domain [IPROISAS1] (1)¢
signal transduction [GO:0007165
[Et— Calcium/calmodulin-dependentcalcium-
dependent protein kinase [IPR020636]
(1); NAF domain [IPR004041] (1)
Protcin kinase domain [IPR000719] (1)
High mobility group box domain
GFO047216 0 0 1 High mobilty group B protein 7 (1) Lreoosorts o P_tifoliata_00255_mRNA_10.2
GFO047215 0 0 1 Hypothetical protein (1) - P_trifoliata 00254 mRNA 7.1
GFO047214 0 0 1 Hypothetical protein (1) - P_tifoliata_00254 mRNA_37.1
GFO047213 0 0 1 Hypothetical protein (1) - P_trifoliata_00254_ mRNA_23.1
GFO047212 0 0 1 Hypothetical protein (1) - P_trifoliata_00254_ mRNA_22.1
GFO047211 0 0 1 Hypothetical protein (1) - P_trifoliata 00254 mRNA._17.1
Zinc finger, SWIM-type [IPRO0TS27)
. zinc fon binding [GO:0008270
GFO047210 0 0 1 Hypothetical protein (1) R A (0 g, Z-ps (PRO0GSS1) - P_trifoliata 00254 mRNA._13.1
zinc fon binding [GO:0008270
GF0047209 0 0 1 Hypothetical protein (1) molecular_function] (1):nucleic acid 7. g, CCHC-type (IPROOISTS] (1) - P_trifoliata 00254 mRNA_11.1

binding [GO:0003676
molecular_function] (1)
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GF0047208 0 0 1 Hypothetical protein (1) B P_urifoliata 00253 mRNA_28.1
GFO047207 0 0 1 Hypothetical protein (1) - P_rifoliata_00253_mRNA_26.1
GFO047206 0 0 1 Hypothetical protein (1) - P_ifoliata_00253_ mRNA_25.1
GFO047205 0 0 1 Hypothetical protcin (1) - P_sifoliata_00253_ mRNA_24.1
GFO047204 0 0 1 Hypothetical protein (1) - P_urifoliata 00253 mRNA 20.1
. Cytokinin riboside S-monophosphate .
GF0047203 0 0 Shoephoribanydrole () LOG family [IPRO31100] (1) - P_urifoliata_00253 mRNA_19.1
GFO047202 0 0 1 Hypothetical protcin (1) - P_usifoliata_00253 mRNA_18.1
GFO047201 0 0 1 Hypothetical protein (1) - P_urifoliata 00253 mRNA_11.1
magnesium fon binding [GO:0000287 | crPenoid eyclases/protein
et cadiens st oy . s ion] (1 sty PGS TN T
GF0047200 0 0 1 ¥ Y [GO:0016829 molecular_function] (1): : Terpane synihase. P_trifoliata_00252 mRNA 9.1
m I metal-binding domain [IPR00S630] (1);
terpene synthase activity [GO:0010333
Isoprenoid synthase domain [IPR00S949]
molecular_function] (1) »
GFO047199 0 0 1 Hypothetical protein (1) - P_ifoliata_00252_ mRNA_7.1
GFO04T198 0 0 1 Hypothetical protcin (1) - P_sifoliata_00252_ mRNA_50.1
GF0047197 0 0 1 Hypothetical protein (1) - P_urifoliata_00252_ mRNA 5.1
GFO047196 0 0 1 Hypothetical protein (1) - P_rifoliata_00252_mRNA_48.1
eysteine-type peptidase activity
[GO:0008234 molceular_function] (1);  Ulpl protease family, C-terminal
GRO047195 0 0 1 Hypothetical protein (1) Ptoniods IGOM06503 e G IPROUS53] (1) P_ifoliata_00252_ mRNA_38.1
biological_process] (1)
GFRO047194 0 0 1 Hypothetical protein (1) - P_ifoliata_00252_mRNA_36.1
GFO047193 0 0 1 Hypothetical protcin (1) - P_urifoliata_00252_ mRNA_33.1
» Winged helix-turn-helix DNA-binding §
GFO047192 0 0 1 Hypothetical protcin (1) o (RO 10911 (1) P_sifoliata_00252_ mRNA_31.1
GRO047191 0 0 1 Hypothetical protein (1) - P_ifoliata_00252_ mRNA 3.1
GFO047190 0 0 1 Hypothetical protcin (1) - P_sifoliata_00252_ mRNA_29.1
GF0047189 0 0 1 Hypothetical protein (1) - P_urifoliata_00252_ mRNA 28.1
GFO047188 0 0 1 Hypothetical protein (1) - P_rifoliata_00252_mRNA_26.1
GRO047187 0 0 1 Hypothetical protein (1) - P_ifoliata_00252_ mRNA_25.1
GRO04T186 0 0 1 Transeription factor ILR3 (1) - P_usifoliata_00252_ mRNA_16.1
Iyase activity [GO:0016829
molecular_function] (1); terpene Tepons sy, Moo o
. (#)-delta-cads thase isozyme A synthase activit [IPRO01906] (1); Terpen . folats .
GFO047185 0 0 Ty molecular_function] (1); metabolic cyclases m\cn,mnynmm(mmlpm- P_trifoliata_00252 mRNA_12.1
process [GO:0008152 alpha toroid [IPRO0S930] (1)
biological_process] (1)
. . P-loop containing nucleoside
GF0047184 0 0 1 Sulfotransferase (1) e e (IoR027417) (1) P_urifoliata_00251_mRNA_39.1
lipid metabolic process [GO:0006629  Acyl transferasefacyl
N biological process (1); metabolic hydrolase/lysophospholipase .
GRO04TIS3 0 0 1 Phospholipase, patatin family (1) e (Gooaon1 TROTe0ss, s Pttt Peospholipese P_usifoliata_00251_mRNA_36.1
biologieal process] (1) A2-related [IPR002641] (1)
'.:“’:“"”“”I proc “"]‘" ‘:":" . Alpha/beta hydrolase fold-3 [IPR013094]
GF0047182 0 0 1 Hypothetical protein (1) "" "““G "’8;““ 5 ydrolase (1): Alpha/Beta hydrolase fold - P_trifoliata_00251_mRNA_34.1
aetivity [G [IPR029058] (1)
GRO04T181 0 0 1 Hypothetical protein (1) - P_ifoliata_00251_mRNA_33.1
o binds Zine finger, RING-H2-type [PRO24766]
GF0047180 0 0 1 Hypothetical protein (1) zine ion binding [GO:0008270 (1); Zine finger, RING/FYVE/PHD-type - P_trifoliata_00251_mRNA _30.1
molecular_function] (1) [PROT30831 ()
GRO047179 0 0 1 Hypothetical protein (1) - P_ifoliata_00251_mRNA_29.1
GRO04TITS 0 0 1 Hypothetical protein (1) - P_sifoliata_00251_mRNA_28.1
GF0047177 0 0 1 Hypothetical protein (1) - P_urifoliata_00251_mRNA 26.1
GFO047176 0 0 1 Hypothetical protein (1) - P_ifoliata_00251_mRNA_24.1
oxidoreductase activity, acting on paired
donors, with incorporation or reduction
of molecular oxyzen [GO:0016705
molecular_function] (1): oxidation-
GRO047175 0 0 1 Hypothetical protein (1) reduction process [GO:0055114 Cytochrome P4S0 [IPROOII28] (1) - P_urifoliata_00251_mRNA 1.1
biological_process] (1) iron ion binding
[GO:0005506 molecular_function] (1);
heme binding [GO:0020037
molecular_function] (1)
""lzf:;;’“;"l"“‘ilﬁ?(']’;mjf;g"onr Alcohol dehydrogenase, C-terminal
ion roeees (G081 14 [IPRO13149] (1); Alecohol dehydrogenase
GRO047174 0 0 1 Hypothetical protein (1) superfamily, zine-type [IPRO0208S] (1); - P_ifoliata_00250_mRNA_4.1
biologial process] (1): oxdoreductase PP BRI FEED TR
activity [GO:0016491 o '8 dor
molecular_function] (1)
signal ransduction [GO:0007165 Toll/nterlenkin-1 receptor homology
GRO047173 0 0 1 Hypotherical protin (1) biologial_process] (1): protin binding 'y ML SR O - P_ifoliata_00250_mRNA_34.1
[GO:0005515 molecular. function] (1)
GFO047172 0 0 1 Hypothetical protein (1) catalytio actvity [GO:0003824 Cytidine deaminase-like [IPROI6193] (1) - P_trifoliata_00250_mRNA 33.1
molecular_function] (1)
GFO04TITI 0 0 1 Hypothetical protein (1) - P_urifoliata_00250 mRNA_32.1
GFO047170 0 0 1 Hypothetical protein (1) - P_rifoliata_00250_mRNA_29.1
GRO047169 0 0 1 Hypothetical protein (1) - P_ifoliata_00250_mRNA_27.1
GRO04TI68 0 0 1 Hypothetical protein (1) - P_sifoliata_00249_mRNA_9.1
nucleotide-cxcision repair [GO:0006289
biological_process] (1): core TFIIH
complex [GO:0000439
GF0047167 0 0 1 Hypothetical protein (1) cellular_component] (1); ATP-dependent T;’,‘;i;‘;‘l‘f;‘;:f‘:’;qm‘l'; subunit - P_trifoliata_00249 mRNA 8.1
DNA helicase activity [GO:0004003 ™
molecular_function] (1: nucleus
[GO:0005634 cellular_componen] (1)
magnesium ion binding [GO:0000287  Terpene synthase, metal-binding domain
molecular_function] (1);lyase activity  [IPR00S630] (1); Reverse transcriptase,
GFRO047166 0 0 1 Hypothetical protein (1) [GO:0016829 molecular_function] (1); ~ RNA-dependent DNA polymerase - P_ifoliata_00249_mRNA_6.1
terpene synthase activity [GO:0010333 [IPROI3103] (1: Isoprenoid synthase
molecular_function] (1) domain [IPRBDSM‘)] )
dependent oxidoreductase domain
oxidation-reduction process [|PRI\232IH ] (1; Aldo/keto reductase
[GO:0055114 biological_process] (1);
GRO04T165 0 0 1 Hypothetical protein (1) [IPRO20471] (1); Aldorketo - P_ifoliata_00249_mRNA_41.1
oxidoreductase activity [GO:0016491 .
molecular_function] (1) reductase/potassium channel subunit beta
& [IPRO0I39S] (1)
GRO047164 0 0 1 Hypothetical protein (1) - P_ifoliata_00249_mRNA_40.1
GRO04T163 0 0 1 Hypothetical protein (1) - P_uifoliata_00249_mRNA 4.1
GF0047162 0 0 1 Hypothetical protein (1) - P_urifoliata_00249_mRNA_37.1
GFO047161 0 0 1 Hypothetical protein (1) - P_ifoliata_00249_mRNA_35.1
GRO047160 0 0 1 Hypothetical protin (1) - P_ifoliata_00249_mRNA_28.1
core TFIIH complex [GO:0000439
cellular_companent] (1); nucleotide: 1, cripion fuctor TFIIH subunit
— ion factor 11 subani 4 SXCiSion pait [GO:0006289 > :
GFRO047159 0 0 1 General transcription factor [IH SubUNICH kjijoical process] (1): ATP-dependent ! P_urifoliata_00249_ mRNA 2.1
o 512, Neterminal domain
DNA helicase activity [GOX (bRO32830] (1)
molecular_function] (1); nucleus 92
[GO:0005634 cellular_componen] (1)
GFO047158 0 0 1 Hypothetical protein (1) - P_rifoliata_00249_mRNA_13.1
GFRO047157 0 0 1 Hypothetical protein (1) I‘:.;‘DLP)'bmdmg domain [IPRO16040] P_rifoliata_00248_ mRNA_9.1
GF0047156 0 0 1 Hypothetical protein (1) - P_urifoliata_00248 mRNA 8.1
GFRO047155 0 0 1 Hypothetical protein (1) - P_rifoliata_00248_ mRNA_42.1
GRO04T154 0 0 1 Hypothetical protein (1) - P_ifoliata_00248_ mRNA 4.1
GRO04T1S3 0 0 1 Hypothetical protein (1) - P_usifoliata_00248_mRNA_36.1
GF0047152 0 0 1 Hypothetical protein (1) - P_urifoliata 00248 mRNA_35.1
GFO047151 0 0 1 Hypothetical protein (1) - P_rifoliata_00248_ mRNA_31.1
GRO047150 0 0 1 Hypothetical protein (1) - P_ifoliata_00248_mRNA_28.1
GFO04T149 0 0 1 Hypothetical protcin (1) - P_sifoliata_00248_mRNA_25.1
nucleic acid binding |(vo 0003676 Ribonuclease H-like domain . )
GFRO04T148 0 0 1 Hypothetical protcin (1) e Tonaion, (1 UbRoras) () - P_usifoliata_00248_mRNA_24.1
GRO047147 0 0 1 Hypothetical protein (1) - P_ifoliata_00248_ mRNA_21.1
ribosome [GO:0005840
cellular_component] (1); ranslation
[GO:0006412 biological_process] (1):
GRO047146 0 0 1 Hypothetical protein (1) intracellular [GO:0005622 Ribosomal protein L36e [IPRO00S09] (1) - P_urifoliata 00248 mRNA_19.1
cellular_componen] (1); struetural
constituent of ribosome [GO:0003735
molecular_function] (1)
GFO047145 0 0 1 Hypothetical protein (1) - P_rifoliata_00248_ mRNA_16.1
drug transmembrane transport
[GO006853biogclroces] (1
membrane [GO:001602
cellular_component] m. drug
. | Putative MATE efflux family protein 5~ transmembrane transporter activity  Mult antimicrobial extrusion protein folats .
GRO047144 0 0 U like (1) [GO:0015238 molecular function] (1);  [IPR002528] (1) P_trifoliata_00248 mRNA_15.1
antiporter activity [GO:0015297
molecular_function] (1); transmembranc
transport [GO:0055085
biological_process] (1)
nucleic acid binding [GO:000: Ribonuclease Hlike d
GRO047143 0 0 1 Ribonuclease H (1) reloetln antion) 1) LPROI937] (1) - P_ifoliata_00248_ mRNA_11.1
GFO047142 0 0 1 Hypothetical protein (1) - P_rifoliata_00248_ mRNA_10.1
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membrane [GO:0016020
cellula_component] (1):; potassium ion
0071805
GFO04TI41 0 0 1 Potassium transporter (1) transmembrane transport [GO:0071805 oy transporter (1PRO03855] (1) - P_tifoliata 00248 mRNA 11
biological_process] (1); potassium ion
ransmembrane transporter actvity
[GO:0015079 molecular_function] (1)
GF0047140 0 0 1 Hypothetical protein (1) - P_ifoliata_00247_mRNA_8.1
GF0047139 0 0 1 Hypotheical protein (1) - P_tifoliata_00247_mRNA_42.1
GFO04TI38 0 0 1 Hypothetical protein (1) - P_trifoliata_00247_mRNA_41.1
Polypreny! synthetasc-related
. seranylacrans] divhosshate symthase (1) 1SOPrenoid biosynthetic process [IPROI7446] (1); Polyprenyl synthetase _ ol .
GFO047I37 0 0 1 Geranylgeranyl diphosphte syt (1) (o0 e e oot 1) homen s P_trifoliata 00247 mRNA 40.1
domain [IPRO0SS49] (1)
GFO04T136 0 0 1 Hypothetical protein (1) - P_trifoliata 00247 mRNA 38.1
GFO047135 0 0 1 Hypothetical protein (1) - P_ifoliata_00247_mRNA_35.1
ATP binding [GO:0005524
molecular.function] (1); microtubule-
based movement [GO:0007018
" biological_process] (1); microtubule  Kinesin-ike protein [IPR027640] (1); .
GFO04T134 0 0 1 Hypothetical protein (1) oot e i (P2001 7831 (1) P_trifoliata_00247_mRNA_34.1
molecular.function] (1); microtubule
binding [GO:0008017
molecular.function] (1)
PC-Esterase [IPRO26057] (1); Trichome
GFO047133 0 0 1 Calpain clp-1 (1) :’;"f""“"i,ﬂjfﬂfj‘j::‘hf:’:ﬁ"’”“‘ P_irifoliata_00247 mRNA 3.1
[IPRO25846] (1)
GF0047132 0 0 1 Hypothetical protein (1) - P_ifoliata_00247_mRNA_23.1
P ) ) | Retrotransposon protein, puttive, Ty~ GAG-pre-integrase domain [IPR025724] _ b ol 00247 mRNA 20,1
copia subelass (1) 1) X 00247 mRNA
attachment ot GF1 anchor to protein
[GOI0016255 biological_process] (1):
proteolysis [GO:0006508
b proces (LFD it anor o 1PRO28361
GFO047130 0 0 1 ATIGOS750 protcin (1) v LG (1): Peptidase C13, legumain - P_tifoliata_00247_mRNA_1S.1
molcular_function] (1; GPLanchor (| (EEANE O
ransamidase complex [GO:0042765
cellular_component] (1); GPl-anchor
ransamidase actvity [GO:0003923
mlornar funetion (11
GFO047129 0 0 1 Hypothetical protein (1) - P_trifoliata 00247 mRNA_16.1
GFO047128 0 0 1 Hypothetical protein (1) Malectin [IPRO21720] (1) - P_tifoliata_00247_mRNA_I1.1
GFO047127 0 0 1 Hypotheical protein (1) - P_tifoliata_00247_mRNA_10.1
Leucine-rich repeat [IPRO01611] (1)5
Malectin [IPRO21720] (1): Concanavalin
Leucine-rich repeat family protein  protein binding [GO:0005515 Adike lectin/glucanase domain .
GF0047126 0 0 1 fprotein kinase family protein-ike (1)  molecular_function] (1) [IPRO13320] (1); PC-Esterase - P_trifoliata 00247 mRNA_L.1
[IPRO26057] (1); Leucine-rich repeat
domain, L domain-ike [IPR032675] (1)
GFO047I25 0 0 1 Hypothetical protein (1) - P_trifoliata 00246 mRNA 9.1
GF0047124 0 0 1 Hypothetical protein (1) - P_ifoliata_00246_mRNA 8.1
GFO047123 0 0 1 Hypotheical protein (1) - P_tifoliata_00246_mRNA_7.1
GFO04TI22 0 0 1 Hypothetical protein (1) - P_trifoliata_00246_mRNA_S.1
Reverse transeriptase domain .
GFO04TI21 0 0 1 Hypothetical protein (1) it - P_trifoliata_00246_mRNA_4.1
P-loop containing nucleoside
GFO047120 0 0 1 Protein AIG1 (1) GTP binding [GO:0005525 triphosphate hydrolase [IPRO27417) (1):_ P._trifoliata_00246_mRNA_34.1
molecular_function] (1) AIGI-type guanine nucleotide-binding
(G) domain [IPRO0G703] (1)
GFO047119 0 0 1 Hypotheical protein (1) - P_trifoliata_00246_mRNA_33.1
AIGI-type guanine nucleotide-binding.
GFO047118 0 0 1 Protein AIG1 (1) GTF binding [G0:0003525 (6) domain [[FRODG703] (1); Ploop P_trifoliata 00246 mRNA_30.1
molccular_function] (1) containing nucleoside triphosphate - 00246 mRNA
hydrolase [IPR027417] (1)
oxidoreductase activity [GO:0016491
molecular.function] (1); oxidation-
reduction process [GO:0055 114 s:zi":v“:‘;’"“:’;;’ﬁ‘;‘;:“;‘f] privn
GFO04TI17 0 0 1 12-oxophytodienostereductse 2(1)  bologeal process] (1) FMN binding e e T ISR P_trifoliata 00246 mRNA 26.1
[GO0010181 molecular._function] (1) (4°°¢ 57
catalytc activity [GO:0003824
molecular_function] (1)
Leucine-rich repeat [IPRO01611] (1):
Leucine-rich repeat domain, L domain-
protein binding [GO:0005515 like [IPRO32675] (1); Leucine-rich
molecular_function] (1): signal repeat, typical subtype [IPRO03591] (1); _
GFO047116 0 0 1 Hypotheical protein (1) o [ o164 e homalogy P_tifoliata_00246_mRNA_24.1
biological_process] (1) (TIR) domain (IPRO001S7] (1): Domain
of unknown function DUF1985
[IPROIS410] (1)
GFO04TI 1S 0 0 1 Hypothetical protein (1) - P_trifoliata 00246 mRNA 22.1
GFO047114 0 0 1 Hypothetical protein (1) - P_tifoliata_00246_mRNA_20.1
GFO047113 0 0 1 Hypothetical protein (1) - P_tifoliata_00246_mRNA_19.1
GFO04TII2 0 0 1 Hypothetical protein (1) - P_trifoliata_00246_mRNA_IS.1
GFO04TII T 0 0 1 Hypothetical protein (1) - P_trifoliata 00246 mRNA_17.1
GFO047110 0 0 1 Hypothetical protein (1) - P_ifoliata_00246_mRNA_I5.1
GFO047109 0 0 1 Hypothetical protein (1) - P_trifoliata_00246_mRNA_13.1
Domain of unknown function DUF1985
GFO047108 0 0 1 Hypothetical protein (1) Drrorssor P_tifoliata_00246_mRNA_12.1
response to ovidanve siress
[GO:0006979 biological_process] (1): )
o g 100007 Plant peroxidase [IPRO00S23] (1):
) (e avdaon.  Peronidases eam-igand bining site
GFO047107 0 0 1 Peroxidase 4 (1) - : [IPRO19793] (1): Hacm peroxidase, - P_tifoliata_00246_mRNA_I1.1
reduction process [GO:0055 114
e o pooase  Plantfunzal bactrial [IPRO02016] (15
ey Haem peroxidase [IPRO10255] (1)
molaruar Cametiond (1
GFO047106 0 0 1 Hypothetical protein (1) - P_trifoliata_00245_mRNA_S.1
GFO047105 0 0 1 Hypothetical protein (1) Pentatricopeptide repeat [IPRO028SS] (1) - P_trifoliata 00245 mRNA 40.1
GF0047104 0 0 1 Hypothetical protein (1) - P_ifoliata_00245_mRNA_37.1
FAD binding [GO:0071949
e tind (), OSUTSHSIE D g doin 1PROES31(1
GFO047103 0 0 1 Hypotheical protein (1) v LG FAD/NAD(P)-binding domain - P_trifoliata_00245_mRNA_34.1
molecular_function] (1;oxidation- ({10 A
reduction process [GO:0055 114
biolagical_process] (1)
Gag-polypeptide of LTR copia-type
GFO047102 0 0 1 Hypotheical protein (1) Uresamates P_trifoliata_00245_mRNA_32.1
GFO047101 0 0 1 Hypothetical protein (1) - P_ifoliata_00245_mRNA_28.1
GF0047100 0 0 1 Hypotheical protein (1) - P_trifoliata_00245_mRNA_24.1
S-adenosyl-Lmethionine-dependent
GF0047099 0 0 1 Hypotheical protein (1) et sl P_trifoliata_00245_mRNA_23.1
GF0047098 0 0 1 Hypothetical protein (1) - P_ifoliata_00245_mRNA_22.1
ransferase activity, trans ¢ v ik
GF0047097 0 0 1 Hypothetical protein (1) groups other than amino-acyl groups  domain [IPR023213] (1); Transferase - P_ifoliata_00245_mRNA_21.1
[GO:0016747 molecular_function] (1) [IPRO03480] (1)
ferase activit e ik
GFO04709 0 0 1 Salutaridinol 7-O-acetyltransferase (1) groups other than amino-acyl groups  domain [IPRO23213] (1); Transferase - P_trifoliata 00245 mRNA 20.1
[GO:0016747 molecular_function] (1)~ [IPRO03450] (1)
pectinesterase actvity [GO:0030399 i terase, catalytc [IPRO000TO)
moleouir unction] (1) cll vall (1): Pectin Iyase fold [IPRO12334] (1)
GF0047095 0 0 1 Hypothetical protein (1) [GO:0005618 cellular_component] (1); )% et e g P_trifoliata_00245_mRNA_10.1
Pecin Iyase foldvirulence factor
cellwall modification [GO0042545 {30 HC oL
biological_process] (1)
GFO047094 0 0 1 Hypothetical protein (1) - P_trifoliata 00244 mRNA 9.1
. Leucine-rich repeat domain, L domain-
GF0047093 0 0 1 Hypothetical protein (1) [t P_trifoliata 00244 mRNA 7.1
GFO047092 0 0 1 Hypothetical protein (1) - P_trifoliata_00244_mRNA_6.1
GFO047091 0 0 1 Hypothetical protein (1) - P_trifoliata 00244 mRNA_50.1
GFO047090 0 0 1 Hypothetical protein (1) - P_ifoliata_00244_ mRNA_49.1
GF0047089 0 0 1 Hypotheical protein (1) - P_trifoliata_00244_mRNA_45.1
Plant discase resistance response protcin
GFO047088 0 0 1 Hypotheical protein (1) UbRovsses, i - P_tifoliata_00244_ mRNA_44.1
. Disease resistance-responsive family Plant discase resistance response profein _ ol .
GFO47087 0 0 [y Troossea P_trifoliata 00244 mRNA 42.1
nucleic acid binding [GO:0003676  Domain of unknown function DUF4283
GF0047086 0 0 1 Hypotheical protein (1) molccular_function] (1): zinc fon binding [IPR025558] (1); Zine finger, CCHC- - P_trifoliata_00244_ mRNA_38.1
[GO:0008270 molecular_function] (1) type LIPROOIS78] (1)
Endonucleascexonuclease/phosphatase
GF0047085 0 0 1 Reverse transcriptase, elated (1) [Ro0s1ss1 P_ifoliata_00244_ mRNA_37.1
GFO047084 0 0 1 Hypothetical protein (1) - P_trifoliata 00244 mRNA 36.1
GF0047083 0 0 1 Hypothetical protein (1) - P_ifoliata_00244_ mRNA_28.1
GFO047082 0 0 1 Hypotheical protein (1) - P_tifoliata_00244_mRNA_24.1
GFO047081 0 0 1 Hypothetical protein (1) - P_trifoliata_00244_mRNA_19.1
G P-loop containing nucleoside
GF0047080 0 0 1 Discase resistance protein (1) I':z:::h’;“{‘";_ﬂgﬁm?“ triphosphate hydrolase [IPR027417] (1; - P_uifoliata_00244_mRNA_16.1
& NB-ARC [IPRO02182] (1)
GFO047079 0 0 1 Hypothetical protein (1) - P_trifoliata_00244_mRNA_15.1
GFO047078 0 0 1 Hypothetical protein (1) - P_trifoliata 00243 mRNA 31.1
GF0047077 0 0 1 Hypothetical protein (1) - P_ifoliata_00243_mRNA_28.1
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regulation of iramseripton, DNA-

GFO047076 0 0 1 Hypothetical protein (1) templated [GO:000635 FHY3/FARI family [IPRO31052] (1) - - P_tifoliata_00243_mRNA 25.1
biological_process] m

GFO047075 0 0 1 Hypothetical protein (1) - - P_tifoliata_00243_mRNA_15.1

GFO047074 0 0 1 Hypothetical protein (1) - - P_tifoliata_00243 mRNA_11.1

GF0047073 0 0 1 Hypothetical protein (1) :"';“':S'I‘;ﬁ'"“s‘j':“l‘;‘”" fonction DUFTI9T - P _trifoliata 00242 mRNA 8.1

GFO047072 0 0 1 Hypothetical protein (1) - - P_tifoliata_00242_mRNA_58.1

GF0047071 0 0 1 Hypothetical protein (1) - - P_tifoliata_00242 mRNA_57.1
microtubule-based process [GO:0007017 Tubulin [IPR000217] (1); Tubulin/FtsZ.

GF0047070 0 0 1 Hypothetical protein (1) biological process] (1); microtubule  C-terminal [IPR00S280] (1); Tubulin, - P_trifoliata_00242 mRNA 31.1

[GO:0005874 cellular_component] (1) terminal [IPR023123] (1)
Protein of unknown function DUF594

GFO047069 0 0 1 Hypothetical protein (1) - E P_trifoliata_00241_mRNA_6.1
[IPRO0658] (1)
GFO047068 0 0 1 Hypotheical protein (1) - - P_tifoliata_00241_mRNA_41.1
GFO047067 0 0 1 Hypothetical protein (1) - E P_trifoliata_00241_mRNA_40.1
GFO047066 0 0 1 Hypothetical protein (1) Domain of unknown function DUF4220 . P._trifoliata_00241_mRNA 4.1
[IPRO25315] (1)
GF0047065 0 0 1 Hypotheical protein (1) - - P_tifoliata_00241_mRNA_37.1
GFO047064 0 0 1 Hypothetical protein (1) - .
GF0047063 0 0 1 Hypothetical protein (1) - E P_trifoliata 00241 mRNA 34.1
GF0047062 0 0 1 Hypothetical protein (1) - - P_ifoliata_00241_mRNA_33.1
bl procss [GOO008152
biological_process] (1); membras
[GO:0016020 cellular compm\:nﬂ 5 yilasedike (IPRO16039] (1 Very-
fatty acid biosynthetic process
G006y it o)1y lonichain -kctoacy-CoA synthuse
GFO047061 0 0 1 Hypothetical protein (1) 000633 biological_process] (1 pp012303) (1); FAE1 Type 111 - E P_trifoliata 00241 mRNA 32.1
transforase activity, transferring acyl
polyketide synthasc-like protein
roupsather han amino-acylgroups S
[GO:0016747 molecular_function)] (1):
catalytc activity [GOX0003824
molecular_function] (1)
Ribonuclease Helike domain
GF0047060 0 0 1 ::L‘““ :“”"‘LI‘ R retroclement reverse ““ﬁ‘“‘“lm‘;"‘“:"“ﬁ [g,o 0003676 [IPRO12337] (1); Gag-polypeptide of - B P._tifoliata_00241_mRNA_31.1
nscriptase molecular_function] (1) T omrime LRI
integral component of membranc
[GO:0016021 cellular_component] (1);
cation transmembrane transporter actvity &4 ¢FIUX protein, cytoplasmic
1G0:0008324 molorular et hry ¥ domain [IPR027470] (1); Cation efflux
GF0047059 0 0 1 Metal tolerance protein 9 (1) 524 molecul iwon] () prmcm [IPRO02524] (1); Cation efflux - - P_trifoliata_00241_mRNA_23.1
cation transport [GO:00068 12
biological_process] (1); transmembrane  PTOCI ransmembrane domain
transport [GO:0035085 “szmq] o
biological_process] (1)
el redox homeostasis [GO:0045454
Diolical ';’;‘C‘;’% (1 ghveerol 0T ioredoxin domain [PRO13766] (1;
GF0047058 0 0 1 Hypothetical protein (1) r Theredosn TPRO0S746] - - P_ifoliata_00241_mRNA_I5.1
biologcal_proces] (1): protin disuiride oot EFEOIRTIIE 0
oxidoreductase activity [GO:0015035
molecular.function] (1)
GF0047057 0 0 1 Hypotheical protein (1) - - P_tifoliata_00241_mRNA_12.1
GFO047056 0 0 1 Hypothetical protein (1) - E P_trifoliata_00241_mRNA_L1
{scase resitance protein (TTR-Ngs. Sl ransduction [GO:0007165 — -
GFO047055 0 0 B;;‘:l‘n o (*:‘: e protein (TIRNBS- . osical_process] (1); prot ‘TT‘I‘:U AZI‘“:‘:E ”;‘;;;;"I';’”"("”"““ . P._trifoliata_00240_mRNA_8.1
[GO:0005515 molecular_function] (1)
GFO047054 0 0 1 Hypothetical protein (1) - E P_trifoliata_00240_mRNA_7.1
GF0047053 0 0 1 Hypothetical protein (1) - E P_trifoliata 00240 mRNA 6.1
GF0047052 0 0 1 Hypothetical protein (1) - - P_ifoliata_00240_mRNA_32.1
GFO047051 0 0 1 Hypotheical protein (1) - - P_tifoliata_00240_mRNA_30.1
protein binding [GO:0005515 Tollinterleukin- 1 receptor homology
. smain MOlecular_functon] (1); ADP binding ~ (TIR) domain [IPRO001S7] (1); NB-ARC
GF0047050 0 0 1 Tr‘::;'l':f")’“k’“"’*'““"“‘“‘"" do [m«msn molecular_function] (1);  [IPR002182] (1); P-loop containing - . P._trifoliata_00240_mRNA_3.1
L signal transduction [GO:0007165 nucleoside triphosphate hydrolase
biological_process] (1) [IPRO27417] (1)
ransforase activity, transferring acyl
VTR aroups [GO:0016746 Phospholipid/glycerol acyltransferase
GFO047049 0 0 1 Lc“j‘y;“u;‘s‘:'z"lf)""‘ sphate molecular_function] (1); metabolic [IPRO02123] (1); Acyltransferase, C- - . P._trifoliata_00240_mRNA_26.1
i process [GO:0008152 terminal domain [IPRO32098] (1)
biological_process] (1)
GFO047048 0 0 1 Hypothetical protein (1) - E P_trifoliata_00240_mRNA_21.1
GF0047047 0 0 1 Hypothetical protein (1) - E P_trifoliata 00240 mRNA 2.1
GF0047046 0 0 1 Hypothetical protein (1) - - P_ifoliata_00240_mRNA_I5.1
GFO047045 0 0 1 Hypotheical protein (1) - - P_tifoliata_00240_mRNA_14.1
GFO047044 0 0 1 Hypothetical protein (1) - E P_trifoliata_00240_mRNA_I1.1
GFO047043 0 0 1 Hypothetical protein (1) - E P_trifoliata 00240 mRNA._10.1
GF0047042 0 0 1 Hypothetical protein (1) - - P_ifoliata_00239_mRNA_26.1
GFO047041 0 0 1 Hypotheical protein (1) - - P_tifoliata_00239_mRNA_24.1
GFO047040 0 0 1 Hypothetical protein (1) - E P_trifoliata_00239_mRNA_23.1
GFO047039 0 0 1 Hypothetical protein (1) - E P_trifoliata 00239 mRNA 20.1
arovsoss 0 0 1 CASPke roin 1 1) Dk cion DUFSS . il 2023 mRNA. 101
GFO047037 0 0 1 Hypothetical protein (1) - E P_trifoliata_00239_mRNA_13.1
GFO047036 0 0 1 Hypothetical protein (1) - E P_trifoliata 00238 mRNA 8.1
DNA binding [GO:0003677
molecular.function] (1); nucleic acid  Ribonuclease Hlike dom:
binding [GO:0003676 [IPROI2337) (1): chﬁuger, BED e
GF0047035 0 0 1 Hypothetical protein (1) molecular function] (1); protein [IPRO03656] (1); HAT, - - P_ifoliata_00238_ mRNA_6.1
mriaton sy [QEL00ME353  imersion dona PROORS0G] (1)
molecular.function] (1)
GFO047034 0 0 1 Hypotheical protein (1) - - P_tifoliata_00238_ mRNA_39.1
GFO047033 0 0 1 Hypothetical protein (1) - E P_trifoliata_00238_mRNA_38.1
GFO047032 0 0 1 Hypothetical protein (1) - E P_trifoliata 00238 mRNA 37.1
GFO047031 0 0 1 Hypothetical protein (1) - - P_ifoliata_00238_ mRNA_36.1
NAD(P)-binding domain [IPRO16040]
phosphogluconate dehydrogenase
(decarboylating) activity [GO:0004616 ‘m‘::hz°ls"’:;g'|“f;’2":]‘°‘ ‘g‘hy“”g"’““‘
molecular_function] (1): NAD binding
1GO:0051287 molecular_function] (1), Drw Potlicontie denydragenase
GFO047030 0 0 1 Hypothetical protein (1) - - " NADP-binding [IPROOGIS] (13- - E P_trifoliata 00238 mRNA 3.1
oxidation-reduction process hydroxyisobutyrate dehydrogenasc,
w4 Dologicl Proces] (' NAD-binding domain [IPR029154] (1;
oxi activity [GO:0016491 L
A —— é-phosphogluconate dehydrogenase C-
molecular_function] (1) terminal domain-ike [IPRO0S927] (1)
GF0047029 0 0 1 Hypotheical protein (1) - - P_tifoliata_00238_ mRNA_27.1
GFO047028 0 0 1 Hypothetical protein (1) - E P_trifoliata_00238_mRNA_22.1
GFO047027 0 0 1 Hypothetical protein (1) - E P_trifoliata 00238 mRNA_17.1
GF0047026 0 0 1 Hypothetical protein (1) - - P_ifoliata_00238_ mRNA_I3.1
GFO047025 0 0 1 Hypotheical protein (1) - - P_tifoliata_00238_ mRNA_I1.1
GFO047024 0 0 1 Hypothetical protein (1) - E P_trifoliata_00238_mRNA_L1
ransferase activity,transferring glycosyl
0:0016757 Plant galacturonosyliransferase GAUT
. molecular_function] (1): [IPR029993] (1); GroEL-lke equatorial
GFO047023 0 0 1 Hypothetical protein (1) e b o PR3y (O ool E P_trifoliata 00237 mRNA 53.1
galncturonosyltransferase activi transferase, family § [IPR002495] (1)
1600047365 melecur funton] (1)
GF0047022 0 0 1 Hypothetical protein (1) - - P_tifoliata_00237_mRNA_24.1
B3 DNA binding domain [IPR003340]
GF0047021 0 0 1 Hypothetical protein (1) 3“"“,:’5:?’?&"[(30;3‘:?3677 (1); DNA-binding pseudobarrel domain - - P_trifoliata_00237 mRNA 22.1
rolecular_functio [IPRO15300] (1)
GF0047020 0 0 1 Hypothetical protein (1) - - P_ifoliata_00237_mRNA_10.1
GFO047019 0 0 1 Hypothetical protein (1) - - P_tifoliata_00237_mRNA_L1
GFO047018 0 0 1 Hypothetical protein (1) - E P_trifoliata_00236_mRNA_39.1
Glycosyltransferase, DXD sugar-binding
U IPROTST] (1) A5
arovsor 0 0 | Lo e Dhevsirnsse domai IFR007652) - . il 50296 mRNA 311
galactosyliranseras (n: Nucl:ond: dxphospho sugar
transferases [IPRO29044] (1)
copper ion binding [GO:0005507
molecular_function] (1): oxidoreductase  Mulicopper oxidase. type I (IPROO1117]
GFO047016 0 0 1 Lacease (1) activity [GO:0016451 {1); Multicopper oridase, type 2 - E P_trifoliata 00236 mRNA._17.1

molecular_function] (1); oxidation-  [IPRO11706] (1); Cupredoxin
reduction process [GO:0055114 [IPR008972] (1)
biological_process] (1)
membrane [GO:0016020
cellular_component] (1; transport
[GO:0006810 biological process] (1);

GF0047015 0 0 1 Peptide transporter (1) transporter activity [GO:0005215
molecular_function] (1); oligopeptide
transport [GO:0006857
biological_process] (1)

GFO04T014 0 0 I Retrotransposon gag protein (1) - - P_tifoliata_00235_mRNA_4.1

GFO047013 0 0 1 Hypothetical protein (1) - - P_trifoliata_00235 mRNA_36.1
protein disulfide oxidoreductase activity
[GO:0015035 molecular_function] (1);

Major facilitator superfamily domain
[IPRO20846] (1); Proton-dependent

- - P_tifoliata_00236_mRNA_16.1

protondoligopeptide symporter, conserved
site [IPROIS456] (1)

y Glutaredoxin [IPRO02109] (1)
GF0047012 0 0 |P“‘““"‘"h"S”m"“‘h”“””"“‘d"le cell redox homeostasis [GO004454 i i fike fold [IPROI2336] (1); - - P_trifoliata 00235 mRNA 32.1
synthase-like (1) biologcal proces) (1): electon carrer g1 o= ORI PR IFEREREL
activity [GO:0009055

molecular_function] (1)



T NaminC colemenine  NaminC urshiu  Namin Pifonan ot o TaterPro Nembers inC clemertine Nembers in C.unshiu Nembers in P rolaR
GRO047011 0 0 1 Fiber protein Fbl5 (1) - P_trifoliata 00235 mRNA 26.1
ATP binding [GO:0005524
molecular_function] (1): DNA binding
GOD003677 molecular_unction] (1 i i domain (1PRO007191 (1)
ENIA L (GO “10?;2“ i Protein kinase-like domain [IPRO11009]
activity [GO0008672 (1) Serinlthreoning/dual specificty
GF0047010 0 0 1 Hypothetical protein (1) molecular_function] (H.pmwm l{;’;.“" k‘"’j‘(‘lja‘?mfli‘;f‘:Tk - P_trifoliata_00235_mRNA_17.1
phosphorylation [GO:0006468 dependent, N-terminal [IPRO12308] (1);
biolagical_process] (1): DNA
Serinethreonine-protein kinase, active
recombination (GO:0006310 e oRoosam
biolagical_process] (1): DNA ligase
(ATP) actvity [GO:0003910
molecular_function] (1)
GF0047009 0 0 1 Hypothetical protein (1) - P_ifoliata_00235_ mRNA_I3.1
Leucine-rich repeat domain, L domain-
. § i} like [IPRO32675] (1); Leucine-rich repeat
GFO047008 0 0 Hium wilt resistance-like protein  protein binding [GO:0005515 [IPRO0I611] (1); Leucine-rich repeat- - P._tifoliata_00234_mRNA_48.1
molecular_function] (1)
containing N-terminal, plant-type
[IPROI3210] (1)
Leucine-rich repeat domain, L domain-
. ; like [IPR032675] (1); Leucine-rich repeat
GFO047007 0 0 Truncated verticillium wilt resistance-like protein binding [GO:0005515 [IPRO0I611] (1); Leucine-rich repeat- - P._tifoliata_00234_mRNA_46.1
protein (1) molecular_function] (1)
containing N-terminal, plant-type
[IPROI3210] (1)
Leucine-rich repeat-containing N-
P— ) ) Truncated vertcillium wil resistance-like terminal, plant-type (IPROI3210] (1): b ol 00234 mRNA 441
protein (1) Leucine-rich repeat domain, L domain- - 00234 mRNA.
like [IPRO32675] (1)
GFO047005 0 0 1 Hypotheical protein (1) - P_tifoliata_00234_ mRNA_33.1
GFO047004 0 0 1 Hypothetical protein (1) - P_trifoliata_00234_mRNA_L1
GFO047003 0 0 1 Hypothetical protein (1) - P_trifoliata 00233 mRNA 47.1
GF0047002 0 0 1 Hypothetical protein (1) - P_ifoliata_00233_mRNA_41.1
Cysteine peptidase, asparagine actve site
y [IPRO25661] (1): Peptidasc C1A. papain
prooss [YG“?"’"J"(EIS‘“% et C-terminal [IPRO00G6S] (1); Cathepsin
GF0047001 0 0 1 Vignain (1) "["s“ ';“f“ Gob;)c,nkfx f YP propeptide inhibitor domain (129) - P_trifoliata_00233_mRNA_36.1
peptidise activity E-m\ - [IPROI3201] (1); Peptidase C1A
rolecular_functio [IPRO13128] (1); Cysteine peptidase,
istidine active ste [IPRO25660] (1)
branched-chain amino acid biosynthtic
eical_pr o [IPRO13023] (1); Acetohydroxy acid
rusomerae sy [GO004# isomeroreductase C-terminal
GF0047000 0 0 1 Hypotheical protein (1) Ln:l:’cn]?r fncon 1 xdereustase GO omgtna: P_tifoliata_00233_ mRNA_30.1
ctivity [G dehydrogena: rminal domain-like
molecular_function] (s oxidation- {CESEC
reduction process [GO:0055 114
biological_process] (1)
Agenetlike domain [IPRO0S395] (1)
GFO046999 0 0 1 Nicotianamine synthase 9 (1) Agenct domain, plant type [IPRO14002] - P_trifoliata_00233_mRNA_24.1
)
GFO046998 0 0 1 Hypothetical protein (1) - P_trifoliata_00233_mRNA_I1.1
DNA-emplated transeription, .
GFO046997 0 0 1 Hypothetical protein (1) termination [GO:0006353 Rito termiaation factor, N-termial P_usifoliata_00233_ mRNA_L1
[IPROTI112] (1)
biolagical_process] (1)
GFO046996 0 0 1 Hypothetical protein (1) - P_trifoliata_00232_mRNA_40.1
GFO046995 0 0 1 Hypothetical protein (1) - P_trifoliata 00232 mRNA_39.1
GF0046994 0 0 1 Hypothetical protein (1) - P_ifoliata_00232_mRNA_38.1
GF0046993 0 0 1 Hypotheical protein (1) - P_tifoliata_00232_mRNA_34.1
GFO046992 0 0 1 Hypothetical protein (1) - P_trifoliata_00232_mRNA_33.1
metabolic process [GO:0008152
. el rotein biolagical_process] (1): ransferase  UDP-glucuronosyl/UDP- ol .
GF0046991 0 0 1 Hypothetical protein (1) activity, transferring hexosyl groups  glucosyltransferase [IPR002213] (1) P_trifoliata_00232 mRNA_26.1
[GO:0016758 molecular_function] (1)
GF0046990 0 0 MADS:box transeription factor family - P_rifoliata_00231_mRNA 9.1
protein (1) A L 00231_mRNA ¢
GF0046989 0 0 1 Hypotheical protein (1) - P_tifoliata_00231_mRNA 8.1
"yd'“'af; “":“'":’ '[‘fﬁ ‘“’n’ﬂﬂh Alpha/Beta hydrolase fold [IPR029058]
GFO046988 0 0 1 Hypothetical protein (1) 05 ol (1): Alphbeta hydrolase fold-3 P_trifoliata_00231_mRNA_36.1
process [GO:0008152 {romoon )
biological process] (1) ?
protein dimerization actvity
Agamous-like MADS-bo protein [GO:0046983 molecular_function] (1);  Transeription factor, MADS-box §
GFO046987 0 0 [ A bt [0 [pRooanoon (o - P_trifoliata_00231_mRNA_3.1
molecular_function] (1)
GFO046986 0 0 1 Hypothetical protein (1) - P_trifoliata_00231_mRNA_29.1
GFO046985 0 0 1 Hypothetical protein (1) - P_trifoliata 00231 mRNA 24.1
cysteine-type peptidase
GO000K2 melecaa unction] (1);  Ulp protcse faly, C-tcrmioa
3 .
GF0046984 0 0 1 Hypothetical protein (1) proteolysis [GO:0006508 catalytic domain [IPRO03653] (1) P_ifoliata_00231_mRNA_L1
biological_process] (1)
GF0046983 0 0 1 Hypothetical protein (1) - P_ifoliata_00230_mRNA_31.1
GFO046952 0 0 1 Hypotheical protein (1) - P_tifoliata_00230_mRNA_28.1
structural constituent of ribosome
[GO:0003735 molecular_function] (1):
intracellular [GO:0005622 Nul i iding OB Id
cellulr_component] (1: trans [IPROI2340] (1); Riboso
GFO046981 0 0 11408 ribosomal protein 23 (1) G064 vlogicl proven] (1; L2523 IPRO0GO32) (1. R sl - P_ifoliata_00230_mRNA_I4.1
ibosome [GO:0005840 protein $23, cukaryotic/archacal
cellulr_component] (1: smallribosomal [IPRO05630] (1)
subunit [GO:0015935
cellular_component] (1)
GFO046950 0 0 - P_trifoliata_00230_mRNA_10.1
aminoacyl-RNA ligase activity
[GO:0004812 molecular_function] (1);  AminoacyHRNA synthetase,class 1a,
{RNA aminoacylation for protein anticodon-binding [IPR0090SO) (1):
ranslation [GOX Aminoacyl4RNA synthetase, class I
. 41,
GF0046979 0 0 1 Hypothetical protein (1) Bl o] () ATP g (PRI (1 ok P_ifoliata_00229_mRNA_41.1
GO - function) (1): anduich fold
nucleotide binding [GO:0000166 [IPROI4729] (1)
molecular_function] (1)
{RNA aminoacylation for protcin
translation [GO:0006418
o (AT binging  MethionsUValyLeuey isoeucy -(RNA
[GO:0005524 molecula funcion] (1); 770125 dnfcodonbinding
GFO046978 0 0 1 Hypothetical protein (1) e oot 0000160 [IPROI31S5] (1); Aminoacy -RNA - P_trifoliata 00229 mRNA 40.1
ucleotide binding (G synthetase, classla anticodon-binding
molcular_function] (1 aminoaeyl- LIV SRS
(RNA liguse actvity [GO:0004812
molecular_function] (1)
Leucine-tich repeat domain, L domain-
GF0046977 0 0 1 TMV resistance N (1) prowin ]lz‘r"‘:.”"‘gllluz‘??fss 15 like [IPR032675] (1); Leucine-rich repeat - P_trifoliata_00229_ mRNA._36.1
olecular funtio [IPROOI611] (1)
GF0046976 0 0 1 Hypothetical protein (1) - P_ifoliata_00229_mRNA_23.1
GF0046975 0 0 1 Hypotheical protein (1) - P_tifoliata_00229_mRNA_13.1
GFO046974 0 0 1 Hypothetical protein (1) - P_trifoliata_00229_mRNA_12.1
GRO046973 0 0 1 Hypothetical protein (1) - P_trifoliata 00229 mRNA _11.1
oxidoreductase activity [GO:0016491
o molccular_function] (1); oxidation-  FAD/NAD(P)-binding domain .
GF0046972 0 0 1 Hypothetical protein (1) reduction process [GO:0055114 [1PRO23753] (1) P_ifoliata_00228 mRNA 8.1
biological_process] (1)
oxidation-reduction process
’ [GO00S5114 bolgkalroces] 1, FADINADIP) i dorin .
GFO046971 0 0 1 Salicylate 1-monooxygenase (1) oot i oo rado). L1pR03783, 1y P_rifoliata_00228 mRNA_7.1
moloculr functon] (1
. Acyl-CoA N-aeyltransferase
GFO046970 0 0 1 Hypothetical protein (1) Trrorers o - P_trifoliata 00228 mRNA 6.1
GFO046969 0 0 1 Hypothetical protein (1) - P_trifoliata_00228 mRNA_42.1
GFO046968 0 0 1 Hypothetical protein (1) - P_trifoliata 00228 mRNA 41.1
oxidation-reduction pros
[GO00S5114 hmloglcal )mcess] (1% FAD/NAD(P)-binding domain
. 4
GF0046967 0 0 1 Hypothetical protein (1) oot i o001, L1pR03783, 1y P_ifoliata_00228 mRNA 4.1
moloculr functon] (1
GF0046966 0 0 1 Hypothetical protein (1) - P_ifoliata_00228 mRNA_35.1
‘guanyl nucleotide binding [GO:0019001
molecular_function] (1): signa
ransducer activity [GO:0004871
molccular_function] (1): GTPase activity Guanine nucleotide binding protein (G-
[GO:0003924 molecular_function] (1);  protein), alpha subunit [PRODI019] (1);
Extraclarge binding  G-protein b compex G proti s, el serion
(GF0046965 0 0 ! protein 3 (1) binding [GO:0031683 [IPROT1025] (1); P-loop containing P_tifoliata_00228 mRNA._20.1
molccular_function] (1): G-protein ~ nuclcoside mpl\osphare hydrolase
coupled receptor signaling pathway  [IPRO27417] (1)
[GO:0007186 biological_procss] (1):
signal transduction [GO:0007165
biological_process] (1)
cysteine-type peptidase
G000k melecaa uncion] (1);  Ulp protcse faily, C-tcrmio
GF0046964 0 0 1 Hypothetical protein (1) proteolysis (GO:0006508 catalytic domain [IPRO03653] (1) P_ifoliata_00228 mRNA 2.1
biological_process] (1)
GF0046963 0 0 1 Hypothetical protein (1) - P_ifoliata_00228 mRNA_I1.1
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GF0046962 0 0 1 Hypothetial protein (1) - P_trifoliata 00228 mRNA_10.1
GF0046961 0 0 1 Hypothetical protein (1) - P_tifoliata_00228 mRNA_L1
GF0046960 0 0 1 Hypotheical protein (1) - P_tifoliata_00227_mRNA_0.1
GFO046959 0 0 1 Hypothetical protein (1) - P_trifoliata_00227_mRNA_$.1

RNA-DNA hybrid ribonuel
. [GO:0004523 molecular_function] (1~ [IPRO0S135] (1); Ribonuclease
(GF0046958 o 0 1 Hypothetical protein (1) nucleic acid binding [GO:0003676  domain [IPRO021S6] (1): Ribonuclease. P_trifoliata_00227_mRNA_40.1
molecular_function] (1) Helike domain [IPRO12337] (1)
GF0046957 0 0 1 Hypothetical protein (1) - P_trifoliata 00227 mRNA 39.1
GF0046956 0 0 1 Hypothetical protein (1) - P_ifoliata_00227_mRNA_25.1
GFO046955 0 0 1 Hypotheical protein (1) - P_tifoliata_00227_mRNA_23.1
nucleobase-containing compound ATPase, A type core IPROGS959]
Ty aeapase. (1 P4a0pconaning nucoside
¢ - : 4
GF0046954 0 0 1 Hypothetical protein (1) containing compound kinase actvity nosP e rose (IPROITAITI(1: P_trifoliata 00227 mRNA_IS.1
[GO:0019205 molecular_function] (1): vl kinasc s
L b (Coro005524 [IPRODOSSO] (1); ATPase, AAA-ype,
conserved site [IPRO03960] (1)
molecular_function] (1)
nickel cation binding [GO:0016151  Urease, gamma/gammat-beta subunit
molccular_function] (1): urea catabolic  (IPR002026] (1): Urcase, beta subunit
3 o .
GF004695: 0 0 1 Hypothetical protein (1) i [ v —— P_ifoliata_00227_mRNA_17.1
biological_process] (1) subunit [IPRO0S223] (1)
GF0046952 0 0 1 Hypothetical protein (1) - P_ifoliata_00227_mRNA_I2.1
GFO046951 0 0 1 Hypotheical protein (1) - P_tifoliata_00226_ mRNA_9.1
GFO046950 0 0 1 Hypothetical protein (1) - P_trifoliata_00226_mRNA_42.1
GF0046949 0 0 1 Hypothetical protein (1) - P_trifoliata 00226 mRNA 41.1
GF0046948 0 0 1 Hypothetical protein (1) - P_ifoliata_00226_ mRNA_40.1
GF0046947 0 0 1 Hypotheical protein (1) - P_tifoliata_00226_ mRNA_38.1
GFO046946 0 0 1 Hypothetical protein (1) - P_trifoliata_00226_mRNA_37.1
GFO046945 0 0 1 Hypothetical protein (1) - P_trifoliata 00226 mRNA 3.1
protein dimerization actvity
Ribonuclease Helike domain
GF0046944 0 0 1 Hypothetical protein (1) &G??Oiéfém’"d‘:?'l‘i“(';g:;:;;’;’;’g (5 [1PRO12337] (1); HAT, C-terminal P_trifoliata_00226 mRNA_20.1
uelele acl '8 1600005 dimerisation domain [IPR00S906] (1)
molecular_function] (1)
GF0046943 0 0 1 Hypothetical protein (1) - P_ifoliata_00226_mRNA 2.1
GF0046942 0 0 1 Hypotheical protein (1) - P_tifoliata_00226_ mRNA_12.1
GFO046941 0 0 1 Hypothetical protein (1) - P_trifoliata_00226_mRNA_10.1
) Reverse transeriptase domain . R
GFO046940 0 0 1 Hypothetical protein (1) it - P_trifoliata_00225_mRNA_27.1
GF0046939 0 0 1 Hypotheical protein (1) - P_trifoliata_00225_mRNA_13.1
GFO046938 0 0 1 Hypothetical protein (1) - P_trifoliata_00224_mRNA_7.1
GF0046937 0 0 1 Hypothetical protein (1) - P_trifoliata 00224 mRNA 6.1
GF0046936 0 0 1 Hypothetical protein (1) - P_ifoliata_00224_ mRNA_35.1
GF0046935 0 0 1 Embryonic abundant protein-like (1) - P_tifoliata_00224_ mRNA_32.1
GFO046934 0 0 1 Hypothetical protein (1) - P_trifoliata_00224_mRNA_27.1
MULE transposase domain [IPR015289]
regulation of transcription, DNA-
GFO46933 0 0  Putative far-red impaired response o e [GO:0006355 (1); FAR] DNA binding domain P_trifoliata 00224 mRNA_16.1
protein (1) [IPRO04330] (1); FHY3/FAR1 family
biological_process] (1) {PRO31052] (1)
signal transduction [GO:0007165
biolagical_process] (1): intracellular
[GO:0005622 cellular_component] (1); ~ Small GTPase superfamily. Rho type
GTP binding [GO:0005525 [IPRO03S7S] (1): Small GTP-binding
molecular.function] (1); intracellular  protein domain [IPR005225] (1); P-loop
protein transport [GO:0006886 containing nucleoside triphosphate
biological_process] (1); small GTPase  hydrolase [IPRO27417] (1); Small
medinted signal transduction GTPase superfamily [IPROOIS06) (1):
32 . .
Grons6 0 0 ! Raserelated protein RABC2a (1) [GO:0007264 biological process] (1);  Ran GTPase [IPRO02041] (1); Sigma-54 P_trifoliata_00224 mRNA_IL.1
nuclcocytoplasmic transport interaction domain, ATP-binding sitc 1
[GO:0006913 biological process] (1); ~ [IPRO2562] (1); Small GTPase
membrane [GO:0016020 superfamily, Rab type [IPRO03579] (1)
cellular_companent] (1) protein Small GTPase superfamily, Ras type
ransport [GO:0015031 [IPRO20849] (1)
biological_process] (1); GTPase activity
[GO:0003924 molecular_function) (1)
GFO046931 0 0 1 Hypothetical protein (1) - P_trifoliata_00223 mRNA_6.1
GF0046930 0 0 1 Hypothetical protein (1) - P_trifoliata 00223 mRNA 35.1
GF0046929 0 0 1 Hypothetical protein (1) - P_ifoliata_00223_mRNA_32.1
P-loop containing nucleoside
ADP binding [GO:0043531 triphosphate hydrolase [IPRO27417) (1); _
GFO046928 0 0 1 Hypotheical protein (1) molecular function] (1) GPN-loop GTPase [IPRO04130] (1); NB- P_tifoliata_00223 mRNA_27.1
ARC [IPRO02182] (1)
GF0046927 0 0 1 Hypotheical protein (1) - P_tifoliata_00223 mRNA_25.1
GFO046926 0 0 1 Hypothetical protein (1) - P_trifoliata_00223 mRNA_21.1
GF0046025 0 0 1 Hypothetical protein (1) - P_trifoliata 00223 mRNA 20.1
GF0046924 0 0 1 Hypothetical protein (1) - P_ifoliata_00223 mRNA_19.1
ransltional longaton [GOM0GHIE o I
biological_process] (1): translation s
GF0046923 0 0 1 Hypotheical protein (1) Sl sty [GO T BT, o FROOIGE) P_trifoliata_00223 mRNA_17.1
molecular_function] (1)
GF0046922 0 0 1 Hypotheical protein (1) - P_trifoliata_00223 mRNA_12.1
GFO046921 0 0 1 Hypothetical protein (1) - P_trifoliata_00223 mRNA_I1.1
GF0046920 1 Hypothetical protein (1) - P_trifoliata 00223 mRNA._10.1
. Putative non-LTR retrollement reverse Reverse transeriptase zinc-binding
GF0046919 0 0 (Bt e ot (1) P_trifoliata 00222 mRNA 6.1
GFO046918 0 0 1 Hypothetical protein (1) - P_trifoliata_00222_ mRNA_43.1
GF0046917 0 0 1 Hypothetical protein (1) - P_trifoliata 00222 mRNA 41.1
GFO046916 0 0 1 Hypothetical protein (1) - P_ifoliata_00222_ mRNA_40.1
GFO046915 0 0 1 Hypotheical protein (1) - P_trifoliata_00222_ mRNA_38.1
:‘:":‘,‘iy'lgg'm;‘;“‘ isomerase Cyclophilin-type peptidyl-prolyl cis-trans
GFO046914 0 0 1 Hypothetical protein (1) ity ; isomerase (IPR024936] (1): Cyclophilin- - P_trifoliata_00222 mRNA_33.1
molecular_funcion] (1) proten folding - [FERELEHR (IR
[GO:0006457 biological process] (1)
GFO046913 0 0 1 Hypothetical protein (1) - P_trifoliata_00222 mRNA_31.1
nuclei acid binding [GO:0003676
GFO046912 0 0 1 Hypothetical protein (1) molecular_function] (1): zinc fon binding Zine finger, CCHC-type (IPROOISTS] (1) - P_trifoliata_00222_ mRNA_30.1
[GO:0008270 molecular_function] (1)
GFO046911 0 0 1 Hypothetical protein (1) - P_trifoliata_00222 mRNA_26.1
GFO046910 0 0 1 Hypothetical protein (1) - P_trifoliata 00222 mRNA 25.1
GF0046909 0 0 1 Hypothetical protein (1) - P_tifoliata_00222_ mRNA_21.1
GFO046908 0 0 1 Hypotheical protein (1) - P_tifoliata_00222_ mRNA_20.1
GFO046907 0 0 1 Hypothetical protein (1) - P_trifoliata_00222 mRNA_19.1
GF0046906 0 0 1 Hypothetical protein (1) - P_trifoliata 00222 mRNA._12.1
Leucine-rich repeat domain, L domain-
Somatic embryogenesis receptor kinase | like [IPRO32675] (1); Leucine-rich
GF0046905 0 0 o repeat-containing Neterminal, plant-ype P_ifoliata_00221_mRNA_S.1
[IPROI3210] (1)
GF0046904 0 0 1 Hypothetical protein (1) - P_tifoliata_00221_mRNA_41.1
GF0046903 0 0 1 Hypotheical protein (1) - P_tifoliata_00221_mRNA_40.1
GFO046902 0 0 1 Hypothetical protein (1) (VI‘)”LE transposase domain [IPROIS289] P._trifoliata_00221_mRNA_38.1
GF0046901 0 0 1 Hypothetical protein (1) - P_ifoliata_00221_mRNA_37.1
ranseription factor activiy, sequence- -
h E2F/DP family, winged-helix DNA-
specific DNA binding [GO:0003700 (& oo omain (IPRO03316) (1); E2F
molecular._function] (1) egulaton of  prere S PRGOS AL (1) B2
GFO046900 0 0 1 Transeription factor (E2F) (1) ranscription, DNA-template s o - P_trifoliata_00221_mRNA_17.1
[IPRO32198] (1): Winged helix-turn-
160:0006353 biological process] (1)1 by pNa-binding domain [IPROTI991]
transcription factor comple: i
[GO:0003667 cellular_component] (1) (!¢ E2F Family [IPRO1S633] (1)
GF0046899 0 0 1 Hypothetical protein (1) - P_trifoliata 00220 mRNA §.1
GFO046898 0 0 1 Hypothetical protein (1) - P_ifoliata_00220_ mRNA_6.1
Calcium permeable stress-gated cation
channel 1, N-terminal transmermbranc
. domain [IPRO32880] (1): Caleium-
GF0046897 0 0 1 Hypothetical protein (1) :T;::’“':‘:‘D}é’on':';lf:‘f:‘ lependent channel, 7TM region, putative - P_uifoliata_00220 mRNA _40.1
"_compot phosphate [IPR003864] (1): 10TM
putative phosphate transporier, cytosolic
domain [IPRO27815] (1)
GFO46896 0 0 1 Hypothetical protein (1) - P_trifoliata 00220 mRNA 4.1
GF0046895 0 0 1 Hypothetical protein (1) - P_tifoliata_00220_ mRNA 3.1
GF0046894 0 0 1 Hypotheical protein (1) - P_tifoliata_00220_ mRNA_25.1
Cyclic nucleotide-binding domain
e ; [IPRO00395] (1); Cyclic nuceoide- . R
GFO046893 0 0 1 Cyelic nucleotide-gated ion charnel 2 (1) e e PR a0y (1 Rk~ P_trifoliata_00220_ mRNA_21.1
jelly rollfold [IPROI4T10] (1)
GFO046892 0 0 1 Hypothetical protein (1) - P_trifoliata_00220_ mRNA_20.2
GFO046891 0 0 1 Hypothetical protein (1) - P_trifoliata 00220 mRNA_19.1
GF0046890 0 0 1 Hypothetical protein (1) - P_ifoliata_00220_ mRNA_IS.1
GFO046859 0 0 1 Hypotheical protein (1) - P_tifoliata_00220_ mRNA_16.1
GFO046888 0 0 1 Hypothetical protein (1) - P_trifoliata_00220_ mRNA_14.1
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cysteine-type peptidase activity
. Ulp! protease family, carboxy-terminal [GO:0008234 molccular_function] (1);  Ulpl protease family, C-terminal ol .
GRO046887 0 0 1 domain protein (1) protcolysis [GO:0006508 catalytic domain [IPR003653] (1) P_trifoliata_00220 mRNA_12.1
biolagical_process] (1)
GFOO46886 0 0 1 Hypothetical protein (1) - P_trifoliata 00220 mRNA._10.1
Serinthreonine-protcin kinsse, active
site [IPR00S271] (1); Chitinase insetion
chitn catabolic process [GO:0006032  domain [IPR029070] (1): Glycoside
biolagical_process] (1): hitinase activity. hydrolase family 13, cataltic domain
[GO:0004568 molecular_function] (1):  [IPRO01223] (1); Serine/threonine/dual
carbohydrate metabolic process specificty protein kinase, catalytic
[GO:0005975 biological_procss] (1):  domain [IPR002290] (1): Serinc-
hydrolase activity, hydrolyzing O threonina/yrosine-protcin kinase
GFO046885 0 0 slycosyl compounds [GO:0004553  catalytic domain [IPROOI24S] (1); - P_trifoliata_00220_mRNA_L1
molecular_function] (1); ATP binding ~ Chitinase II [IPRO11583] (1): Protein
[GO:0005524 molecular_function] (1):  kinase domain [IPRO00719] (1): Prtein
protein kinase actvity [GO:0004672  kinase-like domain [IPRO11009] (1):
molecular_function] (1): protein Glycoside hydrolase superfamily
phosphorylation [GO:0006465 [IPROI7853] (1); Concanavalin A-like
biological_process] (1) lectin/glucanase domain [IPRO13320]
(1); Glycoside hydrolase, catalytic
domain [IPRO13781] (1)
Leucine-tich repeat domain, L domain-
GFOO46884 0 0 1 Hypothetical protein (1) like [IPRO32675] (1); Peptidase M2§ - P_trifoliata 00219 mRNA 7.1
[IPRO07484] (1)
Leucine-rich repeat [IPRO01611] (1):
. LRR receptor-ike serinefthreonine-  protein binding [GO:0005515 Leucine-rich repeat, ypical subtype ol .
GFO046883 0 0 1 protein kinase ERL2 (1) molecular_function] (1) [IPRO03591] (1): Leucine-rich repeat P_trifoliata_00219 mRNA_6.1
domain, L domain-like [IPR032675] (1)
GFO046852 0 0 1 Hypothetical protein (1) - P_tifoliata 00219 mRNA 31.1
GFO046881 0 0 1 Hypothetical protein (1) - P_ifoliata_00219_mRNA_29.1
GF0046880 0 0 1 Hypothetical protein (1) Protein kinase-like domain [IPRO11009] _ P_trifoliata_00219 mRNA 28.1
GFOO46879 0 0 1 Hypothetical protein (1) - P_tifoliata 00219 mRNA 25.1
GFO046878 0 0 1 Hypothetical protein (1) - P_ifoliata_00219_mRNA_23.1
GFO046877 0 0 1 Hypotheical protein (1) - P_tifoliata_00219_mRNA_20.1
GFO046876 0 0 1 Hypothetical protein (1) - P_trifoliata_00219_mRNA_IS.1
GFOO46875 0 0 1 Hypothetical protein (1) - P_trifoliata 00219 mRNA_17.1
SHC O ICOMOSE o, g gt
::;:u ac‘:‘v‘“ O[GO do‘:)s:f; hydrolase [IPRO15527] (1; Class I
GFO046874 0 0 1 Gamma-ghutamyl hydrolase 2 (1) pepiduse activity 2 glutamine amidotransferase-like - P_ifoliata_00219_mRNA_10.1
molecular_function] (1) glutamine e
metabolic process [GO:0006541 [IPR029062] (1); Glutamine
amidotransferase [IPRO17926] (1)
biological_process] (1)
GFO046873 0 0 1 Hypotheical protein (1) - P_tifoliata_00219_mRNA_L1
GFO046872 0 0 1 Hypothetical protein (1) - P_trifoliata_00218_ mRNA_60.1
GFO046871 0 0 1 Hypothetical protein (1) - P_trifoliata 00218 mRNA_59.1
GFO046870 0 0 1 Hypothetical protein (1) - P_tifoliata_00218 mRNA_57.1
GFO046869 0 0 1 Hypotheical protein (1) - P_tifoliata_00218 mRNA_52.1
GFO046868 0 0 1 Hypothetical protein (1) - P_trifoliata_00218_ mRNA_50.1
GFO046867 0 0 1 Hypothetical protein (1) - P_trifoliata 00218 mRNA 49.1
transcription factor activiy, sequence-
specific DNA binding [GO:0003700
molecular.function] (1); egulation of
GFO046866 0 0 1 Hypotheical protein (1) ranscription, DNA-templated WRKY domain [IPRO03657] (1) - P_trifoliata_00218_ mRNA_43.1
[GO:0006355 biological process] (1:
scquence-specific DNA binding
[GO:0043565 molecular_function] (1)
transcription factor activiy, sequence-
specific DNA binding [GO:00037
molecular_function] (1): egulation of
GFO046865 0 0 1 Hypothetical protein (1) transcription, DNA-templated N A b 1RO 1791 (1) P_trifoliata 00218 mRNA 40.1
[GO:0006355 biological_process] (1): -binding domair ¢
DNA binding [GO:0003677
molecular_function] (1)
transcription factor activity, sequence-
specific DNA binding [GO:0003700
I molecular.function] (1); egulation of
GFO046864 0 0 1 ;‘:‘6“““"‘“"’““"’“ transeription factor o iption, DNA-templated 2",‘2"E"I;';d;';fn:‘l’;"l"‘;‘ég;':f7’:’]"7:)] o P._trifoliata_00218 mRNA_39.1
[GO:0006355 biological process] (1:
DNA binding [GO:0003677
molecularfunction] (1)
;‘:’;g“‘"'"';’A“Z‘e"':":"‘_"S‘:“Fs:“,i“;'l"gy) E3 ubiquitin ligase RBR family
GFO046863 0 0 1 Hypothetical protein (1) rm“m“"“m mnn;:;:[uouoglzs 7 [IPRO3I12T] (1); Zine finger, - P_trifoliata_00218_mRNA_36.1
p a 8 RING/FYVE/PHD-type [IPROI3083] (1)
biological_process] (1)
GFO046862 0 0 1 Hypothetical protein (1) - P_trifoliata_00218_ mRNA_30.1
GFO046861 0 0 1 Hypothetical protein (1) - P_trifoliata 00218 mRNA 29.1
GFO046860 0 0 1 Hypothetical protein (1) - P_ifoliata_00218_ mRNA_26.1
GFO046859 0 0 1 Hypotheical protein (1) - P_tifoliata_00218_ mRNA_24.1
GFO046858 0 0 1 Hypothetical protein (1) - g
GFO046857 0 0 1 Hypothetical protein (1) - P_tifoliata 00218 mRNA_19.1
regulation of transcription from RNA
. Putative DNA-directed RNA polymerase y DNAdirected RNA polymerase Ill, ol .
GFO046856 0 0 T e s polymersse I promter (GO:0006339 111 el KRR Dbt P_tifoliata 00218 mRNA_10.1
biological_process] (1)
GFOO46855 0 0 1 Hypothetical protein (1) - P_trifoliata 00217 mRNA §.1
Integral membrane protein TerC
integral component of membranc [IPRO0S496] (1): Integral membrane
GRO0AEEs 0 0 ! typothetical proein (1) [GO:0016021 cellular_component] (1) protein TerC, riboswitch-linked P_rifoliata_00217_mRNA._37.1
[IPRO22369] (1)
GFO046853 0 0 1 Hypothetical protein (1) - P_ifoliata_00217_mRNA_36.1
Reverse transeriptase, RNA-dependent
GFO046852 0 0 1 Hypothetical protein (1) sopeticmiriacrat i P_ifoliata_00217_mRNA_31.1
GFO046851 0 0 1 Hypothetical protein (1) - P_tifoliata 00217 mRNA 30.1
GF0046850 0 0 1 Hypothetical protein (1) - P_ifoliata_00217_mRNA_2.1
GFO046849 0 0 1 Hypotheical protein (1) - P_tifoliata_00217_mRNA_19.1
GFO046848 0 0 1 Hypothetical protein (1) - P_trifoliata_00217_mRNA_17.1
GFO046847 0 0 1 Hypothetical protein (1) - P_tifoliata 00217 mRNA_16.1
GFO046846 0 0 1 Hypothetical protein (1) - P_tifoliata_00217_mRNA_I5.1
GFO046845 0 0 1 Hypotheical protein (1) - P_tifoliata_00217_mRNA_14.1
GFO046844 0 0 1 Hypothetical protein (1) - P_trifoliata_00217_mRNA_L1
GFO046843 0 0 1 Hypothetical protein (1) - P_trifoliata 00216 mRNA 9.1
metabolic process [GO:0008152
biological_process] (1): membranc
1GO:0016020 csllarcomponent] (05 111 e (1pRO1G039] (1 Very-
fatty acid biosynthatic process
o006 it s 1y, lontchain -kctoneyl-CoA synihase
GFO046842 0 0 1 Hypothetical protein (1) 1GO:0006633 biol ST (1pRO12392] (1): FAE Type 11T - P_trifoliata_00216_mRNA_S.1
-like protein
aroups other than amino-acyl groups ™
[GO:0016747 molecular_function] (1); T RO136011 (1)
catalytc activity [GO:0003824
molecular_function] (1)
GFO046841 0 0 1 Hypotheical protein (1) - P_tifoliata_00216_ mRNA_3.1
GFO046840 0 0 1 Hypothetical protein (1) - P_trifoliata_00216_mRNA_26.1
GFO046839 0 0 1 Hypothetical protein (1) - P_trifoliata 00216 mRNA 24.1
GFO046838 0 0 1 Hypothetical protein (1) - P_ifoliata_00216_ mRNA_23.1
GFO046837 0 0 1 Hypotheical protein (1) - P_tifoliata_00216_ mRNA_IS.1
ATP binding [GO:0005524 WG
GFO046836 0 0 1 Hypothetical protein (1) molecular_function] (1); ATPase activity I’;;:;“;‘f:;f"'f“‘}"(“:‘m Pase, ASA/GET3 P._trifoliata_00216_mRNA_14.1
[GO:0016887 molecular_function] (1) g
cysteine-type pepidase activity
[GO:0008234 molecular_function] (1):  Ulpl protease family, C-terminal
GFO046835 0 0 1 Hypotheical protein (1) Petoniods IGOM06503 e G IPROUS53] (1) P_tifoliata_00216_ mRNA_10.1
biological_process] (1)
o ———
protein binding [GO:0005515 triphosphate hydrolase [IPRO27417] (1):
3 : . ! - s
GFO046834 0 0 110 catmodulin-binding motiproein (1) 770, BERE O O e s e P_ifoliata_00215_mRNA_43.1
RaIC-ike jelly roll fold [IPRO14710]
GFO046833 0 0 1 Hypothetical protein (1) (1); RinlC-like cupin domain - P_trifoliata 00215 mRNA 3.1
[IPROT1051] (1)
Protcin kinase-like domain [IPRO11009]
(1) Protein kinsse domain [IPR000719]
protein kinase actvity [GO:0004672  (1): Serinc-threonin/yrosinc-protein
molecular function] (1); protin Kinase catalytic domain [IPR001245] (1)
GFO046832 0 0 1 Pto kinase interactor (1) phosphorylation [GO:0006465 Serincthreonine-protcin kingse, active - P_tifoliata_00215_mRNA_L1
biological process] (1); ATP binding st [IPRO0S271] (1);
[GO:0005524 molecular_function] (1) Serine/thrconine/dual specifiity protein
Kinase, catalytic domain (IPR002290]
)
GFO046831 0 0 1 Hypothetical protein (1) - P_trifoliata 00214 mRNA 9.1
GF0046830 0 0 1 Hypothetical protein (1) - P_ifoliata_00214_ mRNA_8.1
Peptidase family Al domain
aspartic-type endopeptidase activity  [IPRO33121] (1); Aspartic peptidase
GFO046829 0 0 1 Hypothetical protein (1) LG0:0004190 ’"°‘“"I"§[“““°"] (1); - domain [IPRO21109] (1): Aspartic P._trifoliata_00214_mRNA_7.1

proteolysis [GO:000650
biological_process] (1)

peptidase, active site [IPRO0I969] (1);
Aspartic peptidase A1 family
[IPRO0I461] (1)



T NaminC colemenine  NaminC urshiu  Namin Pifonan ot o TaterPro Nembers inC clemertine Nembers in C.unshiu Nembers in P rolaR
; Multicopper oxidase, type 3 [IPROT1707]
:"g;;":c:"lld';‘i [E;? g':mc’: 7" o (1); FKBP-type peptidyl-prolyl cis-trans
GF0046828 0 0 1 Hypothetical protein (1) bin d.f [r% 00055 PP isomerase domain [IPRO0TI79] (1); P_trifoliata_00214_ mRNA 5.1
s Peptidyl-prolyl cis-trans isomerase,
molecularj\mcnulﬂ i FRBP.1y 00 LPRO235681 (1)
GFO046827 0 0 1 Hypothetical protein (1) - P_trifoliata 00214 mRNA 4.1
integral component of membranc
{GO016021 clltar.componen) o Wall-associated receptor kinase,
rotein h binding d
2 » .
GF0046826 0 0 1 Wallassocianed recepro kinase 2 (1) ] (1 Wl ameaisted P_ifoliata_00214_ mRNA_38.1
polysaccharide binding [GO:0030247  receptor kinase [IPRO13695] (1)
molecular.function] (1)
GFO046825 0 0 1 Hypotheical protein (1) - P_tifoliata_00214_ mRNA_37.1
regulation of transcription, DNA-
GFO046824 0 0 1 Hypotheical protein (1) templated [GO:0006355 FHY3/FART family [IPRO31052] (1)~ - P_tifoliata_00214_ mRNA_36.1
biological_process] (1)
GFO046823 0 0 1 Hypotheical protein (1) - P_tifoliata_00214_ mRNA_3.1
protein phosphorylation [GO:0006468
bilgial pruces) 1 rotin ks Proti Ko e domin [PRO1 005
GFO046822 0 0 1 Hypothetical protein (1) activity [GO: (1): Protein kinase domain [IPR000719] - P_trifoliata_00214_ mRNA_28.1
molecular_function] e binding (1)
[GO:0005524 molecular_function] (1)
GFO046821 0 0 1 Hypothetical protein (1) - P_trifoliata_00214_ mRNA_24.1
GF0046820 0 0 1 Hypothetial protein (1) - P_trifoliata 00214 mRNA 23.1
y NB-ARC [IPRO02182] (1): P-loop
GFOO46819 0 0 1 Truncated RB (1) ! containing mucleoside triphosphate - P_trifoliata 00214 mRNA 21.1
ular_function] hydrolase [IPR027417] (1)
Formation of rista junctions protein | Mitochondrial inner membrane protein . 5
GFO046818 0 0 [ Moo Roto 3 1y P_trifoliata_00214_mRNA_2.1
GFO046817 0 0 1 Hypotheical protein (1) - P_tifoliata_00214_ mRNA_17.1
cytoplasm [GO:0005737 Chaperonin Cpn60 [IPRO01S44] (1):
elular_componen] (1): ATP binding ~ GroEL-lke equatorial domain
GFO046816 0 0 1 Chaperonin CPN60-2, mitochondrial (1) [GO:0005524 molecular_function] (1): ~ (IPR027413] (1); GroEL-like apical - P_trifoliata_00214_mRNA_16.1
protein refolding [GO:0042026 domain [IPRO27409] (1); Chaperonin
biological_process] (1) Cpn6O/TCP-1 family [IPR002423] (1)
GFO046815 0 0 1 Hypothetical protein (1) - P_trifoliata_00214_ mRNA_1S.1
GFO046814 0 0 1 Hypothetical protein (1) - P_trifoliata 00214 mRNA_13.1
GFO046813 0 0 1 Hypothetical protein (1) - P_tifoliata_00214_ mRNA_I2.1
| Polynucleotidyl trnsferas, ibonuclease nuclic acid binding (GO:0003676  Ribonuclease H-like domain .
GFO046812 0 0 ! Helike superfamily protein (1) molecular.function] (1) [IPROI2337] (1) P_trifoliata_00214 mRNA._10.1
GFO046811 0 0 1 Hypothetial protein (1) - P_trifoliata 00213 mRNA 5.1
GFO046810 0 0 1 Hypothetical protein (1) - P_tifoliata_00213_mRNA_52.1
GFO046809 0 0 1 Hypotheical protein (1) - P_tifoliata_00213_ mRNA_50.1
zinc fon binding [GO:0008270
molecular_function] (1), nucleic acid e .
GFO046808 0 0 1 Hypothetical protein (1) e Gobo0sere Zinc finger, CCHCype [IPRODISTS] (1) - P_trifoliata_00213_mRNA_49.1
molecular.function] (1)
GFO046807 0 0 1 Hypothetical protein (1) - P_trifoliata_00213_mRNA_48.1
GFO046806 0 0 1 F-box only 46 (1) - P_trifoliata 00213 mRNA 45.1
' Leucine-tich repeat [IPRO01611] (1):
GFO046805 0 0 1 Disease resistance RPSS-ike protein (1) ﬂ'ﬁfﬁ'ﬂ;‘l’,"‘;ﬂﬂ.‘fﬂ :);)‘055‘5 Leucine-rich repeat domain, L domain- - P_trifoliata 00213 mRNA 44.1
= like [IPRO32675] (1)
GFO046804 0 0 1 Hypothetical protein (1) - P_trifoliata 00213 mRNA 38.1
GF0046803 0 0 1 Hypothetical protein (1) Viral movement protein [IPR028919] (1) - P_ifoliata_00213_mRNA_34.1
GFO046802 0 0 1 Hypotheical protein (1) - P_tifoliata_00213_ mRNA_32.1
GFO046801 0 0 1 Hypothetical protein (1) - P_trifoliata_00213_mRNA_30.1
GFO046800 0 0 1 Hypothetical protein (1) Viral movement protein [IPRO28919] (1) - P_trifoliata 00213 mRNA 3.1
GF0046799 0 0 1 Hypothetical protein (1) - P_ifoliata_00213_mRNA_29.1
GFO046798 0 0 1 Hypotheical protein (1) - P_tifoliata_00213_ mRNA_27.1
GFO046797 0 0 1 Hypothetical protein (1) - P_trifoliata_00213_mRNA_26.1
GFO046796 0 0 1 Hypothetical protein (1) - P_trifoliata 00213 mRNA 22.1
Grovies 0 0 1 ottt potin (1 Ko e dowin - il 0213 mRNA 201
GFO046794 0 0 1 Hypothetical protein (1) - P_trifoliata_00213_mRNA_19.1
GFO046793 0 0 1 Hypothetical protein (1) E‘Pk‘f““‘“;';‘;‘]“f:‘)‘“““ domain B P._trifoliata_00213_mRNA_IS.1
GF0046792 0 0 1 Hypotheical protein (1) - P_tifoliata_00213_ mRNA_14.1
GFO046791 0 0 1 Hypothetical protein (1) - P_trifoliata_00213_mRNA_I3.1
Cytokinin riboside 5"monaphosphate . ;
GFO046790 0 0 ot (1 LOG family [IPRO31100] (1) - P_trifoliata_00213 mRNA_IL.1
GFO046789 0 0 1 Hypotheical protein (1) - P_tifoliata_00213_ mRNA_L1
RNA-DNA hybrid ribonuclease activity g cteace 1 domain [IPR002156]
GFO046788 0 0 Putative non-L TR retroclement reverse - [GO:0004523 molecular function] (1): 1 pipnyclcase H-like dormain P_trifoliata_00212_mRNA_0.1
transeriptase (1) nuceic acid binding [GO0003676. (| (NSKES - 00212 mRNA
molecular.function] (1) 33
GFO046787 0 0 1 Hypothetical protein (1) ﬁ')‘k"“""“’“’g"“‘ domain [IPR002902] P._tifoliata_00212_mRNA_6.1
oxidation-reduction process
[GO:0055114 biological_process] (1):
oxidoreductase activity, acting on paircd
donors, with incorporation or reduction
GFO046786 0 0 1 Cytochrome P4s0 71681 (1) of molccular oxygen [GO:0016705  Cytochrome P4SO [IPROOI12S] (1) - P_trifoliata_00212_mRNA_58.1
molecular_function] (1); heme binding
[GO:0020037 molccular_function) (1):
iron fon binding [GO:0005506
molecular_function] (1)
GFO046785 0 0 1 Hypothetical protein (1) - P_ifoliata_00212_mRNA_57.1
TOBAMOVIRUS MULTIPLICATION 1 Domain of unknown function DUF1084
GFO046784 0 0 o Deroosistro P_ifoliata_00212_mRNA_54.1
GFO46783 0 0 1 Hypothetical protein (1) - P_trifoliata 00212 mRNA 52.1
GFO046782 0 0 1 Hypothetical protein (1) - P_ifoliata_00212_mRNA_48.1
oxidoreductase activity [GO:0016491
molecular_function] (1); oxidation-  FAD/NAD(P)-binding domain
GFO046781 0 0 1 Hypotheical protein (1) eton et TGS 14 [Rozsrmsyin - P_tifoliata_00212_mRNA_30.1
biological_process] (1)
oxidoreductase activity [GO:0016491
e . “Thiazole biosynthetic enzyme Thid
GFO046780 0 0 Thiamine thiazole synthase 2, "‘°'““'“’ ~function] (1); oxidation- ¢ & 11pR002922] (1): FADNAD(P)- - P._trifoliata_00212_mRNA_29.1
chloroplastic (1) uction process [GO:00551 14 o e (R s7e3,
hmlugmal |_process] (1) g do )
- ) ) | Putaive cyseine-rich repet secrtory Gk2-homologous domain [IPR002902] _ P ol 00212 mRNA 111
protein 24 (1) 1) & 00212 mRNA_
GFO46778 0 0 1 Hypothetical protein (1) - P_trifoliata 00211 mRNA 74.1
GF0046777 0 0 1 Hypothetical protein (1) - P_tifoliata_00211_mRNA_67.1
GFO046776 0 0 1 Hypotheical protein (1) - P_tifoliata_00211_mRNA_66.1
GFO046775 0 0 1 Hypothetical protein (1) - P_trifoliata_00211_mRNA_65.1
eanslation ease fator activi Peptide chain rlease factor lass Velass
30003747 motecuar fancion] 1y, || [PROVU3S2] (1): Double-seanded
GFO046774 0 0 1 Hypothetical protein (1) o o 004415 RNA-binding domain (IPROI4720] (1), - P_tifoliata 00211 mRNA 61.1
. g Alpha/Beta hydrolasc fold [IPR029058]
biolagical_process] (1) o
GFO046773 0 0 1 Hypothetical protein (1) - P_tifoliata 00211 mRNA 60.1
GFO046772 0 0 1 Hypothetical protein (1) - P_ifoliata_00211_mRNA_57.1
ransmembrane transporter actvity
1600022857 molecular_function] (1): 150 uciftator superfarmily domain
GF0046771 0 0 1 Organic cation/carnitine transporter 3 (1) [1iCE™! component of membran [IPRO20846] (1); Major facilitator, sugar - P_trifoliata_00211_mRNA 40.1
1GO0016021 celllar_component](1); 0P HEL I B SRS
transmembrane transport [GO:0055085 POt
biolagical_process] (1)
nucleic acid binding [GO:0003676  Ribonuclease H-like domain
GFO046770 0 0 1 Hypotheical protein (1) et o Hrrorssmy - P_tifoliata_00211_mRNA_37.1
GF0046769 0 0 1 Hypothetical protein (1) - P_ifoliata_00211_mRNA_27.1
GFO046768 0 0 1 Hypotheical protein (1) - P_tifoliata_00211_mRNA_21.1
GFO046767 0 0 1 Hypothetical protein (1) .
drug transmembranc transport
[GO-0006855 biological process] (1:
drug ransmembranc transporter activity
[G0:0015238 molecular_function] (1; g yimicrobial extrusion protcin
GFO046766 0 0 1 MATE eflux family protcin 9 (1) antiporter activity [GO:0015297 P_tifoliata_00210_mRNA_4.1
¢ [1PRO02528] (1)
molecular.function] (1); membrane
GO0t 020 cllulr.componen])
ransmembrane transport [GO:0035085
biolagical_process] (1)
protein kinase acivity [GO:0004672
molccular_function] (1): rotein Protcin kinase domain [IPR000719] (1):
GFOO46765 0 0 1 Hypothetical protein (1) phosphorylation [GO:000646% Protein kinase-like domain [IPRO1 1009] - P_trifoliata 00210 mRNA_30.1
biological_process] (1); ATP binding (1)
[GO:0005524 molecular_function] (1)
GFO046764 0 0 1 Hypothetical protein (1) - P_trifoliata 00210 mRNA_10.1
GF0046763 0 0 1 Hypothetical protein (1) - P_ifoliata_00209_ mRNA_52.1
GFO046762 0 0 1 Hypotheical protein (1) - P_tifoliata_00209_mRNA_S1.1
GFO046761 0 0 Pollen Ole ¢ | allergen and extensin - P_tifoliata_00209_mRNA_S.1
family protein (1) X 100209 mRNA
GFO046760 0 0 1 Hypothetical protein (1) - P_ifoliata_00209_ mRNA_49.1
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metabolic process [GO:0008152
. | UDP-glucose flavonoid 3-0- biolagical_process] (1): transferase  UDP-glucuronosyl/UDP- . ol .
GF0046759 0 0 1 lucosyltransferase 7 (1) activity, transferring hexosyl groups  glucosyltransferase [IPR002213] (1) P_trifoliata_00209 mRNA_42.1
[G0:0016758 molecular function (1)
GFOO46758 0 0 1 Hypothetical protein (1) - P_tifoliata 00209 mRNA 35.1
Groviers? 0 0 ottt potin (1 Rt 3 i - P il 20200 A 331
GFO046756 1 Hypothetical protein (1) - P_trifoliata_00209_mRNA_32.1
GFOO46755 1 Hypothetical protein (1) - P_tifoliata 00209 mRNA 31.1
s,
f— 0 0 [pentime—— o of ko i UFof PTp——
GFO046753 0 0 1 Hypothetical protein (1) - P_trifoliata_00209_mRNA_17.1
GFO46752 0 0 1 Hypothetical protein (1) - P_trifoliata 00209 mRNA_11
GFO046751 0 0 1 Hypothetical protein (1) - P_ifoliata_00208 mRNA_7.1
GFO046750 0 0 1 Hypotheical protein (1) - P_tifoliata_00208_ mRNA_4.1
Procin s domain IPRO00719) (1)
Proi like domain [IPRO11009]
G (O Lowinoget repeat domain, L
I"“"o’l‘:'l“;'r““}:";‘;‘lsz (”"o‘ofn':m domain-like [IPR032675] (1; Leucine-
2 : 5
Leacinesih e ecsportke oot (G000 TSPk sl pe (PRI
GF0046749 0 0 1 seringthreonine-protein kinase BAMI  biolagical_process] (1): protein kinase - specificity P_tifoliata_00208_ mRNA_33.1
o ———G protein kinase, catalytic domain
gm0 ATP binding _(IPR002290] (1) Serine thrconine-
|G°o“o:»o“;§z“:;-l:’1“]- o fonct ':I'(’“g) protein kinase, active site [IPR00S271]
olecul etor (1); Protein kinase, ATP binding site
[IPROI7441] (1); Leucine-rich repeat
[IPROO16T1] (1)
protein dimerization activity
Ribonuclease Helike domain
GF0046748 0 0 1 Hypothetical protein (1) [GO:0046983 molecular [“““"’“] M (1pROI2337] (1); HAT, C-terminal P_trifoliata_00208_mRNA_30.1
nuceic acid binding [GO0003676 KL BATL O
molecular_function] (1) rerisation doma
muleicaed binding (COUNT  Rboniclos e domai
GF0046747 0 0 1 Hypothetical protein (1) e o Urrorssmr - P_ifoliata_00208_ mRNA 3.1
GFOO46746 0 0 1 Hypothetical protein (1) - P_tifoliata 00208 mRNA 26.1
GFO046745 0 0 1 Hypothetical protein (1) - P_ifoliata_00208 mRNA_24.1
GFO046744 0 0 1 Hypotheical protein (1) - P_tifoliata_00208_ mRNA_IS.1
nucleic acid binding [GO:0003676
GF0046743 0 0 1 Hypotheical protein (1) molccular_function] (1): zinc fon binding Zine finger, CCHC-type [IPROOIS7S] (1) - P_tifoliata_00208 mRNA_14.1
[GO:0008270 molecular_function] (1)
Cytochrome bs, heme-binding site
eme binding [GO:0020037 [IPROISS06] (1): Cytochrome bs-like
GF0046742 0 0 1 Hypotheical protein (1) e o Remel st S o P_tifoliata_00208 mRNA_I3.1
[IPROO1199] (1)
muleicaeidtinding (COMNT  Rbonuclos e domai
GFO046741 0 0 1 Hypothetical protein (1) e o Herorssmr - P_ifoliata_00208 mRNA_I2.1
Leucine-rich repeat domain, L domain-
" 32675
GFO046740 0 0 1 Phytosulfokine receptor (1) e type P_trifoliata 00207 mRNA 9.1
[IPROI3210] (1)
e Cobalamin (vitamin B12) biosythesis )
GFO046739 0 0 1 Hypothetical protein (1) Pcemtilo it s P_trifoliata_00207_mRNA_$.1
GFO046738 0 0 1 Hypotheical protein (1) - P_tifoliata_00207_mRNA_S.1
GFO046737 0 0 1 Hypothetical protein (1) - P_trifoliata_00207_mRNA_44.1
GFO46736 0 0 1 Hypothetical protein (1) - P_tifoliata 00207 mRNA 41.1
GFO046735 0 0 1 Hypothetical protein (1) - P_ifoliata_00207_mRNA_40.1
CobW/HypB/UreG domain [IPR003495]
GF0046734 0 0 1 Hypothetical protein (1) (1): P-loop containing nucleoside - P_ifoliata_00207_mRNA 4.1
triphosphate hydrolase [IPRO27417] (1)
GF0046733 0 0 1 Hypothetical protein (1) - P_ifoliata_00207_mRNA_38.1
GFO046732 0 0 1 Hypotheical protein (1) - P_tifoliata_00207_mRNA_36.1
GFO046731 0 0 1 Hypothetical protein (1) - P_trifoliata_00207_mRNA_27.1
GFOO46730 0 0 1 Hypothetical protein (1) - P_trifoliata 00207 mRNA._14.1
CobWiHypB/UreG domain [IPR003495]
GFO46729 0 0 1 COBW domain-containing protein 1 (1) 1); P-loop containing nucleoside - P_trifoliata 00207 mRNA 11
triphosphate hydrolase [IPRO27417] (1)
GFO46728 0 0 1 Hypothetical protein (1) - P_tifoliata 00206 mRNA 7.1
GF0046727 0 0 1 Hypothetical protein (1) - P_tifoliata_00206_mRNA 4.1
GFO046726 0 0 1 Hypotheical protein (1) - P_tifoliata_00206_mRNA_3.1
GFO046725 0 0 1 Exostosin family protcin (1) tike [IPROD4263] (1) - P_trifoliata_00206_mRNA_I1.1
GFO046724 0 0 1 Hypothetical protein (1) - P_trifoliata 00205 mRNA_59.1
GF0046723 0 0 1 Hypothetical protein (1) - P_ifoliata_00205_mRNA_58.1
5N
GF0046722 0 0 I Trichome birefringence-like 14 (1) m";J;::Z'm:"’:I‘:,‘;E";’U[;%‘Tﬁsm] - P_trifoliata_00205_ mRNA_41.1
D vtoeane  Sicblded beapropelcr, TlB-like
GFO046721 0 0 1 Hypothetical protein (1) vological_process] (1): sritosidine 1pp11045) (1; Strictosidine synthase - P_tifoliata 00205 mRNA 35.1
synthase activity [GO:0016844 HpRooitan 1)
molecular_function] (1)
GFO046720 0 0 1 Hypothetical protein (1) - P_trifoliata 00205 mRNA 34.1
GFO046719 0 0 1 Hypothetical protein (1) - P_ifoliata_00205_mRNA_33.1
Peptidase S8 propeptide/protcinase
inhibitor 19 [IPRO10259] (1); Proteinase
GFO046718 0 0 1 Hypotheical protein (1) inhibitor, propeptide (IPR009020] (1): - P_tifoliata_00205_mRNA_28.1
s [z propep x 100205 mRNA
Peptidase S8, subilsin-elated
[IPROIS500] (1)
Phosphatidylinositol transfer-ike protein CRAL-TRIO lipid binding domain
GFO046717 0 0 [ UbRooiosi) () P_ifoliata_00205_mRNA_L1
GFO46716 0 0 1 Hypothetical protein (1) - P_trifoliata 00204 mRNA 5.1
Calyein [IPRO12674] (1): Calyein-like
GFO046715 0 0 1 Oamate INMATrecptorsubunit [IPROT1038] (1); Domain of unknown - P_tifoliata 00204 mRNA 49.1
epsil function DUF3598 [IPR022017] (1)
" RST domain of plant C-terminal )
GFO046714 0 0 1 Hypothetical protein (1) Tprossoo 1y P_trifoliata_00204_ mRNA_3.1
GFO046713 0 0 1 Hypotheical protein (1) - P_tifoliata_00203_ mRNA 8.1
GFO046712 0 0 1 Hypothetical protein (1) - P_trifoliata_00203_mRNA_7.1
GFO046T11 0 0 1 Hypothetical protein (1) - P_trifoliata 00203 mRNA 62.1
. Reverse transeriptase, RNA-dependent
GFO046710 0 0 1 Hypothetical protein (1) ot e P_trifoliata 00203 mRNA 58.1
Conserved hypothetical protein
GFO046709 0 0 1 Hypotheical protein (1) CPo580, o PROG176) (1 P_tifoliata_00203_ mRNA_46.1
GFO046708 0 0 1 Hypothetical protein (1) - P_ifoliata_00203_mRNA_45.1
GFO046707 0 0 1 Hypotheical protein (1) - P_tifoliata_00203_ mRNA_4.1
tibosome [GO:0005840
cellulr_companent] (1; ntracellular
[GO:0005622 cellular_component] (1):
GFO046706 0 0 1 Hypothetical protein (1) translation [GO:0006412 Ribosomal protein 129 [IPRO0ISS4] (1) - P_trifoliata 00203 mRNA 34.1
biolagical_process] (1); structural
constituent of ribosome [GO:0003735
molecular_function] (1)
GF0046705 0 0 1 Hypothetical protein (1) - P_ifoliata_00203_ mRNA_30.1
GFO046704 0 0 1 Hypotheical protein (1) - P_tifoliata_00203_ mRNA_29.1
GFO046703 0 0 1 Hypothetical protein (1) - P_trifoliata_00203_mRNA_27.1
GFO046702 0 0 1 Hypothetical protein (1) - P_trifoliata 00203 mRNA 20.1
Zine knuckle CX2CXAHXAC
GFO046701 0 0 1 Hypothetical protein (1) [IPRO25836] (1); SACYGANP/THP3 - P_trifoliata 00203 mRNA_IS.1
eRonsie) ()
! ansforase ucleic cid binding erse transeriptase zinc-binding
GFO046700 0 0 1 Polynucleotidy transferase, ucleic acid bindi “('0 0003676 dommn [IPRO26960] (1): Ribonuclease - P_trifoliata_00203_mRNA_15.1
! Ribonuclease H fold (1) molccular_function] (1 i IPRO2937) (1
GFO046699 0 0 1 Hypothetical protein (1) - P_trifoliata_00203_mRNA_I1.1
ATPase, AAA-ype, conserved site
[IPRO03960] (1): ATPase, AAA-type.
GF0046698 0 0 1 Butative 268 protease regulatory subunit ATP binding [GO:0005524 core [IPRO03939] (1); P-loop containing - P_trifoliata 00202 mRNA 73.1
! 6A like protein (1) molecular_function] (1)
nuclcoside triphosphate hydrolase
[IPRO27417] (1)
GF0046697 0 0 1 Hypothetical protein (1) - P_trifoliata 00202 mRNA 65.1
GF0046696 0 0 1 Hypothetical protein (1) - P_ifoliata_00202_mRNA_28.1
GF0046695 0 0 1 Hypotheical protein (1) - P_tifoliata_00202_mRNA_27.1
Leucine-tich repeat domain, L domain-
G like [IPRO32675] (1); NB-ARC
GFO046694 0 0 | Putative discase resistance gene NBS-  ADP binding [GO:0043531 [IPRO02182] (1); P-loop containing - P._trifoliata_00202_mRNA _26.1
" LRR family protein (1) molecular_function] (1)
nucleoside triphosphate hydrolase
[IPRO27417] (1)
GFO046693 0 0 1 Hypothetical protein (1) - P_trifoliata_00202_mRNA_24.1
GFO046692 0 0 1 Hypothetical protein (1) - P_trifoliata 00202 mRNA_19.1
. el rotein anzyme inhibitor actvity [GO:0004857  Pectinesterase inhibitor domain . ol .
GFO046691 0 0 1 Hypothetical protein (1) I Tikboeson P_trifoliata 00202 mRNA_IS.1
enzyme inhibitor actvity [GO:0004857  Pectinesterase inhibitor domain .
GF0046690 0 0 1 Pectinesterase inhibitor (1) s fooagont (0 HbR006s011 (1) P_tifoliata_00202_ mRNA_17.1
GF0046689 0 0 1 Hypothetical protein (1) - P_ifoliata_00202_mRNA_16.1
GFO046688 0 0 1 Hypotheical protein (1) - P_tifoliata_00202_ mRNA_15.1
GFO046687 0 0 1 Hypothetical protein (1) - P_trifoliata_00202_mRNA_14.1
GFO046686 0 0 1 Hypothetical protein (1) Alpha/Beta hydrolase fold [IPR029058] P_trifoliata_00202_ mRNA_12.1

M
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;i’;:““c‘::“‘;;;‘f‘::;“s;‘;“gfgﬁ::") Peptide chain release factor class liclass
GFO046685 0 0 1 Class I peptide chain release factor (1) m!mi ;M{" vy [GO0003747 11 [IPR000352] (1); Double-stranded - P_trifoliata_00202 mRNA_11.1
e o RNA-binding domain [IPRO14720] (1)
. - Leucine-ich repeat domain, L domain- }
GFO046684 0 0 1 Hypothetical protein (1) [t P_trifoliata_00202_mRNA_10.1
GFO046683 0 0 1 Hypotheical protein (1) - P_tifoliata_00201_mRNA_0.1
GFO046682 0 0 1 Hypothetical protein (1) - P_trifoliata_00201_mRNA_S8.1
GFO046681 1 Hypothetical protein (1) - P_trifoliata 00201 mRNA 34.1
. Endonucleascexonuclease/phosphatase
GFO046680 0 0 1 Hypothetical protein (1) [rmoostamsiy P_tifoliata 00200 mRNA 9.1
GFO046679 0 0 1 Hypothetical protein (1) - P_trifoliata_00200_ mRNA_$.1
GFOO46678 0 0 1 Hypothetical protein (1) - P_trifoliata 00200 mRNA 7.1
GF0046677 0 0 1 Hypothetical protein (1) - P_ifoliata_00200_ mRNA_6.1
GFO046676 0 0 1 Hypotheical protein (1) - P_tifoliata_00200_ mRNA_30.1
Peptidase family Al domain
[IPRO33121] (1); Glycoside hydrolase
35, calyic domin 1PR03130] 1
Galactose-binding do
PRo085 79,1 Ay pemidase
domain [IPRO21109] (1); Glycoside
carbohydrate metabolic process >
[GO:0003975 biological process] (1); g’;‘:"’"‘f i““:r“"'"lyl["";“; 7853 (1);
GFO046675 0 0 1 Hypothetical protein (1) hydrolase activity, hydrolyzing O- a-galactosidase jely roll domain P_tifoliata 00200 mRNA 26.1
[IPRO25300] (1): Glycoside hydrolasc,
elycosyl compounds [GO:0004553
lecular_function] (1) catalytic domain [IPROISTS1] (1);
molecular_functior Glycoside hydrolase, family 35
[IPRODIS44] (1); Xylanase inhibitor, N-
terminal (IPRO32861] (1): Xylanase
inhibitor, C-terminal [IPRO32799] (1);
Glycoside hydrolasc, family 35,
conserved site [IPRO19801] (1)
GFO046674 0 0 1 Hypotheical protein (1) - P_tifoliata_00200_ mRNA_21.1
GFO046673 0 0 1 Hypothetical protein (1) - P_trifoliata_00200_ mRNA_19.1
GFOO46672 0 0 1 Hypothetical protein (1) - P_trifoliata 00200 mRNA._11
GF0046671 0 0 1 Hypothetical protein (1) - P_ifoliata_00199_mRNA_9.1
GF0046670 0 0 1 Hypotheical protein (1) - P_tifoliata_00199_mRNA_8.1
GFO046669 0 0 1 Hypothetical protein (1) - P_trifoliata_00199_mRNA_7.1
GFO046668 0 0 1 Hypothetical protein (1) - P_tifoliata 00199 mRNA 5.1
GF0046667 0 0 1 Hypothetical protein (1) - P_tifoliata_00199_mRNA_54.1
GFO046666 0 0 1 Hypotheical protein (1) - P_tifoliata_00199_mRNA_38.1
ATP binding (GO:0005524
molecular_function] (1): protein Protcin kinase domain [IPR000719] (1):
GFO046665 0 0 1 Putative inactive receptor kinase (1) PrOsPhonylation [GO:0006468 Protein kinase-like domain (TPRO11009] P_trifoliata 00199 mRNA 37.1
biolagical_process] (1): protein kinase  (1): Serinc-threonin/tyrosinc-protein
activity [GO:0004672 Kinase catalytic domain [PR001245] (1)
molecular_function] (1)
N Transposase, Tnpl/En/Sprlike ;
GFO046664 0 0 1 Hypothetical protein (1) [oRaises (1 - P_trifoliata_00199_mRNA_3.1
Serine-threonine/tyrosine-protein kinase
catalytic domain [IPRO0I245] (1);
protein 1GO:0006468 Kinase, active
biological_process] (1); protein kinase  site [IPRO0S271] (1);
p— 0 0 1 Leinee et o ks iy LSS Srateonne ey pocn - P ol 00155 N 21
protein, pt molecular_function] (1); ATP binding  kinase, catalytic domain [IPR002290]
[GO:0005524 molecular_function] (1) (1); Protein kinase-like doma
[IPROT1009] (1): Protcin kinase domain
[IPRO0O7I9] (1)
oxidoreductase activity,acting on paired
donors, with incorporation or reduction
. F-box doman [IPROOISI0] (1
oG oas1 14 Cytochrome P450 IPROOT128] (1):
GF0046662 0 0 1 Hypothetical protein (1) biolo, mIP roceus] (1 ron fon binding_Levcine-ich repeat domain, L domain- - P_trifoliata_00199 mRNA_19.1
1G0.000s306 moleur funeion] (1.1 IPRO3267S] (1 Ctohroms is0.
- " Eclass, group 1 [IPRO02401] (1)
protein binding [GO:0003515
molecular_function] (1); heme binding
[GO:0020037 molecular_function] (1)
heme binding [GO:0020037
molecular_function] (1):iron fon binding
[GO:0005506 molecular_function] (1); ..
oxidoreductase actvty, actng on paiedCyoeirome D4%0 [PRO01128] (1:
GFO046661 0 0 1 Cytochrome P450 93A2 (1) donors wihinorprsona rdcion . A - P_ifoliata_00199_mRNA_IS.1
e [IPROIT972] (1); Cytochrome P430, E-
molecular_function] (1): idaton. s o 1PROO201) (1)
reduction process [GO:0055 114
biolagical_process] (1)
. F-box domain [IPRODIS10] (1) Leucine-
GFO046660 0 0 1 Hypothetical protein (1) protein binding [GO:0003515 ich repeat domain, L domain-like B P._tifoliata_00199_mRNA_14.1
molecular_function] (1) [PROSZ6781 ()
GF0046659 0 0 1 Hypotheical protein (1) - P_tifoliata_00199_mRNA_13.1
GFO046658 0 0 1 Hypothetical protein (1) - oliata_00198_mRNA_0.1
oxidation-reduction process
[GO:0055114 biological_process] (1):
oxidoreductase activity, acting on single
GF0046657 0 0 1 Hypothetical protein (1) donrs it o af el Gt oy (PRIO34) 1) - P_tifoliata_00198_mRNA 8.1
corporation of two atoms of
oxvgen [GON6T02
molecular_function] (1)
proteolysis [GO:0006508
biological_process] (1); cysteine-type  Ulpl protease family, C-terminal
GFO046656 0 0 1 Hypotheical protein (1) Septines vt HOCLOTZA e G IPROUS53] (1) P_tifoliata_00198_mRNA_6.1
molecular_function] (1)
GFO046655 0 0 1 Hypotheical protein (1) - P_tifoliata_00198_ mRNA_30.1
GFO046654 0 0 1 Hypothetical protein (1) - P_trifoliata_00198_mRNA_25.1
GFO046653 0 0 1 Hypothetical protein (1) - P_trifoliata 00198 mRNA 21.1
GF0046652 0 0 1 Hypothetical protein (1) - P_ifoliata_00198_ mRNA_20.1
GFO046651 0 0 1 Hypotheical protein (1) - P_tifoliata_00198_mRNA_2.1
GFO046650 0 0 1 Hypothetical protein (1) - P_trifoliata_00198_mRNA_IS.1
GFO046649 0 0 1 Hypothetical protein (1) - P_trifoliata 00198 mRNA_16.1
GFO046648 0 0 1 Hypothetical protein (1) - P_ifoliata_00198_mRNA_I5.1
GFO046647 0 0 1 Hypotheical protein (1) - P_tifoliata_00198 mRNA_14.1
GFO046646 0 0 1 Hypothetical protein (1) - P_trifoliata_00198_mRNA_I1.1
GFO046645 0 0 1 Hypothetical protein (1) - P_trifoliata 00197 mRNA 4.1
GFO046644 0 0 1 Hypothetical protein (1) - P_ifoliata_00197_mRNA_34.1
GFO046643 0 0 1 Hypotheical protein (1) - P_tifoliata_00197_mRNA_33.1
GFO046642 0 0 1 Hypothetical protein (1) - P_trifoliata_00197_mRNA_28.1
GFO046641 0 0 1 Hypothetical protein (1) - P_trifoliata 00197 mRNA 22.1
GF0046640 0 0 1 Hypothetical protein (1) - P_ifoliata_00197_mRNA_L1
metabolic process [GO:0008152
biological_process] (1); transferase  UDP-glucuronosy
GF0046639 0 0 1 Hypotheical protein (1) iy Toateminoey! poape K]ms)lmsmm k002213 (1) P_tifoliata_00196_mRNA_61.1
[GO:0016758 molecular_function] (1)
Hea shock protein 70 family
[IPROI3126] (1); Heat shock protein 70,
GFO046638 0 0 1 Hypotheical protein (1) conserved site [IPROISI81] (1): Heat - P_tifoliata_00196_mRNA_59.1
shock protein 70kD, peptide-binding
domain [IPRO29047] (1)
Phosphoribosyltransfrase-like
iuctose bisprosphate dhdolase 16UV [1pR029057] (1: Fructose-bisphosphate
[GO:0004332 molecular_funeton] (1:
metabolic process [GO:0008152 aldolase,class1 [IPRO07A1) (1);
Vilogieal "pmm (1 kinase ity Fructose-bisphosphate aldolase clas-1
[ et activesite (IPRO29768] (1); Aldolase-
GF0046637 0 0 1 Uridine kinase (1) e ot corooosiog e IV s [1PRO178S) 1), ooy - P_ifoliata_00196_mRNA_37.1
uclcoside triphospha
molecular_function] iy ATP bining e o417 1
[GO:0005524 molecular_funetion] (1:
oyt e 00696 Phosphoribulokinase/uridine kinase
Hlogien e (1) [IPRO0G0S3] (1); Uridine kinase-like
‘ological_process [IPRO00764] (1)
ransport [GO:0006810
gy Vesile transport proten, SFT2-ike
GFO046636 0 0 1 Protein transport protein SFT2 (1) muu‘;m component] (1, vesicle- [IPRO11691] (1); Vesicle transport - P_trifoliata_00196_mRNA_33.1
e 015160 protein, Gotl/SFT2-like [IPRO07305] (1)
biological_process] (1)
GFO046635 0 0 1 Hypothetical protein (1) - P_ifoliata_00196_mRNA_31.1
GFO046634 0 0 1 Hypotheical protein (1) - P_tifoliata_00196_mRNA_3.1
GFO046633 0 0 1 Hypothetical protein (1) - P_trifoliata_00196_mRNA_26.1
GFOO46632 0 0 1 Hypothetical protein (1) - P_trifoliata 00196 mRNA 24.1
GFO046631 0 0 1 Hypothetical protein (1) - P_ifoliata_00196_mRNA_L1
GFO046630 0 0 1 Hypotheical protein (1) - P_tifoliata_00195_mRNA 8.1
GFO046629 0 0 1 Hypothetical protein (1) .
GFO046628 0 0 1 Hypothetical protein (1) - P_trifoliata 00195 mRNA 7.1
GF0046627 0 0 1 Hypothetical protein (1) - P_tifoliata_00195_mRNA_69.1
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Concanavalin A-like lectin/glucanase
domain [IPRO13320] (1); Protein kinase-
like domain [IPRO11009] (1); Leucine-
ich repeat domain, L domain-like
protein kinase activity (GO:0004672  [IPR032675] (1); Leucine-rich repeat,
molecular_function] (1): protein typical subtype [IPR003591] (1); Protein
LRR receptorlike serinethreonine.  PHosPhorylation [GO:0006468 kinase domain [IPROOOTIO] (1),
GFO046626 0 0 1 rotein ivaee ROK3 (1) biological_process] (1); ATP binding  Leucine-rich repeat [IPRODI6 1] (1); - P_ifoliata_00195_mRNA_$9.1
protel e [GO:0005524 molecular_function] (1);  Serine/threonine/dual specificity protein
protein binding [GO:0005515 Kinase, catalytic domain [IPR002290]
molecular_function] (1) (1); Serine/threonine-protein kinase,
active site [IPR00S271] (1); Protein
kinase, ATP binding site [IPRO17441]
(1): Leucine-rich repeat-containing N-
terminal, plant-type [IPRO13210] (1)
molybdate fon transmembrane
ransporter activity [GO:001 5098 p
GFO046625 0 0 1 Hypothetical protein (1) molecular. ﬂmmon]m molybdate fon ﬁ‘;"yl’d““ transporter 1/2 [IPRO31563] P._tifoliata_00195_mRNA_55.1
wansport [GO:00156:
biological_process] m
GFO046624 0 0 1 Hypothetical protein (1) - P_ifoliata_00195_mRNA_54.1
Stlocus glycoprotein domain
[IPRIIWKSK] (1): Serinethreonine/dual
. cifi cin kinase, catalytic
protein phosphorylation [GO:0006468 dommn [IP‘I’(IEDZZ‘)D] “: ; Ioc’;‘s
biological process] (1): ecognition of 1 A0 LEREEON LRI
Z‘;’;';’:o[‘ig ‘s‘::“e /‘hmn;e'“kifs:’““] s Serine/threonine-protein kinase,
P N o | SHocus lectin proten kinase family ¢ BOEH SO active site [IPRO0S271] (1); Serine- b ifolita 00195 mRNA 5.1
protein isoform 2 (1) threonine/tyrosine-protein kinase
ol funton) (1 procin ke (LR ) ),
activity [GO: PAN/Apple domain [IPR003609] (1):
moltcularj\lncnulﬂ (1). ATeinding e PR 1450]
(600005524 molecula_funetion] (1) ). protcin kinase domain [IPRO00719]
(1): Protein kinase-like domain
TIPRO110091 (1)
Leucine-rich repeat [IPRO01611] (1);
protein binding [GO:0005515 le :&c “"PROOZ 3521;” P "’:"
GF0046622 0 0 1 Discase resistance protein RPS2 (1) molccular_function] (1); ADP binding drola;[“‘,‘;;; 4:7] i L‘;w‘m fich P_trifoliata_00195_mRNA_47.1
[GO:0043531 molecular_function] (1) ey cat domain, L domain-iko
[IPRO32675) (1)
GF0046621 0 0 1 Hypothetical protein (1) K:";";f‘;g;;;;:‘lf"“’“'"' L domain- P._trifoliata_00195_mRNA_37.1
GFO046620 0 0 1 Hypothetical protin (1) - P_ifoliata_00195_mRNA_35.1
GFO046619 0 0 1 Hypothetical protein (1) - P_sifoliata_00195_mRNA_31.1
GFO046618 0 0 1 Disease resistance RPSS-like protein (1) K:";";f‘;g;;;‘;:‘lf"m“'"' L domain- P._trifoliata_00195_mRNA_30.1
GF0046617 0 0 1 Hypothetical protein (1) ADP binding [G0:0043531 NB-ARC [IPRO02182] (1) - P_trifoliata_00195_mRNA 29.1
molecular_function] (1)
G P-loop containing nucleoside
GFO046616 0 0 1 Hypothetical protein (1) ADP binding [GO:0043531 triphosphate hydrolase [IPR027417] (1; - P_uifoliata_00195_mRNA_24.1
molecular_function] (1) NBARC [PRO0S183] (1)
GFOD46615 0 0 1 Hypothetical protein (1) - P_usifoliata_00195_mRNA_23.1
GF0046614 0 0 1 Hypothetical protein (1) - P_urifoliata_00195_mRNA_19.1
GFO046613 0 0 1 Hypothetical protein (1) - P_ifoliata_00195_mRNA_17.1
protein phosphorylation [GO:0006468 Pr0?:éix:ttﬁ:‘:\‘::::"[‘[PRm 1009)
GF0046612 0 0 1 Hypothetical protein (1) "“"'L’E*C?'Jmcms}(!erm““ DA [IPRO014S0] (1); Serine- - P_trifoliata_00195_mRNA_13.1
& catalytic domain (IPR001245] (1)
GFO046611 0 0 1 Hypothetical protein (1) - P_ifoliata_00195_mRNA_11.1
GFO046610 0 0 1 Hypothetical protcin (1) - P_usifoliata_00195_mRNA_L1
GF0046609 0 0 1 Hypothetical protein (1) - P_urifoliata 00194 mRNA 9.1
GFO046608 0 0 1 Hypothetical protein (1) - P_ifoliata_00194_mRNA_8.1
GFO046607 0 0 1 Hypothetical protein (1) - P_ifoliata_00194_mRNA_63.1
GFO046606 0 0 1 Hypothetical protein (1) - P_sifoliata_00194_ mRNA_59.1
G NB-ARC [IPRO02182] (1); P-loop
GFO046605 0 0 1 Hypothetical protein (1) ADP binding [GO:0043531 containing nucleoside triphosphate B P._trfoliata_00194_mRNA_57.1
molecular_function] (1) Eodrolsos TR0V ()
GFO046604 0 0 1 Hypothetical protein (1) g;ix;;ﬁ‘f;‘ﬁ“‘ of LTR copiartype P._tifoliata_00194_mRNA_35.1
oxidation-reduction process
[GO:0055114 biological_process] (1);
oxidoreductase activity, acting on single
donors with incorporation of molecular
oxygen, incorporation of two atoms of  PLAT/LH2 domain [IPR001024] (1); §
GFO046603 0 0 1 Hypothetical protein (1) e CooTer0s Tipoxyaensse 161000007 (1) P_usifoliata_00194_ mRNA_S3.1
molecular_function] (1: protein binding
GOO00SS13 el functon] (1)
metal ion binding [GO:00:
molecular_function] (1)
GFOD46602 0 0 1 Hypotherical protein (1) - P_ifoliata_00194_mRNA_49.1
GFOD46601 0 0 1 Hypothetical protcin (1) - P_sifoliata_00194_ mRNA_48.1
GF0046600 0 0 1 Hypothetical protein (1) - P_urifoliata 00194 mRNA 47.1
. | Pentatricopepride repeat-containing atriconentide . folats .
GFO046599 0 0 | pratin. chinoptaste (1) Pentatricopeptide repeat [IPR002885] (1) P_urifoliata 00194 mRNA_46.1
GFO046598 0 0 1 Hypothetical protein (1) - P_usifoliata_00194_ mRNA_45.1
peroxidase activty [GO:0004601
molecular_function] (1): oxidation-  Haem peroxidase [IPR010255] (1);
reduction process [GO:0055114 Peroxidase, active ste [IPRO19794] (1);
GFO046597 0 0 1 Peroxidase 4 (1) biological_process] (1): heme binding  Plant perosidase [IPR000823] (1); Haem - P_rifoliata_00194_mRNA_44.1
[GO:0020037 molecular_function] (1);  peroxidase, plan/fungal/bacterial
response to oxidative stress [IPRO02016] (1)
[GO:0006979 biological_process] (1)
| Ctokinin riboside S-monophosphte
. 4L
GFO046596 0 0 1 omoephoribohmdrolace (1) LOG family [IPRO31100] (1) P_ifoliata_00194_mRNA_41.1
GF0046595 0 0 1 Hypothetical protein (1) - P_urifoliata_00194 mRNA_40.1
GFO046594 0 0 1 Hypothetical protein (1) - P_ifoliata_00194_mRNA_38.1
GFO046593 0 0 1 Hypothetical protein (1) - P_ifoliata_00194_mRNA_35.1
GFO046592 0 0 1 Hypothetical protein (1) .
structural constituent of ribosome Ribosomal protin 124
[G(’ ??037[35 (’)"“;:]‘;G“Al’l’i[““““"“] @ :ukaryouc/mhml [IYR005756] (ay
GF0046591 0 0 1 Hypothetical protein (1) h":';z‘c‘::‘ rocess] (1) large ribosomal  Kibosoma protein L2 domain 2 - P_trifoliata_00194 mRNA 28.1
oot [G{)’ om’ws(zs)' rge ribos [IPRGIHZZ] (1); Translation protein
clltar somponent) (1) SH3-like domain [IPR00S991] (1)
:‘:“""""I process. “(';; ‘L“‘;“'T‘ Alpha/beta hydrolase fold-3 [IPR013094]
GFO046590 0 0 1 Putative carboxylesterase 18 (1) lologicl prosees] (1): ydroluse (1); Alpha/Beta hydrolase fold - P_urifoliata 00194 mRNA _26.1
activity [ (N [IPRO29058] (1)
bologieal ;‘(’]‘; ‘;““;’“;‘ Alpha/beta hydrolase fold-3 [IPR013094]
GF0046589 0 0 1 Carboxyesterase 18, putative (1) ag f%“;d;’z;fm ydrolase (1); Alpha/Beta hydrolase fold - P_trifoliata_00194_mRNA 25.1
B [IPR02908] (1)
ucine-rich repeat domain, L domain-
GFO046588 0 0 1 Receptor like protein 21 (1) ‘,’:‘;L"PC';'X;Z:; ‘r:’m:‘l‘;;'l"p:':‘:‘”ype B P._trifoliata_00194_mRNA_23.1
[IPROI3210] (1)
GFO046587 0 0 1 Hypothetical protein (1) - P_sifoliata_00194_ mRNA 2.1
GF0046586 0 0 1 Otubain (1) m"““"""“ factor AFT [IPRO14842] P_trifoliata_00194_mRNA_11.1
GFO046585 0 0 1 Hypothetical protein (1) - P_ifoliata_00194 mRNA_L1
Plant discase resistance response protcin
GFO046584 0 0 1 Hypothetical protein (1) [Robss6s] (1) - P_ifoliata_00193_ mRNA_9.1
GFO046583 0 0 1 Hypothetical protein (1) START-like domain [IPRO23393] (1) - P_ifoliata_00193_mRNA_72.1
GF0046582 0 0 1 Hypothetical protein (1) ﬁ';‘u"’“""“g““ domain [IPRO25724] P_trifoliata_00193_mRNA_69.1
GF0046581 0 0 1 Hypothetical protein (1) - P_urifoliata 00193 mRNA 4.1
ribosome [GO:0005840
cellular_component] (1); intracellular
[GO:0005622 cellular_component] (1
GFO046580 0 0 1608 ribosomal protein L29-1 (1) twanslation [GO:0006412 Ribosomal protein L29% [IPR002673] (1) - P_ifoliata_00193_ mRNA_36.1
biological process] (1);structural
constituent of ribosome [GO:0003735
molecular_function] (1)
GFO046579 0 0 1 Hypothetical protcin (1) Gilycosyl hydrolases 36 [IPROOSS11] (1) - P_sifoliata_00193_mRNA_26.1
GFO046578 0 0 1 Hypothetical protein (1) - P_urifoliata_00193_mRNA_16.1
HSP20-lke chaperone [IPRO0SSTS] (1);
Alpha erystallinHsp20 domain
GFO046577 0 0 1179 KDa class I heat shock protein (1) (IPR005068 (1. Sl e shock.—~ ~ P_ifoliata_00192_mRNA_6.1
protein HSP20 [IPRO31107] (1)
iron fon binding [GO:0005506
molecular_function] (1; heme binding
[GO:0020037 moleeular_function] (1);
oxidoreductase activity, acting on paired Cytochrome P450, E-class, group |
GFO046576 0 0 donors, with incorporation or reduction (IPR002401] (1); Cytochrome P4S0 - P_sifoliata_00192_mRNA_29.1

of molecular oxygen [GO:0016705
molecular_function] (1); oxidation-
reduction process [GO:0055114
biological_process] (1)

[1PROOTI28] (1)
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iron fon binding [GO:0005506
molecular_function] (1): heme binding
[GO:0020037 molecular_function] (1):
e o] (1 x| Cohrome P50 conecd s
GFO046575 0 0 I Cytochrome P4S0 89A2 (1) reduction process [GO:0055114 H}’:ﬁxng }:: é"‘:z::z: x:g . P._trifoliata_00192_mRNA_28.1
biological_process] (1); oxidoreductase 0011281 {1 L;PRY‘W o
activity, acting on paired donors, with < EFOUP 2403
incorporation or reduction of molecular
oxygen [GO:0016705
molecular_function] (1)
GFO046574 0 0 1 Hypotheical protein (1) - P_tifoliata_00192_mRNA_26.1
GFO046573 0 0 1 Hypothetical protein (1) - P_trifoliata_00192_ mRNA_25.1
heme binding [GO:0020037
molecular.function] (1);iron fon binding
g motecuiar function] (1) Cytochrome P450 [IPRO01128] (1;
oxidoreductase activity, acting on paired (. pome paso, E-class, group |
GF0046572 0 0 1 Hypotheical protein (1) donors, with incorporation or reduction (ARSI e UL P_tifoliata_00192_ mRNA_24.1
of molecular oxygen [GO:0016705 : Cytochrome 430,
conserved site [IPRO17972] (1)
molccular_function] (1): oxidation-
reduction process [GO:0055114
biological_process] (1)
Zine knuckle CX2CX4HXAC
GFO046571 0 0 [IPRO25836] (1): Reverse transeriptase - P_trifoliata_00192_mRNA_23.1
zinc-binding domain [IPR026960] (1)
oxidation-reduction procass
[GO:0035114 biological_process] (1):
Comtons i, 7 sy T T T
GF0046570 0 0 L ey T ¥ of molecular oxygen [Go016705 RO R EMORRI SO B- P_ifoliata_00192_mRNA_20.1
> polypeptide molecular_function] (1);iron ion binding ¢, ‘:'d’:x;:“‘: 450 (IPROOI128) 1)
[GO:0005506 molecular_funtion] (1); >
heme binding [GO:0020037
molecular_function] (1)
GFO046569 0 0 1 Hypothetical protein (1) - P_trifoliata_00192_mRNA_2.1
GFO046568 0 0 1 Hypothetical protein (1) m“*”"“"' MuDR, plant [IPR004332] P._trifoliata_00192_mRNA_14.1
GF0046567 0 0 1 Hypotheical protein (1) - P_tifoliata_00192_mRNA_12.1
GFO046566 0 0 1 Hypothetical protein (1) - P_trifoliata_00191_mRNA_47.1
GFO046565 0 0 1 Hypothetical protein (1) - P_trifoliata 00191 mRNA 46.1
GFO046564 0 0 1 Hypothetical protein (1) - P_ifoliata_00191_mRNA_35.1
GF0046563 0 0 1 Hypotheical protein (1) - P_tifoliata_00191_mRNA_34.1
GFO046362 0 0 1 Hypothetical protein (1) "I’)“““"" s, MuDR, plant [IPR004332] P._tifoliata_00191_mRNA_32.1
oxidoreductase activity [GO:0016491  Oxoghutaratefiron-dependent
molccular_function] (1); oxidation-  dioxygenase [IPRO0S123] (1)
GFO046561 0 0 1 Hypothetical protein (1) o o [Gohors1 14 e e e P_ifoliata_00191_mRNA_30.1
biolagical_process] (1) [IPRO27443] (1)
Periplasmic binding protein-like [
fonotropic glutamate receptor activity L k2 52] (1): Receptor,ligand
[GO: 0004970 molecolar ';un&;xon] 1 binding region [IPROOIS28) (1);
GF0046560 0 0 1 Hypotheical protein (1) e (000012030 " lonotropic glutamate receptor - P_tifoliata_00191_mRNA_3.1
membrane [IPRO0I320] (1); Solute-binding protein
cellulr_component] (1)
~ family 3/N-terminal domain of MItF
[IPRO0I63S] (1)
GFO046559 0 0 1 Hypothetical protein (1) - P_trifoliata_00191_mRNA_29.1
GFO046558 0 0 1 Hypothetical protein (1) - P_trifoliata 00191 mRNA 24.1
GF0046557 0 0 1 Hypothetical protein (1) - P_ifoliata_00191_mRNA_20.1
GF0046556 0 0 1 Hypotheical protein (1) - P_tifoliata_00191_mRNA_2.1
metabolic process [GO:0008152
. . biological process] (1); transferase  UDP-glucuronosy/UDP- .
GFO046555 0 0 1UDP-ghycossirnsterse TABL (1) e e [oRo213] () © P_trifoliata_00191_mRNA_IS.1
[GO:0016758 molecular_function] (1)
metabolic process [GO:0008152
biological_process] (1) ransferase  UDP-glucuronosy/UDP- .
GF0046554 0 0 1 Hypothetical protein (1) activity, transferring hexosyl groups  glucosyltransferase [IPR002213] (1)~ P_trifoliata 00191 mRNA_16.1
[GO:0016758 molecular_function] (1)
metabolic process [GO:0008152
. e bigialprocs ) stse - UDP gheurmory .
GFO046553 0 0 1UDP-ghycossirnsterse TAE2(1) o e e [oRo213] () P_trifoliata_00191_mRNA_1S.1
1GO0016758 maleeuar fontont (1)
metabolic process [GO:0008152
. e biological_process] (1); transferase  UDP-glucuronosy/UDP- .
GFO046552 0 0 1UDP-ghycosyirnsterse TAE2(1) LD e e oRo213] () P_trifoliata_00191_mRNA_14.1
[GO:0016758 molecular_function] (1)
GFO046551 0 0 1 Hypothetical protein (1) - P_trifoliata_00191_mRNA_L1
DNA-binding pscudobarrel domain
GF0046550 0 0 (B‘“ domain-containing protein Atlgd9475 Iri;:l; :,]::"‘}“:J;‘;ﬂm:m [IPROI5300] (1); B3 DNA binding B P_trifoliata_00190_ mRNA 6.1
domain [IPRO03340] (1)
GFO046549 0 0 1 Hypothetical protein (1) - P_trifoliata_00190_mRNA_52.1
GFO046548 0 0 1 Hypothetical protein (1) - P_tifoliata 00190 mRNA_50.1
GF0046547 0 0 1 Hypothetical protein (1) - P_ifoliata_00190_mRNA_S.1
GFO046546 0 0 1 Hypotheical protein (1) - P_tifoliata_00190_mRNA_42.1
GFO046545 0 0 1 Hypothetical protein (1) - P_trifoliata_00190_mRNA_39.1
GFO046544 0 0 1 Hypothetical protein (1) - P_trifoliata 00190 mRNA 35.1
GF0046543 0 0 1 Hypothetical protein (1) - P_tifoliata_00190_mRNA_32.1
GFO046542 0 0 1 Hypotheical protein (1) - P_tifoliata_00190_mRNA_31.1
§ ) DNA-binding pseudobarrel domain
GF0046541 0 0 B3 domain-containing transcription  DNA binding [GO:0003677 [IPRO15300] (1); B3 DNA binding - P_uifoliata_00190_mRNA 3.1
factor VRN (1) molecular_function] (1) Sommain [IPROTI3401 1)
regulation of transcription, DNA- FHY3/FART family [IPRO31052] (1):
GF0046540 0 0 1 Hypothetical protein (1) templted [GO:0006355 MULE transposase domain [IPROI5289] - P_ifoliata_00190_mRNA_25.1
biological_process] (1) I0)
GF0046539 0 0 1 Hypothetical protein (1) - P_ifoliata_00190_mRNA_20.1
Domain of unknown function DUF4283
3 .
GF0046538 0 0 1 Hypothetical protein (1) [IPRO25558] (1) P_ifoliata_00190_mRNA_17.1
GFO046537 0 0 1 Hypothetical protein (1) - P_tifoliata 00190 mRNA._10.1
y B3 DNA binding domain [IPR003340]
GFO046536 0 0 1 Hypothetical protein (1) m’; ";2““;5“'32“‘])0?3"“ (1); DNA-binding pseudobarrel domain P _tifoliata 00190 mRNA 1.1
ular_function] [IPRO15300] (1)
GFO046535 0 0 1 Hypothetical protein (1) - P_tifoliata 00189 mRNA 40.1
GF0046534 0 0 1 Hypothetical protein (1) - P_ifoliata_00189_mRNA_35.1
structural constituent of ribosome Ribosomal protein L7/L12, C-terminal
50 ribosomal protcin L12, chloroplastic [GO:0003735 molecular_function] (1):  [IPRO13823] (1): Ribosomal protein
(Fo046533 0 0 Rt ranslation [GO:0006412 L7/LI2, C-terminal/adaptor protein ClpS- P_trifolizta 00189 mRNA_12.1
biological_process] (1) like [IPRO14719] (1)
GFO046532 0 0 1 Hypotheical protein (1) - P_tifoliata_00188_mRNA_7.1
GFO046531 0 0 1 Hypothetical protein (1) - P_trifoliata_00188_mRNA_6.1
nucleic acid binding [GO:0003676  Ribonuclease H-like domain .
GFO046530 0 0 1 Hypothetical protein (1) e e TpRorssany (1 - P_trifoliata_00188_mRNA_S.1
carbohydrate metabolic process
Galactose-binding domain-like
1GO000975 bioogical procss] (s neOs e Smntne,
GF0046529 0 0 1 Gilycoside hydrolase funily 2 protein (1) hydrolase activity, hydrolyzing O- L 0039721 (1) Giycony P_tifoliata_00188_ mRNA_43.1
glycosyl compounds [GO:0004553 [BRO0610 f] s ©
molecular_function] (1)
protein dimerization actvit
Ribonuclease Helike domain
GF0046528 0 0 1 Hypothetical protein (1) [GO:0046983 molecular [“““"’“] % [1pROI2337] (1); HAT, C-terminal P_trifoliata_00188_mRNA _42.1
nucleic acid binding [GO:000367
e e dimerisation domain [IPRO0S906) (1)
GF0046527 0 0 1 Hypothetical protein (1) 33:::?‘?5"[53;3‘:?36” Zinc finger, BED-type [IPR003656] (1) - P_trifoliata_00188_mRNA_40.1
GFO046526 0 0 1 Hypothetical protein (1) fn::;‘;?;L::::s‘e"‘[’l";“g‘zgggj’]“ﬁ;“ B P._trifoliata_00188_mRNA_4.1
GFO046525 0 0 1 Hypothetical protcin (1) - P_tifoliata_00188_ mRNA_38.1
GFO046524 0 0 1 Hypothetical protein (1) - P_trifoliata_00188_mRNA_36.1
GF0046523 0 0 1 Hypothetical protein (1) - P_trifoliata 00188 mRNA 35.1
GF0046522 0 0 1 Hypothetical protein (1) - P_ifoliata_00188_ mRNA_33.1
GFO046521 0 0 1 Hypothetical protein (1) - P_tifoliata_00188_ mRNA_31.1
GFO046520 0 0 1 Hypothetical protein (1) - P_trifoliata_00188_mRNA_3.1
GF0046519 0 0 1 Hypothetical protein (1) - P_tifoliata 00188 mRNA 29.1
GFO046518 0 0 1 Hypothetical protein (1) - P_ifoliata_00188_ mRNA_26.1
GF0046517 0 0 1 Hypothetical protein (1) ‘T")“"S”"”"‘ En/Sprn-like (IPR004242] P_trifoliata_00188 mRNA_I3.1
Domain of unknown function DUF4218
GFO046516 0 0 1 Hypothetical protein (1) [IPRO25452] (1): Transposase-associated - P_trifoliata_00188_mRNA_10.1
domain [IPRO29450] (1)
GFO046515 0 0 1 Hypothetical protein (1) - P_trifoliata_00187_mRNA_6.1
GFO046514 0 0 1 Hypothetical protein (1) - P_trifoliata 00187 mRNA 42.1
. nucleic acid binding [GO:0003676  Ribonuclease H-like domai
GFO046513 0 0 1 Hypothetical protein (1) e e TeRorssass 1) - P_trifoliata 00187 mRNA 35.1
GFO046512 0 0 1 Hypothetical protein (1) - P_trifoliata_00187_mRNA_37.1
ooy o it i
GFO046511 0 0 1 Hypothetical protein (1) molecular_function] (1; lipid transport [m(m 6140) (1 ilm‘ dvanster P_trifoliata_00187 mRNA_33.1
1600006869 biologieal process] (1) 1S B oo (1)
GFO046510 0 0 1 Hypothetical protein (1) - P_trifoliata 00187 mRNA 3.1
GF0046509 0 0 1 Hypothetical protein (1) - P_ifoliata_00187_mRNA_29.1
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GFO046508 0 0 1 Hypothetical protein (1) B P_urifoliata_00187_mRNA_28.1
GFO046507 0 0 1 Hypothetical protein (1) - P_rifoliata_00187_mRNA_26.1
GFO046506 0 0 1 Hypothetical protein (1) -
GFO046505 0 0 1 Hypothetical protcin (1) .
GFO046504 0 0 1 Hypothetical protein (1) - P_urifoliata_00187_ mRNA_15.1
proteolysis [GO:0006508 Aspartic peptidase domain [IPR021109]
| Aspartyl protease family proten, putaive biological_process] (1) asparti-type. (1); Xylanase inhibitor, C-terminal
5 4.
GF004630: 0 0 "oy endopeptidase activity [GO:0004190  [IPR032799] (1); Aspartic peptidase Al P_rifoliata_00187_mRNA_14.1
molecular_function] (1) family [IPRO01461] (1)
GFO046502 0 0 1 Hypothetical protein (1) - P_rifoliata_00187_mRNA_12.1
Xylanase inhibitor, C-terminal
' [1PR032799] (1); Xylanase inhibitor, N-
prooss [f“?’“‘j“(ﬁs‘“‘j e terminal [IPRO328611 (1); Aspartic
GF0046501 0 0 1 Nepenthesin 11 (1) tological. process] (1); asparticype o gage A1 family [mwumm](n, - P_trifoliata_00187_mRNA_10.1
endopeptidase activity [GO:0004190
molecular_function] (1) Peptidase family Al domai
ol [IPRO33121] (1); Aspartic peptidase
domain [IPRO21109] (1)
chitinase activity [GO:0004568
m&?;‘?'qu‘s:’:zg]s;” chitin catabolie | me-tike domain [IPRO23346] (1):
GF0046500 0 0 1 Class I chitinase (1) P . Glycoside hydrolase, family 19, catalytic - P_trifoliata_00186_mRNA_64.1
biological_process] (1);cell wall
[IPRO00726] (1)
macromolecule catabolic process
[GO:0016998 biological_process] (1)
. Protein of unknown function DUF241,
GFO046499 0 0 1 Hypothetical protein (1) Tt i004550] (1 P_urifoliata_00186_mRNA_62.1
GFO046498 0 0 1 Hypothetical protcin (1) - P_usifoliata_00186_mRNA_59.1
protein ubiquitination [GO:0016567
biological_process] (1): ubiquitin-protein U box domain [IPRO03613] (1);
ransferase activity [GO:0004842 Armadillo [IPR000225] (1); Zine finger,
GFO046497 0 0 1 Protein spoted leaf 11 (1) molecular_function] (1: protein binding RING/FY VE/PHD-type [IPROI3083] - P_ifoliata_00186_mRNA_41.1
[GO:0005515 moleeular_function] (1);  (1); Armadillo-like helical [IPRO11989]
binding [GO:0005488 (1); Armaillo-type fold [IPRO16024] (1)
molecular_function] (1)
Domain of unknown function DUFS9
GFO046496 0 0 1 Pantothenate kinase (1) [RO0ZSI (1) P_ifoliata_00186_mRNA_20.1
Serine/threonine/dual specificity protein
ATP binding [GO:0005524 kinase, catalytic domain [IPR002290]
molecular_function] (1; protein (1); Protein kinase, ATP binding site
CBL- y [GO:0006468 [IPRO17441] (1); Serine/threonine-
GF0046495 0 0 kinase 21 (1) biological_process] (1); protein kinase  protein kinase, actve site [PRO0S271] P_rifoliata_00186_ mRNA_L1
activity [GO:0004672 (1): Protein kinase domain [IPR000719]
moleeular_function] (1) (1): Protein kinase-like domain
[IPRO11009] (1)
GFO046494 0 0 1 Hypothetical protcin (1) - P_sifoliata_00185_mRNA_64.1
G Ubquitin domain [IPRO00626] (1);
GFO046493 0 0 1 Hypothetical protein (1) I"“"o’l‘:'l‘“';'r““}:";‘;‘l;’g (0]0‘055' s Ubquitin-related domain [IPR029071] - P_trifoliata_00185_mRNA_53.1
- (1); Ubiquitin [IPRO19956] (1)
GFO046492 0 0 1 Ankyrin repeat plant-lke protein (1) PGG domain [IPRO26961] (1) - P_sifoliata_00185_mRNA_46.1
GFO046491 0 0 1 Hypothetical protein (1) Pentatricopeptide repeat [IPRO028SS] (1) - P_urifoliata_00185_mRNA 43.1
Leucine-rich repeat domain, L domain-
protein binding [GO:0005515 like (IPR032675] (1); P-loop containing
GFO046490 0 0 1 Disease resistance protein (1) molecular_function] (1): ADP binding  nucleoside triphosphate hydrolase - P_rifoliata_00185_mRNA_4.1
[GO:0043531 molceular_function] (1)~ (IPR027417] (1); NB-ARC [IPR002152]
(1): Leucine-rich repeat [IPRO01611] (1)
GFO046489 0 0 1 Hypothetical protein (1) - P_ifoliata_00185_mRNA_30.1
zinc ion binding [GO:0008270
. ; ‘ | FHY3/FARI family [IPRO31052] (1);
GFO046488 0 0 1 Protein FARI-RELATED SEQUENCE 6 molecular_function] (1); regulation of 70, a0 bty vpe [1PRO06S64] (1); - P._tifoliata_00185_mRNA_3.1
o) transeription, DNA-templated Jine inser SWIV e [PRO07957] (1)
[GO:0006355 biological process] (1) - fnger- ype
GFO046487 0 0 1 Hypothetical protein (1) - P_ifoliata_00185_mRNA_28.1
Mitachondrial carrer protcin
" transmembrane transport [GO:0055085 [IPR002067] (1); Mitochondrial carrier . R
GFO046486 0 0 1 Hypothetical protcin (1) Bttt process Samaln [PRO2S08) (s Miteshonarl * P_usifoliata_00185_mRNA_21.1
substrate/solute carrier [IPROI8108] (1)
GFO046485 0 0 1 Hypothetical protein (1) - P_usifoliata_00185_mRNA_18.1
GFO046484 0 0 1 Hypothetical protein (1) - P_urifoliata 00185 mRNA_17.1
GFO046483 0 0 1 Hypothetical protein (1) - P_ifoliata_00185_mRNA_16.1
GFOD46482 0 0 1 Hypothetical protein (1) - P_ifoliata_00185_mRNA_14.1
GFROD46481 0 0 1 Hypothetical protein (1) .
integral component of membrane
GFO046480 0 0 Modulin MIN2I /EamA transporter - [GO:0016021 cellolar_component] (1): 1 _rejted protein [IPRO30184] (1) - P_urifoliata 00184 mRNA_56.1
family protcin, putative (1) transmembrane transporter activity
[GO:0022857 molecular._funcion] (1)
integral component of membrane
GOD01602! el componct] 1
. membrane [GO:00160: WAT!-related protein [IPRO30184] (1)
GFO046479 0 0 1 Hypothetical protein (1) i comonent o ansmembrane. Lamts o Tko00620) (1) P_urifoliata 00184 mRNA_55.1
ransporter activity [GO:0022857
molecular_function] (1)
GFO046478 0 0 1 Hypothetical protein (1) - P_ifoliata_00184_mRNA_54.1
membrane [GO:0016020
cellular_component] (1); ransmembrane
Nodulin MIN21/EamA-fike transporter  transporter activity [GO:0022857 WAT -related protein [IPRO30184] (1)
5
Grovd6477 0 0 ! family protein (1) molecular_function] (1); inte EamA domain [IPR000620] (1) P_trifoliata_00184 mRNA_53.1
component of membrane [GO:0016021
cellular_component] (1)
:g(‘;‘“”"z;;’ifff"_"t‘f‘::‘fl“:l (1), Peptidse SS/S53 domain [IPR000209]
GF0046476 0 0 1 Hypothetical protein (1) 000 oeouar functonl (). peptidase S8, subilisin-related - P_trifoliata_00184_mRNA_50.1
proteolysis [GO:0006508
[IPROI5500] (1)
biological process] (1)
Peptidase S8, subtilsin-related
GFO046475 0 0 1 Hypothetical protein (1) [R015500] (1) P_ifoliata_00184_mRNA_49.1
GFO046474 0 0 1 Hypothetical protein (1) Penatricopeptide repeat [IPR00288S] (1) - P_ifoliata_00184_mRNA_44.1
GFO046473 0 0 1 Hypotherical protin (1) - P_ifoliata_00184_mRNA_42.1
GFO046472 0 0 1 Hypothetical protcin (1) Pentatricopeptide repeat IPRO0288S] (1) - P_usifoliata_00184 mRNA_41.1
GFO046471 0 0 1 Hypothetical protein (1) - P_urifoliata 00184 mRNA_38.1
GFO046470 0 0 1 Hypothetical protein (1) - P_ifoliata_00184_mRNA_32.1
regulation of trans FARI DNA binding domain
GFO046469 0 0 1 Hypothetical protein (1) templated [GO:0006355 [IPRO04330] (1); FHY3/FAR] family - P_ifoliata_00184_mRNA_27.1
biological_process] (1) [IPRO31052] (1)
GFOD46468 0 0 1 Hypothetical protein (1) - P_rifoliata_00184_mRNA_21.1
Galactose oxidase/kelch, beta-propeller
: [IPRO11043] (1); Galactose oxidase,
GFO046467 0 0 1 Glyoxal oxidase-related protein (1) beta-propeller [IPRO15916] (1); Glyoxal P_ifoliata_00184 mRNA_17.1
se, Neterminal (IPRO09SS0] (1)
Gag-polypeptide of LTR copia-type
GFO046466 0 0 1 Hypothetical protein (1) {monsimay (1) P_rifoliata_00183_mRNA_9.1
GFO046465 0 0 1 Hypothetical protein (1) - P_urifoliata_00183_ mRNA 8.1
GFO046464 0 0 1 MADS-box transeription facter family - P_urifoliata 00183 mRNA 4.1
! protein (1)
nucleic acid binding [GO:000: Ribonuclease Helike d
GFRO046463 0 0 1 Hypothetical protein (1) ok anctont ) {pRO13371 (1) - P_ifoliata_00183_ mRNA_39.1
. el rotein Gag-polypeptide of LTR copia-type folats .
GFO046462 0 0 1 Hypothetical protein (1) Ursomas P_urifoliata_00183_ mRNA 35.1
GFOD46461 0 0 1 Hypothetical protcin (1) - P_sifoliata_00183_ mRNA_33.1
GFO046460 0 0 1 Hypothetical protein (1) - P_urifoliata_00183_ mRNA_30.1
GFO046459 0 0 1 Hypothetical protein (1) - P_rifoliata_00183_mRNA_29.1
GFOD46458 0 0 1 Hypothetical protein (1) - P_ifoliata_00183_ mRNA_27.1
GFOD4645T 0 0 1 Hypothetical protein (1) - P_sifoliata_00183_ mRNA_26.1
protein dimerization activity
. | MADS-box transcription factor family  [GO:0046983 molecular_function] (1); ~ Transcription actor, MADS-box
GF0046456 0 0 [ DN b [COr0005517 {bRoomioo) ) - P_urifoliata_00183_ mRNA _20.1
molecular_function] (1)
GFOD46455 0 0 1 Hypothetical protein (1) - P_urifoliata 00183 mRNA_18.1
GFO046454 0 0 1 Hypothetical protein (1) - P_ifoliata_00183_mRNA_17.1
GFOD46453 0 0 1 Hypothetical protein (1) - P_ifoliata_00183_ mRNA_15.1
GFOD46452 0 0 1 Hypothetical protein (1) - P_usifoliata_00183_ mRNA_I3.1
GFOD46451 0 0 1 Hypothetical protein (1) - P_urifoliata 00183 mRNA_11.1
GFO046450 0 0 1 Hypothetical protein (1) - P_ifoliata_00183_mRNA_10.1
GFRO046449 0 0 1 Hypothetical protein (1) - P_ifoliata_00182_mRNA_6.1
GFOD46448 0 0 1 Hypothetical protcin (1) CTAG/Pecl family [IPROIS419] (1) - P_sifoliata_00182_ mRNA_S1.1
GFO046447 0 0 1 Hypothetical protein (1) - P_urifoliata_00182_ mRNA_50.1
Serine-threonine/tyrosine-protein kinase
protein kinase activity [GO:0004672  catalytic domain [IPR001245] (1);
molecular_function] (1); protein Serine/threonine/dual specificity protein
GFRO046446 0 0 1 Hypothetical protein (1) phosphorylation [GO:0006468 kinase, catalytic domain [IPR002290] - P_ifoliata_00182_mRNA_49.1
biological process] (1); ATP binding  (1); Protein kinase-like domai
[GO:0005524 molecular_function] (1)~ [IPRO11009] (1); Protein kinase domain
[IPRO00TI9] (1)
GFO046445 0 0 1 Hypothetical protein (1) - P_sifoliata_00182_ mRNA_48.1
GFO046444 0 0 1 Hypothetical protein (1) - P_urifoliata_00182_ mRNA 47.1
GFO046443 0 0 1 Hypothetical protein (1) - P_ifoliata_00182_mRNA_45.1
Peroxisome membrane proein, Pex16
GFO046442 0 0 1 Hypothetical protein (1) {Ro130191 (1) P_ifoliata_00182_mRNA_41.1
GFOD46441 0 0 1 Hypothetical protein (1) - P_urifoliata_00182_ mRNA_40.1
GFO046440 0 0 1 Hypothetical protein (1) - P_ifoliata_00182_mRNA_37.1
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regltion o rnsrpion, DNA- FHY3/FART family [IPRO31052] (1);
GFO046439 0 0 1 Hypothetical protein (1) templated [GO:000635 FARI DNA binding domain - P_sifoliata_00182_ mRNA_32.1
biological_process] m [IPRO04330] (1)
GFO046438 0 0 1 Hypothetical protcin (1) - P_sifoliata_00182_ mRNA_23.1
GF0046437 0 0 1 Hypothetical protein (1) - P_urifoliata 00182 mRNA _22.1
GFO046436 0 0 1 Hypothetical protein (1) - P_rifoliata_00182_mRNA_21.1
GFO046435 0 0 1 Hypothetical protein (1) - P_ifoliata_00182_mRNA_20.1
GFO046434 0 0 1 Hypothetical protein (1) - P_sifoliata_00182_ mRNA_19.1
» Leucine-ich repeat domain, L domain- X
GFO046433 0 0 1 Hypothetical protcin (1) e bRossersy () P_usifoliata_00182_ mRNA_18.1
GFO046432 0 0 1 Hypothetical protin (1) - P_ifoliata_00182_mRNA_15.1
GFO046431 0 0 1 Hypothetical protcin (1) - X
GF0046430 0 0 1 Hypothetical protein (1) - P_urifoliata_00182_ mRNA_1.1
GFO046429 0 0 1 Hypothetical protein (1) - P_ifoliata_00181_mRNA_46.1
GF0046428 0 0 1 Hypothetical protein (1) "T:I:‘I:r"”i"‘:i[fﬁmm“ Zinc finger, PMZ-type [IPRO06S64] (1) - P_trifoliata_00181_mRNA _39.1
iron ion binding [GO:0005506
molecular_function] (1); heme binding
[GO:0020037 molecular_function] (1);
oxidoreductase activity, acting on paired Cytochrome PAS0, E-class, group I
GFO046427 0 0 1 Cytochrome P450 83B1 (1) donors, with incorporation or reduction ~(IPR002401] (1); Cytochrome P450 - P_ifoliata_00181_mRNA_38.1
of molecular oxygen [GO:0016705  [IPROOT128] (1)
ol fncton) 1 oxdaton-
reduction process [GO:0055114
biological_process] m
oxidoreductase activity, acting on paired
donors, with incorporation or reduction
of molecular oxygen [GO:0016705 ¢, ome paso, conserved site
molecular_function] (1): oxidaton- (eARS PR SRR SR
GFRO046426 0 0 1 Cytochrome P40 family 71 protein (1) reduction process [GO:0055114 g g P_ifoliata_00181_mRNA_37.1
jological_process] (1); heme binding ~ C1e5% £r0UP L IPRO024011 (1)c
[GO:0020037 molecular_function] (1);  C¥10home P4S0 [IPROOTI2S] (1)
iron ion binding [GO:0005506
molecular_function] (1)
phosphate-containin; und
tabolc proces [GO:00067%
biological process] (1);inorganic
Gro0ss N B YR () diphosphatase actvity [GO:0004427  Inorganic pyrophosphatase [IPRO08162] _ P tifolisto_00181_mRNA 341
molecular_function] (1); cytoplasm (1)
GO000S73 cllr._componen] (1)
agnesium ion binding [GO:0000287
moleulr funcion] (1
cytoplasm [GO:0005737
cellular_component] (1); phosphate-
containing compound metabolic process
GF0046424 0 0 1 Hypothetical protein (1) [GO:0006796 biological_process] (1): - Inorganie pyrophosphatase [IPROOSI62] P_urifoliata_00181_mRNA_33.1
inorganic diphosphatase activity )
[GO:0004427 molecular_function] (1);
magncsium ion binding [GO:0000287
molecular_function] (1)
protein retention in ER Lu
[GO:0006621 biological )mcess](l)
g integral component of membrane ER lumen protein retaining receptor
GFO046423 0 0 1VER lumen protei-retaining receptor (1) e et (1) [IPROGO13] (1 P_ifoliata_00181_mRNA_19.1
ER retention sequence binding
[GO:0046923 molecular._function] (1)
GFO046422 0 0 1 Hypothetical protein (1) - P_uifoliata_00180_mRNA_9.1
:(:C;-DN:;SWM; "l’;’““?“‘f “]“A';y Ribonuclease H domain [IPR002156]
GF0046421 0 0 1 Hypothetical protein (1) molecular_function] (1); " pitonclease H-like domain P_tifoliata 00180 mRNA 8.1
nucleic acid binding [GO:0003676
[IPROI12337) (1)
molecular_function] (1)
Reverse transcriptase domain
[IPRO00477] (1); Leucine-rich repeat,
typical subtype [IPR003591] (1);
LRR receptor-like serine/threonine-  protin binding [GO:0005515 Leucine-rich repeat domain, L domain-
GF0046420 0 o ! protein kinase GSO1 (1) molecular_function] (1) like [IPRO32675] (1); Leucine-ich P_ifoliata_00180_mRNA._38.1
repeat-containing N-terminal, plant-type
[IPRO13210] (1): Leucine-rich repeat
[IPROOI611] (1)
GFO046419 0 0 1 Hypothetical protein (1) - P_usifoliata_00180_mRNA_36.1
GFO046418 0 0 1 Hypothetical protein (1) - P_urifoliata_00180_ mRNA_33.1
GFO046417 0 0 1 Hypothetical protein (1) - P_ifoliata_00180_mRNA_32.1
GFRO046416 0 0 1 Hypothetical protein (1) - P_ifoliata_00180_mRNA_28.1
GFOD46415 0 0 1 Hypothetical protcin (1) - P_sifoliata_00180_mRNA_27.1
GFO046414 0 0 1 Hypothetical protein (1) - P_urifoliata_00180_ mRNA _24.1
aspartic-type endopeptidase activity  Peptidase A2A, retrovirus, catalytic
[GO:0004190 molecular function] (1): ~ [IPRO0I99S] (1): Asparic peptidase
3 - X
GFO04641 0 0 1 Hypothetical protein (1) ool [CO0006508 Goma IPRO21100] (1 Prrome ATPase, P_ifoliata_00180_mRNA_11.1
biological_process] (1) transmembrane domain [IPR023298] (1)
GFO046412 0 0 1 Hypothetical protein (1) - P_ifoliata_00179_mRNA_$8.1
GRO046411 0 0 1 Hypothetical protein (1) - P_ifoliata_00179_mRNA_56.1
GFO046410 0 0 1 Hypothetical protein (1) - P
GF0046409 0 0 1 Hypothetical protein (1) - P_uifoliata_00179_mRNA_51.1
ri-chain dehydrogenasereductase
metabolic process [GO:0008152 SDR [|Pkuuzwx] (1; Short-chain
biological_process] (1); oxidoreductase  Sehydrogenaselfeductase, conserved ste
GFO046408 0 0 1 Saluaridine reductase (1) g [IPR020904] (1); Glucose/ribitol P_ifoliata_00179_mRNA_49.1
activity [GO:0016491
molecuta function] (1) dehydrogenase [IPR002347] (1);
& NAD(P)-binding domain [IPR016040]
M
GFO046407 0 0 1 Hypothetical protein (1) - P_usifoliata_00179_mRNA_47.1
GF0046406 0 0 1 Hypothetical protein (1) - P_urifoliata_00179_mRNA_16.1
ot n COMNT e e KNGV VEPAD 06
GF0046405 0 0 1 Hypothetical protein (1) gicalp L) ubiduitin-p: [IPRO13083] (1; U box domain - P_trifoliata_00179_ mRNA_10.1
transferase activity [GO:0004842
[IPRO03613] (1)
molecular_function] (1)
GFO046404 0 0 1 Hypothetical protein (1) - P_ifoliata_00178_mRNA_$7.1
GFO046403 0 0 1 Hypotherical protein (1) - P_ifoliata_00178 mRNA_56.1
Protein kinase domain [IPRO00T1] (1);
ATP binding [GO:0005524 Protein kinase-like domain [IPRO11009]
molecular_function] (1) protein (1): Serinethreonine/dual specifiity
. rinethreonine protein kinas phosphorylation [GO:0006468 protein kinase, catalytic domain folate .
GF0046402 0 0 1 Serine/threanine:protein kinase ULKS (1) pii ol ot 1 rorein kinase [1PR002290] (1) Serinethrconine- P_trifoliata 00178 mRNA _53.1
activity [GO:0004672 protein kinase, active site [IPR00S271]
molecular_function] (1) (1): Protein kinase, ATP binding sitc
[IPRO17441] (1)
GFO046401 0 0 1 Hypotherical protein (1) - P_ifoliata_00178 mRNA_52.1
Aldo/keto reductase [IPRO20471] (1);
oxidation-reduction process Aldorketo reductase/potassium channel
[GO:0055114 biological_process] (1);  subunit beta [IPR01395] (1); §
GFO0046400 0 0 oxidoreductase activity [GO:0016491  dependent oxidoreductase domain P_trifoliata 00178 mRNA_42.1
molecular_function] (1) [IPR023210] (1); Aldo/keto reductase,
conserved site [IPROIS170] (1)
GF0046399 0 0 1 Hypothetical protein (1) - P_urifoliata_00178_ mRNA_38.1
Aldo/keto reductase/potassium channel
oxidoreduct [GO:0016491  subunit beta [IPR01395] (1); Aldorketo
Aldorket eductase fmly & member  molecular function] (1) oxidarion- | reductase (IPRO20471 (1. Adoketo
3 - 2
(FO040398 0 0 ey reduction process [GO:0055114 reductase, conserved site [IPROIS170] P_ifoliata_00178 mRNA._37.1
biological_process] (1) (1): NADP-dependent oxidoreductase
domain [IPRO23210] (1)
dation-reduct Aldorketo reductase/potassium channel
o reduetion process subunit beta [IPRO01395] (1); Aldo/keto
[GO:0055114 biological_process] (1);
GFRO046397 0 0 1 Hypothetical protein (1) reductase, conserved site [IPROIS170] - P_ifoliata_00178 mRNA_35.1
oxidoreductase activity [GO:0016491
e Tmeton) (1, (1): NADP-dependent oxidoreductase
& domain [IPRO23210] (1)
GFO046396 0 0 1 Hypothetical protein (1) - P_ifoliata_00178 mRNA_26.1
GFO046395 0 0 1 Hypothetical protein (1) - P_usifoliata_00178_ mRNA_24.1
GF0046394 0 0 1 Hypothetical protein (1) - P_urifoliata_00178_ mRNA _23.1
GFO046393 0 0 1 Hypothetical protein (1) - P_ifoliata_00178_mRNA_20.1
GFO046392 0 0 1 Hypothetical protein (1) - P_ifoliata_00177_mRNA_9.1
GFO046391 0 0 1 Hypothetical protein (1) - P_sifoliata_00177_mRNA_42.1
GF0046390 0 0 1 Hypothetical protein (1) - P_urifoliata_00177_mRNA_40.1
GFO046389 0 0 1 Hypothetical protein (1) - P_ifoliata_00177_mRNA 4.1
Endonuclease/exonuclease/phosphatase
GFO046388 0 0 1 Hypothetical protein (1) [IPRO0S135] (1) P_ifoliata_00177_mRNA_39.1
Zine knuckle CX2CX4HXAC .
GRO046387 0 0 1 Hypothetical protein (1) (rosssns) ) - P_sifoliata_00177_mRNA_33.1
GFRO046386 0 0 1 Hypothetical protein (1) - P_ifoliata_00177_mRNA 3.1
Reverse transeriptase zine-binding
- s
GRO046385 0 0 1 Hypothetical protein (1) o [IpRO26960] (1) P_ifoliata_00177_mRNA_25.1
GFO046384 0 0 1 Hypothetical protein (1) - P_rifoliata_00177_mRNA_24.1
GRO046383 0 0 1 Hypothetical protein (1) - P_ifoliata_00177_mRNA_22.1
GRO046382 0 0 1 Hypothetical protein (1) - P_sifoliata_00177_mRNA_20.1
Ribonuclease H-like superfamily protein transcriptase zine-binding §
GRO046381 0 0 1y foverse eRosioe0) (1) - P_usifoliata_00177_mRNA 2.1
GRO046380 0 0 1 Hypothetical protein (1) - P_ifoliata_00177_mRNA_I8.1
GFO046379 0 0 1 Hypothetical protein (1) - oliata_00177_mRNA_12.1
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o Fungal lipase-Tike domain [IPR002921]
GFO046378 0 0 1 Phospholipase Al (1) ::2:’“’:;"“::;':;‘]‘:: [GO:0006629 1”4 1pha/Beta hydrolase fold P._tifoliata_00176_mRNA_60.1
R [IPRO29058] (1)
GRO046377 0 0 1 Hypothetical protcin (1) - P_sifoliata_00176_mRNA_55.1
protein transport [GO:0015031
biological_process] (1); GTP bin Small GTPase superfumily, Ras type
[GO:0005525 molecular_function] (1); ~ [IPR020849] (1); Small GTPase
intracellular [GO:0005622 superfamily, Rab type (IPR003579] (1);
sl componen] (1) sl Small GTP-binding protein domain
GFO046376 0 0 1 Small GTPase RacB (1) tansduction [GO: [IPRO0S225] (1); Small GTPase - P_sifoliata_00176_mRNA_44.1
biological_process] P i superfamily, Rho type [IPRO03S78] (1);
[GO:0016020 cellular_component] (1); ~ Small GTPase superfamily [IPR001806]
small GTPase mediated signal (1): P-loop containing nucleoside
twansduction [GO:0007264 triphosphate hydrolase [IPRO27417] (1)
biological_process] (1)
GRO046375 0 0 1 Hypothetical protein (1) - P_ifoliata_00176_mRNA_36.1
Protein of unknown function DUF3769
GRO046374 0 0 1 Hypothetical protein (1) [bRoss2aa) (1) P_ifoliata_00176_mRNA_32.1
intracellular [GO:0005622
cellular_component] (1); intracellular
protein transport [GO:0006886 g -
biological_process] (1); GTP binding E;r;;:i.ﬁ;:.:ﬁuzgiy:(]LS i
[GO:0005525 molecular_function] (1); P R ee
e [IPRO03579] (1); Small GTP-binding
signal transduction [GO:0007165
prtindonain IPROOS225)(1): Sl
biological_process] (1); membrane e
[GO:0016020 cellular_component] (1); Pase superfamily, Rhto
GRO046373 0 0 1 Ras-related protein RABH1b (1) [IPR003578] (1): Small GTPase - P_uifoliata_00176_mRNA_28.2
nucleocytoplasmic transport iy [1PR001806] (1 .foo
[GO:0006913 biological_process] (1); ~ >PEAmIlY oop
containing nuclcoside triphosphatc
small GTPase mediated signal odrolase (PROS7417] (1. Sl
transduction [GO:0007264 ydrotase » Smal
GTPase superfanily, Ras type
biologial process] (1): rotin ransport. (1, 5% T
[GO:0015031 biological_process] (1);
GTPase activity [GO:0003924
molecular_function] (1)
oxidoreductase activity [GO:0016491
molecular_function] (1); oxidation-
reduction process [GO:0055114 Faty acid hydroxylase [IPRO06694] (1);
GFO046372 0 0 1Gil protein (1) biological_process] (1); faty acid Uncharacterised domain Wax2, C- - P_ifoliata_00176_mRNA_21.1
biosynthetic process [GO:0006633  terminal [IPR021940] (1)
biological_process] (1); iron ion binding
[GO:0005506 molceular._ function] (1)
GRO046371 0 0 1 Hypothetical protein (1) - P_ifoliata_00176_mRNA_18.1
GF0046370 0 0 1 ABC transporter C family protcin, - P_tifoliata_00176_mRNA_17.1
! putative ( A 00176_mRNA |
GFO046369 0 0 1 Hypothetical protein (1) - P_ifoliata_00175_mRNA_68.1
GFRO046368 0 0 1 Hypothetical protein (1) - P_ifoliata_00175_mRNA_60.1
transmembrane transport [GO:0055085
biological process (1: transmembrane
:"‘t'l‘zzzl’::’ ’“::‘c‘::‘l[?o “’ZZ?:M Major facilitator superfamily domair
[1PRO20846] (1. Mojor fcton Sugae
GF0046367 0 0 1 Putative hexose transporter (1) Eﬁiﬁt?:g::::‘z’ component] (1) rter ke [TPRO0SS2S] (1); - P_trifoliata_00175_mRNA 4.1
[GO:0016021 ccllulnrﬁcomponenl] ay ‘Sl“f‘“ winositoltransporter [IPR003663]
substrate-specific transmembranc
ransporier activity [GO:0022891
molecular_function] (1)
transferase activity, ransferring alkyl or . .
GFO046366 0 0 1 Hypothetical protein (1) aryl (other than methyl) groups K;ﬁ;‘;";‘l'z'l?’(":‘)"""‘““ synth B P._trifoliata_00175_mRNA_30.1
[GO:0016765 molecular_function] (1)
oxidoreductase activity [GO:0016491
NADPH-dependent FMN reductase-like
;?flm"” ftion] (1: %‘i’hm;’f [IPR005025] (1); Flavodoxin/nitric oxide
GF0046365 0 0 1 Flavoprotein wrbA (1) olecy] eror synthase [IPR008254] (1); Flavoproteis P_trifoliata_00175_mRNA 21.1
negatve regulation of ranseripion, 2 RO
DNA-templated [GO:0045892 Flavoprotein WrbA [IPRO10089] (1)
biological_process] (1)
. . . Sugar phosphate transporter domain )
GRO046364 0 0 1 GDP-mannose transporter GONSTI (1) Ubronsssny () P_usifoliata_00175_mRNA_18.1
oxidoreductase activity, acting on paired
donors, with incorporation or reduction
of molccular oxygen [GO:0016705
molecular_function] (1); oxidation-  Cytochrome P450, conserved site
GF0046363 0 0 1 Hypothetical protein (1) reduction process [GO:0055114 [IPROI7972] (1); Cytochrome P4S0 - P_urifoliata_00175_mRNA_15.1
biological_process] (1): heme binding  [IPR001128] (1)
(GO:0020037 molecular_function] (1):
iron fon binding [GO:0005506
molecular_function] (1)
GFRO046362 0 0 1 Hypotherical protein (1) - P_ifoliata_00174_mRNA_65.1
GF0046361 0 0 i :‘l’:"'d"“'“" DNA polymerase , related B P._trifoliata_00174_mRNA_64.1
GFO046360 0 0 1 Hypothetical protein (1) - P_ifoliata_00174_mRNA_63.1
GFO046359 0 0 1 Hypothetical protein (1) - P_ifoliata_00174 mRNA_62.1
GFO046358 0 0 1 Hypothetical protcin (1) - P_usifoliata_00174_ mRNA_S8.1
GFO046357 0 0 1 Hypothetical protein (1) - P_urifoliata 00174 mRNA_53.1
. Winged helix-tum-helix DNA-binding
GF0046356 0 0 1 Hypothetical protein (1) o (oo 10911 (1) P_urifoliata 00174 mRNA_52.1
GFO046355 0 0 1 Hypothetical protcin (1) - P_sifoliata_00174_mRNA_S0.1
GFO046354 0 0 1 Hypothetical protein (1) Viral movement protein [IPR028919] (1) - P_urifoliata 00174 mRNA 45.1
GFO046353 0 0 1 Hypothetical protein (1) - P_rifoliata_00174_mRNA_44.1
GFO046352 0 0 1 Hypothetical protein (1) - P_ifoliata_00174_mRNA_42.1
GFO046351 0 0 1 Hypothetical protein (1) - P_ifoliata_00174_mRNA_40.1
GFO046350 0 0 1 Hypothetical protein (1) - P_urifoliata 00174 mRNA 4.1
GFO046349 0 0 1 Hypothetical protein (1) - P_rifoliata_00174_mRNA_39.1
| Polynucleotidyl transerase, ribonuclease nucleic acid binding [GO:0003676  Ribonuclease Helike domain
3 - 2
GF0046348 0 o ! Helike superfamily protein (1) molecular_function] (1) [IPROI2337] (1) P_ifoliata_00174 mRNA._37.1
GFO046347 0 0 1 Hypothetical protein (1) - P_urifoliata 00174 mRNA_36.1
0003677
GFO046346 0 0 1 Myb-related protein 308 (1) DNA binding [GO:0003¢; Homeodomain-like [IPR0090S7] (1)~ - P_urifoliata 00174 mRNA 27.1
molecular_function] (1)
GFO046345 0 0 1 Hypothetical protein (1) - P_usifoliata_00174_mRNA_23.1
ianal transduction systern STl transduction response regulator,
GFO046344 0 0 1 Hypothetical protein (1) rg“o“’""'e;:mfnb‘ ‘m:l““:ééssl’ﬁ;e receiver domain [IPRO01789] (1); CheY- P_trifoliata 00174 mRNA 22.1
0000 gical_pr like superfamily [IPRO11006] (1)
GFO046343 0 0 1 Hypothetical protein (1) - P_usifoliata_00174_mRNA_20.1
GF0046342 0 0 1 Senescence-associated protein DINI (1) Rhodanese-like domain [IPRO01763] (1) - P_urifoliata 00174 mRNA_15.1
S-adenosyl-L-methionine-dependent Lysie et [PROI310)
GFO046341 0 0 1 methylransferases superfaily protein 18 -L-methionine-dependent - P_urifoliata 00174 mRNA_10.1
M methyhramtorse (IPR039063] (1)
GFO046340 0 0 1 Hypothetical protein (1) - P_urifoliata 00173 mRNA_40.1
GFO046339 0 0 1 Hypothetical protein (1) - P_ifoliata_00173_mRNA_37.1
GFRO046338 0 0 1 Hypothetical protein (1) - P_ifoliata_00173_mRNA_30.1
GRO046337 0 0 1 Hypothetical protein (1) - P_usifoliata_00173_ mRNA 3.1
““?“‘“f““‘,"‘“:"“ﬁ [(?‘)Iggf‘gz s Ribonuclease I domain [IPRO021S6]
GF0046336 0 0 1 Hypothetical protein (1) molecular_function] (1) (1); Ribonuclease H-like domain P_urifoliata 00173 mRNA 29.1
hybrid ribonuclease acti R0y
6010004523 el fnction] 1)
GFO046335 0 0 1 Hypothetical protein (1) - P_urifoliata 00173 mRNA 28.1
GFO046334 0 0 1 Hypothetical protein (1) - P_ifoliata_00172_mRNA_8.1
GRO046333 0 0 1 Hypothetical protein (1) - P_ifoliata_00172_mRNA_64.1
GFRO046332 0 0 1 Hypothetical protein (1) - P_usifoliata_00172_mRNA_S6.1
- GroFL-fike equatorial domain § R
GFO046331 0 0 1 Hypothetical protein (1) Ubrosranari - P_sifoliata_00172_ mRNA 2.1
GFRO046330 0 0 1 Hypothetical protein (1) - P_ifoliata_00172_mRNA_I8.1
GFO046329 0 0 1 Hypothetical protein (1) - P_usifoliata_00172_mRNA_10.1
GFO046328 0 0 1 Hypothetical protein (1) Viral movement protein [IPR028919] (1) - P_urifoliata_00171_mRNA_7.1
GFO046327 0 0 1 Hypothetical protein (1) - P_ifoliata_00171_mRNA_52.1
GRO046326 0 0 1 Hypothetical protein (1) - P_ifoliata_00171_mRNA_50.1
GRO046325 0 0 1 Hypothetical protcin (1) Viral movement protein [IPR028919] (1) - P_sifoliata_00171_mRNA_49.1
GFO046324 0 0 1 Hypothetical protein (1) - P_urifoliata_00171_mRNA 48.1
Protein kinase, ATP binding sitc
[IPROI7441] (1); Serine-
protein kinase activity [GO:0004672  threonine/tyrosine-protein kinas
molecular_function] (1): protein oyt domain 1PRO0I245] (1
GRO046323 0 0 phosphorylation [GO:0006468 Protein kinase domain [IPRO00TI0] (1); - P_usifoliata_00171_mRNA_38.1
biological_process] (1); ATP binding  Protein kinase-like domain [IPRO11009]
[GO:0005524 molceular._function] (1) (1); Concanavalin A-like lectin/glucanase
domain [IPRO13320] (1): EGF-like,
conserved site [IPRO13032] (1)
carbohydrate metabolic process
[GO:0005975 biological_process] (1);  Carbohydrate kinase, FGGY, C-terminal
GFO046322 0 0 1 Glyeerol kinase (1) phosphotransferase activity, alcohol  [IPROIS485] (1); Carbohydrate kinase, - P_rifoliata_00171_mRNA_37.1
group as aceeptor [GO:0016773 FGGY, Neterminal (IPRO18484] (1)
molecular_function] (1)
carbohydrate metabolic process
[GO:0005975 biological_process] (1) ., g
GF0046321 0 0 1 Hypothetical protein (1) phnsphmnnsfelase1cnv1ly.alcohn! Carbohydrate kinase, FGGY, C-terminal P_trifoliata_00171_mRNA_35.1
[IPROIS48S] (1)
group as acceptor [GO:0016
molecular_function] (1)
GFO046320 0 0 1 Hypothetical protein (1) - P_ifoliata_00171_mRNA_32.1
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GFO046319 0 0 1 Hypothetial protein (1) - P_trifoliata_00171_mRNA 25.1
GFO046318 0 0 1 Hypothetical protein (1) - P_ifoliata_00171_mRNA_23.1
GFO046317 0 0 1 Hypotheical protein (1) -
GFO046316 0 0 1 Hypothetical protein (1) .
GFO046315 0 0 1 Hypothetical protein (1) - P_trifoliata_00171_mRNA_15.1
Leucine-rich repeat-containing N-
terminal, plant-type (IPROI3210] (1):
GF0046314 0 0 1 LRR receptor-like kinase (1) protein binding [GO:0003515 Leucine-rich repeat [IPROOI6T] (1); - P_trifoliata_00171_mRNA_14.1
molecular function] (1) )
Leucine-tich repeat domain, L domain-
like [IPRO32675] (1)
GFO046313 0 0 1 Hypothetical protein (1) - P_ifoliata_00171_mRNA_I3.1
GFO046312 0 0 1 Hypotheical protein (1) - P_tifoliata_00171_mRNA_12.1
GFO046311 0 0 1 Hypothetical protein (1) - P_trifoliata_00170_mRNA_0.1
GFO046310 0 0 1 Hypothetical protein (1) - P_tifoliata 00170 mRNA_62.1
GF0046309 0 0 1 Hypothetical protein (1) - P_ifoliata_00170_mRNA_59.1
GFO046308 0 0 1 Hypotheical protein (1) - P_tifoliata_00170_mRNA_S8.1
GFO046307 0 0 1 Hypothetical protein (1) - P_trifoliata_00170_mRNA_57.1
GF0046306 0 0 1 Hypothetial protein (1) - P_tifoliata 00170 mRNA._56.1
GF0046305 0 0 1 Hypothetical protein (1) Viral movement protein [IPR028919] (1) - P_ifoliata_00170_mRNA_S5.1
GF0046304 0 0 1 Hypotheical protein (1) - P_tifoliata_00170_mRNA_54.1
proteolysis [GO:0006508
biological process] (1); aspartic-type Peptidase A2A, retrovirus, catalytic . )
GFO046303 0 0 1 Hypothetical protein (1) ey lengooiim imootons, 1y P_trifoliata_00170_mRNA_52.1
molecular.function] (1)
GFO046302 0 0 1 Hypothetical protein (1) Viral movement protin (IPRO28919] (1) - P_trifoliata_00170_mRNA_48.1
GFO046301 0 0 1 Hypothetial protein (1) - P_trifoliata 00170 mRNA 44.1
GF0046300 0 0 1 Hypothetical protein (1) - P_tifoliata_00170_mRNA_43.1
GF0046299 0 0 1 Hypotheical protein (1) - P_tifoliata_00170_mRNA_41.1
GFO046298 0 0 1 Hypothetical protein (1) - P_trifoliata_00170_mRNA_40.1
photosynthetic clectron transport chain
[GO:0009767 biological process] (1:
membrane [GO:0016020
Photosystem II CP47 chlorophyll cellular_component] (1); photosynthesis, by .o o antenna protei
GF0046297 0 0 light reaction [GO:0019684 - P_tifoliata_00170_mRNA_38.1
apoprotein (1) [1PRO00932] (1)
biological process] (1); photosystem
[GO:0009521 cellular_component] (1):
chlorophyll binding [GO:0016168
molecular_function] (1)
GF0046296 0 0 1 Hypothetical protein (1) - P_trifoliata 00170 mRNA 35.1
GF0046295 0 0 1 Hypothetical protein (1) - P_ifoliata_00170_mRNA_33.1
GF0046294 0 0 1 Hypotheical protein (1) - P_tifoliata_00170_mRNA_32.1
GF0046293 0 0 1 Hypothetical protein (1) - P_trifoliata_00170_mRNA_31.1
inteacellular signal transduction
. . [GO:0035356 biological process] (1; . rifoliats m
GFO046292 0 0 1 Corichon family protein (1) b or0 o Comichon [IPRO03377] (1) P_tifoliata 00170 mRNA 25.1
cellular_component] (1)
GFO046291 0 0 1 PGRLIA transmembrane protein (1) - P_trifoliata 00170 mRNA._11
nuclsi acid binding [GO:0003676
GF0046290 0 0 1 Hypothetical protein (1) molecular.function] (1)sintracellular  HRDC domain [IPRO02121] (1) - P_tifoliata 00169 mRNA 44.1
[GO:0005622 cellular_component] (1)
GFO046289 0 0 1 Hypothetical protein (1) Pentatricopeptide repeat [IPRO028SS] (1) - P_trifoliata 00169 mRNA 37.1
. y SANT/Myb domain [IPRO0100S] (1):
GFO46285 0 0 [t el Homeodomain-like [IPRO090S7] (1); - P_trifoliata 00169 mRNA 27.1
P 'y protet ular_function] Myb domain [IPRO17930] (1)
eysteine-type pepidase activity
. e [GO:0008234 molecular_function] (1); ~ Ulpl protease family, C-terminal ol .
GF0046287 0 0 1 Ulp! peptidase-fike (1) protcolysis [GO:0006508 catalytic domain [IPR003653] (1) P_trifoliata_00169_ mRNA_25.1
biolagical_process] (1)
Domain of unknown function DUF4219 . »
GFO046286 0 0 1 Hypothetical protein (1) Urmosssian oy P_trifoliata_00169_mRNA_22.1
GFO046285 0 0 1 Hypotheical protein (1) - P_tifoliata_00169_mRNA_2.1
protein binding [GO:0005515 MATH/TRAF domain IPR002083] (1): _
GFO046284 0 0 1 Hypotheical protein (1) et fretont 1 AF ke (PRo084) (1) P_tifoliata_00169_mRNA_IS.1
GF0046283 0 0 1 Hypothetical protein (1) - P_ifoliata_00169_mRNA_I5.1
Ubiauitin carboxyl-terminal hydrolase 12 protein binding [GO:0005515 TRAF-like [IPRO0SST4] (1):
GF0046282 0 0 "0y molecular function] (1) MATH/TRAF domain [IPR002083] (1) P_ifoliata_00169_mRNA_I3.1
GFO046281 0 0 1 Envelope giycoprotein (1) - P_trifoliata 00169 mRNA._12.1
. Ubiquitin carboxyl-terminal hydrolase 13 protein binding [GO:0005515 MATH/TRAF domain [IPR02083] (1); _ ol .
GF0046280 0 0 T molecular_function] (1) TRAF-like [IPRO0S974] (1) P_trifoliata 00169 mRNA_I1.1
GFO046279 0 0 1 Hypothetical protein (1) - P_trifoliata_00169_mRNA_L1
o RNA binding [GO:0003723 RNA-binding, CRM domain .
GFO046278 0 0 1 Hypothetical protein (1) e o TpRoorsoos ) - P_trifoliata_00168_mRNA_7.1
GF0046277 0 0 1 Hypotheical protein (1) - P_tifoliata_00168_ mRNA_S.1
Leucine-rich repeat-containing N-
o terminal, plant-type [IPROI3210] (1) .
GFO046276 0 0 1 Hypothetical protein (1) e o . doeain. P_trifoliata_00168_mRNA_49.1
like [IPRO32675] (1)
GFO046275 0 0 1 Hypothetical protein (1) - P_trifoliata_00168_ mRNA_47.1
o Gag-polypeptide of LTR copia-type .
GFO046274 0 0 1 Hypothetical protein (1) s - P_trifoliata_00168_mRNA_4.1
proteolysis [GO:0006508 Aspartc peptidase, actve site
’ biological_process] (1); aspartic-type ~(IPRO01969) (1): Aspartic peptidase Al
GFO046273 0 0 1 Aspari proteinase-ike protein (1) 2 a6 )1y Aonnte P_tifoliata_00168 mRNA 3.2
molecular_function] (1) pepidase domain [IPRO21109] (1)
GFO046272 0 0 1 Hypotheical protein (1) - P_tifoliata_00168_ mRNA_29.1
Zinc finger, CCHC-type [IPRODISTS]
. (1) Zine knuckle CX2CX4HX4C
““f “"; l”“,d'“g‘ [n;)(tlmuxzzu q  [IPRO25836] (1): Reverse wanseriptase
GFO046271 0 0 1 Hypothetical protein (1) molecular_function] (1):nucleic acid ... i ing domain [1PRO26960] (1); - P_trifoliata 00168 mRNA 2.1
binding [GO:0003676
et (1 Ribonuclease Helike domain
& [IPRO12337] (1); Domain of unknown
function DUF4283 [IPRO25558] (1)
. SGNH hydrolase-type esterase domain
GF0046270 0 0 1 Hypothetical protein (1) SeRotsaao P_trifoliata 00168 mRNA_19.1
nucleic acid binding [GO:0003676  Cleavage/polyadenylation specificity
GF0046269 0 0 1 Hypotheical protein (1) molecular_function] (1): nucleus factor, A subunit, C-terminal - P_tifoliata_00168 mRNA_1S.1
[GO:0005634 cellular component] (1)~ [IPRO4ST1] (1)
protein binding [GO:0005515 z":‘;’l“fv‘:i‘r:"lt“k“f [::501007:21 a
molecular_function] (1): protein kinase O @ lectin/glucanase
domain [IPRO13320] (1): Protcin kinase-
activity [GO:0004672 like domain [IPROT1009] (1); Leucine-
GFO046268 0 0 1 Hypothetical protein (1) molecular_function] (1): protein : P_trifoliata_00168_ mRNA_13.1
tich repeat domain, L domain-like
phosphorylation [GO:0006468 [IPRO32675] (1); Protein kinase, ATP
biological_process] (1); ATP binding : .
[G0:0005524 molecular_functon] (1)~ Uinding ste [IPROL7441] (1): Leucine-
2 rich repeat [IPRODIG11] (1)
GF0046267 0 0 1 Hypothetical protein (1) - P_ifoliata_00167_mRNA 8.1
GF0046266 0 0 1 Hypotheical protein (1) - P_tifoliata_00167_ mRNA_7.1
Yse84 actin-binding domain
- s
GF0046265 0 0 1 Hypotheical protein (1) Unroonitr o P_tifoliata_00167_mRNA_S.1
GF0046264 0 0 1 Hypothetical protein (1) - P_ifoliata_00167_mRNA_32.1
Gro0t6263 ) ) | Nollaton sl sy ke T ctor GRAS UPRICS20) P o 00167 mRNA 29,1
regulation of transcription, FARI DNA binding domain
GFO046262 0 0 1 Hypothetical protein (1) templated [GO:0006355 [IPRO04330] (1); FHY3/FAR] family - P_trifoliata_00167_mRNA_28.1
biolagical_process] (1) [IPRO31052] (1)
GFO046261 0 0 1 Hypothetical protein (1) - P_trifoliata_00167_mRNA_19.1
. Zine knuckle CX2CX4HX: )
GFO046260 0 0 1 Hypothetical protein (1) (oroossae iy - P_trifoliata_00167_mRNA_16.1
GF0046259 0 0 1 Hypotheical protein (1) - P_tifoliata_00167_ mRNA_14.1
GFO046258 0 0 1 Hypothetical protein (1) - P_trifoliata_00167_mRNA_I1.1
Leucine-rich repeat [IPRO01611] (1):
Leucine-rich repeat-containing N-
J— ) ) | Verticillim it resistance-like protin  protein binding (GO:0005515 terminal, planttype [IPROI3210] (1); P ol 00167 mRNA 10.1
0} molecular_function] (1) Leucine-rich repeat domain, L domain-
Tike [IPRO32675] (1); Leucine-rich
repeat, typical subtype [IPRO03591] (1)
integral component of membranc
E:zxﬁ’;;:i::’r‘l:'ox?zg"::"” D% Major aciliator superfamily domain
GF0046256 0 0 1 Hypothetical protein (1) 1600022857 P m“mﬁ ;- [IPRO20846] (1); Major fcilaor, sugar - P_trifoliata_00166_mRNA._58.1
transmembrane transport [GO:0055085  "sPorter-like [IPRO0SS28] (1)
biological_process] (1)
GFO046255 0 0 1 Hypotheical protein (1) - P_tifoliata_00166_ mRNA_48.1
GFO046254 0 0 1 Hypothetical protein (1) protein binding [GO:0003515 F-box domain [IPROOIS10] (1) - P_uifoliata_00166_mRNA_43.1
molecular_function] (1)
GFO046253 0 0 1 Hypothetical protein (1) - P_ifoliata_00166_mRNA_40.1
fon transport [GO:00068 1
biological_process] (1): transmembrane  Cyelic nucleotide-binding domain
ransport [GO:0055085 [IPRO00SO5] (1): Trehalose-phosphatase
biological_process] (1): atalyti activity [IPR003337] (1); Cyclic nuclcotide-
J— ) ) | Hspothedcal protin (1) [GO:0003824 molecular_function] (1) binding-like [IPROI8490] (1) Ribosomal _ P ol 00166 mRNA 241

fon channel activity [GO:0005216
molecular_function] (1); trehalose
biosynthetic process [GO:0005992
biological_process] (1); membrane.
[GO:0016020 cellular_component] (1)

protein L2, domain 3 [IPRO14726] (1);
Ton transport domain [IPR00SS21] (1);
RmIC-like jelly roll fold [IPR014710]

(1); HAD-like domain [IPR023214] (1)
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GFO046251 0 0 1 Hypothetial protein (1) - P_trifoliata_00166_mRNA 23.1
GF0046250 0 0 1 Hypothetical protein (1) - P_ifoliata_00166_mRNA_21.1
GF0046249 0 0 1 Hypotheical protein (1) -
GFO046248 0 0 1 Hypothetical protein (1) .
GF0046247 0 0 1 Hypothetical protein (1) - P_trifoliata 00165 mRNA 7.1
GF0046246 0 0 1 Hypothetical protein (1) - P_ifoliata_00165_mRNA_6.1
GFO046245 0 0 1 Hypotheical protein (1) - P_tifoliata_00165_mRNA_59.1
membrane [GO:0016020
cellular_companent] (1) ionotropic  Tonotropic glutamate receptor ) )
GFO046244 0 0 1 Hypothetical protein (1) s e 04570 [Tomoomsa61 (1) - P_trifoliata_00165_mRNA_52.1
molecular function] (1)
Periplasmic binding protein-like |
GF0046243 0 0 1 Hypotheical protein (1) Urmossots) () P_tifoliata_00165_mRNA_S1.1
GF0046242 0 0 1 Hypothetical protein (1) - P_ifoliata_00165_mRNA_34.1
GFO046241 0 0 1 Hypotheical protein (1) -
GFO046240 0 0 1 Hypothetical protein (1) .
GF0046239 0 0 1 Hypothetical protein (1) - P_trifoliata 00165 mRNA 2.1
unfolded protein binding [GO:0051082  HSP40/Dnal peptide-binding
GFO046238 0 0 1 Dnad ke subfamily B member 13 (1) molecular_fonction] (1): proten folding [IPRO0S971] (1); Chaperone Dnal, C- - P_trifoliata 00165 mRNA_19.1
[GO:0006457 biological_process] (1) terminal [IPR002939] (1)
GF0046237 0 0 1 Hypothetical protein (1) - P_trifoliata 00165 mRNA_15.1
. binding [GO:0005458 .
GFO046236 0 0 1 Hypothetical protein (1) e o 1 Armadillo-type fold [IPROI6024] (1)~ - P_trifoliata 00165 mRNA L1
GFO046235 0 0 1 Hypothetical protein (1) - P_trifoliata_00164_mRNA_0.1
N nucleic acid binding [GO:0003676  Ribonuclease H-like domain .
GFO046234 0 0 1 Hypothetical protein (1) e e TpRorssaoy 1) - P_trifoliata_00164_ mRNA_40.1
tine carboxypeptidase, serine active
v o caopepidsacivy | STE ORIt e
[GO:0004185 molecular_function) (1:
GF0046233 0 0 1 Hypotheical protein (1) hydrolase fold [IPRO290S8] (1): - P_tifoliata_00164_ mRNA_35.1
proteolysis [GO:0006508
biological_process] (1) Peptidase S10, serine carboxypepidase
) [IPROD1S63] (1)
GF0046232 0 0 1 Hypotheical protein (1) - P_tifoliata_00164_ mRNA_29.1
GFO046231 0 0 1 Hypothetical protein (1) - P_trifoliata_00164_ mRNA_25.1
GF0046230 0 0 1 Hypothetical protein (1) - P_trifoliata 00164 mRNA 24.1
GF0046229 0 0 1 Hypothetical protein (1) - P_tifoliata_00164 mRNA_23.1
GFO046228 0 0 1 Hypotheical protein (1) - P_tifoliata_00164_ mRNA_21.1
GFO046227 0 0 1 Hypothetical protein (1) - P_trifoliata_00164_ mRNA_20.1
GF0046226 0 0 1 Hypothetical protein (1) - P_trifoliata 00164 mRNA_19.1
GF0046225 0 0 1 Hypothetical protein (1) - P_ifoliata_00164 mRNA_IS.1
GF0046224 0 0 1 Hypotheical protein (1) - P_tifoliata_00164_ mRNA_17.1
GFO046223 0 0 1 Hypothetical protein (1) - P_trifoliata_00164_ mRNA_1S.1
GFO046222 0 0 1 Hypothetical protein (1) - P_trifoliata 00164 mRNA._14.1
GFO046221 0 0 1 Hypothetical protein (1) - P_tifoliata_00164 mRNA_I2.1
GF0046220 0 0 1 Hypotheical protein (1) - P_tifoliata_00164_ mRNA_L1
GF0046219 0 0 1 Hypothetical protein (1) protein binding [GO:0003515 F-box domain [IPROOIS10] (1) - P_uifoliata_00163 mRNA _68.1
molecular_function] (1)
GFO046218 0 0 1 Hypothetical protein (1) - P_ifoliata_00163_ mRNA_64.1
GFO046217 0 0 1 Hypotheical protein (1) - P_tifoliata_00163_ mRNA_63.1
GFO046216 0 0 1 Hypothetical protein (1) - P_trifoliata_00163_mRNA_6.1
regulation of transcription, DNA-
templated [GO:0006355
biological_process] (1) sequence-
GFO0046215 0 0 | Putative WRKY transeription factor 70 specific DNA binding [GO:0043565 yp 'y jomain [1PR003657] (1) - P_trifoliata_00163 mRNA_56.1
m molecular_function] (1); transcription
factor activiy, sequence-specific DNA
binding [GO:0003700
molecular_function] (1)
GFO046214 0 0 1 Hypothetical protein (1) - P_trifoliata_00163_ mRNA_54.1
GFO046213 0 0 1 Hypothetical protein (1) - P_trifoliata 00163 mRNA 47.1
GFO046212 0 0 1 Hypothetical protein (1) - P_ifoliata_00163_ mRNA_41.1
Zinc finger, SWIM-type [IPRO0TS27)
GF0046211 0 0 1 Hypothetical protein (1) "ﬁrlﬂz“”i'"‘“iﬁﬁ““mm (1); Zine finger, PMZ-type [IPR006564] - P_trifoliata_00163_mRNA 4.1
I0)
. Polynucleotidy transferase, ribonuclease nueleic acid binding [GO:0003676  Ribonuclease H-like domain
GF0046210 0 0 1 Hlike superfamily protein (1) molecular._function] (1) [IPRO12337] (1) - P_trifoliata_00163 mRNA_10.1
Domain of unknown function DUF4057
GF0046209 0 0 1 Hypotheical protein (1) Urrossrairn P_tifoliata_00163_ mRNA_L1
GF0046208 0 0 1 Hypothetical protein (1) - P_ifoliata_00162_ mRNA_62.1
GF0046207 0 0 1 Peptide chain release factor 1 (1) Leucine-tich repeat 3 (IPROT1713] (1) - P_tifoliata_00162_ mRNA_59.1
protein binding [GO:0005515
. molecular.function] (1); signal Tollinterleukin-1 receptor homology )
GFO046206 0 0 1TMV resistance protcin N (1) e TGO e TR o iomoom oy o - P_trifoliata_00162_ mRNA_58.1
biological process] (1)
protein binding [GO:0005515 Tollinteleuin-1 recptor homology
molecular.function] (1); signal (TIR) domain [IPRO0IST] (1); P-loop .
GF0046205 0 0 1 Hypothetical protein (1) transduction [GO:0007165 containing nucleoside triphosphate P_trifoliata 00162 mRNA_56.1
biological_process] (1) hydrolase [IPR027417] (1)
GFO046204 0 0 1 Hypothetical protein (1) - P_trifoliata_00162_ mRNA_54.1
GF0046203 0 0 1 Hypothetical protein (1) - P_trifoliata 00162 mRNA_50.1
GF0046202 0 0 1 Hypothetical protein (1) - P_ifoliata_00162_ mRNA_49.1
phosphorclay signal transduction system
[GO:0000160 biological process] (1);  NAD(P)-binding domain [IPRO16040]
catalytic actvity [GO:0003824 0 il ransdction isiin kv
" molecular.function] (1); signal phosphotransfar (Hpt) domain .
GFO046201 0 0 1 Hypothetical protein (1) S Orootart TR0, (1 D emmient P_trifoliata_00162_ mRNA_45.1
molecular_function] (1); coenzyme  epimerase/dehydratase, N-terminal
binding [GO:0050662 domain [IPRO0IS09] (1)
molecular function] (1)
Inosistridine prfering uloside
hydrolase domain [IPR001910] (1)
Inosinc-uridine preferring nucleoside neknehsiimerefring ssltosde
44,
GF0046200 0 0 et 1y e RS 156 P_tifoliata_00162_ mRNA_44.1
Endonucleascexonuclease/phosphatase
[IPRODS135] (1)
GF0046199 0 0 1 Hypotheical protein (1) - P_tifoliata_00162_ mRNA_4.1
oxidoreductase activity,acting on paired
donors, with incorporation or reduction
of molecular oxygen [GO0IGTIS (s
molecular_function] (1); oxidation- p
GF0046198 0 0 1 Cytochrome P430 family 88 protein (1) reduction process [GO:00551 14 [IPRO17972] (1); Cytochrome P40, E- P_ifoliata_00162_ mRNA_33.1
iological_process] (1); heme binding E“‘:d’fx’::“‘: 'Pg::ﬁ‘;“:"f‘: I‘Z;] o
[GO:0020037 molecular_function] (1; >
iron fon binding [GO:0005506
molecular_function] (1)
Leucine-rich repeat domain, L domain-
GF0046197 0 0 1 Phosphoprotcin phosphatase (1) [ttty P_tifoliata_00162_ mRNA_31.1
GF0046196 0 0 1 Hypothetical protein (1) - P_ifoliata_00162_ mRNA 3.1
Leucine-rich repeat domain, L domain-

5 . .
GF004619: 0 0 1 Phosphoprotein phosphatase (1) [ttty P_ifoliata_00162_ mRNA_27.1
GF0046194 0 0 1 Hypothetical protein (1) - P_trifoliata 00162 mRNA 23.1

y NB-ARC [IPRO0Z1S2] (1) Ploop
GFO046193 0 0 1 Hypothetical protein (1) e ! ontaining nucleoside triphosphate - P_trifoliata 00162 mRNA._12.1
ular_function] hydrolase [IPR0274\7]\H
| Putative disease resistance gene NBS- Leucine-rich repeat domain, L domain- )
GFO046192 0 0 [Hepatabarns [t P_trifoliata_00162_ mRNA_I1.1
GFO046191 0 0 1 Hypotheical protein (1) - P_tifoliata_00161_mRNA 8.1
nucleic acid binding [GO:000: Ribonuclease Helike d
GF0046190 0 0 1 Hypotheical protein (1) et e Hrrorssmy - P_tifoliata_00161_mRNA_6.1
GFO046189 0 0 1 Hypothetical protein (1) - P_ifoliata_00161_mRNA_40.1
GFO046188 0 0 1 Hypotheical protein (1) - P_tifoliata_00161_mRNA_4.1
GFO046187 0 0 1 Hypothetical protein (1) - P_trifoliata_00161_mRNA_38.1
GFOO46136 0 0 1 Hypotheical protein (1) LOG family [IPRO31100] (1) - P_trifoliata 00161 mRNA 36.1
GFO046185 0 0 1 Hypothetical protein (1) - P_ifoliata_00161_mRNA_35.1
Reverse transeriptase zinc-binding

GFO046184 0 0 1 Hypothetical protein (1) o ooatha0s (1 P_ifoliata_00161_mRNA_33.1
GFO046183 0 0 1 Hypothetical protein (1) - P_tifoliata 00161 mRNA._14.1
GFO046182 0 0 1 Hypothetical protein (1) - P_ifoliata_00161_mRNA_L1
GFO046181 0 0 1 Hypotheical protein (1) - P_tifoliata_00160_mRNA_0.1
GFO046180 0 0 1 Hypothetical protein (1) - P_trifoliata_00160_mRNA_4.1
GFO046179 0 0 1 Hypothetical protein (1) - P_trifoliata 00160 mRNA 35.1
.  Cytokinin riboside S-monophosphate .

GFOO46178 0 0 [IrA LOG family [IPRO31100] (1) - P_trifoliata 00160 mRNA 26.1

Cytokinin riboside 5"monophosphate N
- 25

GF0046177 0 0 oot (1 LOG family [IPRO31100] (1) P_tifoliata_00160_mRNA_25.1
. Domain of unknown function DUF4283

GFO046176 0 0 1 Hypothetical protein (1) Urmossasar oy P_trifoliata 00160 mRNA 21.1
GFO046175 0 0 1 Hypothetical protein (1) - P_trifoliata_00160_mRNA_2.1
GFO046174 0 0 1 Hypothetical protein (1) - P_trifoliata 00160 mRNA_19.1
GFO046173 0 0 1 Hypothetical protein (1) - P_ifoliata_00160_mRNA_16.1
GFO046172 0 0 1 Hypotheical protein (1) - P_tifoliata_00160_mRNA_L1
GFO046171 0 0 1 Hypothetical protein (1) - P_trifoliata_00159_mRNA_62.1
GFO046170 0 0 1 Hypothetical protein (1) - P_trifoliata_00159_mRNA 61.1
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wansferase activity, transferring acyl  Transferase [IPR003480] (1);
GFO046169 0 0 1 Hypothetical protein (1) than amino-acyl groups amphenicol acetyliransferase-like - - P_usifoliata_00159_mRNA_S8.1
[GO:0016747 molecular_function] (1) domain [IPRO23213] (1)
GFOD46168 0 0 1 Hypothetical protcin (1) - - P_ifoliata_00159_mRNA_52.1
GF0046167 0 0 1 Hypothetical protein (1) - - P_urifoliata_00159_mRNA_38.1
. Ptype ATPase, transmembrane domain
GF0046166 0 0 1 Hypothetical protein (1) st - - P_urifoliata_00159_mRNA_36.1
Potype ATPase, transmembrane domain
- [IPR023298] (1); Cation-transporting P- §
GFO046165 0 0 1 Hypothetical protcin (1) pe ATPase, et (1bR0060068] - P_sifoliata_00159_mRNA_35.1
m
GF0046164 0 0 1 Hypothetical protein (1) m:mx:ﬁ;ﬂ;‘;‘;’};“'z‘;’“‘“‘ protein - P_trifoliata_00159 mRNA_33.1
GFO046163 0 0 1 ARM repeat superfamily protein. - - P_urifoliata_00159_mRNA _32.1
! putative soform 1
binding [GO:0005488
GFO046162 0 0 1 Hypothetical protein (1) mokeoniae fuarton] () Armadillo-type fold [IPRO16024] (1)~ - - P_ifoliata_00159_mRNA_31.1
. binding [GO:0005488 Armadillo-ike helical [IPRO11989] (1);
GFO046161 0 0 1 Hypothetical protein (1) s Toneton) (1) Loy told (IPRO1034] 0 - P_urifoliata_00159_mRNA 28.1
binding [GO:0005488 Armadillo-type fold [IPRO16024] (1); .
GFo046160 0 0 1 Hypothetical protein (1) molecular._function] (1) Armadillo-Tike helical [IPRO11989] (1) P_trifolizta 00159 mRNA_27.1
GFO046159 0 0 1 Hypothetical protein (1) - - P_rifoliata_00159_mRNA_26.1
GFO046158 0 0 1 Hypothetical protein (1) - - P_ifoliata_00159_mRNA_25.1
GFO046157 0 0 1 Hypothetical protein (1) - - P_sifoliata_00159_mRNA_23.1
arbob . Protein kinase-like domain [IPRO11009]
GFO046156 0 0 1 "r:"';‘l‘;"l“;"“"""d'“k protein of the ER (1): Malectin-like carbohydrate-binding - . P._trifoliata_00159_mRNA 211
P domain [IPRO24788] (1)
Protein kinase-like domain [IPRO11009]
ATP binding [GO:0005524 (1): Protein kinase domain [IPR000719]
molecular_function] (1) protein (1); Serine-threoninetyrosine-protcin
. el protein phosphorylation [GO:0006468 Kinase catalytic domain [IPR001245] (1); . folats .
GFO046155 0 0 1 Hypothetical protein (1) biological_process] (1); protein kinase  Serine/threonine/dual specificity protein P_trifoliata_00159_ mRNA_I8.1
activity [GO:0004672 Kinase, catalytic domain [IPR002290]
molecular_function] (1) (1); Serine/threonine-protein kinase,
active site [IPR00S271] (1)
GFO046154 0 0 1 Hypothetical protein (1) mﬂ:ﬁ:‘i.g‘:&iﬁ;ﬁ; ;‘mbmdmg - P_ifoliata_00159_mRNA_17.1
GF0046153 0 0 1 Hypothetical protein (1) - - P_urifoliata_00159_mRNA_15.1
GFO046152 0 0 1 Hypothetical protein (1) - - P_rifoliata_00159_mRNA_11
GFO046151 0 0 1 Hypothetical protin (1) - - P_ifoliata_00158 mRNA_7.1
GFO046150 0 0 1 Hypothetical protcin (1) - - P_sifoliata_00158_ mRNA_6.1
GF0046149 0 0 1 Hypothetical protein (1) - - P_urifoliata_00158_ mRNA_55.1
GFO046148 0 0 1 Hypothetical protein (1) - - P_ifoliata_00158_mRNA_54.1
ATP binding [GO:0005524
polclrincton (0 i i s domi 1PR011009
GFO046147 0 0 1 Auroralike protein kinase putative (1) ProPro! i (1): Protein kinase domain [IPR000719] - - P_ifoliata_00158 mRNA_52.1
biologial process] (1): protin kinase (1
activity [GO:0004672
molecular_function] (1)
GFO046146 0 0 1 Hypothetical protcin (1) - - P_sifoliata_00158_ mRNA_50.1
protein kinase activity [GO:0004672 :’;I“;:;:ﬁ;?:n‘:m;‘:o“;ﬂPRm 1009]
GFO046145 0 0 1 Hypothetical protein (1) ":Z)':‘:La’fh"“““;"["é‘l)(:)gg‘:;;'“ kinase catalytic domain [IPR001245] (1); - . P_tifoliata 00158 mRNA 5.1
: I"’ ’Iy ) 1’ o P-loop containing nucleoside
ological process triphosphate hydrolase [TPRO27417] (1)
Bulb-type lectin domain [IPRO01480]
GFO046144 0 0 (1); Coneanavalin Alike lectin/glucanase - - P_usifoliata_00158_ mRNA_47.1
domain [IPRO13320] (1)
::gll;z;‘l‘zy:;?;:‘;“ g:e&"z;‘:’: Serine/threonine-protein kinase, active
GFO046143 0 0 1 Hypothetical protein (1) activity [GO:0004672 ;:;l;;"['l‘;‘;ﬁz:#lg’] E’y‘"::’;‘:'l’:;"naw B . P_trifoliata_00158_mRNA_46.1
molecular_function] (: ATP binding it EOR RO R CR 1
[GO:0005524 molecular_function] (1) e dor
GFOD46142 0 0 1 Hypothetical protein (1) - - P_sifoliata_00158_ mRNA_45.1
GFO046141 0 0 1 Hypothetical protein (1) - - P_urifoliata 00158 mRNA_41.1
GFO046140 0 0 1 Hypothetical protein (1) - - P_rifoliata_00158_mRNA_40.1
GFO046139 0 0 1 Hypothetical protein (1) - - P_ifoliata_00158 mRNA_39.1
GFO046138 0 0 1 Hypothetical protcin (1) - - P_usifoliata_00158_ mRNA_38.1
GF0046137 0 0 1 Hypothetical protein (1) - - P_urifoliata 00158 mRNA_37.1
GFO046136 0 0 1 Hypothetical protein (1) - - P_rifoliata_00158_mRNA_35.1
zinc ion binding [GO:0008270 Zine knuckle CX2CXAHXAC
GF0046135 0 0 1 Hypothetical protein (1) molecular_function] (1); nucleic acid 15 0>5e361 (1) Zine finger, CCHC- - - P_trifoliata_00158_mRNA_33.1
binding [GO:0003676 pe IPROOISTH] (1)
molecular_function] (1) TP
GFO046134 0 0 1 Hypothetical protein (1) - - P_ifoliata_00158 mRNA_32.1
GFO046133 0 0 1 Hypothetical protcin (1) - - P_usifoliata_00158 mRNA 3.1
GF0046132 0 0 1 Hypothetical protein (1) - - P_urifoliata_00158_ mRNA 28.1
. Isopenicillin N synthase-like
GFO046131 0 0 1 Hypothetical protein (1) FrosEmn, - - P_urifoliata 00158 mRNA 27.1
GFO046130 0 0 1 Hypothetical protcin (1) - - P_sifoliata_00158_ mRNA_26.1
. cenase family Non-haem dioxygenase N-terminal
GFO046129 0 0 iz;’;:;""c)‘:;‘:m‘““ y domain [IPR026992] (1): Isopenicillin N - . P._trifoliata_00158_mRNA_25.1
synthase-like [IPRO27443] (1)
GFO046128 0 0 1 Hypothetical protcin (1) - - P_sifoliata_00158_ mRNA_23.1
GF0046127 0 0 1 Hypothetical protein (1) - - P_urifoliata 00158 mRNA _22.1
GFO046126 0 0 1 Hypothetical protein (1) - - P_ifoliata_00158_mRNA_21.1
GFO046125 0 0 1 Hypotherical protein (1) - - P_ifoliata_00158 mRNA_20.1
Serine/threonine/dual specificity protein
kinase, catalytic domain [IPR002290]
(1); Serine/threonine-protein kinase,
protein phosphorylation [GO:0006468  active site (IPR00S271] (1);
N bilgin prucess) 1 rorin Kose - Convnsrnin Al et/ gheansse
GF0046124 0 0 |("]‘:“““"‘"""k° Kinase family protein i i (GO:000467 domain [IPRO13320] (1); Leucine-rich - - P_trifoliata_00158 mRNA 2.1
molecular_function] (1 ). ATP binding  repeat, typical subtype [IPR003591] (1);
[GO:0005524 molecular._function] (1) Protein kinase-like domain [IPRO11009]
(1): Leucine-rich repeat domain, L
domain-like [IPR032675] (1); Protein
kinase domain [IPR000719] (1)
. Lateral organ boundaries, LOB
GF0046123 0 0 1 Hypothetical protein (1) Ubroossss) ) - P_urifoliata_00157_mRNA_56.1
GFO046122 0 0 1 Hypothetical protcin (1) - - P_sifoliata_00157_mRNA_48.1
GFO046121 0 0 1 Hypothetical protein (1) - - P_urifoliata_00157_mRNA 45.1
' DNA-binding pscudobarrel domain
GF0046120 0 0 1 Hypothetical protein (1) v ";:““}g“'ff_i’“‘]m?i"“ [IPROIS300] (1); B3 DNA binding - - P_urifoliata_00157_mRNA _42.1
ular_function] domain [IPR003340] (1)
G B3 DNA binding domain [IPR003340]
GFO046119 0 0 1 Hypothetical protein (1) ﬁ:l'; :;::‘“}\‘:J;‘;ﬂm:m (1); DNA-binding pseudobarrel domain - - P_uifoliata 00157 mRNA 41.1
- [IPROI5300] (1)
Protein kinase-like domain [IPRO11009]
' (1); Protein kinase domain [IPR000719]
ATI" ?’;ﬁ"".g'[‘cl?y‘l“ff‘sz‘: in (1); Serine/threonine/dual specificity
st o] (V0N iy e v doma
GF0046118 0 0 1 Hypothetical protein (1) phosphoryl nm(nnzzvm (1); Leucine-rich repeat- - - P_trifoliata_00157 mRNA_40.1
biological process] (1); protein kinase g Neterminal, plant ype.
ity [GO000 ﬂf” IPROI3310] 1y Serin threone-
lolecular_functior protein kinase, active site [IPR00S271]
0}
GFO046117 0 0 1 Hypothetical protcin (1) - - P_sifoliata_00157_mRNA 4.1
GFO046116 0 0 1 Hypothetical protein (1) - - P_urifoliata_00157_mRNA_39.1
GFO046115 0 0 1 Hypothetical protein (1) - - P_ifoliata_00157_mRNA_37.1
oxidation-reduction process
[GO:0055114 biological_process] (1):
oxidoreductase activity, acting on paired
donors, with incorporation or reduction
GFO046114 0 0 1 Hypothetical protein (1) of molecular oxygen [GO:0016705  Cytochrome P4S0 [IPROOII2S] (1) - - P_urifoliata_00157_ mRNA_34.1
molecular_function] (1); iron ion binding
[GO:0005506 molecular_function] (1);
heme binding [GO:0020037
molecular_function] (1)
GFO046113 0 0 1 Hypothetical protein (1) - - P_ifoliata_00157_mRNA_33.1
GFOD46112 0 0 1 Hypothetical protcin (1) - - P_sifoliata_00157_mRNA_31.1
A R 1] (1 £
.- ; protein binding [GO:0005515 domain [IPRO26961] (1. Ankyrin .
GFO046111 0 0 1 Ankyrin repeat family protein (1) e foneton] (1 e domun L1bR030653] - P_sifoliata_00157_mRNA 3.1
GFO046110 0 0 1 Hypothetical protcin (1) - - P_sifoliata_00157_mRNA_27.1
GF0046109 0 0 1 Hypothetical protein (1) - - P_urifoliata_00157_mRNA _26.1
GFO046108 0 0 1 Hypothetical protein (1) - - P_ifoliata_00157_mRNA_25.1
regulation of transcription, DNA- FHY3/FARI family [IPRO31052] (1);
GFO046107 0 0 1 Hypothetical protein (1) templated [GO:0006355 MULE transposase domain [IPRO18289] - - P_ifoliata_00157_mRNA_24.1
biological_process] (1) )
GFO046106 0 0 1 Hypothetical protein (1) - - P_ifoliata_00157_mRNA_23.1
| Ctokinin riboside S-monophosphate
GFO046105 0 0 1 omoephoribohmdrolace () - - P_ifoliata_00157_mRNA_22.1
GF0046104 0 0 1 Hypothetical protein (1) - - P_urifoliata_00157_ mRNA_19.1
. | Conininiosde 5 onophophae .
GF0046103 0 0 | hoaphoribonydrolse LOG family [IPRO31100] (1) - - P_urifoliata_00157_ mRNA_18.1
GFO046102 0 0 1 Hypothetical protein (1 ) - - P_usifoliata_00156_mRNA_7.1
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GF0046101 0 0 T Hypothetical protein (1) - P_trifoliata 00156 mRNA 4.1
{ransporter activity [GO:0005215 Endonuclease/exonuclease/phosphatase
molecular_function] (1) transport ,
GFO046100 0 0 1 Hypothetical protein (1) [GO:0006810 biological process] (1 Ejii?ﬁ,'.ﬂ?.ﬂl;;l:i":.i’ffy"‘k“‘ P_trifoliata_00156_mRNA_32.1
membrane [GO:0016020 Ukoontoo) )
cellular_component] (1)
GF0046099 0 0 1 Hypothetical protein (1) - P_trifoliata_00156_mRNA_30.1
GFO046098 0 0 1 Hypothetical protein (1) - P_ifoliata_00156_mRNA_25.1
oxidation-reduction process
[GO:0055114 biologieal_process] (1) s [1pRO02182] (1; Cytochrome
oxidoreducase activy,acting on pared LML PR R LR
NBS-LRR class resistance protein Fy2- 3;":‘:;;e:.’1::‘:m::r[nc’g“u(;rg:;; " Pdoap contaning nucleoside
GFO046097 0 0 Ry ) v clecsta funetin] (1 son on binding PhosPhate hydrolase [IPRO27417] 1):; - P_rifoliata_00155_mRNA_8.1
Y [(;o”ol(l)oss(;é fn:]mm' gﬂa“’on] e ' Cytochrome P40 [IPRO01128] (1);
heme bindine [CO-0020057 " Leucine-rich repeat domain, L domain-
eme binding like [IPRO32675] (1)
molecular_function] (1); ADP binding
[GO:0043531 molecular_function] (1)
GF0046096 0 0 1 Hypothetical protein (1) - P_trifoliata 00155 mRNA 6.1
GF0046095 0 0 1 Hypothetical protein (1) - P_trifoliata_00155 mRNA_50.1
nucleic acid binding [GO:0003676
GFO046094 0 0 1 Hypothetical protein (1) molecular_function] (1); zinc ion binding Zinc finger, CCHC-type [IPROOISTS] (1) - P_rifoliata_00155_mRNA_46.1
[GO:0008270 molceular._function] (1)
GFO046093 0 0 1 Hypothetical protein (1) - P_ifoliata_00155_mRNA_45.1
GFO046092 0 0 1 Hypothetical protein (1) - P_ifoliata_00155_mRNA_43.1
GFO046091 0 0 1 Hypothetical protcin (1) .
GF0046090 0 0 1 Hypothetical protein (1) - P_trifoliata 00155 mRNA _39.1
GF0046089 0 0 1 Hypothetical protein (1) - P_trifoliata_00155 mRNA_36.1
GFOD46088 0 0 1 Hypothetical protein (1) - P_ifoliata_00155_mRNA_35.1
GFO046087 0 0 1 Hypothetical protcin (1) - P_sifoliata_00155_mRNA_32.1
GF0046086 0 0 1 Hypothetical protein (1) - P_trifoliata 00155 mRNA 311
. nucleic acid binding IGO 0003676 Ribonuclease H-ike domain
GF0046085 0 0 1 Hypothetical protein (1) oteesto funetion] (1 {bRO1337) (1) - P_trifoliata 00155 mRNA 25.1
cytoplasm [GOv0005737
cellular_component] (1); lipid metabolic
process [GO:0006629
biological_process] (1); s
GFO046084 0 0 1 Steroid S-alpha-reductase DET2 (1) activiy,acting on the CH-CH group of  0-ororal - P_ifoliata_00155_mRNA_27.1
donors [GO:0016627 Ceterminal [IPROOT104] (1)
molecular_function] (1); inegral
component of membrane [GO:0016021
cellular_component] (1)
Cytokinin riboside S-monophosphate . N
GFO046083 0 0 L e oriohydraigs () LOG family [IPRO31100] (1) P_ifoliata_00155_mRNA_26.1
integral component of membrane
[GO:0016021 cellular_component] (1);
oxidoreductase activity, acting on the
CH-CH group of donors [GO:0016627  3-oxo-5-alpha-steroid 4-dehydrogenase,
s
GFRO046082 0 0 1 Putarive steroid reductase DET2 (1) = &7 o] (0, o sl i IPRO1 1061 P_ifoliata_00155_mRNA_25.1
process [GO:000662
biological_process] (1 ): eytoplasm
[GO:0005737 cellular_componen] (1)
GF0046081 0 0 1 Hypothetical protein (1) - P_trifoliata 00155 mRNA 23.1
GF0046080 0 0 1 Hypothetical protein (1) - P_trifoliata_00155 mRNA _20.1
GFO046079 0 0 1 Hypothetical protin (1) - P_ifoliata_00155_mRNA_I8.1
GFO046078 0 0 1 Hypothetical protcin (1) - P_usifoliata_00155_mRNA_16.1
GF0046077 0 0 1 Hypothetical protein (1) - P_trifoliata 00155 mRNA_I5.1
GF0046076 0 0 1 Hypothetical protein (1) - P_trifoliata_00155 mRNA_12.1
GFRO046075 0 0 1 Hypothetical protein (1) - P_ifoliata_00155_mRNA_11.1
GFO046074 0 0 1 Hypothetical protcin (1) - P_usifoliata_00155_mRNA_L1
dopeptidase inhibitor activity Kunitz inhibitor ST1-Jike [IPRO11065]
GFO046073 0 0 1 Kunitz trypsin inhibitor (1) sncopeplicass or activity (1); Proteinase inhibitor 13, Kunitz - P_trifoliata_00154_mRNA_57.1
1GO:0004866 molecular_funcrion] (1) {1 SRR
GFO046072 0 0 1 Hypothetical protcin (1) - P_usifoliata_00154_ mRNA_S6.1
GF0046071 0 0 1 Hypothetical protein (1) - P_trifoliata 00154 mRNA 55.1
. nucleic acid binding [GO:0003676  Ribonuclease H-like domai
GF0046070 0 0 1 Hypothetical protein (1) oteesto function] (1) {pRO1337 (1) - P_trifoliata 00154 mRNA_54.1
GFO046069 0 0 1 Hypothetical protein (1) - P_sifoliata_00154_mRNA 4.1
Transposable clement protein, putative, Retrotransposon gag domain
GFO046068 0 0 [ UbRovcronr - P_usifoliata_00154_ mRNA_35.1
UviD-like Helicase, ATP-binding domain
Gro0s0sT N B P-loop nucleoside triphosphate hydrolase. ATP binding [GO:0005524 [IPRO14016] (1); P-loop containing _ b wifoline 00154 mRNA 341
superfamily protein (1) molecular_function] (1) nucleoside triphosphate hydrolase - 00134 mRNA
[IPRO27417) (1)
nucleic acid binding [GO:0003676  Ribonuclease H-ike domain
GF0046066 0 0 1 Hypothetical protein (1) otecular function 1) PRI (1) - P_trifoliata_00154 mRNA _33.1
GF0046065 0 0 1 Hypothetical protein (1) - P_trifoliata 00154 mRNA 311
oxidation-reduction pro
[GO:0055114 hmloglcal )mcess] 0
peroxidase activity [GO Haem peroxidase, plant/fungal/bacterial
GFO046064 0 0 1 Hypothetical protein (1) molecular_function] m. msponsc to [IPRO02016] (1); Haem peroxidase P_ifoliata_00154_mRNA_30.1
oxidative stress [GO:0006979 [IPRO10255] (1)
biological_process] (1): heme binding
[GO:0020037 molecular_function] (1)
GFO046063 0 0 1 Hypothetical protcin (1) - P_sifoliata_00154_ mRNA_29.1
GF0046062 0 0 1 Hypothetical protein (1) - P_trifoliata 00154 mRNA 27.1
GFO046061 0 0 1 Hypothetical protein (1) - P_trifoliata_00154 mRNA 21.1
GF0046060 0 0 1 Hypothetical protein (1) MULE transposase domain [IPRO1S289] P_trifoliata_00154 mRNA 2.1
GF0046059 0 0 1 Hypothetical protein (1) - P_trifoliata 00154 mRNA_I8.1
nucleic acid binding [GO00036T6 i domain
GF0046058 0 0 1 Hypothetical protein (1) :::T:i’f?:t“:?] (lgbp ’““'ﬂm [IPRO12337] (1); HAT, C-terminal P_trifoliata_00154 mRNA_17.1
erization activity [GO:0046983 dimerisation domain [IPRO0S906] (1)
molecular_function] (1)
o Plooy
GFO046057 0 0 1 Sulfotransferase (1) moleculo funcion] (1) triphosphate hydrolase [IPRO27417] (1); - P_trifoliata 00154 mRNA L1
& Sulfotransferase domain [IPRO00S63] (1)
GF0046056 0 0 1 Hypothetical protein (1) - P_trifoliata 00153 mRNA 9.1
transferase activity, ransferring hexosyl
0016758
GFO046055 0 0 1 UDP-glycosyltransferase 91C1 (1) molecular_function] (1): metabolic ‘j“?;g':tfl‘:“’;"fy“f,‘;:mm S0 P_rifoliata_00153_mRNA_56.1
process [GO:0008152 glucosyltransierase =213
biological_process] (1)
GF0046054 0 0 1 Hypothetical protein (1) - P_ifoliata_00153_mRNA_$3.1
GFO046053 0 0 1 Hypothetical protein (1) - P_ifoliata_00153_ mRNA_48.1
) fological_process](1:erpene synthase P RO SRS B SN EE )
GFO046052 0 0 1 Hypothetical protein (1) activity [GO:0010333 - P_usifoliata_00153_ mRNA_34.1
molecular_function] (1): yase activty ~ ©/C1256S/Protein prenyltransferase alpha-
5 : 2 Y alpha toroid [IPRO0S930] (1)
[GO:0016829 molecular_function] (1)
protein binding [GO:0005515 F-box domain [IPROOISI0] (1); Kelch-
GFO046051 0 0 1 Hypothetical protein (1) Reteclar, stont (1 t5pe bt popeller IPROT2914] () P_ifoliata_00153_ mRNA_28.1
GF0046050 0 0 1 Hypothetical protein (1) - P_trifoliata_00153 mRNA 27.1
GRO046049 0 0 1 Hypothetical protein (1) - P_ifoliata_00153_ mRNA_24.1
GFO046048 0 0 1 Hypothetical protein (1) - P_usifoliata_00153_ mRNA_23.1
e P-loop containing nuclo .
GFO046047 0 0 1 Hypothetical protein (1) st e [IPR027 70 P_usifoliata_00153_ mRNA_13.1
GFO046046 0 0 1 Hypothetical protein (1) - P_ifoliata_00153_ mRNA_12.1
GFO046045 0 0 1 Hypothetical protcin (1) .
GF0046044 0 0 1 Hypothetical protein (1) - P_trifoliata 00152 mRNA 4.1
GF0046043 0 0 1 Hypothetical protein (1) - P_trifoliata_00152 mRNA _35.1
GFO046042 0 0 1 Hypothetical protein (1) -
GFO046041 0 0 1 Hypothetical protcin (1) .
GF0046040 0 0 1 Hypothetical protein (1) - P_trifoliata 00152 mRNA 27.1
GF0046039 0 0 1 Hypothetical protein (1) - P_trifoliata_00152 mRNA _26.1
GFO046038 0 0 1 Hypothetical protein (1) - P_ifoliata_00152_mRNA_21.1
GF0046037 0 0 1 Hypothetical protein (1) I‘P‘f&”ﬂ;‘;‘;{:‘;“‘"m domain - P_trifoliata_00152_ mRNA_20.1
GF0046036 0 0 1 Hypothetical protein (1) - P_trifoliata_00152 mRNA 2.1
GFO046035 0 0 1 Hypothetical protein (1) - P_ifoliata_00152_mRNA_17.1
Chloroplast envelope membrane protein,
inteal componentof mermbran CemA [IPRO04282] (1); NOSIC
GFO046034 0 0 1 Hypothetical protein (1 1PRO12976] (1); Nop domain P_sifoliata_00152_ mRNA_14.1
o o ® [GO:0016021 eellular_component] (1) :m«mzsw% }I: NOPS, Neerminal - o
[IPRO12074] (1)
GFO046033 0 0 1 Hypothetical protcin (1) - P_sifoliata_00152_mRNA_12.1
GF0046032 0 0 1 Hypothetical protein (1) - P_trifoliata 00152 mRNA_L1
enzyme activator activity [GO:0008047
molecular_function] (1): positive
3 . regulation of catalytic activity mRNA-decapping enzyme subunit 1
GF0046031 0 0 1 MRNA decapping enzyme LA, PUStC | oy 0043085 biological_process] (1):  [IPRO10334] (1); PH domain-like - P._tifoliata_00151_mRNA_8.1

[0}

deadenylation-dependent decapping of

nuclear-transeribed mRNA [GO:0000290

biological_process] (1)

[IPROT1993] (1)
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Globin/Protoglobin (IPROI2292] (1);
. oxygen binding [GO:0019825 Globin-ike [IPRO09050] (1); Globin
GF0046030 0 0 1 Non-symbiotic hemoglobin 1 (1) olecular_function] (1); heme binding - P_tifoliata 00151 mRNA 46.1
[IPRO00971] (1): Leghacmoglobin
1GO:0020037 molecular_tuncion] (1) [pt ()
GF0046029 0 0 1 Hypothetical protein (1) - P_tifoliata 00151 mRNA 45.1
st of ncrpton, DNA-
GFO046028 0 0 1 Hypothetical protein (1) templated [GO:0006355 FHY3/FART family [IPRO31052] (1)~ - P_trifoliata 00151 mRNA 40.1
brologea poees (1
GF0046027 0 0 1 Hypothetical protein (1) - P_trifoliata 00151 mRNA 25.1
y e e DED s [PROG56) 1
GFO046026 0 0 1 Hypothetical protein (1) DNA binding [GO:0003677 hAT-like transpos P_tifoliata 00151 mRNA 22.1
molecular_function] (1) TpRosssa
GFO046025 0 0 1 Hypothetical protein (1) - P_trifoliata 00151 mRNA 21.1
GF0046024 0 0 1 Hypothetical protein (1) - P_ifoliata_00151_mRNA_20.1
GFO046023 0 0 1 Hypotheical protein (1) - P_tifoliata_00151_mRNA_17.1
chitn catabolie process [GUAUOUSZ
h""'jg‘“l"s“’]“‘“] (g *;"'“’“]‘ Chitinase I1 [IPRO11583] (1); Glycoside
ZZ';':;’ “"; [vg();zms gycosyl hydrolase, catalytic domain [IPRO13781]
GFO046022 0 0 | oty ity procin ity DERE IR, (O Gloside drlase sperfily P_trifoliata 00151 mRNA._14.1
! chitinase insertion domain (1) i (Goron0s568 [IPROI7S53] (1): Glycoside hydrolase
e et (1) carbohydate Ty 1. catalyte domain [PRO01225]
metabolic process [GO:0005975
Nintnical raracel (11
Leucine-tich repeat domain, L domain-
GF0046021 0 0 1 Sulfotransferase (1) protein binding [GO:0003515 like [IPR032675] (1); Leucine-rich repeat - P_trifoliata_00151_mRNA_13.1
molecular function] (1) Uoorernn oy
positive regulation of catalytc activity
[GO:004308Sbiogial process] (1:
. . decapping of cnzyme subunit |
GF0046020 0 0 i (";':‘M decapping enzyme 1A, putative o angeribed mRNA [GO:0000290 [IPR010334] (1); PH domain-like B P._tifoliata_00151_mRNA_12.1
bikgeat procs) 1 cnyme sttor (IPRO1SS3] 1)
activity [GO:000804
gt
Leucine-tich repeat [IPRO01611] (1):
LRR receptor-ike serinc/threonine-  protein binding [GO:0005515 Leucine-rich repeat domain, L domain- .
GFO046019 0 0 1 protein kinase GSO1 (1) molecular_function] (1) like [IPR032675] (1); Leucine-rich P_trifoliata 00151 mRNA_10.1
repeat, typical sublype frRae911)
. ucine-rich repeat domain, L d
GFO046018 0 0 1 Hypothetical protein (1) protein binding [GO:0003515 lxkc[lPR03267S] 0: Loucine-rieh rep:a! B P._tifoliata_00151_mRNA_L.1
molecular_function] (1) [BROOISII (1)
GFO046017 0 0 1 Hypotheical protein (1) - P_tifoliata_00150_mRNA_54.1
GFO046016 0 0 1 Hypothetical protein (1) - P_trifoliata_00150_mRNA_53.1
GFO046015 0 0 1 Hypothetical protein (1) - P_trifoliata 00150 mRNA 47.1
GFO046014 0 0 1 Hypothetical protein (1) - P_ifoliata_00150_mRNA_45.1
GFO046013 0 0 1 Hypotheical protein (1) - P_tifoliata_00150_mRNA_34.1
GFO046012 0 0 1 Hypothetical protein (1) - P_trifoliata_00150_mRNA_33.1
GFO046011 0 0 1 Hypothetical protein (1) - P_trifoliata 00150 mRNA 31.1
. Plastid lipid-associated protein/fbrilin
GFO046010 0 0 1 PAP fibilln (1) o goodsi ("~ P_trifoliata_00150_ mRNA 25.1
GFO046009 0 0 1 Hypothetical protein (1) - P_trifoliata_00150_mRNA_25.1
GFO046008 0 0 1 Hypothetical protein (1) - P_trifoliata 00150 mRNA 21.1
GF0046007 0 0 1 Hypothetical protein (1) - P_tifoliata_00150_mRNA_17.1
GFO046006 0 0 1 Hypotheical protein (1) - P_tifoliata_00150_mRNA_15.1
GFO046005 0 0 1 Hypothetical protein (1) - z
GFO046004 0 0 1 Hypothetical protein (1) - P_trifoliata 00149 mRNA §.1
GF0046003 0 0 1 Hypothetical protein (1) - P_tifoliata_00149_mRNA_63.1
GFO046002 0 0 1 Hypotheical protein (1) - P_tifoliata_00149_mRNA_60.1
GFO046001 0 0 1 Hypothetical protein (1) - P_trifoliata_00149_mRNA_59.1
. oxidoreductase activity [GO:0016491  Redoxin [IPRO13740] (1); Thioredoxin- )
GFO046000 0 0 1 Type Il peroxiredoxin (1) e e e Heemi toRotonse) () - P_trifoliata_00149_mRNA_35.1
GF0045999 0 0 1 Hypotheical protein (1) - P_tifoliata_00149_mRNA_34.1
copper ion binding [GO:0005507
molccular_function] (1): oxidoreductase  Cupredoxin [IPR008972] (1):
— ) ) activity [GO:0016491 Multicopper oxidase, ype 1 [IPRODI117] _ P it 00149 mRNA 251
ol nton] (s xtaton (1 Mulloper o, e 3
reduction process [GO:0055114 [IPROTI707] (1)
biologica process] (1)
GF0045997 0 0 1 Hypothetical protein (1) - P_trifoliata 00149 mRNA 22.1
G10 protcin [IPRO0IT48] (1):
GF0045996 0 0 1.G10 family protein (1) nucleus [GO:0003634 BUD3I/GI0-related, conserved site - P_trifoliata 00148 mRNA 9.1
cellular_component] (1) TeRotss10] 1y
GF0045995 0 0 1 Hypothetical protein (1) - P_trifoliata 00148 mRNA 74.1
GF0045994 0 0 CDNA clone:1023022E20, fll insert - P_trifoliata 00148 mRNA_59.1
sequence (1)
GF0045993 0 0 1 Hypothetical protein (1) - P_trifoliata_00148_mRNA_S7.1
small GTPase mcdlated sxgnal Small GTP- h’“d'“gr‘]’""“:‘:’d""‘“’“
transduction [GO: s
e (1 P binding  Mucloside riphosphat hydroase
GF0045992 0 0 1 ADP-ribosylation factor 2 (1) ological p g [IPRO27417] (1); Small GTPase - P_ifoliata_00148_mRNA_46.1
[GO:0005525 moleculr_funetion] (1 |
e oo bo0se superfamily, ARF type [IPRO24156] (1):
e 1y Small GTPase superfamily, ARFISAR
cellular_componer type [IPRO06689] (1)
GF0045991 0 0 1 e ehcos grow rnsferise - P_ifoliata_00148_mRNA_44.1
GF0045990 0 0 1 Hypothetical protein (1) - P_trifoliata 00148 mRNA 42.1
hydrolase activity, hydrolyzing O-
slycosyl compounds [GO:0004553  Gilycoside hydrolase family 16
GF0045989 0 0 1 Hypothetical protein (1) ol fncon (1; catbbycrte  [IPROO7S7) (1 Conanmaln A s P_ifoliata_00148_mRNA_30.1
metabolc proces [GO.00059 lectin/glucanase domain [IPRO13320] (1)
biolagical_process] (1)
GFO045988 0 0 1 Hypothetical protein (1 Coneanavalin A-like lectin/glucanase P_trifoliata 00148 mRNA 29.1
'ypothetical protein (1) domain [IPRO13320] (1) ol
GFO045987 0 0 1 Hypothetical protein (1) - P_trifoliata_00148_mRNA_27.1
hydrolase activity, hydrolyzing O Concanavalin Acfike lectin/glucanase
Xyloghucan elycosyl compounds [GO:0004553  domain [IPRO13320] (1): Glycoside.
GF0045986 0 0 1 endotrmsiscossolycrolse prtin mlecula_fncion () oyt s, iy 16, s s - P_trifoliata 00148 mRNA 25.1
2() metabolic process [GO:0005 [IPROUS263] (1): Glycoside hydrolase
biological_process] (1) family 16 (IPRO00TST] (1)
cellular glucan metabolic process
[GO:0006073 biological_procss] (1):
apoplast [GO:0045046 Xyloglucan endo-transglycosylase, C-
el componet) (1) byt (i [PRO10713) 1 Moot
metablic process [GO:000597 spho-sugar transferase
bilgkal procss] (el eRoss0w b Glycesldc hydrolase
GFO045985 0 0 1 Hypothetial protein (1) [GOL000SG1S cellar component] (s iy 16 (PRO0O7S7) (1 - P_trifoliata 00148 mRNA_14.1
bdtas sy, bydong O Concunavlin A-ike etingcanse
glycosyl compounds [GO:0004553 domain [IPRO13320] (1); Glycoside
molecular_function] (1): hydrolase, family 16, actve site
xyloglucanxyloglucosyl transferase  [IPRO0S263] (1)
activity [GO:0016762
molecular.function] (1)
G Ankyrin repeat [IPR002110] (1): Ankyrin
GFO045984 0 0 1 Ankyrin repeat plant-like protein (1) :’“"o’l‘::]';'r““}:";‘;‘l;’;; (0]0‘055' s repeat-containing domain [IPRO20683] - P._trifoliata_00147_mRNA_7.1
- (1): PGG domain [IPR026961] (1)
Leucine-tich repeat domain, L domain-
g s
GF0045983 0 0 1 Hypotheical protein (1) [ttty P_tifoliata_00147_mRNA_S.1
Vi movenent i (FRO215)
GFO045982 0 0 1 Hypothetial protein (1) ( vase don P_trifoliata 00147 mRNA 35.1
[1PRO0OI7] (1
. DAT-like transposase, RNase-H fold
GF0045981 0 0 1 Hypothetical protein (1) DNA binding [GO:0003677 [IPR025525] (1); Zine finger, BED-type - P._trifoliata_00147_mRNA_32.1
molecular_function] (1) HbRooseser 1)
GFO045980 0 0 1 CACTA transposable element (1) ‘TI')“““"‘“""' En/Sp-like [IPR004242) P._trifoliata_00147_mRNA_31.1
GF0045979 0 0 1 Hypothetical protein (1) - P_ifoliata_00147_mRNA_29.1
GFO045978 0 0 1 Hypotheical protein (1) - P_tifoliata_00147_mRNA_28.1
GFO045977 0 0 1 Hypothetical protein (1) - P_trifoliata_00147_mRNA_27.1
GF0045976 0 0 1 Hypothetical protein (1) - P_trifoliata 00147 mRNA 26.1
GF0045975 0 0 1 Hypothetical protein (1) - P_ifoliata_00147_mRNA_23.1
GF0045974 0 0 1 Hypotheical protein (1) - P_tifoliata_00147_mRNA_19.1
GF0045973 0 0 1 Hypothetical protein (1) - P_trifoliata_00147_mRNA_1S.1
F00p contarming
ATP binding [GO:0005524 iphospae rlase (PRO27417] (1) ;
GFO045972 0 0 1 Hypothetical protein (1) e o ek o (Pmoaose] P_trifoliata_00147_mRNA_17.1
GFO045971 0 0 1 Hypothetical protein (1) - P_trifoliata_00147_mRNA_1S.1
GF0045970 0 0 1 Hypothetical protein (1) Pentatricopeptide repeat [IPRO0288S] (1) - P_trifoliata 00147 mRNA_11.1
y NB-ARC [IPRO02182] (1): P-loop
GF0045969 0 0 1 Hypothetical protein (1) ! containing mucleoside triphosphate - P_trifoliata 00147 mRNA 11
ular_function] ( hydrolase [IPR027417] (1)
GF0045968 0 0 1 Hypothetical protein (1) - P_trifoliata_00146_mRNA 9.1
GF0045967 0 0 1 Hypothetical protein (1) - P_ifoliata_00146_mRNA_62.1
GF0045966 0 0 1 Hypotheical protein (1) - P_tifoliata_00146_mRNA_57.1
GFO045965 0 0 1 Hypothetical protein (1) - P_trifoliata_00146_mRNA_55.1
GF0045964 0 0 1 Hypothetical protein (1) - P_trifoliata_00146_mRNA_50.1
GFO45963 0 0 1 GTPase Der (1) Domain of unknown function DUF642 P_trifoliata 00146 mRNA 43.1

[IPR006946] (1)
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GF0045962 0 0 1 Hypothetial protein (1) - P_trifoliata_00146_mRNA 41.1
GF0045961 0 0 1 Hypothetical protein (1) - P_ifoliata_00146_mRNA_26.1
GF0045960 0 0 1 Hypotheical protein (1) -
GFO045959 0 0 1 Hypothetical protein (1) .
GF0045958 0 0 1 Hypothetical protein (1) - P_trifoliata_00146_mRNA._14.1
GF0045957 0 0 1 Hypothetical protein (1) - P_tifoliata_00146_mRNA_I1.1
GF0045956 0 0 1 Hypotheical protein (1) - P_tifoliata_00145_mRNA_0.1
GFO045955 0 0 1 Hypothetical protein (1) - P_trifoliata_00145_mRNA_69.1
GFO045954 0 0 1 Hypothetical protein (1) ‘(:TG"“"““WE domain (IPRO25724] P._trifoliata_00145_mRNA_68.1
GF0045953 0 0 1 Hypotheical protein (1) - P_tifoliata_00145_mRNA_67.1
GFO045952 0 0 1 Hypothetical protein (1) - P_trifoliata_00145_mRNA_64.1
GFO045951 0 0 1 Hypothetical protein (1) - P_trifoliata 00145 mRNA 61.1
GF0045950 0 0 1 Hypothetical protein (1) - P_tifoliata_00145_mRNA_60.1
GF0045949 0 0 1 Hypotheical protein (1) - P_tifoliata_00145_mRNA_59.1
GFO045948 0 0 1 Hypothetical protein (1) - P_trifoliata_00145_mRNA_S1.1
Protcin kinsse domain [IPR000719] (1):
protein kinase actvity [GO:0004672  Protein kinase-like domain [IPRO11009]
molecular_function] (1): protein (1); Protein kinase, ATP binding sitc
GF0045947 0 0 1 Receptor-ike kinase plant (1) phosphorylation [GO:0006468 [IPROI7441] (1); Serine/hreonine- - P_ifoliata_00145_mRNA_35.1
biological_process] (1): ATP binding  protein kinase, active sie [IPRO0S271]
[G0:0003524 molecular_function] (1) (1); Serine-threonine/tyrosine-protein
kinase catalytic domain [IPRO01245] (1)
GTPase actvity [GO:0003924 Alpha tubulin [IPR002452] (1);
molccular_function] (1): microtubule-  Tubulin/FisZ, 2-laer sandwich domain
based process [GO:0007017 [IPROIS316] (1); Tubulin [IPRO0217]
biolagical_process] (1); structural (1) Tubulin/FisZ, C-terminal
GFO45946 0 0 1 Tubulin alpha chain (1) constituent of cytoskeleton [GO:0005200 [IPRO0S280] (1); Beta tubulin, - P_tifoliata 00145 mRNA_15.1
o, icton] (1 miole st biding e [ PROL3E36)
[GO:0005874 cellular_component] (1 (1); T served site [IPRO17975]
GTP binding [GO:0005525 O Tamin e o o
molecular.function] (1) [IPRO0300S] (1)
GF0045945 0 0 1 Hypotheical protein (1) - P_tifoliata_00145_mRNA_L1
GFO045944 0 0 1 Hypothetical protein (1) - P_trifoliata_00144_mRNA_$.1
GF0045943 0 0 1 Hypothetical protein (1) - P_trifoliata_00144_mRNA 7.1
GF0045942 0 0 1 Hypothetical protein (1) - P_ifoliata_00144_ mRNA_59.1
GFO045941 0 0 1 Hypotheical protein (1) - P_tifoliata_00144_mRNA_57.1
GFO045940 0 0 1 Hypothetical protein (1) - P_trifoliata_00144_mRNA_56.1
) Domain of unknown function DUF4283 ;
GFO045939 0 0 1 Hypothetical protein (1) Urmosssssy 1y P_trifoliata_00144_mRNA_S.1
000651
T et wrineaype  Peptidase S28 [IPROOS7SS) (1)
GF0045938 0 0 1 Hypotheical protein (1) it ien eyl 4 PRS- P_tifoliata_00144_mRNA_49.1
molecular_function] (1)
GF0045937 0 0 1 Hypotheical protein (1) - P_tifoliata_00144_mRNA_48.1
GFO045936 0 0 1 Hypothetical protein (1) - P_trifoliata_00144_mRNA_42.1
GF0045935 0 0 1 Hypothetical protein (1) - P_trifoliata 00144 mRNA 4.1
GF0045934 0 0 1 Hypothetical protein (1) - P_ifoliata_00144_ mRNA_37.1
ransport pep porter, OPT
33 P - .
GFO0459 0 0 1 Hypothetical protein (1) i e PRt 1511 P_ifoliata_00144_ mRNA_30.1
Endonuclease/exonuclease/phosphatase ;
GFO045932 0 0 1 Hypothetical protein (1) Tmoostam iy P_trifoliata_00144_mRNA_3.1
Reverse transeriptase zinc-binding
GF0045931 0 0 1 Hypothetical protein (1) o oostha0 (1 P_ifoliata_00144_ mRNA_28.1
. Protein kinase, ATP binding site
GF0045930 0 0 1 Hypothetical protein (1) ::Ia::ﬁ'";ﬁzz‘%“ff‘m [IPRO17441] (1); Protein kinase-like - P_trifoliata_00144_mRNA _26.1
& domain [IPROT1009] (1)
GFO045929 0 0 1 Hypothetical protein (1) - P_trifoliata_00144_mRNA_22.1
GFO045928 0 0 1 Hypothetical protein (1) - P_trifoliata 00144 mRNA 20.1
GF0045927 0 0 1 Hypothetical protein (1) - P_ifoliata_00144_ mRNA_2.1
GF0045926 0 0 1 Hypotheical protein (1) - P_tifoliata_00144_ mRNA_14.1
GFO045925 0 0 1 Hypothetical protein (1) - P_trifoliata_00144_mRNA_12.1
GF0045924 0 0 1 Hypothetical protein (1) - P_trifoliata 00143 mRNA 9.1
GF0045923 0 0 1 Hypothetical protein (1) - P_ifoliata_00143_mRNA_S8.1
binding [GO:0005458
molecular_function] (1): amino acid
transmembranc transporier actvity
[GO:0015171 molecular_function] (1):
signal ransduction [GO:0007165 Protein phosphatase 2A, regulatory B
biolagical_process] (1): membrane
[GO:0016020 cellular_component] (1), Pnib BS6 [IPR002554] (1);
GF0045922 0 0 1 Amino acid permease family protein (1) Armadillo-type fold [IPROI6024] (1); - P_tifoliata_00143_ mRNA_54.1
protein phosphatase type 2A regulator
Amino acid/polyamine transporter
activity [GO:0008601 P
molecular_function] (1); potein
phosphatase type 2A complex
(6000015 e sompone
amino acid transmenn
e —_
Reverse transeriptase, RNA-dependent
- s
GFO045921 0 0 1 Hypotheical protein (1) DA v RO 108 P_tifoliata_00143_mRNA_S.1
microtubule cytoskeleton organization
[GO:0000226 biological_procss] (1):
spindle pole [GO:0000922
cellular_component] (1); microtubule  Gamma-tubulin complex component
GF0045920 0 0 1 Hypotheical protein (1) 0008815 R0 (1) P_tifoliata_00143_ mRNA_48.1
cellular_component] (1: positive
regulation of microtubule nucleation
[GO:0090063 biological_process] (1)
GF0045919 0 0 1 Hypothetical protein (1) - P_trifoliata 00143 mRNA 3.1
GF0045918 0 0 1 Hypothetical protein (1) - P_tifoliata_00143_mRNA_25.1
GF0045917 0 0 1 Hypotheical protein (1) - P_tifoliata_00143_ mRNA_I1.1
GFO045916 0 0 1 Hypothetical protein (1) - g
GFO045915 0 0 1 Hypothetical protein (1) - P_trifoliata 00142 mRNA 7.1
catalytic activity [GO:0003824
molecular.function] (1); protin
dephosphorylation [GO: nnnem PPM-type phosphatase domain
GFO045914 0 0 1 Phosphatase 2C family protein (1) [IPRO0I932] (1); Protein phosphatase 2C - P_ifoliata_00142_mRNA_67.1
biological_process] (1): pro
family [IPROIS655] (1)
v hnconine phoslae ety
[GO:0004722 molecular_function] (1)
1433 protein, conserved site
[IPRO23409] (1) 14-3-3 protein
" protein domain specific binding [IPRO0030S] (1): Alpha/Beta hydrolase
Gro4sots 0 0 1 14-3-3-like protein GF 14 omicron (1) 56,.0019904 molecular_function] (1) fold [IPR0290S8] (1); Alpha/beta P_trifoliata_00142 mRNA_66.1
hydrolase fold-1 [IPRO000T3] (1): 14-3-3
domain [IPRO23410] (1)
GFO045912 0 0 1 Hypothetical protein (1) - P_trifoliata_00142_mRNA_54.1
Phosphate-induced protein | )
GFO045911 0 0 1 Hypothetical protein (1) Tnnosran - P_trifoliata_00142_mRNA_53.1
GF0045910 0 0 1 Hypotheical protein (1) - P_tifoliata_00142_mRNA_42.1
GFO045909 0 0 1 Hypothetical protein (1) - g
GFO045908 0 0 1 Hypothetical protein (1) - P_trifoliata 00142 mRNA 40.1
. Onogtuanteon ependnt
e e dioygenase IPRO0S123] (1; Non-hacm
GF0045907 0 0 1 Hypothetical protein (1) dioxygenase Nterminal domain - P_ifoliata_00142_mRNA_23.1
reduction process [GO:0055 114 .
e [IPR026992] (1): sopenicilin N
gical_pr synthase-like [IPRO27443] (1)
Glutathione S-transferase, C-terminal
[IPRO04046] (1); Thioredoxin-like fold
protein binding [GO:0005515 [IPROI2336] (1): Glutathione S-
! ) - 4.
GF0045906 0 0 1 Taw las ghtathione S-ransferase (1) D0 e PR O oo i L1pR010957] P_tifoliata_00142_ mRNA_I4.1
(1); Glutathione S-transferase, N-
terminal [IPRO0404S] (1)
Leucine-rich repeat, typical subtype
protein binding [GO:0005515 [IPRO03391] (1): Leucine-rich repeat
- s
GF0045905 0 0 1 Hypothetical protein (1) molecular_function] (1) domain, L domain-like [IPR032675] (1); P_trifolista_00141_mRNA_5.1
Leucine-rich repeat [IPRO01611] (1)
GF0045904 0 0 1 Hypotheical protein (1) - P_tifoliata_00141_mRNA_41.1
iron ion binding [GO:0005506
molccular_function] (1); L-ascorbic acid
binding [GO:0031418
molccular_function] (1): oxidation-
eduction process [GO:0055 114 Oxoglutarate/ron-dependent
biolagical_process] (1); oxidoreductase  dioxygenase [IPRO0S123] (1) Prolyl 4-
PR ) ) | Putative RNAlirected DNA polymerase.activity [GO-0016491 hydronylase,alpha subunit [IPRO0GG20] b ol 00141 mENA 30.1
) molccular_function] (1): oxidoreductase(1); Reverse transcriptase zinc-binding - L0014 mRNA.
actvity,acting on paired donors, with  domain [IPR026960] (1); Ribonuclease
incorporation or reduction of molceular  H-like domain [IPRO12337] (1)
oxyeen [GOA0016705
molccular_function] (1): nucleic acid
binding [GO:0003676
molecular_function] (1)
GF0045902 0 0 1 Hypothetical protein (1) - P_trifoliata 00141 mRNA 37.1
y Leucine-tich repeat domain, L domain-
GF0045901 0 0 1 Hypothetical protein (1) "m'ZI‘;“I‘;‘“‘:":il'_fg 0;)‘055‘5 like [IPR032675] (1); Leucine-rich repeat - P tifoliata 00141 mRNA 3.1
ular_function] [IPRO01611] (1)
GF0045900 0 0 1 Hypothetical protein (1) - P_trifoliata 00141 mRNA 25.1
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GFO045899 0 0 1 Hypothetial protein (1) - P_trifoliata_00141_mRNA 26.1
GF0045898 0 0 1 Hypothetical protein (1) - P_tifoliata_00141_mRNA_24.1
GF0045897 0 0 1 Hypotheical protein (1) - P_tifoliata_00141_mRNA_21.1
metabolic process [GO:0008152 Terpenoid cyclases/protein
biological process] (1); magnesium fon  prenyliransferase alpha-alpha toroid
binding [GO:0000287 [IPROUS930] (1): Terpene synthase.
GF0045896 0 0 1 Sesquiterpene synthase (1) molecular_function] (1);lyase activity  metal-binding domain [IPR00S630] (1); - P_trifoliata 00141 mRNA_19.1
[GO:0016829 molecular_function] (1): ~ Terpene synthase, N-terminal domain
terpene synthase activity [GO:0010333  [IPRO0I906] (1); Isoprenoid synthase
molccular_function] (1) domain [IPRO0SS49] (1)
GF0045895 0 0 1 Hypothetical protein (1) - P_tifoliata_00141_mRNA_I4.1
GF0045894 0 0 1 Hypotheical protein (1) -
GFO045893 0 0 1 Hypothetical protein (1) .
GFO045892 0 0 1 Hypothetical protein (1) - P_trifoliata 00140 mRNA 7.1
ATPase activity [GO:0016887 P-loop containing nucleoside
GFO045891 0 0 1 Hypothetical protein (1) molecular.function] (1); ATP binding  triphosphate hydrolase [IPR027417] (1); - P_tifoliata 00140 mRNA 5.1
[GO:0005524 molecular_function] (1) ABC transporter-like [IPR003439] (1)
protein binding [GO:0005515 Fbox domain [IPRO0TS10] (1); Phloem .
GFO045890 0 0 1 Hypothetical protein (1) e retont (1 e PR0ss356] (1) - P_trifoliata_00140_mRNA_S.1
GFO045859 0 0 1 Hypotheical protein (1) - P_tifoliata_00140_mRNA_49.1
Setn eoninhytosie it i
y catalytic domain [IPRO0I1245] (1);
ATP binding [GO:0005524 Leucine-rich repeat nwmmm 1
molecular_function] (1); protein kinase ) ’
o mosers Protcin kinase, ATP binding sitc
ty [GO:000 [IPRO17441] (1); Concanavalin A-like
molecular_function] (1); protein Iectin/glucanase domain [n-nomm]
GFO045888 0 0 1 Hypotheical protein (1) phosphorylation [GO:0006465 P_tifoliata_00140_mRNA_48.1
bioloical process] (1); rotei binding (1) LEVeie Tieh repeat domain, L
[GO:0005515 molecular_function] (1); SO mike ['"032675]“' Protein
- - " kinase-like domain [IPRO11009] (1):
prosin s ke vty o o e syt o
) - [IPR020635] (1); Protein kinase domain
[IPRO0O719] (1)
GFO045857 0 0 1 Hypotheical protein (1) - P_tifoliata_00140_mRNA_44.1
GFO045886 0 0 1 Hypothetical protein (1) - P_trifoliata_00140_mRNA_43.1
GFO045885 0 0 1 Hypothetical protein (1) - P_trifoliata 00140 mRNA 41.1
GFO045884 0 0 1 Hypothetical protein (1) - P_tifoliata_00140_mRNA_40.1
GF0045883 0 0 1 Hypothetical protein (1) protein binding [GO:0003515 F-box domain [IPRO0IS10] (1) - P_trifoliata_00140_ mRNA 4.1
molecular_function] (1)
protein kinase actvity [GO:0004672  Serinc-threonine/yrosinc-protein kinase
. el rotein molecular_function] (1): potein catalytic domain [IPRO0I24S] (1; ol .
GF0045882 0 0 1 Hypothetical protein (1) phosphorylation [GO:0006468 Protein kinase-like domain [IPRO11009] P_trifoliata_00140_ mRNA_38.1
biolagical_process] (1) I0)
| Polymucieotdyl ransferase, i
GFO045851 0 0 [Ethivh - P_trifoliata_00140_mRNA_32.1
g protein binding [GO:0005515 Phloem protcin 2-lke [IPRO25886] (1):
GF0045850 0 0 1 Phloem protein 2-B5 (1) et netont (1 o oRO0LS 101 (1) P_ifoliata_00140_mRNA 3.1
GFO045879 0 0 1 Hypothetical protein (1) - P_tifoliata 00140 mRNA 25.1
GFO045878 0 0 1 Hypothetical protein (1) - P_ifoliata_00140_mRNA_2.1
GF0045877 0 0 1 Hypotheical protein (1) - P_tifoliata_00140_mRNA_IS.1
GF0045876 0 0 1 Putative enone S-beta-reductase (1) ‘Nl?mp"h’“d'“g domain [IPRO16040] P_trifoliata_00140_mRNA_13.1
GF0045875 0 0 1 Hypothetical protein (1) - P_ifoliata_00139_mRNA_65.1
GFO045874 0 0 1 Hypotheical protein (1) Nodulin-ike [IPRO10655] (1) - P_tifoliata_00139_mRNA_57.1
manganese ion binding [GO:0030145  Cupin 1 (IPR006045] (1): RmIC-like
‘Germin-fike protein subfamily 2 member molecular_function] (1); nutrient jelly rollfold [IPROI4710] (1); Germin §
GFO045873 0 0 ! reservoir activity [GO:0045735 [IPR001929] (1; RmIC-like cupin P_trifoliata 00139 mRNA _47.1
molecular_function] (1) domain [IPROTI0S1] (1)
GFO045872 0 0 1 Hypothetical protein (1) - P_trifoliata_00139_mRNA_38.1
mangancse ion binding [GO:0030145  RemIC-like cupin domain [IPRO11051]

. molecular_function] (1): nurient (1); RmIC-ike elly oll fold ol .
GFO045871 0 0 1 Hypothetical protein (1) rescrvoir actvity [GO:0045735 [IPRO14710] (1): Germin [IPR001929] P_trifoliata_00139_mRNA_36.1
molecular_function] (1) (1): Cupin 1 [IPRO06045] (1)

GFO045870 0 0 1 Hypothetical protein (1) - P_trifoliata_00139_mRNA 2.1
GF0045869 0 0 1 Hypothetical protein (1) - P_ifoliata_00138_ mRNA_68.1
GFO045868 0 0 1 Hypotheical protein (1) - P_tifoliata_00138_ mRNA_61.1
oxidoreductase activity,acting on paired
donors, with incorporation or reduction
5
STl o [COWITS s 150 consr s
GF0045867 0 0 1 Cytochrome P450 (1) reduction process [GO:0055 114 E‘P:z";?:‘f]l (L” %‘“ZE:‘;‘(“; Pas0 B P_ifoliata_00137_mRNA_.1
biological_process] (1): hem binding g
1G0:0020037 molecular_function] (1), Y10 P40 [IPROOTI2E] (1)
iron fon binding [GO:0005506
molecular_function] (1)
GFO045866 0 0 1 Hypothetical protein (1) - P_trifoliata_00137_mRNA_77.1
GFO045865 0 0 1 Hypothetical protein (1) - P_tifoliata_00137_mRNA 75.1
y P-loop containing nucleoside
GFO045864 0 0 1 SRR ope diseasereitanceproten :DDI';"‘I':“‘“‘Ygﬁglgoﬂm triphosphate hydrolase [IPRO27417] (1); - P_tifoliata 00137 mRNA_74.1
¢ ular_function] NB-ARC [IPRO02182] (1)
GFO045863 0 0 1 Hypothetical protein (1) - P_trifoliata 00137 mRNA 73.1
GF0045862 0 0 1 Hypothetical protein (1) - P_tifoliata_00137_mRNA_71.1
GFO045861 0 0 1 Hypotheical protein (1) - P_tifoliata_00137_mRNA_68.1
GFO045860 0 0 1 Hypothetical protein (1) - P_trifoliata_00137_mRNA_67.1
GFO045859 0 0 1 Hypothetical protein (1) - P_trifoliata 00137 mRNA 65.1
GFO045858 0 0 1 Hypothetical protein (1) - P_ifoliata_00137_mRNA_62.1
NB-ARC [IPRO02182] (1): Leucine-rich
ADP binding [GO:0043531 e "“‘;R:C‘,'szj d‘c'm: ’°;P
GFO045857 0 0 1 Disaseresistance protein RPS2 (1) molcculr_function] (1): proeinbinding "800 FVCnAs HIIE P_tifoliata_00137_mRNA_59.1
(GO:0005515 molecular_function) (1)
repeat domain, L dorn
[IPRO32675] (1)
GFO045856 0 0 1 Hypothetical protein (1) - P_trifoliata_00137_mRNA_56.1
GFO045855 0 0 1 Hypothetical protein (1) - P_trifoliata 00137 mRNA 5.1
y NB-ARC [IPRO02182] (1): P-loop
GFO04S854 0 0 1 Hypothetical protein (1) :3';‘:‘5“}5]{2&%3‘5“ containing nucleoside triphosphate B P_tifoliata_00137 mRNA_50.1
= hydrolase [IPR027417] (1)
Protein of unknown function DUF4666 ;
GFO045853 0 0 1 Hypothetical protein (1) Terosrion P_trifoliata_00137_mRNA_d6.1
GFO045852 0 0 1 Hypothetical protein (1) - P_tifoliata_00137_mRNA_38.1
serine-type endopeptidase activity
[??‘0‘010 ,ffé(’;‘;’:‘j;‘;‘:jgmm""“] % peptidase 554, thomboid [IPR002610]
GF0045851 0 0 1 Hypothetical protein (1) proteolysi (1); Peptidase $54, thomboid domain - P_trifoliata_00137_mRNA_34.1
biolagical_process] (1): integral {romiearin
component of membrane [GO:0016021
cellula_component] (1)
GFO045850 0 0 1 Hypothetical protein (1) - P_trifoliata 00137 mRNA 3.1
O-methyliransferase, family 3
O-methyliransferase activity [IPRO0293S] (1): S-adenosyl-L-
o B .
GFO045849 0 0 1 Hypothetical protein (1) [GO:0008171 molecular_function] (1) methionine-dependent methyltransferase P_trifoliata_00137_ mRNA_30.1
[IPRO29063] (1)
GFO045848 0 0 1 Hypothetical protein (1) - P_ifoliata_00137_mRNA_28.1
GFO045847 0 0 1 Hypothetical protein (1) - P_tifoliata_00137_mRNA_27.1
GFO045846 0 0 1 Hypothetical protein (1) - P_trifoliata_00137_mRNA_21.1
GFO045845 0 0 1 Hypothetical protein (1) - P_trifoliata_00137_mRNA_19.1
GFO045844 0 0 1 Hypothetical protein (1) - P_tifoliata_00137_mRNA_16.1
GFO045843 0 0 1 Hypothetical protein (1) -
GFO045842 0 0 1 Hypothetical protein (1) .
GFO045841 0 0 1 Hypothetical protein (1) - P_trifoliata 00137 mRNA_12.1
GFO045840 0 0 1 Hypothetical protein (1) - P_tifoliata_00137_mRNA_I1.1
Essential protein Yael. putative isoform Essential protein Yael, N-terminal
GF0045839 0 0 1 Trroiomi P_tifoliata_00137_mRNA_10.1
GFO045838 0 0 1 Hypothetical protein (1) - P_trifoliata 00137 mRNA_L1
GF0045837 0 0 1 Hypothetical protein (1) - P_ifoliata_00136_mRNA_6.1
GFO045836 0 0 1 Hypothetical protein (1) - P_tifoliata_00136_mRNA_S8.1
GFO045835 0 0 1 Hypothetical protein (1) - P_trifoliata_00136_mRNA_47.1
GFO045834 0 0 1 Hypothetical protein (1) - P_tifoliata_00136_mRNA 46.1
| Eukaryoti translation iniaion fctor 1 ;l'iimc':i"l,':c'::s'i‘;'l\w‘gn"sﬂ?:n” Nuclec scid-binding, OB fold
GF0045833 0 0 s ¥ o Fotor st ; (GO0005743  IPRO123401 (1); Translation niition - P_trifoliata_00136_mRNA 20.1
ctor activity [ factor 1A (eIF-1A) [IPR001253] (1)
molcular functon] (1
GF0045832 0 0 1 Hypothetical protein (1) - P_tifoliata_00136_mRNA_I4.1
metal ion binding [GO:0046872
molccular_function] (1): nucleotide  P-type ATPase, A domain [IPRO0S250] _
GFO045831 0 0 1 Hypotheical protein (1) e GO 000166 o P_tifoliata_00136_mRNA_L1
molecular_function] (1)
GFO045830 0 0 1 Hypotheical protein (1) - P_tifoliata_00135_mRNA_7.1
GFO045829 0 0 1 Hypothetical protein (1) - P_trifoliata_00135_mRNA_S.1
GFO045828 0 0 1 Hypothetical protein (1) - P_trifoliata 00135 mRNA 45.1
GFO045827 0 0 1 Hypothetical protein (1) - P_ifoliata_00135_mRNA_46.1
GFO045826 0 0 1 Hypotheical protein (1) RanIC-like elly roll fold [IPRO14710] (1) - P_tifoliata_00135_mRNA_42.1
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RanlC-like cupin domain [IPROT1051]
nutrient reservoir activity [GO:0045735 (1); RmIC-like jlly roll fol
. Germin-ike protein subfamily | member molecular_function] (1): manganese fon~ [IPRO14710] (1); Germin [IPR001929] I .
GF0045825 0 0 Mgy binding [GO:0030145 (1); Germin, manganese binding site P_trifoliata_00135_mRNA_41.1
molecular_function] (1) [IPROI9780] (1); Cupin | [IPRO0GO4S]
I0)
GFO04s824 0 0 1 Hypothetical protein (1) - P_tifolata_00135_mRNA_34.1
GFO4S823 0 0 1 Hypothetical protein (1) - P_uifolata_00135_mRNA_32.1
GFO04S822 0 0 1 Hypotheticalprotein (1) - P_uifolata_00135_mRNA 31.1
GFO045821 0 0 1 Hypothetical protein (1) Pm]:lmm-hke domain upknnxsnzm) - P_trifoliata 00135 mRNA_19.1
. zinc fon binding [GO:0008270 Zine finger, DI
GFO045520 0 0 1 Hypothetical protein (1) R A e e 0015941 (1) P_trifoliata 00135 mRNA_IS.1
GFO04S819 0 0 1 Hypothetical protein (1) - P_uifolata 00135 mRNA_15.1
GFO045818 0 0 1 Hypothetical protein (1) - P_trifoliata 00134 mRNA 9.1
Winge ol el DX binding
O-methyliransfrase activit domain (IPROL1991] (1;
GFO045817 0 0 1 Hypothetical protein (1) vl methyliansferase, ramnyz [1PRO0I077] - P_tifolata_00134 mRNA_73.1
[GO:0008171 molecular_function] (1)
(1): S-adenosyl-Lmethionine-dependent
methyliansferase [IPRO29063] (1)
catalytic activity [GO:0003824 Chalcone/stilbene synthase, N-terminal
molecular_function] (1); metabolic  [IPR001099] (1; Chalconc/stilbene
N . 5 3 .
GFO04SS16 0 0 1 Naringenin-chalcone synthase (1) a1 i asoay 1) P_tifolata_00134 mRNA_72.1
biological_process] (1) Thiolase-like [IPR016039] (1)
S-adenosyl-L methionine-dependent
O-methyltransferase activity methylrastease [PRO20063) (1) O
o e ion 1y, MeAhransferse, amily 2 IPRO0IOTT)
GFOO4SS1S 0 0 1 Caffeic acid O-methylransferase (1) . (1); Winged hlix-um-helix DNA- - P_uifolata_00134 mRNA_71.1
methylransferase activity [GO:0008168
e e 1 binding domain [IPRO11991] (1); O-
& methyliransferase COMT-type
[IPROI6461] (1)
Winged helix-turn-helix DNA-binding
_ 1y protein dimerization activity domain [IPROT1991] (1); Plant . »
GFOOISS14 0 0 1 e acd 3-0-metbyheansterse (1) e e et simatonton P_uifolata_00134_mRNA_70.1
[IPROI2967] (1)
| Carboxyinyl talytic actvity [GO:0003824 Pyruvate/Phosphocnolpyruvate kinase-
GRo4ssI3 0 0 " phosphorylmutase (1) molecular_function] (1) like domain [IPRO1SS1 31 m P_trifolizta 00134 mRNA_61.1
P-loop containing nucleos
TP binding [GO:0003 phosph ol [mmmw] (a:
molecular_function] (1); nucleic acid ~ DEAD/PEAH box helicase domain
GFOO4SS12 0 0 1 Hypothetical protein (1) = d UPROL1545) 1y Heies spetuily - P_uifolata_00134_mRNA_$5.1
binding [GO:0003676
molecular function] (1) \/2, ATP-binding domain (IPRO14001]
& (1): RNA helicase, DEAD-box type, Q
motif [IPROI4014] (1)
GFOOISS11 0 0 1 Hypothetical protein (1) Pentatricopeptide repeat [IPRO028SS] (1) - P_tifolata_00134_mRNA_49.1
GFO045810 0 0 1 Hypothetical protein (1) - P_trifoliata 00134 mRNA 45.1
GFO045509 0 0 1 Hypothetical protein (1) - P_tifolata_00134 mRNA_43.1
GFO04S808 0 0 1 Hyporthetical protein (1) - P_uifolata_00134_mRNA_34.1
GFO045807 0 0 1 Hypotheticalprotein (1) - olista_00134_mRNA 27.1
catalytic activity [GO:0003824
. el rotein ol fncton] 1 ol AMP-dpandentsymbscie I .
GFO045806 0 0 1 Hypothetical protein (1) e Grbo0nts e P_trifoliata 00134 mRNA 26.1
biological_process] ®
. Protein of unknown function DUF241, .
GFO045805 0 0 1 Hypothetical protein (1) o oo P_uifoliata 00133 mRNA 8.1
GFO045804 0 0 1 Hypothetical protein (1) - P_uifolata_00133 mRNA_7.1
GFO045803 0 0 1 Hypothetical protein (1) .
GFO045802 0 0 1 Hypothetical protein (1) - P_trifoliata 00133 mRNA 5.1
GFO04S801 0 0 1 Hypothetical protein (1) - P_tifolata_00133_mRNA_47.1
GFO045800 0 0 1 Hypothetical protein (1) - P_uifolata_00133_mRNA_40.1
GFO045799 0 0 1 Hypothetical protein (1) ‘AI‘)"““/E“‘“ hydrolase fold [IPRO290SS] P._tifoliata_00133_mRNA_4.1
GF0045798 0 0 1 Hypothetical protein (1) - P_tifolata_00133_mRNA_39.1
GFO045797 0 0 1 Hyporthetical protein (1) Formin, FH2 domain [IPROIS425] (1) - P_uifolata_00133_mRNA_37.1
GFO045796 0 o 1 Hypotheticalprotein (1) - P_uifoliata_00133_mRNA_30.1
LETMI-fike [IPRO11685] (1): Letml
calcium ion binding [GO:0005509  ribosome-binding domain [IPR033122]
. | LETMI and EF-hand domain-conaining. molccular_function] (1) ibosome (1); EF-Hand I, calcium:binding site I .
GF0045795 0 0 1 protein 1, mitochondrial (1) binding [GO:0043022 [IPRO18247] (1; EF-hand domain P_trifoliata_00133 mRNA_26.1
molecular_function] (1) [IPRO02048] (1): EF-hand domain pair
[1PRO11992] (1)
GFO045794 0 0 1 Hypothetical protein (1) - P_tifolata_00133_mRNA_24.1
ranslation [GO:0006412 Ribosomal protein L2, C-terminal
biological_process] (1): ADP binding  [IPR02269] (1); Ribosomal protcia L2
[GO:0043531 molecular_function] (1);  domain 2 [IPR014722] (1); NB-ARC
GFO045793 0 0 1 Hypothetical protein (1) structural constitucnt of rbosome [IPRO02182] (1); Translaton protcin - P_uifoliata_00133_mRNA_23.1
[GO:0003735 molecular_function] (1); ~ SH3-like domain [IPRO0S991] (1); P-
sibosome [GO:0005840 loop containing nuclcoside riphosphatc
celular_component] (1) hydrolase [IPRO27417] (1)
GFO045792 0 0 1 Hypothetical protein (1) - P_trifoliata 00133 mRNA 20.1
protein tyrosine kinase actvity
[GO:0004713 molecular_function] (1;  S-locus glycoprotein domain
recognition of pollen [GO:0048544  (IPROO0SSS] (1); S-locus receptor
biological_process] (1): protcin Kinase, C-terminal {IPRO21520] (1):
ine-rich RLK (Receptor-like kinase) phosphorylation [GO:0006463 Serine.threonine/tyrosine-protein kinase .
GF0045791 0 0 1 protein (1) biological_process] (1); protein kinase  catalytic domain [IPR001245] (1); - P_trifoliata 00133 mRNA_I7.1
activity [GO:0004672 “Tyrosine-protein kinase, cataytic domain
molecular_function] (1: potein [IPR20635] (1): Protcin kinase-like
serine/threonine kinase actvity domain [IPROT1009] (1)
[GO:0004674 molecular_function] (1)
GFO045790 0 0 1 Hyporthetical protein (1) - P_uifolata_00133_mRNA_16.1
GFO045789 0 0 1 Hypotheticalprotein (1) - P_uifoliata_00133_mRNA_15.1
GFO04STSS 0 0 1 Hypothetical protein (1) PAN/Apple domain [IPRO03609] (1)~ - P_trifoliata 00133 mRNA_14.1
GFO045787 0 0 1 Hypothetical protin (1) - P_tifolata_00133_mRNA_I3.1
Domain of unknown function DUF4218
GFO045786 0 0 1 Hypothetical protin (1) ooty P_tifolata_00132_mRNA_47.1
GFO04STSS 0 0 1 Hypothetical protein (1) - P_trifoliata 00132 mRNA 45.1
GFO045784 0 0 1 Hypothetcal protin (1) - P_tifolata_00132_mRNA_43.1
GFO04STS3 0 0 1 Hypothetical protein (1) - P_uifolata_00132_mRNA_39.1
Purple acid phosphatase-like, N-terminal
metal ion binding [GO:0046872 [IPRO0$963] (1); Calcineus
molecular.function] (1); hydrolase ~ Phosphoesterase domain, apat type
ety [IPRO04843] (1); Metallo-dependent
GFO04s7S2 0 0 1 Purple acid phosphatase (1) e eton) iy phosphatase-like [IPRO29052] (1), - P_tifolata_00132_mRNA_38.1
hosphatase ctivt [c.o 0003993 Purple acid phosphatase, N-terminal
phospl PP y [IPRO15914] (1); Iron/zine purple acid
molecular_function] phosphatase-like C-terminal domain
[IPRO25733] (1)
GFOOISTS1 0 o 1 Hypotheticalprotein (1) VOQ [IPROOSSSS)] (1) - P_uifolata 00132 mRNA_18.1
cysteine-type peptidase activity
. el rotein [GO:0008234 molecular_function] (1); ~ Ulpl protease family, C-terminal I .
GF0045780 0 0 1 Hypothetical protein (1) protcolysis [GO:0006508 catalytic domain [IPR003653] (1) P_trifoliata 00132 mRNA_I5.1
biological_process] (1)
nucleic acid binding [GO:0003676  Ribonuclease H-like domain .
GFO04STT0 0 0 1 Hypothetical protein (1) a0 Urmarasass - P_uifoliata 00132 mRNA_L1
Pentatricopeptide repeat [IPRO028SS
GFO045778 0 0 P°"“‘I‘;’°°'::fl‘v‘dfFx‘:“f""lm‘"’“g :°|‘°’,“]l1‘r"‘:.":‘gfluz‘???5515 (1); Tetratricopeptide-like helical domain - P._tifoliata_00131_mRNA_9.1
protein, putative isoform 1 (1) olecular._functio {rRo11090,
. nucleic acid binding [CO:0003676  Ribonuclease H-like domai
GFO4STTT 0 0 1 Hypothetial protein (1) e e TeRorssass 1) - P_trifoliata 00131 mRNA_64.1
endoplasmic eticulum signal peptide
binding [GO:0030942
molecular_function] (1); SRP-dependent
cotranslational protein targeting to
membrane [GO:0006614
| Sianal recognition article subuni SRP6S biological process](1: 7S RNA binding. Signal recogmition parile suburit SRP6S
arosre ! 0 Yy 0008312 molecular_functon] (1);  [IPR026258] (1) Prifoliaa_00131_mRNA_6.1
signal rocognition parici, endoplasmic
reticulum targeting [GO:0005786
cellular_componet] (1); 'gml
recogition particle bindin
[GO0008047 molecur Tonctio] (1)
Reverse transeriptase zine-binding
5 . 3 45
GF004577: 0 0 1 Hypothetical protein (1) o oostha0 (1 P_tifolata_00131_mRNA_48.1
GFO045774 0 0 1 Hypothetical protein (1) - P_trifoliata 00131 mRNA 43.1
GFO045773 0 0 1 Hypothetical protein (1) - P_tifolata_00131_mRNA_17.1
Domain of unknown function DUF4283
3 .
GFO4STT2 0 0 1 Hypothetical protin (1) [IPRO25SS8] (1) P_uifolata_00131_mRNA_L1
GFO045771 0 0 1 Hypothetical protein (1) - P_trifoliata_00130_ mRNA 9.1
cation transmembrane transporter actvity
[GO:0008324 molccular_funcion] (1:
integral component of membrane o effox proein
[GO:0016021 cellular componcnl] (1), Cation efflux protein [IPR002524] (1);
GFO04STT0 0 0 1 Putatve metal tolerance protein 4-like (1) Cation efflux protein transmembranc P_tifolata_00130_mRNA_7.1
caton transport [GO:00068 1
domain [IPRO27469] (1)
brlogiel i) (1 namebeane
ransport [GO:00S5085
biological_process] (1)
GF0045769 0 0 1 Hypothetial protein (1) - P_trifoliata_00130_ mRNA 5.1
GFO045768 0 0 1 Hypothetical protein (1) - P_tifolata_00130_mRNA_38.1
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Ribosomal protein L2 [IPRO02171] (1);

bt gocs) (1 el Rrsomalpiin 2. i

[GO00S622 el componet) (1 g::x??;gég" ;;2’5‘:‘;';_‘;’]’;:;2";;2'
GFO045767 0 0 1 Hypothetical protein (1) structural constituent of ribosor g - P_ifoliata_00130_mRNA_37.1

protein L2 domain 2 [PRO14722] (1);

[GO-0003738 moteculr anction] (1)

honome [GO0005840 Translation protein SH3-like domain

cellular_component] (1) [IPRO03991] (1); NAD(P)-binding

~ domain [IPRO16040] (1)

GFO045766 0 0 1 Hypothetical protcin (1) - P_uifoliata_00130_mRNA_34.1
GF0045765 0 0 1 Hypothetical protein (1) - P_urifoliata_00130_ mRNA_33.1
GFO045764 0 0 1 Hypothetical protein (1) - P_rifoliata_00130_mRNA_30.1
GFO045763 0 0 1 Hypothetical protein (1) PAN/Apple domain [IPR003609] (1) - P_ifoliata_00130_mRNA_29.1
GFO04S762 0 0 1 Hypothetical protcin (1) - P_sifoliata_00130_mRNA_28.1
GF0045761 0 0 1 Hypothetical protein (1) - P_urifoliata_00130_ mRNA 25.1
GFO045760 0 0 1 Hypothetical protein (1) - P_rifoliata_00130_mRNA_21.1
GF0045759 0 0 1 Hypothetical protein (1) DNA binding [G0:0003677 Zinc finger, BED-type [IPR003636] (1) - P_trifoliata_00130_ mRNA_I8.1

molecular_function] (1)
GFO045758 0 0 1 Hypothetical protein (1) - P_urifoliata_00130_ mRNA_17.1
GFO045757 0 0 1 Hypothetical protein (1) - P_rifoliata_00130_mRNA_11.1
GFO045756 0 0 1 Hypothetical protein (1) - P_ifoliata_00130_mRNA_10.1
GFO04S755 0 0 1 Hypothetical protcin (1) - P_usifoliata_00130_mRNA_L1
GF0045754 0 0 1 Hypothetical protein (1) - P_urifoliata_00129_mRNA_63.1
GFO045753 0 0 1 Hypothetical protein (1) - P_ifoliata_00129_mRNA_60.1
GFO045752 0 0 1 Hypothetical protein (1) - P_ifoliata_00129_mRNA_S8.1
GFO045751 0 0 1 Hypothetical protcin (1) - P_sifoliata_00129_mRNA_S3.1
GF0045750 0 0 1 Hypothetical protein (1) - P_urifoliata_00129_mRNA_46.1
GFO045749 0 0 1 Hypothetical protein (1) - P_rifoliata_00129_mRNA_34.1
GFO045748 0 0 1 Hypothetical protein (1) - P_ifoliata_00129_mRNA_30.1
GFO04S747 0 0 1 Hypothetical protein (1) - P_sifoliata_00129_mRNA_24.1

oxidation-reduction process

. el rotein [GO:0055114 biological_process] (1): ~ FAD/NAD(P)- bmdmg domain . folats .

GFRO045746 0 0 1 Hypothetical protein (1) idoreductose oty [CO00GAOT  (1PROY$733] (1 P_urifoliata_00129_mRNA_13.1

molecular_function] (1)

GF0045745 0 0 1 Hypothetical protein (1) - P_urifoliata 00128 mRNA_75.1
GFO045744 0 0 1 Hypothetical protein (1) - P_rifoliata_00128 mRNA_61.1
nucleic acid binding [GO:0003676  Ribonuclease H-ike domain

3 . - .
GFO04574; 0 0 1 Hypothetical protein (1) eteesto funeion] (1) {pR01537) (1) P_ifoliata_00128_ mRNA_$5.1
SAM dependent carbox,
. SN benoi cd syt cd cabos metylransteaseatiy[GO.008168. methylranserse [IPRBM"W ays- folats .
GF0045742 0 0 1 methyltransferase (1) molecular._function] (1) syl-L-methionine-dependent P_trifoliata 00128 mRNA 2.1
ethylransterse (1PRO39065] (1
GFO045741 0 0 1 Hypothetical protein (1) - P_urifoliata 00128 mRNA_1.1
oxidation-reduction process
[GO:00551 14 biological_process] (1);
oxidoreductase activity, acting on paircd
donors, with incorporation or reduction
GFO045740 0 0 of molccular oxygen [GO:0016705  Cytochrome P4S0 [IPROOTI2S] (1) - P_usifoliata_00127_mRNA_7.1
molecular_function] (1; heme binding
[GO:0020037 moleeular_function] (1);
iron ion binding [GO:0005506
molecular_function] (1)
GFO045739 0 0 1 Hypothetical protein (1) - P_ifoliata_00127_mRNA_67.1
GFO045738 0 0 1 Hypothetical protein (1) - P_ifoliata_00127_mRNA_62.1
GFO045737 0 0 1 Hypothetical protcin (1) - P_usifoliata_00127_mRNA_61.1
GF0045736 0 0 1 Hypothetical protein (1) - P_urifoliata_00127_mRNA_60.1
oxidation-reduction process
[GO:00551 14 biological_process] (1);
oxidoreductase activity, acting on paircd
donors, with incorporation or reduction
GFO04S735 0 0 1 Hypothetical protein (1) of molecular oxygen [GO:0016705  Cytochrome P4S0 [IPROOTI2S] (1) - P_usifoliata_00127_mRNA_6.1
molecular_function] (1); iron ion binding
[GO:0005306 molecular_function] (1);
heme binding [GO:0020037
molecular_function] (1)
GFO045734 0 0 1 Hypothetical protein (1) - P_rifoliata_00127_mRNA_$9.1
GFO045733 0 0 1 Hypothetical protein (1) - P_ifoliata_00127_mRNA_S8.1
GFO045732 0 0 1 Hypothetical protcin (1) .
GF0045731 0 0 1 Hypothetical protein (1) - P uifolista 00127 mRNA 2.1
GFO045730 0 0 1 Hypothetical protein (1) - P_ifoliata_00127_mRNA_$1.1
GFO045729 0 0 1 Hypothetical protein (1) - P_ifoliata_00127_mRNA_49.1
GFO045728 0 0 1 Hypothetical protein (1) - X
GF0045727 0 0 1 Hypothetical protein (1) - P_urifoliata_00127_mRNA 43.1
5 Non-haem dioxygenase N-terminal
:‘“‘o’l“c‘::l‘““:"‘{:;‘t:i‘;;‘(';‘“;i’";‘;::::q' domain [IPR026992] (1); Isopenicillin N
GFO045726 0 0 1 Codeine O-demethylase (1) synthase-fike [IPRO27443] (1); - P_ifoliata_00127_mRNA_42.1
reduction process [GO:0055114
olotiel procest 1y Oxoglutarate/ron-dependent
eical_pi dioxygenase [IPR00S123] (1)
GFO045725 0 0 1 Hypothetical protein (1) - P_rifoliata_00127_mRNA_40.1
GFRO045724 0 0 1 Hypothetical protein (1) - P_ifoliata_00127_mRNA_39.1
Oxoglutarate/iron-dependent
[’Sﬁ“&'&’s“sﬁi"if'i", et onocess] (1) dmxygenase [IPRO05123] (1); Non-haem
GFO045723 0 0 1 Hypothetical protein (1) ologieal. process] (15 o venase N-terminal domain - P_trifoliata_00127_mRNA_36.1
oxidoreductase activity [GO:0016491
molecular_function] (1) llPanseezu 1; Isopenicillin N
ol synthase-like [IPR027443] (1)
oxidoreductase activity [GO:0016491  Oxoglutaratefiron-dependent
20G-Fe(IT) oxygenase family molecular_function] (1); oxidation-  dioxygenase [IPRO0S123] (1); .
Gr0045722 0 0 oxidoreductase (1) reduction process [GO:0055114 Isopenicillin N synthase-like P_trifoliata 00127 mRNA _35.1
biological process] (1) [IPRO27443] (1)
Oxoglutarate/iron-dependent
[’Sﬁ“&'&’s“sﬁi"if'i", et onocess] (1) dioxygnsze nmaas 123] (1);
GFO045721 0 0 1 Senescence-related gene 1 (1) o ogica’_process| (1); - P_trifoliata_00127_mRNA_34.1
oxidoreductase activity [GO:0016491
olemsta funcion] (1 uPanmm ¥ Non e dioxygenase
rolecular_functio N-terminal dom: [xpkmsooz]u)
(on-haem dioxygenase N-t
GFO045720 0 0 1 Hypothetical protein (1) domain [lPROZé‘J‘JZ] ay: Isop:mmllmN - P_ifoliata_00127_mRNA_32.1
synthase-fike [IPRO27443] (1)
mitochondrion [GO:0005739
cellular_component] (1); regulation of
wanseription, DNA-templated Mitachodrial transeription termination
GROISTIS 0 0  Hypothetieal protein (1) [G0:0006355 b\ologlcal )mcess] (1) factor [IPROD3690] (1) P_trifoliata 00127 mRNA 3.1
double-stranded D?
[GO:0003690 lecr fameton] (1)
GF0045718 0 0 i:‘u"!l';s‘:“l"‘::':‘:olj:‘"‘{ :‘y“ cther NmrA-like domain [IPRO0SO30] (1) - P_trifoliata_00127 mRNA 2.1
GFO045717 0 0 1 Hypothetical protein (1) - P_ifoliata_00126_mRNA_7.1
GFRO045716 0 0 1 Hypothetical protein (1) - P_ifoliata_00126_mRNA_S8.1
P-type ATPase, cytoplasmic domain N
nucleotide binding [GO:0000166 [IPR023299] (1); Cation-transporting P-
- molecular_function] (1); calmodulin  type ATPase, N-terminal [IPR004014] §
GFO04ST15 0 0 1 Hypothetical protein (1) D (G005 16 O e gt btype - P_usifoliata_00126_ mRNA_57.1
moleeular_function] (1) se, N-terminal autoinhibitory
domain [IPRO24750] (1)
Major faclitator superfamily domain
GRO04S714 0 0 1 Nodulin family protein (1) [IPRO20846] (1); Nodulin-like P_sifoliata_00126_mRNA_38.1
[IPRO10658] (1)
GFO04S713 0 0 1 Hypothetical protein (1) - P_usifoliata_00126_mRNA_35.1
GF0045712 0 0 1 Hypothetical protein (1) - P_urifoliata_00126_mRNA 3.1
GFRO045711 0 0 1 Hypothetical protein (1) - P_ifoliata_00126_mRNA_28.1
eysteine-type peptidase activity Domain of unknown function DUFI985
[GO:0008234 molceular_function] (1);  (IPRO1S410] (1); Ulp! protease fumily,
GFO045710 0 0 1 Hypothetical protein (1) Petoniods IGOM06503 Ctomina ciahto ot TPROU30:3] P_ifoliata_00126_mRNA_11.1
biological_process] (1)
GFO045709 0 0 1 Hypothetical protein (1) - P_ifoliata_00125_mRNA_6.1
Homeodomain-like [IPR0090ST] (1);
GFO045708 0 0 1 Hypothetical protein (1) z:l'; l:\}:f“;“i[;’;"m?” SANT/Myb domain [IPRO0100S] (1); - P._trifoliata_00125_mRNA_54.1
- Myb domain [IPRO17930] (1)
GFO045707 0 0 1 Hypothetical protein (1) - P_sifoliata_00125_mRNA_5.1
GFO045706 0 0 1 Hypothetical protein (1) - P_sifoliata_00125_mRNA_39.1
GF0045705 0 0 1 Hypothetical protein (1) - P_urifoliata_00125_mRNA_35.1
GFO045704 0 0 1 Hypothetical protein (1) - P_ifoliata_00125_mRNA_32.1
metabolic process [GO:0008152 Isoprenoid synthase domain [IPR00S949]
bilgial proces) (1) agnesiumion (1) Tepen s, Nl
binding [GO:000028 domain [IPROD1906] (1); Terpene
GFO045703 0 0 1 Lsoprene synthase (1) molecular fum.lnm] UL Iyase activity  synthase, metal-binding domain - P_sifoliata_00125_mRNA_29.1
[GO:0016829 molecular_function] (1); ~ [IPRO0S630] (1); Terpenoid
terpenc synthase 0010333 i Ipha-
molecular_function] (1) alpha toroid [IPRO0S930] (1)
magnsium fon binding [GO:0000287  Terpene synthase, N-terminal dom;
molecular_function] (1; terpene [IPRO01906] (1); Terpene synthase,
synthase activity [GO:0010333 ‘metal-binding domain [IPRO0S630] (1);
GF0045702 0 0 :i‘s‘l l""“"”!':f’ I‘:)' OlidoV(EE)-gerany! 1 otccutar function] (1);Iyase activity  Terpenoid cyclases/protein B P_trifoliata_00125 mRNA _26.1
alool synthase [GO:0016829 molecular_function] (1);  prenyliransferase alpha-alpha toroid
metabolic process [GO:0008152 [IPRO08930] (1); Isoprenoid synthase
biological_process] (1) domain [IPRO0S949 (1)
GFO045701 0 0 1 Hypothetical protein (1) - P_ifoliata_00125_mRNA_20.1
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N Protein of unknown function DUFS38 B
GFO045700 0 0 1 Hypothetical protein (1) Timoortom 1y P_trifoliata_00125_mRNA_I3.1
pectinesterase activity [GO:0030399 . 0 erace catalytic [IPRO000TO]
molecular_function] (1); cell wall (1): Pectin lyase fold [IPRO12334] (1)
GF0045699 0 0 1 Hypotheical protein (1) [G0-0005615 sellar componen] ;% : P_tifoliata_00124_ mRNA_0.1
Pectin Iyase foldvirulence factor
cellwall modification [GO0042545 {1200 MOS0 LY
biological_process] (1)
GFO045698 0 0 1 Hypotheical protein (1) - P_tifoliata_00124_ mRNA_6.1
GFO045697 0 0 1 Hypothetical protein (1) - P_trifoliata_00124_mRNA_53.1
GFO045696 0 0 1 Hypothetical protein (1) - P_urifoliata 00124 mRNA_52.1
GF0045695 0 0 1 Hypothetical protein (1) - P_tifoliata_00124_ mRNA_40.1
GF0045694 0 0  SNFl-related protein kinase regulatory CBS domain [IPRO00644] (1) - P_trifoliata_00124 mRNA 39.1
subunit gamma 1, putative (1)
N ) 7ine fon binding [GO:0008270 i » >
GFO045693 0 0 1 Pollen-specific protcin SF3 (1) e Zin finger, LIM-type [IPROOITSI] (1) - P_trifoliata_00124_ mRNA_32.1
GF0045692 0 0 1 Hypotheical protein (1) - P_tifoliata_00124_ mRNA_31.1
cell wall modification [GO:0042545  Pectin lyase fold [IPROI2334] (1):
biolagical_process] (1); cell wall Pectinesterase, catalytic [IPR000070]
GFO045691 0 0 1 Pectinesterase 31 (1) [GO:0005618 cellular_component] (1 (1): Pectinesterase, Tyr active site - P_trifoliata_00124_mRNA_21.1
pectinesterase activity [GO:0030599  [IPROIS040] (1); Pectin Iyase
molecular_function] (1) fold/virulence factor [IPROT1050] (1)
. Leucine-rich repeat domain, L domain-
GF0045690 0 0 1 Hypothetical protein (1) ::;’I‘:‘:“:‘r“‘x:i‘f‘a ?3055‘5 like [IPR032675] (1); 1Q motif, EF-hand - P_uifoliata 00124 mRNA 2.1
& binding site [PROD0O4S] (1)
GFO045689 0 0 1 Hypotheical protein (1) - P_tifoliata_00124_ mRNA_17.1
GFO045688 0 0 1 Hypothetical protein (1) .
GF0045687 0 0 1 Hypothetical protein (1) - P uifolata 00124 mRNA 131
“:i ‘;’:r“ [‘f’s 0:“25':“) cellwall Pectinesterase, catalytic [IPR000070]
::o;ﬁcaf:on‘fzozuu4zg4§‘ (1); Pectin lyase fold [IPRO12334] (1);
GFO045686 0 0 1 Probable pectinesterase 67 (1) Pecinstense, Aopatvesie - P_ifoliata_00124_ mRNA_10.1
Pllogial process) (1) pesieserse {igi 3311 o
actvity [GO:0030599
moleculr function] (1) fold/virulence factor nPRm m;\ﬂ m
GFO045685 0 0 1 Hypotheical protein (1) - P_tifoliata_00124_ mRNA_L1
GFO04684 0 0 1 Hypothetical protein (1) - P_trifoliata_00123_mRNA_70.1
GFO045683 0 0 1 Hypothetical protein (1) - P_urifoliata_00123_mRNA_65.1
wanslational initiation [GO:0006413
| Translaion niiation fuctor 3 family  biological_process] (1) ranslation  Transation intation fctor 3
i - 3 .
GFO045082 0 o ! protein, putative isoform 2 (1 initiaion factor activity [GO:0003743  [IPRO0I288] (1) P_ifoliata_00123 mRNA_63.1
molecular_function] (1)
. Glutathione S-transferase, C-terminal-
GFO045681 0 0 1 Hypothetical protein (1) o, P_urifoliata_00123_mRNA_52.1
GFO045680 0 0 1 Hypothetical protein (1) - P_trifoliata_00123_mRNA_49.1
GFO045679 0 0 1 Hypothetical protein (1) - P_urifoliata_00123_mRNA 48.1
GFO045678 0 0 1 Hypothetical protein (1) - P_tifoliata_00123_mRNA_47.1
GF0045677 0 0 1 Hypotheical protein (1) - P_tifoliata_00123_mRNA_46.1
GFO045676 0 0 1 Hypothetical protein (1) - P_trifoliata_00123_mRNA_45.1
GFO045675 0 0 1 Hypothetical protein (1) - P_urifoliata_00123_mRNA_44.1
GFO045674 0 0 1 Hypothetical protein (1) - P_tifoliata_00123_mRNA_43.1
GFO045673 0 0 1 Hypotheical protein (1) - P_trifoliata_00123_mRNA_42.1
Sicve clement ocelusion, N-terminal
GFO045672 0 0 1 Hypotheical protein (1) Urrosross) iy P_tifoliata_00123_mRNA_38.1
. Protcin of unknown function DUFS38
GFO045671 0 0 1 Hypothetical protein (1) “Pmm m] o P_urifoliata_00123_mRNA_36.1
protein dimerization actvity inal dimerisation domain
[GO:0046983 molecular_function] (1): PRGSO 1 AT ke transposase.,
GFO045670 0 0 1 Ac-like transposase THELMAI3 (1) nucloic acid binding [GO:0003676  RNase-H fold [IPR025525] (1): P_trifoliata_00123_mRNA_34.1
molecular_function] (1): DNA binding  Ribonuclease H-ike domain
[GO:0003677 molecular_function] (1) [IPROI2337) (1)
GFO045669 0 0 1 Hypothetical protein (1) - P_trifoliata_00123_mRNA_29.1
vesicle-mediated transport [GO:0016192
biolagical_process] (1); SNAP receptor
actvity [GO:0005484
molecular_function] (1); intracellular  -SNARE [IPRO10989)] (1)
. protein transport [GO:0006886 GOSR2/Membrin/Bos!| [IPRO27027] (1); _
GFO045668 0 0 1 Vesicle ransport wSNARE 13.(1) 0 e apparatus Veaicle raneport v SNARE. N-termihal P_tifoliata_00123_mRNA_27.1
[GO:0005794 cellular_component] (1): ~ [IPRO0T705] (1)
membrane [GO:0016020
cellular_component] (1); transport
[GO:0006810 biological_process] (1)
GF0045667 0 0 1 Hypothetical protein (1) - P_ifoliata_00123_mRNA_20.1
GFO045666 0 0 1 Hypotheical protein (1) - P_tifoliata_00123_mRNA_2.1
GFO045665 0 0 1 Hypothetical protein (1) - P_trifoliata_00122_ mRNA_77.1
GFO045664 0 0 1 Hypothetical protein (1) - P_trifoliata 00122 mRNA 74.1
GF0045663 0 0 1 Hypothetical protein (1) - P_ifoliata_00122_mRNA_71.1
GFO045662 0 0 1 Hypotheical protein (1) - P_tifoliata_00122_ mRNA_60.1
GFO04661 0 0 1 Hypothetical protein (1) - P_trifoliata_00122_mRNA_6.1
GFO045660 0 0 1 Hypothetical protein (1) - P_urifoliata_00122_ mRNA_59.1
Amadillo-like helical [IPRO11989] (1):
GFO045659 0 0 1 Mo25 family protein (1) :gfgglic?':c":’_i:fx” Mo25-Tike [IPROI3878] (1); Armadillo- - P_urifoliata 00122 mRNA 49.4
ular_function] type fold [IPRO16024] (1)
. Armadillo-type fold [IPRO16024] (1);
GFO045658 0 0 1 Hypothetical protein (1) :‘n’gl“c'::li:’({’“:f:::f?” Armadillo-like helical [IPROL1989] (1); - P._trifoliata_00122_mRNA_48.1
& Mo2S-ike [IPROI3878] (1)
GFO045657 0 0 1 Hypothetical protein (1) - P_trifoliata_00122_ mRNA_43.1
apoplast [GO:0045046
el componen] (1 el gucan
metabolic process [GO:000607:
biological_process] (1): hydmlm
activiy, hydrolyzing O-glycosyl Glycoside hydrolase family 16
Xyloghucan compounds [GO:0004553 IIPRABETT) 1) Xyloghcn endo-
GF0045656 0 0 1 endotransglucosylase/hydrolase protein A molecular_function] (1); cell w ansglycosylase, C-termina - P_trifoliata 00122 mRNA 42.1
W) G051 el tomponent] (1, [IPROLO7I) (1 Comanavlin Ak
carbohydrate metabolic proce: lectin/glucanase domain [IPRO13320] (1)
[GO:0005975 biological_procss] (1):
xyloglucan:xyloglucosyl transferase
activity [GO:0016762
moleeular_function] (1)
GFO045655 0 0 1 Hypothetical protein (1) - P_urifoliata_00122_ mRNA 3.1
Leucine-rich repeat domain, L domain-
like [IPR032675] (1): P-loop containing
GF0045654 0 0 I Discase resistance protein RPPS (1) 2":’ f"ﬂ‘:“;?:‘i?ml‘m nucleoside triphosphate hydrolase - P_trifoliata_00122_ mRNA_22.1
rolecular_functio [IPRO27417] (1); NB-ARC [IPR002182]
0}
GF0045653 0 0 1 Hypothetical protein (1) - P_ifoliata_00122_mRNA_20.1
GFO045652 0 0 1 Hypotheical protein (1) - P_tifoliata_00122_ mRNA_2.1
Nucleolar pre-ribosomal-associated
GFO045651 0 0 1 Hypotheical protein (1) et o3 131411 P_tifoliata_00122_ mRNA_IS.1
. o (1 el RNA g moidomain
GF0045650 0 0 1 Polyadenylate-binding protein RBP47 (1) S g [IPRO00S04] (1); Nucleotide-binding - P_ifoliata_00122_mRNA_17.1
binding [GO:0000166
alpha-beta plait domain [IPRO12677] (1)
molecular_function] (1)
GF0045649 0 0 1 Hypothetical protein (1) - P_ifoliata_00121_mRNA_57.1
RNA polymerase L-specific transcription RNA polymerase I specific transeription
GFO045038 0 o Vinitiation factor RRN3 (1) initiation factor RRN3 [IPR007991] (1)~ P_trifoliata_00121_mRNA_53.1
GFO045647 0 0 1 Hypothetical protein (1) - P_trifoliata 00121 mRNA 4.1
Xylanase inhibitor, N-terminal
s by PRI X i, C-
[GO:0004190 molecular_function] (1); 1); As
GFO045646 0 0 1 Aspartic proteinase nepenthesin-2 (1) petidase Al fuily [IPROOIA6) (1) - P_trifoliata_00121_mRNA_15.1
proteolysis [GO:0006508 Peptidase family Al domain
biological_process] (1) [IPRO33121] (1); Aspartic peptidase
domain [IPRO21109] (1)
Xylanase inhibitor. C-terminal
N o [IPR032799] (1); Xylanase inhibitor, N-
;‘EPST"“"YT;O‘“d‘;”c“l““’;‘ M.m;y( ) terminal [IPRO32S61] (1): Aspartic
Grosets 0 0 1 A roinse nepentsin2 1 900008 melear nton] L iy (RGOS ;- " il 9121 mRNA_13.1
:"QI; ‘11: ,;mﬂ o Peptidase family Al domain
gcal_p [IPRO33121] (1); Aspartic peptidase
domain [IPRO21109] (1)
Aspartic peptidase Al family
s by PRI X i, C-
[GO:0004190 molecular_function] (1); ¢
GFO045644 0 0 1 Asparticase nepenthesin-2 (1) ioibior Neterminal [PROSIS61) (1); - P_tifoliata_00121_mRNA_12.1
protealysis [GO:0006508 Peptidase family Al domain
biological_process] (1) [IPRO33121] (1); Aspartic peptidase
domain [IPRO21109] (1)
membrane [GO:0016020 Transcription initiation factor TFIID, 23-
celllar_component] (1): DNA-templated (i 0on FERHER (e
ranscripion, intation [GO0006352 1 ne et [1PROOS923] (1
GF0045643 0 0 1 Hypothetical protein (1) biological_process] (1); ionotropic Pes P - P_trifoliata_00121_mRNA_1.1
[IPRO01320] (1); Solute-binding protein
glutamate recepor activity [GO:0004970
family 3/N-terminal domain of Ml
molecular_function] (1); nucleus Ubroross)
[GO:0005634 cellular_component] (1)
GFO045642 0 0 1 Hypothetical protein (1) Pentatricopeptide repeat [IPRO02855] (1) - P_ifoliata_00120_mRNA_59.1
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ranspor [GO0006810 ‘Nuclear transport factor 2 [IPR002075]
GF0045641 0 0 1 Hypothetical protein (1) biological_process] (1) intracellular (): Nuclear ransprt factor 2 eukaryote P_trifoliata 00120 mRNA_57.1
[GO:0005622 cellular_component] (1) LIPRO18222) (1): NTF2-like domain
- [IPRO32710] (1)
GF0045640 0 0 1 Hypothetical protein (1) - P_trifoliata 00120 mRNA_56.1
y Protein kinase, ATP binding site
protein kinase activity [GO:0004672
[IPRO17441] (1); Leucine-rich repeat
molecular fun ;"l“;]o(:):)'ugg;'“ [IPRO0I611] (1); Protein kinase domain
LRR receptor-like kinase family protein PO Phoryiation [61 [IPRO00719] (1); Leucine-rich repeat,
GFO045639 0 0 1 biological_process] (1); ATP binding - P_ifoliata_00120_mRNA_53.1
0} : typical subtype [IPR003591] (1); Protein
[GO:0005524 molecular_function] (1);
protein binding [GO:0005515 kinase-like domain [IPRO11009] (1);
R eleeutor fueion] (1) Leucine-rich repeat domain, L domain-
rolecular_functio like [IPRO32675] (1)
GFRO045638 0 0 1 Hypothetical protein (1) - P_trifoliata 00120 mRNA _49.1
GFO045637 0 0 1 Hypothetical protein (1) - P_rifoliata_00120_mRNA_47.1
GFO045636 0 0 1 Hypothetical protein (1) - P_ifoliata_00120_mRNA_44.1
Ribonuclease H-like domain
GF0045635 0 0 1 Hypothetical protein (1) :‘;‘;‘EI:“;‘:":'C‘::‘% [g’;) 0003676 [IPRO12337] (1); Domain of unknown - P_trifoliata_00120_ mRNA 40.1
= function DUF4283 [IPR025558] (1)
Leucine-rich repeat domain, L domain-
GF0045634 0 0 1 "YR:( I':Ckfz:’t'fs;’;';‘ threonine- proein I‘Z‘r"‘}.“"‘gllluz‘??‘ossw like [IPR032675] (1); Leucine-rich repeat - P_trifoliata_00120_ mRNA 4.1
protein kinase olecular_functio {BROOIS11) (1)
GF0045633 0 0 1 Hypothetical protein (1) - P_ifoliata_00120_mRNA_37.1
GFO045632 0 0 1 Hypothetical protein (1) - P_ifoliata_00120_mRNA_30.1
BED i ger AT ity dimerztion el o] (1 procn | HAT,Ctemin dimeision domin
GFO045631 0 0 domain :I) 'genhAT family dimerizatiol d“{;:’;l‘;m““nz“:‘w X Gb" ote! o83 [IPRO08906] (1); Ribonuclease H-like P_trifoliata_00120_mRNA_25.1
molecular_function] (1) domain [IPROI2337] (1)
Plant methylrans ferase dimerisation
methyltransferase activity [GO:0008168 [IPROI2967] (1); O-methyltransferase
molecular_function] (1); O- COMT-type [IPRO16461] (1); Winged
. affeic acid O-methyiransforas. methyltransferase activity [GO:0008171 _helix-turn-helix DNA-binding domain folats .
GF0045630 0 0 1 Caffe acid O-methylransferase (1) 100 WL 0 i otein [IPRO11991] (1); O-methylransferase, P_trifoliata 00120 mRNA 23.1
dimerization activity [GO:0046983  family 2 [IPRO01077] (1; S-adenosyl-L-
molecular_function] (1) ‘methionine-dependent methylransferase
[IPRO29063] (1)
GFO045629 0 0 1 Glyeerol kinase (1) - P_ifoliata_00120_mRNA_17.1
GFO045628 0 0 1 Hypothetical protcin (1) - P_sifoliata_00120_ mRNA_15.1
GF0045627 0 0 1 Hypothetical protein (1) - P_trifoliata 00120 mRNA_14.1
GF0045626 0 0 1 Hypothetical protein (1) - P_rifoliata_00120_mRNA_13.1
Leucine-rich repeat domain, L domain-
LRR receptor-like serinc/threonine-  protcin binding [GO:0005515 lke IPRO32675] (1); Leucine-rich
Grov4seas 0 0 ! protein kinase FLS2 (1) molecular_function] (1) repea, typical subtype [IPR003591] (1); P_trifoista_00120_mRNA_L.1
Leucine-rich repeat [IPRO01611] (1)
GRO045624 0 0 1 Hypothetical protein (1) - P_ifoliata_00119_mRNA_66.1
GRO045623 0 0 1 Hypothetical protein (1) ﬁ;ix;;ﬁ‘f;‘m Of LTR copiartype P._tifoliata_00119_mRNA_62.1
GF0045622 0 0 1 Hypothetical protein (1) - P_ifoliata_00119_mRNA_61.1
GRO045621 0 0 1 Hypothetical protein (1) - P_ifoliata_00119_mRNA_60.1
ﬁNIA}"‘:‘:""F"[C!’F"mZ‘7:3 eicacig K Homology domain [IPROO4087] (1): K
GF0045620 0 0 1 RNA-binding protein pnol (1) Mﬁ;’;‘; G o‘fmcm; 66 ueleic act Homology domain, type 1 [IPRO040SS] - P_trifoliata_00119_mRNA_54.1
moleeutar_function] (1) )
GFO045619 0 0 1 Hypothetical protein (1) - P_sifoliata_00119_mRNA_43.1
GF0045618 0 0 1 Hypothetical protein (1) - P_trifoliata 00119 mRNA 32.1
GF0045617 0 0 1 Hypothetical protein (1) - P_ifoliata_00119_mRNA_31.1
GFO045616 0 0 1 Hypothetical protein (1) - P_ifoliata_00119_mRNA_29.1
GFO04S615 0 0 1 Hypothetical protcin (1) - X
GF0045614 0 0 1 Hypothetical protein (1) - P_trifoliata 00119 mRNA 27.1
. Aluminum-activated malate transporter 1 malate transport [GO:0015743 Aluminum-activated malate ransporter
GFO045613 0 0 [y Diolagiea proccss] (1 (1bR020066) (1) P_trifoliata 00119 mRNA 20.1
GFO04S612 0 0 1 Hypothetical protein (1) - P_usifoliata_00119_mRNA_2.1
» malate transport [GO:0015743 Aluminum-activated malate transporter .
GFOD4S611 0 0 1 Hypothetical protcin (1) Dlogict mrocess 1) (bRos0see) () P_sifoliata_00119_mRNA_19.1
GFO045610 0 0 1 Hypothetical protein (1) - P_ifoliata_00119_mRNA_I8.1
nucleic acid binding [GO:000: Ribonuelease H-ike d
GFO045609 0 0 1 Hypothetical protein (1) ok anctiont ) {pRO13371 (1) - P_ifoliata_00119_mRNA_17.1
GF0045608 0 0 1 Hypothetical protein (1) - P_ifoliata_00119_mRNA_16.1
GFO045607 0 0 1 Hypothetical protein (1) - P_ifoliata_00119_mRNA_15.1
GFO045606 0 0 1 Hypothetical protein (1) - P_usifoliata_00118 mRNA_$9.1
GF0045605 0 0 1 Hypothetical protein (1) - P_trifoliata 00118 mRNA_56.1
GF0045604 0 0 1 Hypothetical protein (1) - P_ifoliata_00118_mRNA_$5.1
GFO045603 0 0 1 Hypothetical protein (1) - P_ifoliata_00118 mRNA_52.1
GF0045602 0 0 1 Hypothetical protein (1) :;;;:;ﬁ;;:;;:s[ﬁ%unnqm ‘Small auxin-up RNA [IPR003676] (1) - P_trifoliata_00118_mRNA_51.1
GFO045601 0 0 1 Hypothetical protein (1) - P_ifoliata_00118_mRNA_49.1
GFO045600 0 0 1 Hypothetical protein (1) - P_ifoliata_00118 mRNA_47.1
GFO045599 0 0 1 Hypothetical protcin (1) - P_sifoliata_00118_ mRNA_45.1
GF0045598 0 0 1 Hypothetical protein (1) - P_trifoliata 00118 mRNA 43.1
GFO045597 0 0 1 Hypothetical protein (1) - P_ifoliata_00118_mRNA_42.1
GF0045596 0 0 1 Auxin-induced protein 10AS (1) :i’:::ﬁ:"p’r““’:::f(‘])‘“m” 3 ‘Small auxin-up RNA [IPRO03676] (1) - P_trifoliata_00118 mRNA _39.1
GF0045595 0 0 1 Hypothetical protein (1) - P_trifoliata 00118 mRNA_36.1
GF0045594 0 0 1 Hypothetical protein (1) Prolamin-like domain [IPR00SS02] (1) - P_rifoliata_00118_mRNA_3.1
GFO045593 0 0 1 Hypothetical protein (1) - P_ifoliata_00118_ mRNA_28.1
GFO045592 0 0 1 Hypothetical protcin (1) - P_usifoliata_00118 mRNA_22.1
GF0045591 0 0 1 Hypothetical protein (1) - P_trifoliata 00118 mRNA 211
GF0045590 0 0 1 Hypothetical protein (1) - P_ifoliata_00118_mRNA_20.1
GFO045589 0 0 1 Hypothetical protein (1) - P_ifoliata_00118 mRNA_I8.1
A on bR GOWORTO e e Cxzcxsc
GFO045588. 0 0 1 Hypothetical protein (1) b;gc;:;[cgufm;m s nueleie ac [IPRO25836] (1); Zinc finger, CCHC- - P_trifoliata_00118_mRNA_13.1
molecular_ function] (1) type [IPRODISTS] (1)
GFO04S587 0 0 1 Hypothetical protcin (1) - P_usifoliata_00118 mRNA_10.1
GFO045586 0 0 1 Hypothetical protein (1) - P_trifoliata 00117 mRNA 9.1
GFO0045585 0 0 1 Hypothetical protein (1) - P_ifoliata_00117_mRNA_8.1
GFO045584 0 0 1 Hypothetical protein (1) - P_ifoliata_00117_mRNA_7.1
GFO045583 0 0 1 Hypothetical protcin (1) - P_sifoliata_00117_mRNA_54.1
;‘g“g'““‘yl";o"""‘:;:':‘j’l‘;"‘”;:““;:’o“:‘ly( e Peptidase A2, rtrovius, catalytic
GF0045582 0 0 1 Hypothetical protein (1) meﬂo‘]‘yﬂm TGO0006505 * [IPRO0199S] (1); Aspartic peptidase - P_trifoliata 00117 mRNA_53.1
Ftogial o 1y domain [IPRO21109] (1)
GFO045581 0 0 1 Hypothetical protein (1) - P_trifoliata 00117 mRNA 48.1
Ribosomal protein L9/RNase H1, N-
GF0045580 0 0 1 Hypothetical protein (1) terminal [IPR009027] (1); Ribonuclease - P_trifoliata 00117 mRNA_30.1
HI, Neterminal [IPRO11320] (1)
GF0045579 0 0 1 Hypothetical protein (1) - P_trifoliata 00117 mRNA 28.1
GFO045578 0 0 1 Hypothetical protein (1) - P_ifoliata_00117_mRNA_24.1
GFO045577 0 0 1 Non-LTR reverse transeriptase (1) Endonucleaselexonuclease/phosphatase P_ifoliata_00117_mRNA_2.1
[IPRO0S135] (1)
GFRO045576 0 0 1 Hypothetical protein (1) - P_trifoliata 00117 mRNA_I8.1
GFO045575 0 0 1 Hypothetical protein (1) - P_ifoliata_00117_mRNA_17.1
GFO045574 0 0 1 Monosacharide transport protein (1) - P_ifoliata_00117_mRNA_11.1
GFO045573 0 0 1 Hypothetical protein (1) - P_sifoliata_00117_mRNA_10.1
GF0045572 0 0 1 Hypothetical protein (1) - P_trifoliata 00117 mRNA_L1
GFO045571 0 0 1 Hypothetical protein (1) - P_ifoliata_00116_mRNA_7.1
GFO045570 0 0 1 Hypothetical protein (1) - P_ifoliata_00116_mRNA_46.1
GFO045569 0 0 1 Hypothetical protcin (1) - P_sifoliata_00116_ mRNA_42.1
) Protein of unknown function wound- y
GFO045568 0 0 1 Hypothetical protein (1) vt [IPROSS41) (1) P_sifoliata_00116_mRNA_41.1
GFO045567 0 0 1 Hypothetical protin (1) - P_ifoliata_00116_mRNA_40.1
GFO045566 0 0 1 Hypothetical protcin (1) - P_sifoliata_00116_ mRNA_33.1
fatty-acyl-CoA reductase (alcohol- Fatty acyl-CoA reductase [IPRO26055)
. el rotein i 16 (1); Refrotransposon gag domain . folats .
GFO045565 0 0 1 Hypothetical protein (1) forming) ity é;}?xoyomw (IPROOSTE] (1. Mte eriy, NAD- P_trifoliata 00116 mRNA 3.1
- binding [IPROI3120] (1)
GF0045564 0 0 1 Hypothetical protein (1) - P_trifoliata 00116 mRNA 25.1
GF0045563 0 0 1 Hypothetical protein (1) - P_ifoliata_00116_mRNA 2.1
GFO045562 0 0 1 Hypothetical protein (1) - P_ifoliata_00116_mRNA_12.1
GF0045561 0 0 1 Hypothetical protein (1) ﬁ?ff:.'.?s’i;’;‘fﬂ gag domain - P_trifoliata_00116_ mRNA_1.1
GF0045560 0 0 1 Hypothetical protein (1) - P_rifoliata_00115_mRNA_9.1
GFO045559 0 0 1 Hypothetical protein (1) -
GFO045558 0 0 1 Hypothetical protcin (1) .
GFO0045557 0 0 1 Hypothetical protein (1) - P_trifoliata 00115 mRNA_53.1
Gronsssso 0 0 | ypothetist prsin (1 Rerrmposon g domin . P il 00115 mRNA 371
GFO04S555 0 0 1 Hypothetical protcin (1) - P_sifoliata_00115_mRNA_34.1
GF0045554 0 0 1 Hypothetical protein (1) - P_trifoliata 00115 mRNA 33.1
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GFO04S553 0 0 1 Hypothetial protein (1) - P_trifoliata 00115 mRNA 32.1
GF0045552 0 0 1 Hypothetical protein (1) - P_ifoliata_00115_mRNA_31.1
GFO045551 0 0 1 Hypotheical protein (1) - P_tifoliata_00115_ mRNA_27.1
GFO045550 0 0 1 Hypothetical protein (1) - P_trifoliata_00115_ mRNA_22.1
. o Wall-associated receptor kinase,
GFO045549 0 0 1 Hypothetical protein (1) I"“‘:I";:f;"{::’:t:'l:‘:]':‘;‘["o 0030247 otacturonan-binding domain B P_tifoliata_00115_mRNA_21.1
& [IPRO25287] (1)
GFO045548 0 0 1 Hypothetical protein (1) - P_trifoliata_00115_ mRNA_20.1
GF0045547 0 0 1 Hypothetical protein (1) - P_tifoliata 00115 mRNA_10.1
GF0045546 0 0 1 Hypothetical protein (1) - P_tifoliata_00114_ mRNA_74.1
Leucine-tich repeat domain, L domain-
GF0045545 0 0 1 Hypothetical protein (1) [ttty P_tifoliata_00114_ mRNA_7.1
protein phosphorylation [GO:0006468
biolagical_process] (1): potein kinase  Protein kinase-like domain [IPRO11009]
cramssu 0 0 (Comiensuette L e (1. Pt domis PROBT] - P o 0114 N 651
e/threonine-prote moleeular_function] (1): ATP binding (1)
[GO:0005524 molecular_function] (1)
Coneanavalin A-like lectn/glucanase
domain [IPRO13320] (1); Protein kinase-
like domain [IPROT1009] (1):; Prtein
protein phosphorylation [GO:0006468 5 a0 i [1PRO00T19] (1);
G-type lectin S-receptor- biological_process] “" proteinkinase g i hreonine/dual specificity protein
GFO045543 0 0 1 actvity [GO:000467. - P_tifoliata_00114_ mRNA_66.1
e tneonine-rotein kinse RLK1 (1 a3 TP binding Kinas. cataltc domain [IPR0022%]
: (1 e, ATP binding sitc
[G0-0005524 molecuar function] (1) e s i
protein kinase, active site (IPRO05271]
0}
. Ribosomal protein L1 I methyltransferase S-adenosyl-L-methionine-dependent ol .
GFO045542 0 0 [ e R0y P_trifoliata 00114 mRNA 6.1
metal fon binding [GO:0046872
- - s
GFO04s541 0 0 1 Hypotheical protein (1) et e Zinc finger, CCCHetype [IPRO0ST1] (1) P_tifoliata_00114_ mRNA_S8.1
GF0045540 0 0 1 Hypothetical protein (1) - P_ifoliata_00114 mRNA_S1.1
GF0045539 0 0 1 Hypotheical protein (1) - P_tifoliata_00114_ mRNA_50.1
GFO045538 0 0 1 Hypothetical protein (1) .
GFO045537 0 0 1 Hypothetical protein (1) - P_trifoliata 00114 mRNA 46.1
GF0045536 0 0 1 Hypothetical protein (1) - P_ifoliata_00114 mRNA_45.1
GF0045535 0 0 1 Hypotheical protein (1) - P_tifoliata_00114_ mRNA_44.1
GFO045534 0 0 1 Hypothetical protein (1) - P_trifoliata_00114_ mRNA_37.1
R Transposase, MuDR, plant [IPR004332]
GFO045533 0 0 1 (";;““W ‘muDR family transposase-like (1); MULE transposase domain - P_trifoliata_00114_mRNA_33.1
[IPROIS289] (1)
GFO045532 0 0 1 Protein yippee-like At5gS3940 (1) Yippec/Mis18 [IPRO04910] (1) - P_trifoliata_00114_mRNA_29.1
GFO045531 0 0 1 Hypothetical protein (1) - P_trifoliata 00114 mRNA 25.1
GF0045530 0 0 1 Hypothetical protein (1) - P_tifoliata_00114 mRNA_24.1
GF0045529 0 0 1 Hypotheical protein (1) - P_tifoliata_00114_ mRNA_2.1
HAD-ike domain [IPRO23214] (1); P-
GFO045528 0 0 1 Hypotheical protein (1) type ATPase, phosphonylation site - P_tifoliata_00114_ mRNA_1S.1
[IPROIS303] (1)
Ribosomal protein L1 I methyltransferase S-adenosyl-L-methionine-dependent
GF0045527 0 0 s ot i0asoest 1y P_tifoliata_00114 mRNA_I1.1
GF0045526 0 0 1 Hypothetical protein (1) - P_trifoliata 00113 mRNA 8.1
GF0045525 0 0 1 Hypothetical protein (1) - P_ifoliata_00113_mRNA_7.1
GF0045524 0 0 1 Hypotheical protein (1) - P_tifoliata_00113_ mRNA_S8.1
integral component of membranc
GFO045523 0 0 1 Hypothetical protein (1) [GO:0016021 cellular_component] (1): sy yejsed protein [IPRO30ISA] (1) - P._tifoliata_00113_mRNA_40.1
{ransmembranc transporter actvity
[GO:0022857 molecular_function] (1)
GFO045522 0 0 1 Hypothetical protein (1) - P_trifoliata_00113_ mRNA_34.1
membrane [GO:0016020
cellula_component] (1):; potassium ion
s
GFO045521 0 0 1 Putative potassium transporter § (1) nememOrane (POt [GODOTLSOS  p o wansporter (1PRO03S5S] (1) - P_tifoliata 00113 mRNA 26.1
biological_process] (1); po
P ——
[GO:0015079 molecular_function] (1)
HD domain [PRO06674] (1); Pre-
catalytic step 2 spliceosome
mRNA-processing factor 17
GOR007013cllaar.componen] 1 iV e
mRNA splicing, containing domain [IPRO17986] (1):
[GO0000598 biaogial process (1: Wi mese iomoor ko)
GFO045520 0 0 s sty 000K o P_trifoliata 00113 mRNA_13.1
- P ' Radical SAM [IPR007197] (1); WD40
[GO:0005515 molecular_function] (1) sl RS
iron-sulfur cluser binding [GO0051536 \ehsec: :
molecular_function] (1) N repeat-like-containing
= domain (1PR015543) (1
regulation of transcription, DNA-
templated [GO:0006355 Carlavirus nucleic acid-binding protein
GFO045519 0 0 1 Hypotheical protein (1) biological_proces] (1) uclec acid (1 RS P_tifoliata_00113_ mRNA_12.1
binding [GO:000367
molecular_function] (1)
GFO045518 0 0 1 Hypotheical protein (1) - P_tifoliata_00113_ mRNA_L1
GFO045517 0 0 1 Hypothetical protein (1) - P_trifoliata_00112_mRNA_$.1
GFO045516 0 0 1 Hypothetical protein (1) - P_tifoliata 00112 mRNA_60.1
GFO045515 0 0 1 Hypothetical protein (1) - P_ifoliata_00112_mRNA_45.1
GFO045514 0 0 1 Hypotheical protein (1) - P_tifoliata_00112_mRNA_42.1
GFO045513 0 0 1 Hypothetical protein (1) - P_trifoliata_00112_mRNA_39.1
GFO045512 0 0 1 Hypothetical protein (1) - P_trifoliata 00112 mRNA 35.1
GFO045511 0 0 1 Hypothetical protein (1) - P_ifoliata_00112_mRNA_36.1
GFO045510 0 0 1 Hypotheical protein (1) - P_tifoliata_00112_mRNA_27.1
GFO045500 0 0 1 Hypothetical protein (1) - P_trifoliata_00112_mRNA_IS.1
GFO045508 0 0 1 Hypothetical protein (1) - P_trifoliata 00112 mRNA_17.1
GF0045507 0 0 1 Hypothetical protein (1) - P_tifoliata_00112_mRNA_I4.1
metabolic process [GO:0008152 Patatin/Phospholipase A2-related
biological_process] (1): lipid metabolic ~[IPR002641] (1): Acyl transferasc/acyl
GFO045506 0 0 1 Phospholipase, patain family (1) e Govostss [ P_tifoliata_00112_mRNA_L1
biological_process] (1) [IPROI6035] (1)
GFO045505 0 0 1 Hypotheical protein (1) - P_tifoliata_00111_mRNA_9.1
GFO045504 0 0 1 Hypothetical protein (1) - P_trifoliata_00111_mRNA_$.1
GF0045503 0 0 1 Hypothetical protein (1) - P_tifoliata 00111 mRNA_74.1
zine ion binding [GO:0008270
molccular_function] (1): nucleic acid
GF0045502 0 0 1 Hypothetical protein (1) st Zine finger, CCHC-ype [IPRODISTS] (1) - P_ifoliata_00111_mRNA_7.1
molecular_function] (1)
GFO045501 0 0 1 Hypothetical protein (1) - P_ifoliata_00111_mRNA_6.1
Chaperonin TCP-1, conserved site
protein folding [GO:0006457 [IPRO02194] (1): Chaperon tailess
biolagical_process] (1); unfolded protein_complex polypeptide 1 (TCP-1)
GFO045500 0 0 1 Hypothetical protein (1) binding [GO:0051052 [IPROI7998] (1): Chaperonin - P_trifoliata_00111_mRNA_57.1
ot fncon] 1 ATP iding | CpneUTCP- iy IPROC2423
[GO:0005524 molecular_function] (1)~ GroEL-like equatoria
[IPRO27413] (1)
GF0045499 0 0 1 Hypothetical protein (1) - P_trifoliata 00111 mRNA 5.1
oxidoreductase activity, acting on the
CH-OH group of donors, NAD or NADP
as acceptor [GO:0016616
molccular_function] (1): malate
metabolic process [GO:0006108 Malate dehydrogenase, type 2
biological_process] (1); oxidation-  (IPRO10945] (1): Lactate
reduction process [GO:0055 dehydrogenaselglycoside hydrolase,
GFO045498 0 0 1 Hypotheical protein (1) bilgkal proces (1 xdoreductie iy, Ceminl (IPROIS5S) 1. - P_tifoliata_00111_mRNA_50.1
activity [GO: NAD(P)-binding domain [IPRO16040]
oleouar fncion] (1) e (1) Lactate/malate dehydrogenase, N-
dehydrogenase activity [GO:0016615  terminal [IPRO0I236] (1)
ol unton) (1 by
bolic process [GO:000597"
bilogiea proces] (1. e actiiy
[GO:0003824 molecular_function] (1)
proteolysis [GO:0006508
" biological process] (1); aspartic-type Asparti peptidase, active site .
GFO045497 0 0 1 Hypothetical protein (1) oy evao0iim Deooraam 1 - P_trifoliata_00111_mRNA_S.1
molecular.function] (1)
GFO045496 0 0 1 Hypothetical protein (1) - P_trifoliata_00111_mRNA_31.1
GF0045495 0 0 1 Hypothetical protein (1) - P_trifoliata 00111 mRNA 3.1
GF0045494 0 0 1 Hypothetical protein (1) - P_ifoliata_00111_mRNA_2.1
GF0045493 0 0 1 Hypothetical protein (1) -
GFO045492 0 0 1 Hypothetical protein (1) .
GFO045491 0 0 1 Hypothetical protein (1) Viral movement protein [IPRO28919] (1) - P_tifoliata 00110 mRNA_50.1
GF0045490 0 0 1 Hypothetical protein (1) - P_ifoliata_00110_mRNA_S.1
zinc fon binding [GO:0008270 Alcohol dehydrogenase superfis
moleculr functon] (1) oxidaton-  ine-ype [IPR0G2085] (1 Aloohol
P ) ) Putatve alcohol dehydrogenase reduction process [GO:0055 114 dehydrogenase, N-terminal [IPROI3154] _ b ol 00110 mRNA 0.1
superfamily protein (1) biological_process] (1): (I . - LO0TH0_mRNA.
activity [GO: domain [IPRO20843] (1); GroES-like
molecular_function] (1) [IPRO11032] (1)
GFO045488 0 0 1 Hypothetical protein (1) - P_trifoliata_00110_mRNA_47.1
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GFO045487 0 0 1 Hypothetial protein (1) - P_trifoliata 00110 mRNA 46.1
regulation of transcription, DNA-
templated [GO:0006355 Carlavirus nucleic acid-binding protcin
GF0045486 0 0 1 Hypothetical protein (1) biological proces] (1) nuclec acid (L SRS e P_ifoliata_00110_mRNA_44.1
binding [GO:0003676
molecular_function] (1)
GFO04548S 0 0 1 Hypothetical protein (1) - P_ifoliata_00110_mRNA_42.1
GFO045484 0 0 1 Hypotheical protein (1) - P_tifoliata_00110_mRNA_41.1
GFO045483 0 0 1 Hypothetical protein (1) - P_trifoliata_00110_mRNA_40.1
. i, Retrotransposon gag domain )
GFO045452 0 0 1 Gag protease polyprotein (1) Trroosra - P_trifoliata_00110_mRNA_39.1
GFO045451 0 0 1 Hypotheical protein (1) Prolamin-like domain [IPRO0SS02] (1) - P_tifoliata_00110_mRNA_38.1
Endonucleascexonuclease/phosphatase
GFO045450 0 0 1 Hypotheical protein (1) [koos1sercn P_tifoliata_00110_mRNA_36.1
GF0045479 0 0 1 Hypothetical protein (1) - P_ifoliata_00110_mRNA_35.1
GFO045478 0 0 1 Hypotheical protein (1) - P_tifoliata_00110_mRNA_34.1
GFO045477 0 0 1 Hypothetical protein (1) - P_trifoliata_00110_mRNA_32.1
GFO45476 0 0 1 Hypothetical protein (1) - P_tifoliata 00110 mRNA 25.1
GF0045475 0 0 1 Hypothetical protein (1) - P_tifoliata_00110_mRNA_25.1
GF0045474 0 0 1 Hypotheical protein (1) - P_tifoliata_00110_mRNA_23.1
GFO045473 0 0 1 Hypothetical protein (1) - P_trifoliata_00110_mRNA_2.1
GFO045472 0 0 1 Hypothetical protein (1) - P_tifoliata 00110 mRNA_IS.1
GFO045471 0 0 1 Hypothetical protein (1) - P_tifoliata_00110_mRNA_17.1
GF0045470 0 0 1 Hypotheical protein (1) - P_tifoliata_00110_mRNA_15.1
GF0045469 0 0 1 Hypothetical protein (1) (’I')”LE transposase domain [IPROIS289] P._tifoliata_00110_mRNA_I4.1
GFO045468 0 0 1 Hypothetical protein (1) - P_ifoliata_00109_mRNA_72.1
GFO045467 0 0 1 Hypotheical protein (1) - P_tifoliata_00109_mRNA_69.1
Zinc finger, PHD-type IPR001965] (1):
e shorbol ester/ dineylalyearol  PTOen binding [GO:0005515 Zinc finger, RING/FY VE/PHD-type
GFO045466 0 0 1 ::;::nv‘ 'i:‘:::::;‘“  diacylglycerol ) cular function] (1): zine fon binding (IPROI3083] (1); Zinc finger, PHD- - P_trifoliata_00109_mRNA_57.1
e [GO:0008270 molecular_function] (1) finger [IPROI9787] (1); Zine finger,
FYVE/PHD-type (IPRO11011] (1)
salactosyltransferase activity
Galctoylransterase iy protein e 1000 a0a (" Dommin of wkiown fucton DUF4034
GF0045465 0 0 ctosyltransicrase family protel embrane [IPRO25298] (1); Glycosyl transferase, - P_trifoliata_00109_mRNA_53.1
soform 2 (1) cellular_component] (1: protein a1 1oR0026 (1
glycosylation [GO:0006486 o
biolagical_process] (1)
GFO045464 0 0 1 Hypothetical protein (1) - P_tifoliata_00109_ mRNA 31.1
GF0045463 0 0 1 Hypothetical protein (1) - P_ifoliata_00109_mRNA_20.1
glycolytic process [GO:0006096
biological_process] (1):
mutase 1 [IPRO05952]
[GO:0004619 molecular_function] (1):  (1); Histidine phosphatase superfamily
. 23 depend talytic activity [GOX [IPRO29033] (1); Histidine phosphatase _ ol .
GF0045462 0 0 1 phosphoglyeerate mutase (1) molecular_function] (1); intramolecular ~superfamily, clade-1 [IPROI3078] (1); P_trifoliata_00109_ mRNA_16.1
[GO:0016868 molccular_function] (1):  mutase, active site [IPRO01345] (1)
metabolic process [GO:00
biological_process] (1)
GFO045461 0 0 1 Hypothetical protein (1) - P_trifoliata_00109_mRNA_14.1
GFO045460 0 0 1 Hypothetical protein (1) - P_tifoliata_00109_ mRNA_13.1
hydrolase activity, hydrolyzing O Fibroneetin type Il-lke domain
GFO045459 0 0 1 Hypothetical protein (1) alycosyl compounds [GO:0004553  [IPRO26891] (1); Glycoside hydrolase - P_tifoliata 00109 mRNA 11,1
molecular_function] (1) family 3 [IPRO26892] (1)
GFO045458 0 0 1 Hypothetical protein (1) - P_tifoliata 00108 mRNA _66.1
GFO045457 0 0 1 Hypothetical protein (1) - P_ifoliata_00108_ mRNA_65.1
GFO045456 0 0 1 Hypotheical protein (1) - P_tifoliata_00108_ mRNA_63.1
GFO045455 0 0 1 Hypothetical protein (1) - P_trifoliata_00108_mRNA_62.1
GFO045454 0 0 1 Hypothetical protein (1) - P_tifoliata 00108 mRNA 61.1
zine ion binding [GO:0008270
GF0045453 0 0 1 Hypothetical protein (1) e oy, M1 K Zin finger, CCHC-ype [IPROOISTS) (1) - P_tifoliata_00108_ mRNA_58.1
molecular_function] (1)
GF0045452 0 0 1 Hypothetical protein (1) Viral movement protein [IPR028919] (1) - P_ifoliata_00108_ mRNA_57.1
GFO045451 0 0 1 Hypotheical protein (1) - P_tifoliata_00108_ mRNA_56.1
GFO045450 0 0 1 Hypothetical protein (1) - g 00108 mRNA_54.1
GF0045449 0 0 1 Hypothetical protein (1) - P_tifoliata 00108 mRNA 49.1
GFO045445 0 0 1 Hypothetical protein (1) - P_ifoliata_00108_mRNA_48.1
GFO045447 0 0 1 Hypotheical protein (1) - P_tifoliata_00108_ mRNA_47.1
GFO04446 0 0 1 Hypotheical protein (1) Dynamin superfamily [IPRO22S12] (1) - P_trifoliata_00108_mRNA_46.1
GFO045445 0 0 1 Hypothetical protein (1) - P_tifoliata 00108 mRNA 42.1
. Reverse transeriptase, RNA-dependent
GFO045444 0 0 1 Hypothetical protein (1) e 1o P_tifoliata 00108 mRNA 40.1
GFO045443 0 0 1 Hypothetical protein (1) - P_trifoliata_00108_mRNA_37.1
GFO045442 0 0 1 Hypothetical protein (1) - P_tifoliata 00108 mRNA 36.1
GFO045441 0 0 1 Hypothetical protein (1) LOG family [IPRO31100] (1) - P_tifoliata_00108_ mRNA_33.1
GFO045440 0 0 1 Hypotheical protein (1) - P_tifoliata_00108_ mRNA_32.1
ylglyeerol O- vity O WSDI, Coterminal
GFO045439 0 0 1 O-acyltransferase WSDI (1) e i et (0 (ko001 1y P_tifoliata_00108_ mRNA_31.1
GFO045438 0 0 1 Hypothetical protein (1) - P_ifoliata_00108_ mRNA_30.1
GFO045437 0 0 1 Hypothetical protein (1) Pentatricopeptide repat [IPRO0285] (1) - P_tifoliata_00108_ mRNA_27.1
GFO045436 0 0 1 Hypothetical protein (1) - P_trifoliata_00108_mRNA_26.1
GFO045435 0 0 1 Hypothetical protein (1) - P_tifoliata 00108 mRNA 23.1
GFO045434 0 0 1 Hypothetical protein (1) - P_ifoliata_00108_ mRNA_21.1
wansport [GO:0006810
biolagical_process] (1):integral
component of membrane [GO:0016021
cellular_component] (1); ATPase actvity ATPase, AAA-type, core [IPR003959]
[GO:0016887 molecular _funetion] (1: {0y rioopconinng nucleoside
hydrolase activity [IPRO27417) (1):
molecular.function] (1), ATP binding - ATPase domain [IPRO03593] (1)
[G0:0005524 molecular_function] (1):  ABC transporter-like [IPR003439] (1):
GFO45433 0 0 1 Hypothetical protein (1) cytoplasm [GO:0005737 ABC transporter type I, transmembrane - P_tifoliata 00108 mRNA_1S.1
cellular_component] (1: ransmembrane. domain [IPRO11527] (1): ABC
wansport [GO:0055085 ransporter, conserved site [IPROI7871]
biolagical_process] (1): protein catabolic (1); 268 proteasome subunit P45
process [GO:0030163 [IPRO0S937] (1); ATPase, AAA
biological_process] (1); ATPase activity, conserved ste [IPRO03960] (1)
coupled to transmembrane movement of
substances [GO:0042626
molecular.function] (1)
Mitochondrial carricr domain
GF0045432 0 0 1 Hypothetical protein (1) [IPRO23395] (1) - P_ifoliata_00108_ mRNA_12.1
GFO045431 0 0 1 Hypothetical protein (1) - P_trifoliata 00107 mRNA 9.1
GF0045430 0 0 1 Hypothetical protein (1) - P_ifoliata_00107_mRNA_67.1
GFO045429 0 0 1 Hypotheical protein (1) - P_tifoliata_00107_mRNA_65.1
GFO045428 0 0 1 Hypothetical protein (1) - P_trifoliata_00107_mRNA_64.1
iron fon binding [GO:0005506
molecular_function] (1): heme binding
[GO:0020037 molecular_function] (1 1y ome paso teroo112s) 1
osidoreductase activiy,seting on pairad_( 06 130 [P0 (49
GFO045427 0 0 1 Cytochrome P450 76 (1) donors, with incorporation or reduction - P_tifoliata_00107_mRNA_62.1
IPROI72) (1 Ctoehrome P45, -
of moleclaroxygen (GO0016705 (7RO T EAEOEHOS
molccular_function] (1): oxidation-
reduction process [GO:0055114
biological_process] (1)
GFO045426 0 0 1 Hypothetial protein (1) - P_tifoliata 00107 mRNA 61.1
GFO045425 0 0 1 Hypothetical protein (1) - P_ifoliata_00107_mRNA_60.1
GFO045424 0 0 1 Hypothetical protein (1) - P_tifoliata_00107_mRNA_54.1
GFO045423 0 0 1 Hypothetical protein (1) - P_trifoliata_00107_mRNA_52.1
GFO045422 0 0 1 Hypothetial protein (1) - P_tifoliata_00107_mRNA 1.1
GFo4sa2l 0 0 1 Hypothetical protein (1) - P_tifoliata_00107_mRNA_49.1
GFO045420 0 0 1 Hypotheical protein (1) - P_tifoliata_00107_mRNA_47.1
nucleic acid binding [GO:0003676  Ribonuclease H-like domain
GFO045419 0 0 1 Hypotheical protein (1) et o Hrrorssmy - P_tifoliata_00107_mRNA_46.1
GFO04S41S 0 0 1 Hypothetical protein (1) - P_ifoliata_00107_mRNA_45.1
GFO045417 0 0 1 Hypotheical protein (1) - P_tifoliata_00107_mRNA_44.1
GFO04s416 0 0 1 Hypothetical protein (1) - oliata_00107_mRNA_40.1
:"’I‘“’”‘:‘ Lo: m’f("f”x s Pentatricopeptide repeat [IPRO02885]
GFOO4Sa1S 0 0 1 Hypothetical protein (1) LOlOBIcal proces] (1) e % (1) Aspartic pepiidse,activesite - P_tifoliata 00107 mRNA 4.1
endopeptidase activity [GO:00041
[IPRO01969] (1)
molecular_function] (1)
ibosome [GO:0005840
cellular_component] (1): intracellular
[GO:0005622 cellular_component] (1); E'}:’;;"IT;‘;;]"("I‘)’“RLI;‘:;:'“‘:’I“ fmem m
GFO045414 0 0 11608 ribosomal protein L14 (1) ranslation [GO:0006412 : r - P_ifoliata_00107_mRNA_38.1

biological_process] (1): structural
constituent of ribosome [GO:0003735
molecular_function] (1)

(IPRO02784] (1); Translation protein
SH3-like domain [IPRO0S991] (1)
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GFOD4S413 0 0 1 Hypothetical protein (1) [IPRO04312] (1); B3 domain-containing - P_sifoliata_00107_mRNA_37.1
protein [IPRO0SS0S] (1)
GFOD4S412 0 0 1 Hypothetical protein (1) - P_usifoliata_00107_mRNA_35.1
GFO045411 0 0 1 Hypothetical protein (1) - P_urifoliata_00107_mRNA_34.1
GFO045410 0 0 1 Hypothetical protein (1) - P_ifoliata_00107_mRNA_33.1
GFO045409 0 0 1 Hypothetical protein (1) -
GFO045408 0 0 1 Hypothetical protein (1) .
GF0045407 0 0 1 Hypothetical protein (1) - P_urifoliata_00107_ mRNA 3.1
GFO045406 0 0 1 Hypothetical protein (1) - P_ifoliata_00107_mRNA_2.1
GFO045405 0 0 1 Hypothetical protin (1) - P_ifoliata_00107_mRNA_18.1
Protein kinase domain [IPR000719] (1);
ucine-rich repeat domain, L domain-
protein binding [GO:0005515 like [IPR032675] (1; Protein kinase-like
molecular_function] (1): ATP binding  domain [IPRO11009] (1); Concanavalin
Somatic embryogenesis receptor kinase 1 [G0:0005524 molecular_function] (1); ~ Adike ectin/glucanase domain
GFO045404 0 0 [ ryogenesis reeeptorkinase 1 i phosphorylation [GO:0006468 IPROISE20) 1) Lesinceich e - P_ifoliata_00107_mRNA_13.1
bilgia prucess) 1 i ks conaii i,
activity [GO:0004672 IPROTS210] (1 Loveine rch repet
molecular_function] (1) [IPROOIGIT] (1); St
hrconnclyrosine.proten kinse
catalytic domain [IPRO01245] (1)
GFO045403 0 0 1 Hypothetical protein (1) - P_rifoliata_00106_mRNA_63.1
Transposase, MuDR, plant [IPR004332]
GFO045402 0 0 1 Hypothetical protein (1) (1): MULE transposase domain - P_ifoliata_00106_mRNA_60.1
[IPROI8289] (1)
. 5 Protein of unknown function DUF502
GFO045401 0 0 1 Protein LIKE COV 2 (1) Ubroories) P_trifoliata 00106 mRNA_56.1
Domain of unknown function DUF4283
GFO045400 0 0 1 Hypothetical protein (1) [IPRO25S58] (1); Reverse transcriptase - P_ifoliata_00106_mRNA_52.1
domain [IPRO004T7] (1)
GFO045399 0 0 1 Hypothetical protein (1) - P_ifoliata_00106_mRNA_50.1
GFO045398 0 0 1 Hypothetical protein (1) - oliata_00106_mRNA_49.1
DNA replication [GO:0006260
. biological_process] (1): oxidation-  Ribonucleotide reductase large subunit,
GF0045397 0 0 1 Hypothetical protein (1) reducion procees [6010085 Cominat [IPRO00TSS) (1) P_urifoliata_00106_mRNA 47.1
biological_process] (1)
DNA replication [GO:0006260 Ribonucleotide reductase large subunit,
. biological_process] (1): oxidation-  C-terminal [IPRO007SS] (1),
GF0045396 0 0 1 Hypothetical protein (1) reduction process [GO:0055114 Ribonucleotide reductase, class I , alpha P_trifoliata_00106_ mRNA_46.1
biological_process] (1) subunit [IPRO13346] (1)
GF0045395 0 0 1 Hypothetical protein (1) - P_urifoliata_00106_mRNA 41.1
GFO045394 0 0 1 Hypothetical protein (1) - P_ifoliata_00106_mRNA_40.1
GFO045393 0 0 1 Hypothetical protein (1) Bulb-type lectin domain [IPRO01480] (1) - P_ifoliata_00106_mRNA_36.1
PAN/Apple domain IPR003609] (1);
Bulb-type lectin domain [IPRO01480]
ATP binding [GO:0005524 (1); Protein kinase, ATP binding sitc
. | Getype lectin S-receptor-ike molecular_function] (1: recognition of  [IPRO17441] (1); S-locus glycoprotein folats .
GF0045392 0 0 1 serine/threonine-protein kinase RLK1 (1) pollen [GO:0048544 biological_process] domain [IPR0008SS] (1): Protein kinase- P_trifoliata_00106_ mRNA_34.1
0} like domain [IPROT1009] (1):
Concanavalin A-like lectinglucanase
domain [IPRO13320] (1)
GFRO045391 0 0 1 Hypothetical protein (1) - P_ifoliata_00106_mRNA_27.1
GFO045390 0 0 1 Hypothetical protein (1) - P_sifoliata_00106_mRNA_24.1
metabolic process [GO:0008152
. elvcosyliransfora biological process] (1);transferase  UDP-glucuronosy/UDP- folats .
(GF0045389 0 0 1 UDP-glycosylransferase 2A1 (1) iy, transtering hexosyl groups  glucosyltransferase [IPRO02213] (1) P_trifoliata_00106_mRNA._22.1
[GO:0016758 molecular_function] (1)
GFO045388 0 0 1 Hypothetical protein (1) - P_urifoliata_00106_mRNA 21.1
GFO045387 0 0 1 Hypothetical protein (1) - P_ifoliata_00105_mRNA_87.1
GF0045386 0 0 1 Hypothetical protein (1) protein binding [GO:0003515 PBI domain [IPR000270] (1) - P_trifoliata_00105_mRNA 82.1
molecular_function] (1)
GFRO045385 0 0 1 Hypothetical protein (1) - P_urifoliata_00105_mRNA_77.1
Pl PDR ABC rsnspor zsso:lmed
[IPROI3581] (1); ABC-tr
GF0045384 0 0 1 Hypothetical protein (1) '_“T;"}:‘?“ﬂ'[fo““?‘:ﬁ"z)" extracellular N-terminal dommn P_trifoliata_00105_mRNA_76.1
cellular_componet [IPR029481] (1); ABC-2 type transporter
[IPROI3525] (1)
GFO045383 0 0 1 Hypothetical protein (1) - P_ifoliata_00105_mRNA_66.1
GFO045382 0 0 1 Hypothetical protin (1) - P_ifoliata_00105_mRNA_64.1
GFO045381 0 0 1 Hypothetical protein (1) - P_sifoliata_00105_mRNA_37.1
GF0045380 0 0 1 Hypothetical protein (1) - P_urifoliata_00105_mRNA_33.1
GFO045379 0 0 1 Hypothetical protein (1) - P_ifoliata_00105_mRNA_32.1
GRO045378 0 0 1 Hypothetical protein (1) - P_ifoliata_00105_mRNA_31.1
GFO04S377 0 0 1 Hypothetical protcin (1) - P_sifoliata_00105_mRNA_30.1
Translation elongation factor
EF1 Ainitiation factor [F2gamma, C-
GF0045376 0 0 1 Elongation factor 1-alpha (1) terminal [IPRO09001] (1); Translation - P_urifoliata_00105_mRNA _26.1
clongation factor EFTWEFIA, C-terminal
[IPRO04160] (1)
Tranlatonclongtion et
FTWEFIA, domain 2 [IPRO04161] (1);
. GTP binding [GO:0005525 Prloop containing nucleoside
GRO045375 0 0 1 Hypothetical protein (1) molecuta Hontion] (1) iphoeghate hydroase [IPRO7417] (1) ~ P_urifoliata_00105_mRNA 25.1
Translation protein, beta-barre] domain
[IPRO09000] (1)
Translation elongation factor
EFTWEFIA, domain 2 [IPROO4161] (1);
Tr-type G domain, conserved site
UPROSIIS7) (1) Tranlaton clongaion
GTP binding [GO:0005525 ctor EF1A, eukaryoric/archacal
molecular_function] (1; translational nmnmswm) Translation =lnngallon
ongation [GOM0006414 factor EF1 Afinitiation factor
biological_process] (1);cytoplasm  C-terminal [IPR009001] m
GRO045374 0 0 1 Elongation factor 1-alpha (1) [GO:0005737 cellular_component] (1);  Transeription factor, GTP-binding - P_sifoliata_00105_mRNA_24.1
GTPase activity [GO:0003924 domain [IPRO0OT9S] (1)
molccular_function] (1) translation  Pentatricopeptide repeat (IPR002885]
clongation factor activity [GO:0003746  (1); Translation elongation factor
molecular_function] (1) EFTWEFIA, C-terminal [IPR004160]
(1): P-loop containing nucleoside
triphosphate hydrolase [IPRO27417] (1);
“Translation protein, beta-barre] domain
[IPRO09000] (1)
GRO045373 0 0 1 Hypothetical protein (1) - P_ifoliata_00105_mRNA_13.1
Retrotransposon gag domain
GFO045372 0 0 1 Hypothetical protein (1) {pR00SI] () - P_rifoliata_00104 mRNA_8.1
Aspartic peptidase domain [IPR021109]
. (1): Pepidase family Al domain
:"‘o’l‘:“’i;’ [:;(C’cf:]“(‘sf‘”:s o [IPRO33121] (1; Aspartic peptidase Al
GF0045371 0 0 1 Hypothetical protein (1) eical_pr i ASPATCDE ity [IPRO01461] (1); Xylanase - P_trifoliata_00104 mRNA_74.1
endopeptidase activity [GO:0004190 ; ¢
inhibitor, C-terminal [IPR032799] (1);
moleutr functon] (1)
Aspartic peptidase, active site
[IPRO01969] (1)
tein seri ine kinase activity  Protein kinase-like domain [IPRO11009]
[GO:0004674 molecular_function] (1):  (1): S-locus recepor kinase, C-terminal
Gr00asIT0 o B | Cysteine-ich receptor-likeprotein kinase protein kinase activity [GO:0004672  [IPRO21820] (1); Serine- b wifoline 00104 mRNA 711
Yasay molecular_function] (1): protein threoninetyrosine-protein kinase - 00104 mRNA
phosphorylation [GO:0006468 catalytic domain IPR001245] (1); Gul2-
biological_process] (1) homologous domain [IPR002902] (1)
GFO045369 0 0 1 Hypothetical protcin (1) - P_usifoliata_00104 mRNA_7.1
GFRO045368 0 0 1 Hypothetical protein (1) - P_urifoliata 00104 mRNA_6.1
GFO045367 0 0 1 Hypothetical protein (1) - P_rifoliata_00104 mRNA_$9.1
GFO045366 0 0 1 Hypothetical protein (1) - P_ifoliata_00104 mRNA_S8.1
GFO045365 0 0 1 protein (1) - P_sifoliata_00104 mRNA_S1.1
Protein of unknown function DUF247, .
GFO045364 0 0 1 protein (1) St ROGA1 58] (1 P_uifoliata_00104 mRNA_5.1
GFO045363 0 0 1 Hypothetical protein (1) - P_ifoliata_00104 mRNA 4.1
GFO045362 0 0 1 Hypothetical protcin (1) - P_sifoliata_00104 mRNA_39.1
GFO045361 0 0 1 Hypothetical protein (1) - P_urifoliata 00104 mRNA 3.1
Ammadillo-Tike helical [IPRO11989] (1;
protein binding [GO:0005515 Leucine-ich repeat domain, L domain-
GFO045360 0 0 1 Phosphoprotein phosphatase (1) molecular_function] (1: binding like [IPR032675] (1); Armadillo - P_rifoliata_00104_mRNA_24.1
[GO:0005488 molceular_function] (1) (IPR000225] (1); Armadillo-type fold
[IPRO16024] (1)
binding [GO:0005488 Armadillo [IPR000225] (1); Armadillo-
GFO045359 0 0 1 Hypothetical protein (1) molecular_function] (1); protein binding like helical (IPRO11989] (1); Armadillo- - P_urifoliata_00104 mRNA 21.1
[GO:0005515 molecular._function] (1) type fold [IPRO16024] (1)
GFRO045358 0 0 1 Hypothetical protein (1) - P_urifoliata 00104 mRNA_18.1
GFO045357 0 0 1 Hypothetical protein (1) - P_ifoliata_00104 mRNA_15.1
GFRO045356 0 0 1 Hypothetical protein (1) - P_ifoliata_00104 mRNA_14.1
GFO04S355 0 0 1 Hypothetical protcin (1) - P_usifoliata_00104 mRNA_13.1
GF0045354 0 0 1 Hypothetical protein (1) - P_urifoliata_00103_ mRNA_73.1
GFO045353 0 0 1 Hypothetical protein (1) - P_ifoliata_00103_mRNA_71.1
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Phloem protcin 2-like [IPRO25886] (1):
. P TR v s 1ol s bnng GO0RTS - Revere rnsrtasesncbinding ol .
GF0045352 0 0 Ty molecular._function] (1 domain [IPR026960] (1): Ribonuclease P_trifoliata_00103 mRNA_68.1
Helike domain [IPRO12337] (1)
GFO045351 0 0 1 Hypothetical protein (1) - P_tifoliata 00103 mRNA_63.1
GF0045350 0 0 1 Hypothetical protein (1) - P_ifoliata_00103_mRNA_62.1
Domain of unknown function DUF4283
[IPRO25358] (1); Zinc knuckle
GF0045349 0 0 1 Hypotheical protein (1) CX2CXAHXAC [IPRO25836) (1): - P_tifoliata_00103_mRNA_61.1
Endonuclease/exonucleasephosphatase
[IPRODS135] (1)
GFO045348 0 0 1 Hypotheical protein (1) - P_tifoliata_00103_mRNA_6.1
GFO045347 0 0 1 Hypothetical protein (1) ﬁ;"'(‘;‘z';;;“:‘:“"““ function DUF4283 P._tifoliata_00103_mRNA_57.1
GF0045346 0 0 1 Hypothetical protein (1) - P_ifoliata_00103_mRNA_55.1
EF-Hand 1. calcium-binding site
calcium fon binding [GO:0005509  (IPROIS247] (1): EF-hand domain
s
Groisias 0 0 1 Calmodulin (1) molecular_function] (1) [IPRO02048] (1): EF-hand domain pair P_trifolizta_00103_mRNA_53.1
[IPROT1992] (1)
il b (COWNTG Rbonene ik donin
GFO045344 0 0 1 Hypothetical protein (1) B Herorssmr - P_ifoliata_00103_mRNA_50.1
glutathione pemx\dm aclwuy
[GO:0004602 molecular_function] (1:
Grooss 0 0 | Gations perosidse (1 oot s Ghtonsprsdse (PROVSOL 0 ol 0103 mRA 431
oxidation-reduction procass
[GO:0035114 biological_process] (1)
GF0045342 0 0 1 Hypothetical protein (1) - P_ifoliata_00103_mRNA_37.1
ransport Oligopept porter, OPT
3 P - 5 .
GFO045341 0 0 1 Puttive figopeptide transportr (1) RO TS e PRt 1511 P_ifoliata_00103_mRNA_30.1
WDA0-repeat-containing domain
. eneatcontaining protein protein binding [GO:0005515 [IPROI7986] (1); WD40 repeat ol .
GFO45340 0 0 1 WD repetcontaining protein 52.(1) 710, e (000 LPRO01E8O) 1) WO AN repcat. P_trifoliata 00103 mRNA 25.1
like-containing domain [IPRO15943] (1)
GF0045339 0 0 1 Hypothetical protein (1) - P_trifoliata 00103 mRNA_16.1
. Cytokinin riboside 5"monophosphate .
GFO45338 0 0 A LOG family [IPRO31100] (1) - P_tifoliata 00102 mRNA_59.1
GFO045337 0 0 1 Hypothetical protein (1) - P_trifoliata_00102_mRNA_54.1
GFO45336 0 0 1 Hypothetical protein (1) - P_tifoliata 00102 mRNA 53.1
GF0045335 0 0 1 Hypothetical protein (1) - P_tifoliata_00102_mRNA_50.1
GFO045334 0 0 1 Hypotheical protein (1) - P_tifoliata_00102_mRNA_49.1
NB-ARC [IPRO02182] (1): P-loop
ein binding [G containing nucleoside triphosphate
protein binding [GO:0005515 hydrolase [IPR027417] (1); Leucine-rich
Discase resistance protein (TIR-NBS- '"°'““'“’ "'““"’“] (1) ADP binding oo domain, L domain-like
GFO45333 0 0 1 " [GO:0043531 molecular_function) (1) . < P_tifoliata 00102 mRNA 46.1
LRR class) (1) ol ot ta 0007168 [IPRO32675] (1): Winged helix-turn-
bilogcal procese] (1) elix DNA-binding domain [IPRO11991]
ologcal_process| (1) Tollintelcukin-1 recaptor homology
(TIR) domain [IPRODIST] (1)
GF0045332 0 0 1 Hypotheical protein (1) - P_tifoliata_00102_mRNA_45.1
proteolysis [GO:0006508 Probable transposase. Prta/En/Spm, plant
- biological_process] (1): -ty [IPRO04252] (1); Ulp1 protease family, i
GF0045331 0 0 1 Hypothetical protein (1) peptidase activity [GO: 0008234 C-terminal catalytic domain [IPR003633] ~ P_trifoliata 00102 mRNA_36.1
molecular.function] (1) 1)
GFO045330 0 0 1 Hypothetical protein (1) - P_trifoliata_00102_mRNA_35.1
GF0045329 0 0 1 Hypothetical protein (1) - P_trifoliata 00102 mRNA 31.1
GF0045328 0 0 1 Hypothetical protein (1) - P_tifoliata_00102_mRNA 3.1
GFO045327 0 0 1 Hypotheical protein (1) - P_tifoliata_00102_mRNA_17.1
GFO045326 0 0 1 Hypothetical protein (1) - P_trifoliata_00102_mRNA_L1
o Levcie i et [PROO161 11
GF0045325 0 0 L:::Z.: f.ﬂ‘:; Itlsksev;rzll‘;“hmmw .‘::;::1:',"?,;‘;‘1;’3 (0!0?55' s Leucine-rich repeat domain, L domain- - P_trifoliata_00101_mRNA_79.1
P & ke IPROSIGTS) (1)
GFO045324 0 0 1 Hypothetical protein (1) - P_trifoliata_00101_mRNA_7S.1
protein domain specific bindin 14:3-3 domain (IPRO23410] (1); 1433 )
GFO045323 0 0 1 Hypothetical protein (1) 001990 w1 i 16R000A08 1 - P_trifoliata_00101_mRNA_77.1
GFO045322 0 0 1 Hypotheical protein (1) - P_tifoliata_00101_mRNA_73.1
GFO04s321 0 0 1 Hypothetical protein (1) .
GF0045320 0 0 1 Hypothetical protein (1) - P_tifoliata 00101 mRNA 66.1
GF0045319 0 0 1 Hypothetical protein (1) - P_ifoliata_00101_mRNA_60.1
oxidoreductase activity [GO:0016491 :‘I‘)”"“::t:m:’:‘:’;h[:; ':?fezm]
2-oxoglutarate (20G) and Fe(IT)- molecular_function] (1); oxidation- ; Jsope LN sy
[IPRO27443] (1): Non-haem dioxygenase
GFO045318 0 0 1 dependent oxygenase superfamily protein reduction process [GO:0055 114 - P_tifoliata_00101_mRNA_S8.1
I biological_process] (1);iron fon binding - crminel domain [IPRO26992] (1):
[GO:0005306 molecular_function] (1) OXCBluarate/iron-dependent
- & dioxygenase [IPRO0S123] (1)
oxidation-reduction procass Onoglutarate/iron-dependent
2-onoglutarate (20G) and Fe(ll)- ‘
N ind ] [GO:0055114 biological_process] (1);  dioxygenase [IPROOS123] (1); .
GFO04317 0 0 s g sty o 0L e o s e P_trifoliata_00101_mRNA_57.1
molecular.function] (1) [IPRO27443] (1)
GFO045316 0 0 1 Hypothetical protein (1) - P_trifoliata_00101_mRNA_56.1
GFO045315 0 0 1 Hypothetical protein (1) - P_trifoliata 00101 mRNA 52.1
ATP binding [GO:0005524
molecular_function] (1): protin kinase
) y Protcin kinase domain [IPR000719] (1):
GF0045314 0 0 | Leueine-rich repeat protein kinase family activity [GO:0004672 Protein kinase-like domain [IPRO11009] - P_trifoliata_00101_ mRNA_50.1
! protein, putative (1) molecular_function] (1: potein o
phosphorylation [GO:0006465
biological_process] (1)
Concanavalin A-like lectin/glucanase
. domain [IPRO13320] (1); Protein kinase-
GF0045313 0 0 1 Hypothetical protein (1) '“I" h"]’d'“f [r.‘o "1"(“]55“ like domain [IPRO11009] (1); Protein - P_tifoliata_00101_mRNA 49.1
molecular_function] (1) Kinase, ATP binding site [IPRO1 7441
)
protein kinase activity [GO0004672 g i preonine-proten kinase, actve
molecular_function] (1); protein [IYRWXZH]TI ): Protein kinase-like
GFO04312 0 0 1 Hypotheical protein (1) phosphorylation [GO:0006465 : - P_tifoliata_00101_mRNA_48.1
e (1 Ao binding  domain [IPRO1I009] (1) Proten kinase
[GO:0005524 molecular_function] (1) O™ [IPROC0719] (1)
GFO045311 0 0 1 Hypothetical protein (1) ) probable ransposase, Pa/En/Spm, plant P_ifoliata_00101_mRNA_41.1
3 iypotheical protein Uroninsayin - rifoliata_00101_mRNA 41.
GFO045310 0 0 1 Hypothetical protein (1) - P_trifoliata 00101 mRNA 40.1
GF0045309 0 0 1 Hypothetical protein (1) Viral movement protein [IPR028919] (1) - P_ifoliata_00101_mRNA_4.1
GFO045308 0 0 1 Hypothetical protein (1) - P_tifoliata_00101_mRNA_37.1
GFO045307 0 0 1 Hypothetical protein (1) - P_trifoliata_00101_mRNA_3.1
GF0045306 0 0 1 Hypothetical protein (1) - P_tifoliata 00101 mRNA 25.1
GF0045305 0 0 1 Hypothetical protein (1) - P_ifoliata_00101_mRNA_25.1
GF0045304 0 0 1 Hypothetical protcin (1) - P_tifoliata_00101_mRNA_20.1
GFO045303 0 0 1 Hypothetical protein (1) - P_trifoliata_00101_mRNA_12.1
phospholipid biosynihetic process
Egmﬁ::;ﬂ:f:ii’:““] @ Myoinositol-1-phosphate synthase
GFO045302 0 0 1 Hypothetical protein (1) o a00s b oo ey 1y IPROD2SST] (1) NAD(P -binding P_trifoliata 00100 mRNA 5.1
domain [IPRO16040] (1)
inositol-3-phosphate synthase activity
[GO:0004512 molecular_function] (1)
GFO045301 0 0 1 Hypothetial protein (1) MULE transposase domain [IPROI8289] _ P_tifoliata 00100 mRNA 44.1
GFO045300 0 0 1 Hypothetical protein (1) - P_trifoliata_00100_mRNA_43.1
GF0045299 0 0 1 Hypothetical protein (1) - P_tifoliata 00100 mRNA_39.1
GF0045298 0 0 1 Hypothetical protein (1) - P_ifoliata_00100_mRNA_19.1
GF0045297 0 0 1 Hypotheical protein (1) - P_tifoliata_00100_mRNA_16.1
GF0045296 0 0 1 Hypothetical protein (1) - P_trifoliata_00100_mRNA_1S.1
N Myo-inositol-1-phosphate synthase. ;
GFO045295 0 0 1 Hypothetical protein (1) S SRS - P_trifoliata_00100_mRNA_L1
mRNA spliing, via spliccosome
[GO:0000398 biological_procss] (1):  Dim1 family [IPRO04123] (1):
GF0045294 0 0 1 Hypotheical protein (1) et oomples [OD00GS1 . Thiorodontloe ol ORSILS36] 1) P_tifoliata_00099_mRNA 8.1
cellular_component] (1)
NB-ARC [IPRO02182] (1): P-loop
GF0045293 0 0 1 Hypothetical protein (1) ADP binding [G0:0043531 containing nucleoside triphosphate - P_trifoliata_00099 mRNA _77.1
molecular_function] (1) hydrolase [IPR027417] (1)
GF0045292 0 0 1 Hypothetical protein (1) - P_ifoliata_00099_mRNA_7.1
Armadillo-ike helical [IPRO11989] (1):
binding [GO:0005458 function DUF3067
- 5
GFO045291 0 0 1 Hypotheical protein (1) e eton (1 PR 14201 (1 emlrame 10 P_tifoliata_00099_mRNA_59.1
[IPRO16024] (1)
GF0045290 0 0 1 Hypotheical protein (1) - P_tifoliata_00099_mRNA_46.1
GFO045289 0 0 1 Hypothetical protein (1) - P_trifoliata_00099_mRNA_45.1
Leucine-rich repeat, typical subtype
[IPRO03391] (1); Leueine-rich repeat
domain, L domain-ike [IPRO32675] (1):
GF0045288 0 0 1 LRR receptor-like kinase (1) z’°|‘°’,“‘l1‘r"‘}.“"‘gllluz‘??‘°5515 Protein kinase-like domain [IPRO11009] - P_trifoliata_00099 mRNA _42.1
olecular_functio (1); Leucine-rich repeat [IPRO01611] (1):
Leucine-rich repeat-containing N-
terminal, plant-type [IPROI13210] (1)
erse transcriptase zinc-binding.
GF0045287 0 0 1 Ribonuclease H protein (1) e o (1) P_ifoliata_00099_mRNA_31.1
GFO045286 0 0 1 Hypothetical protein (1) - P_tifoliata 00099 mRNA 30.1
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Serine/threonine-protein kinase, active
ATP binding [GO:0005524 site [IPRO0S271] (1); Protein kinase,
molecular_function] (1; protein ATP binding site [IPRO17441] (1);
phosphorylation [GO:0006468 Sernsonne sty prtin_
GFO045285 0 0 1 Hypothetical protein (1) biological process] (1): rotein kinase  kinase, catalytic domain [IPR002290] P_rifoliata_00099_mRNA_20.1
activity [GO:0004672 (1): Protein kinase domain [IPR000719]
moleeular_function] (1) (1): Protein kinase-like domain
[IPRO11009] (1)
GFRO045284 0 0 1 Hypothetical protein (1) - P_sifoliata_00099_mRNA_16.1
lipid binding [GO:0008289 l"“;;'“";’;‘:zg‘(‘ﬂf'a";"‘c““/"“l allergen
GF0045283 0 0 1 Hypothetical protein (1) molecular_function] (1); liid transport . ; Biunetfona - P_trifoliata_00099_mRNA_13.1
00006366 bioagicl mocens) (" nhibitoriplant ipid anste protin'sccd
0006 storage helical domain [IPRO16140] (1)
GFO045282 0 0 1 Hypothetical protein (1) - P_urifoliata_00098 mRNA_$5.1
Alpha/beta hydrolase fold-1 [IPRO00073]
catalytic actvity [GO:0003824 (1); Alpha/Beta hydrolase fold .
GFRO045281 0 0 1 Epoxide hydrolase 2 (1) oleatio function] (1) {IPR00058) (1. Eponide bydroase ke P_ifoliata_00098_ mRNA_84.1
[IPRO00639] (1)
GFO045280 0 0 1 Hypothetical protein (1) - P_ifoliata_00098_mRNA_61.1
Malectin-lke carbohydrate-binding
GFO045279 0 0 1 Hypothetical protein (1) Somain IPROYTSS] (1) P_rifoliata_00098_ mRNA_$5.1
GF0045278 0 0 1 Hypothetical protein (1) - P_urifoliata 00098 mRNA_54.1
regulation of transcription, DNA-
templated [GO:0006355
bilogial o) (1) doublsnded. Miochodril aspion tintion
GFRO045277 0 0 1 Hypothetical protein (1) DN bindie (GO0003650 Hetor IPRO0SE501 (1 P_rifoliata_00098_mRNA_10.1
moloor _function] (1): mitochondrion
[GO:0005739 cellular_component] (1)
GRO045276 0 0 1 Hypothetical protein (1) - P_ifoliata_00097_mRNA_55.1
GRO045275 0 0 1 Hypothetical protein (1) - P_sifoliata_00097_mRNA_54.1
GFRO045274 0 0 1 Hypothetical protein (1) - P_urifoliata_00097_ mRNA_53.1
GFO045273 0 0 1 Hypothetical protein (1) - P_rifoliata_00097_mRNA_46.1
GRO045272 0 0 1 Hypothetical protein (1) - P_ifoliata_00097_mRNA_40.1
GFO045271 0 0 1 Hypothetical protein (1) - P_sifoliata_00097_mRNA_35.1
GFO045270 0 0 1 Hypothetical protein (1) - P_urifoliata_00097_mRNA_34.1
Dnal domain, conserved site
GFO045269 0 0 1 Hypothetical protein (1) [IPROI8253] (1); Dna domain - P_urifoliata 00097 mRNA_32.1
[IPRO01623] (1)
GF0045268 0 0 1 Hypothetical protein (1) - P_urifoliata_00097 mRNA 3.1
GF0045267 0 0 1 Hypothetical protein (1) ‘T’f“SP"““’ MuDR. plant [IPRO04332] P_urifoliata_00097_mRNA 26.1
mitochondrial respiratory ch ochrome ¢ oxidase subunit S¢
GFO045266 0 0 1 Hypothetical protein (1) GOO0S745 counr cxmponert] () nm«mx o) - P_ifoliata_00097_mRNA_24.1
zinc ion binding [GO:0008270 Zine finger, RING/FY VE/PHD-type
GFRO045265 0 0 1 Hypothetical protein (1) molecular_function] (1); protein binding [IPRO13083] (1); Zinc finger, RING-type - P_urifoliata 00097 mRNA _22.1
[GO:0005515 molccular_function] (1) [IPRO0ISA1] (1)
GFO045264 0 0 1 Hypothetical protein (1) - P_urifoliata_00097_ mRNA 20.1
GFRO045263 0 0 1 Hypothetical protein (1) - P_ifoliata_00097_mRNA_19.1
GRO045262 0 0 1 Hypothetical protein (1) Viral movement protein [IPR028919] (1) - P_ifoliata_00096_mRNA_96.1
GFO045261 0 0 1 Hypothetical protein (1) - X L 00096_mRNA 94.1
GFO045260 0 0 1 Hypothetical protein (1) - P_urifoliata_00096_mRNA_93.1
GFO045259 0 0 1 Hypothetical protein (1) - P_ifoliata_00096_mRNA_92.1
GFO045258 0 0 1 Hypothetical protein (1) - P_ifoliata_00096_mRNA_89.1
enzyme inhibitor activity [GO:0004857  Pectinesterase inhibitor domain .
GFRO045257 0 0 1 Hypotherical protein (1) s foomgont (0 [oR006s011 (1) P_ifoliata_00096_mRNA_79.1
GF0045256 0 0 1 Myeloid leukemia factor I (1) yeloIg IeUKemIA factor LKL /0] P_trifoliata_00096_mRNA_62.1
GF0045255 0 0 1 Hypothetical protein (1) ﬂ';‘mp"b’“d'“g“ma'“ (IPROIG040] P_trifoliata_00096_mRNA_60.1
. Glutathione S-transferase, .
GFO045254 0 0 1 Hypothetical protein (1) e LIROIORT) () - P_sifoliata_00096_mRNA_S8.1
GFO045253 0 0 1 Hypothetical protein (1) - P_ifoliata_00096_mRNA_21.1
prtindimcrizion sty
y . molecular_function] (1);  Transcription factor, MADS-box .
GFO045252 0 0 1S0C1 MADS-box protein (1) e dmg [Co0008677 {bRoosio0) ) - P_sifoliata_00096_mRNA_19.1
molecular_function] (1)
Arsenical pump ATPase, AisA/GET3,
cukaryoic [IPR027542] (1); Arsenical
ATPase activity [GO:0016887 pump ATPase, ArsA/GETS (IPRO16300]
GF0045251 0 0 1 ATPase ASNAT homolog (1) molecular_function] (1); ATP binding ~ (1); P-loop containing nucleoside - P_urifoliata_00096_mRNA_13.1
[GO:0005524 molecular_function] (1) triphosphate hydrolase [IPR027417] (1);
Anion-transporting ATPase-like domain
[IPRO25723] (1)
GF0045250 0 0 ;::’"::f'i““ binding LysM domain LysM domain [IPRO1$392] (1) - P_urifoliata_00096_mRNA_11.1
GFO045249 0 0 1 Hypothetical protcin (1) - P_uifoliata_00095_mRNA 9.1
oxidoreductase activity, acting on single
donors with incorporation of molecular
oxygen, incorporation of two atoms of
GFO045248 0 0 1cep 1y oxygen [GO:0016702 Carotenoid oxygenase [IPRO04294] (1) - P_rifoliata_00095_mRNA_63.1
olslr fnton) 1 oidaton-
Juction process [GO:0055114
hmlugmal L process] (1)
GRO045247 0 0 1 Hypothetical protin (1) - P_ifoliata_00095_mRNA_6.1
Endonuclease/exonuclease/phosphatase
GFRO045246 0 0 1 Hypothetical protein (1) {bROOS 1391 (1) P_ifoliata_00095_mRNA_$1.1
GFO045245 0 0 1 Hypothetical protein (1) - P_ifoliata_00095_mRNA_50.1
GRO045244 0 0 1 Hypothetical protein (1) - P_ifoliata_00095_mRNA_49.1
Chromo domain-like [IPRO16197] (1);
GRO045243 0 0 1 Hypothetical protein (1) Chrome domain [IPROY3780] (1) P_ifoliata_00095_mRNA_40.1
GFRO045242 0 0 1 Hypothetical protein (1) - P_rifoliata_00095_mRNA_39.1
GRO045241 0 0 1 Hypothetical protein (1) - P_ifoliata_00095_mRNA_37.1
GFO045240 0 0 1 Hypothetical protcin (1) - P_sifoliata_00095_mRNA_28.1
GFO045239 0 0 1 Hypothetical protein (1) - P_urifoliata_00095_ mRNA 2.1
GFO045238 0 0 1 Hypothetical protein (1) - P_ifoliata_00095_mRNA_10.1
GRO045237 0 0 1 Hypothetical protein (1) - P_ifoliata_00095_mRNA_L1
GRO045236 0 0 1 Hypothetical protcin (1) - P_sifoliata_00094_ mRNA_81.1
endopepidase nhibitor actiity rosinae hibior I, Kunt lgume
GFRO045235 0 0 1 Kunitz trypsin inhibitor (1) [IPRO02160] (1); Kunitz .- P_sifoliata_00094_ mRNA_78.1
1GO:0004866 molecular_funcion] (1) % A M
Protein of unknown function DUFS97
GRO045234 0 0 1 Hypothetical protein (1) [bRo06T341 (1) P_ifoliata_00094_mRNA_68.1
oxidation-reduction process
[GO:0055114 biologieal_process] (1);
oxidoreductase activity, acting on paired ¢y e paso [1PRO0TI28] (1); Red
donors, with incorporation or reduction
chlorophyll catabolite reductas
of molecular oxygen [GO0016705  {LER SO
GFO045233 0 0 1 Cytochrome P40 protein (1) molecalar_function] (1); ron fon binding. 170 1 [ILRWN‘;“};;]“:‘ .. P_tifoliata 00094 mRNA 6.1
GO:0005506 moleculrfunction] (1): oo SELTEATEOR )
heme binding [GO:0020037 “"7 ochrome P30, B-class ?
okt fncion) (1 ooy
activity [GO:0004497
molecular_function] (1)
heme binding [GO:0020037
molecular_function] (1); iron fon binding
[GO:0005506 molecular_function] (1);
oxidoreductase activity, acting on paired Cytochrome P4S0, E-class, group |
GFRO045232 0 0 1 Isoflavone 2-hydrosylase (1) donors, with incorporation or reduction  [IPR002401] (1); Cytochrome P450 - P_rifoliata_00094_mRNA_$5.1
of molecular oxygen [GO:0016705  [IPRO0I128] (1)
molecular_function] (1); oxidation-
reduction process [GO:0055114
biological_process] (1)
GF0045231 0 0 | Methyl esterase 1 (1) ‘AI‘)"““/E““’ hydrolase fold [IPRO290SS] P._trifoliata_00094_mRNA_46.1
GFO045230 0 0 1 Hypothetical protein (1) - P_ifoliata_00094_mRNA_22.1
GFRO045229 0 0 1 Hypothetical protein (1) - P_ifoliata_00094_mRNA_21.1
GFO045228 0 0 1 Hypothetical protein (1) - P_usifoliata_00094_ mRNA 2.1
GFRO045227 0 0 1 Hypothetical protein (1) - P_urifoliata 00094 mRNA_11.1
GFRO045226 0 0 1 Hypothetical protein (1) - P_rifoliata_00093_mRNA_78.1
GRO045225 0 0 1 Hypothetical protein (1) - P_ifoliata_00093_ mRNA_76.1
GFO045224 0 0 1 Hypothetical protein (1) - P_sifoliata_00093_mRNA_75.1
GFRO045223 0 0 1 Hypothetical protein (1) - P_urifoliata_00093_mRNA_71.1
GFO045222 0 0 1 Hypothetical protein (1) - P_ifoliata_00093_mRNA_66.1
Reverse transeriptase zine-binding
3 X
GFRO045221 0 0 1 Hypothetical protein (1) o LIPR026960] (1) P_ifoliata_00093_mRNA_62.1
GFO045220 0 0 1 Hypothetical protein (1) - P_urifoliata_00093_mRNA_56.1
. nucleic acid binding [GO:0003676  Ribonuclease H-like domain
GFO045219 0 0 1 Hypothetical protein (1) e oo (1 Ubrorasmy - P_urifoliata 00093 mRNA_55.1
protcin domain specific binding 1433 protein [IPROD030S] (1; 14-3-3
5
arovs1s 0 0 1 thypothercalprotein (1) [GO:0019904 molecular_function] (1) domain [IPRO23410] (1) P rifoliata 00093 mRNA30.1
GFO045217 0 0 1 Hypothetical protein (1) - P_ifoliata_00093_mRNA_44.1
GF0045216 0 0 1 Hypothetical protein (1) x‘)U LE transposase domain [IPROIS289] P_trifoliata_00093_mRNA _41.1
GRO045215 0 0 1 Hypothetical protein (1) - P_urifoliata 00093 mRNA 29.1
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aminoncy-RNA ligase activity
[GO:0004812 molecular_function] (1):
serylHRNA aminoacylation
[GO:0006434 biological_process] (1):
sorinc-tRNA ligase activity [GO:0004828
molecular_function] (1): cyloplasm
[GO:0005737 cellular_component] (1);  AminoacylRNA synthetase,class I (G
{RNA aminoacylation for protein P/S/T) [IPRO02314] (1; Cyelin PHOSO-
SeryMRNA synthetase / scrine-RNA  translation [GO:0006415 like [IPRO13922] (1); Cyclin-like
s
Gro04s214 0 0 ligase isoform 1 (1) biological_process] (1); ATP binding ~ [IPRO13763] (1); Serine-tRNA ligase, P_trifoliata_00093_mRNA_25.1
[GO00S524 ol untn] (1 pet [PROUESIT) (1) Ay kA
nucleotide binding [GO:0000166 synthetase, class 11 [IPRO06195] (1)
et o] 3 protin Kinse
binding [GO:0019901
molecular_function] (1): egulation of
cyclin-dependent protein serine/threonine
Kinase activity [GO:0000079
biolagical_process] (1)
GF0045213 0 0 1 Hypothetical protein (1) - P_ifoliata_00093_mRNA_24.1
GFO045212 0 0 1 Hypotheical protein (1) - P_tifoliata_00093_mRNA_23.1
NB-ARC [IPRO02152] (1); P-loop
GF0045211 0 0 1| Truncated RB (1) ADIP l"l" d’“f [r:o Omlym containing nucleoside triphosphate - P._tifoliata_00093 mRNA_22.1
molecular_function hydrolase [IPR027417] (1)
GF0045210 0 0 1 Hypotheical protein (1) - P_tifoliata_00093_mRNA_20.1
GFO045200 0 0 1 Hypothetical protein (1) - P_trifoliata_00092_mRNA_99.1
heme binding [GO:0020037
molecular_function] (1): iron fon binding.
[GO:0005506 molecular_function] (1):
osidorsductae activiy,setingon paied._¢ o 1430 P01 (1)
GF0045208 0 0 1 Cytochrome 450 87A3 (1) donors,with ncorporaton o reduction TSRS B B P_tifoliata_00092_mRNA_97.1
of molecular oxygen [GO:0016705
conserved site [IPRO17972] (1)
molccular_function] (1): oxidation-
reduction process [GO:0055114
biological_process] (1)
GF0045207 0 0 1 Hypothetical protein (1) - P_tifoliata 00092 mRNA 96.1
iron fon binding [GO:0005506
molecular_function] (1); heme binding
[GO:0020037 molecular_function) (1:
oxidoreductase activity, acting on paired
GFO045206 0 0 donors, with incorporation or reduction  Cytochrome P4S0 [IPROOI128] (1) - P_trifoliata_00092_ mRNA_05.1
of molccular oxygen [GO:0016705
molecular_function] (1); oxidation-
reduction process [GO:0055 114
biological_process] (1)
oxidation-reduction process
[GO:0055114 biological_process] (1):
oxidoreductase activity, acting on paircd
donors wihinorprsona rdcion
GFO045205 0 0 1 Hypothetical protein (1) of molecular oxygen [GO:0016 Cytochrome PASO (IPROOT128] (1) - P_trifoliata_00092_mRNA_04.1
molecular_function] (1);iron ion bmdmg
[GO:0005506 molecular_function) (1):
heme binding [GO:0020037
molecular_function] (1)
oxidoreductase activity, acting on paircd
donors wihnorprsona rducion
of molccular oxygen [GO:0016
molecular_function] (1): it
GFO045204 0 0 1 Hypothetical protein (1) reduction process [GO:0055114 Cytochrome PASO (IPROOT128] (1) - P_trifoliata_00092_mRNA_93.1
biolagical_process] (1):iron ion binding
[GO:0005506 molccular_function) (1):
heme binding [GO:0020037
molecular_function] (1)
GF0045203 0 0 1 Hypothetical protein (1) - P_ifoliata_00092_mRNA_90.1
trehalose metabolic process
e st o atmgas 1% Sixhainpin dycosidaseike IPRO0K92S)
GF0045202 0 0 1 Hypotheical protein (1) v v (1): Glycoside hydrolase, family 37 P_tifoliata_00092_ mRNA_0.1
molcular_function] (1 alphaaipha- (OB
trehalase activity [GO:0004555
molecular_function] (1)
Mitochondrial carrie protcin
| Miochondrial subsiate carrer family  transmembran transport [GO:0055085 (IPR002067] (1; Mitochondria carrier .
GF0045201 o 0 1 protein B (1) biological_process] (1) domain [IPR023395] (1); Mitochondrial ~ P_trifoliata_00092_mRNA_8.1
substrate/Solute carrier [IPROIS108] (1)
alphaalpha-trehalase activity e
1558 o omion 1y, Sichsipn eycosidaseike IPRO0S92S)
talytic actvity [GO:00D3&24 (1); Glycoside hydrolase, family 37,
GF0045200 0 0 1 Alphaalpha-trehalase (1) < conserved site (IPRO18232] (1): - P_trifoliata_00092_mRNA_$.1
molccular_function] (1):trehalose
| Glycoside hydrolase, family 37
metabolic process [GO:0005991 Ueroosean
biological_process] (1)
Paralel beta-helix repeat [IPR006626]
. . (1); Glycoside hydrolase, family 28
ﬁ;ﬁ:::ur:ncxuon] (1: crﬁgh dmreso [IPRO00743] (1); Pectin lyase
GF0045199 0 0 1 Glycoside hydrolase family 28 protein (1) s foldvirulence factor [IPRO11050] (1); - P_ifoliata_00092_mRNA_74.1
metabolic process [GO:000 .
e e Pocin Iyase fold [IPRO12334] (1):
gical_pr Pectate lyase superfamily protein
[IPRO24535] (1)
GFO045198 0 0 1 Hypotheical protein (1) - P_tifoliata_00092_ mRNA_73.1
rehalose metabolic process
e et o™ (U° - Giycosie hydrtase,faily 37
GFO045197 0 0 catalytic activity [IPRO01661] (1); Six-hairpin P_trifoliata_00092_mRNA_7.1
ol cton] (O apbapha SO B )
trehalase activity [GO:00045: et
molecular_function] (1)
GFO045196 0 0 1 Hypothetial protein (1) - P_tifoliata 00092 mRNA._66.1
GF0045195 0 0 1 Hypothetical protein (1) - P_ifoliata_00092_mRNA_62.1
GFO045194 0 0 1 Hypotheical protein (1) - P_tifoliata_00092_mRNA_61.1
Bifunctional inhibitor/plant ipi transfer
GF0045193 0 0 1 Hypotheical protein (1) protein/scad storage helical domain - P_tifoliata_00092_ mRNA_60.1
[IPROI6140] (1)
GFO045192 0 0 1 Hypotheical protein (1) - P_tifoliata_00092_ mRNA_6.1
i} zinc fon binding [GO:0008270 Zin finger, RING-type [IPROOISAT] (1):
GF0045191 0 0 :‘_‘I_TZ"IZ'::TG'"Z finger protein molecular_function] (1): protein binding Zine finger, RINGFYVEPHD-type - P._trifoliata_00092_mRNA_39.1
[GO:0005515 molecular function] (1) [IPROI3083] (1)
PH domain-like [IPRO11993] (1)
GF0045190 0 0 1 Plecksirin-like (PH) domain protein (1) Pleckstrin homology domain - P_ifoliata_00092_mRNA_52.1
[IPRODIS49] (1)
TP oyt procs [GO000241
bibgeal procss) () U
e pocen 1500006228
bitogen mmea) (1 maloone Nusleoid dighosphat kivse
i . diphosphate phosphorylation [IPRO0IS64] (1); Nucleoside .
GFO045189 0 0 I Nuseoside diphosplate kinase (1) 10 e ks s ahe - P_trifoliata_00092_mRNA_SL.1
nucleoside diphosphate Kinase activity  [IPRO23005] (1)
[GO:0004550 molecular_function) (1):
GTP biosynthetic process [GO:0006183
biological_process] (1)
GFO045188 0 0 1 Hypotheical protein (1) - P_tifoliata_00092_mRNA_S.1
GFO045187 0 0 1 Hypothetical protein (1) - P_trifoliata_00092_mRNA_49.1
GFO045186 0 0 1 Hypothetical protein (1) longin indingrin | IPROS1T) P_trifoliata_00092_mRNA_41.1
GFO04s185 0 0 1 Hypotheical protein (1) - P_tifoliata_00092_mRNA 3.1
GFO045 184 0 0 1 Hypothetical protein (1) protein binding [GO:0003515 PB1 domain [IPR000270] (1) B P._tifoliata_00092_mRNA_22.1
molecular_function] (1)
GFO045183 0 0 1 Hypothetical protein (1) - P_ifoliata_00092_mRNA_17.1
GFO04s182 0 0 1 Hypotheical protein (1) - P_tifoliata_00092_mRNA_14.1
GF0045181 0 0 1 Hypothetical protein (1) ‘AI“)""“‘C peptidase domain [IPRO21109] P._tifoliata_00092_mRNA_I3.1
GF0045180 0 0 1 Hypothetical protein (1) - P_tifoliata_00092_mRNA_113.1
GFO045179 0 0 1 Hypotheical protein (1) - P_tifoliata_00092_mRNA_109.1
GFO045178 0 0 1 Hypothetical protein (1) - P_trifoliata_00092_mRNA_108.1
GFO045177 0 0 1 Hypothetical protein (1) - P_tifoliata 00092 mRNA_106.1
GF0045176 0 0 1 Hypothetical protein (1) - P_tifoliata_00092_mRNA_103.1
iron ion binding [GO:0005506
molccular_function] (1): heme binding
[GO:0020037 molecular_funetion] (1:
oxidation-reduction procass
GFOO4S175 0 0 1 Flavonoid 3-monooxyeenase (1) [GO:0035114 biological process] (1);  Cytochrome P4S0 [IPROOII28] (1) - P_tifoliata 00092 mRNA_100.1
oxidoreductase activity.acting on pairc
donors, with incorporation or reduction
of molccular oxygen [GO:0016705
molecular.function] (1)
GFO045174 0 0 1 Hypotheical protein (1) - P_tifoliata_00092_ mRNA_10.1
GFO045173 0 0 1 Homeobox prospero (1) - P_trifoliata_00091_mRNA_90.1
Grootsi ) ) s e g i st b (50000166 Nucleotide-binding alpha-beta plait P it 00091 mRNA 561

nhonucl:opmmn a

molecular_function] (1

domain [IPRO12677) (1)
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il o prcen (GO Bl 2520
biological_process] (1); s Crterminal [IPRO0S280]
constituent ol‘c)\mhlunn [(.o mmsm m T“b“h“ [wkzmuz:n (y
GFO045171 0 0 1 Tubulin beta-3 chain (1) molecular_function] (1) microbule {14 (PR IRARIRCR P_ifoliata_00091_mRNA_76.1
[GO:0005874 cellular_component] (1); 52, 2 ayer sandwici do
[IPROIS316] (1); Tubulin, C-terminal
GTP binding [GO:0005525 UpRo> 1291 (1)
molecular_function] (1)
GFO045170 0 0 1 Hypothetical protein (1) - P_ifoliata_00091_mRNA_70.1
metabolic process [GO:0008152
» biological process] (1); transferase  UDP-ghucuronosyl/U] .
GFO045169 0 0 1 Hypothetical protein (1) ey, G ool o oo [lPROOZZ 0 P_usifoliata_00091_mRNA_69.1
[GO:0016758 molecular_function] (1)
Glutathione S-transferase, N-terminal
[IPR004045] (1); Glutathione -
- protein binding [GO:0005515 transferase, C-terminal-fike [IPRO10987] .
GFO04S168 0 0 1 Hypothetical protcin (1) e Toneton] (1 o o st € taral P_sifoliata_00091_mRNA_56.1
[IPRO04046] (1); Thioredoxin-like fold
[IPRO12336] (1)
GF0045167 0 0 1 Hypothetical protein (1) - P_urifoliata_00091_mRNA_55.1
Glutathione S-transferase, C-terminal-
protein binding [GO:0005515 like [IPRO10987] (1); Glutathione S-
. . - 4.
GFO045166 0 0 1 Glutthione S-ransferse GST 18 (1) Poie Hene LAY ronsferae, Netsaminl (IPRODAOAS] (1) P_rifoliata_00091_mRNA_54.1
Thioredoxin-like fold [IPRO12336] (1)
. mulicellular organismal development
GF0045165 0 0 1 Hypothetical protein (1) 00007575 ool ooy YABBY proten [IPRO0G7S0 (1) - P_urifoliata 00091 mRNA 4.1
GFO045164 0 0 1 Hypothetical protein (1) - P_sifoliata_00091_mRNA_33.1
GF0045163 0 0 1 Hypothetical protein (1) - P_urifoliata_00091_mRNA 30.1
GFO045162 0 0 1 Hypothetical protein (1) - P_ifoliata_00091_mRNA_3.1
GFO045161 0 0 1 Hypothetical protein (1) - P_ifoliata_00091_mRNA_24.1
;zgmxlo’;‘k‘;ﬁ““i e 11y, Kinesin-like protei [IPRO27640] (1);
GFO045160 0 0 1 Hypothetical protein (1) ological processl (1) \py 1 activating kinesin-like protein, C- - P_trifoliata_00090_mRNA_5.1
microtubule motor activity [GO:0003777
: terminal (IPRO21881] (1)
molecular_function] (1)
NADP binding [GO05061
molecular_function] (1); N.
dimethylaniline monooxygenase activity
st dilenie . FADINADID)inding domin
GFO045159 0 0 1 Hypothetical protein (1) : € | [IPRO23753] (1) Flavin - P_ifoliata_00090_mRNA_40.1
1GO:0050660 moleculr_funcion] 1):  [ORPSEI OREO, 0
oxidoreductase activity [GO:0016491
molecular_function] (1; oxidation-
reduction process [GO:0055114
biological process] (1)
e yuose ity [GODIGIST g mihase IPROGOSS] (1
GFO045158 0 0 1 Sucrose synthase (1) molecular_finction (1); sucrose Glycosyl transferase, family | - P_urifoliata_00090_mRNA 4.1
metabolic process [GO:0005985
[IPRO01296] (1)
biological_process] (1)
GF0045157 0 0 1 Hypothetical protein (1) - P_urifoliata_00090_ mRNA_37.1
. Modifier of rudimentary, Modr
GF0045156 0 0 1 Hypothetical protein (1) Ubroomssrr ) - P_urifoliata_00090_mRNA 3.1
GFO04S155 0 0 1 Hypothetical protein (1) - P_sifoliata_00090_mRNA_22.1
proteolysis [GO:0006508 Ulpt protease family, C-terminal
. el rorein biological_process] (1);cysteine-type catalytic domain [IPR003653] (1); High folats .
GrO04s1s4 0 0 1 Hypothetical protein (1) peptidase activity [GO:0008234 mobility group box domain [IPRO09071] P_trifoliata_00090_ mRNA 2.1
molecular_function] (1) o
GFO045153 0 0 1 Hypothetical protein (1) - P_urifoliata_00090_ mRNA_19.1
. S-adenosyl-L-methionine-dependent
GFO045152 0 0 1 Hypothetical protein (1) e fomss (oROTSOR P_urifoliata_00089_ mRNA 9.1
GFO04S151 0 0 1 Hypothetical protcin (1) - P_usifoliata_00089_mRNA_69.1
GFO045150 0 0 1 Hypothetical protein (1) - P_urifoliata_00089_mRNA_63.1
GFO045149 0 0 1 Hypothetical protein (1) - P_ifoliata_00089_mRNA_61.1
GFO045148 0 0 1 Hypothetical protein (1) - P_ifoliata_00089_mRNA_57.1
GFO04S147 0 0 1 Hypothetical protcin (1) - P_usifoliata_00089_mRNA_56.1
DNA binding [GO:0003677
Gro0ssias N B | NAC domain transcription fucor, molecular nmcnumm regulation of e ibRo0sast (1) . P wiolina 00089 mRNA 5.1
! putativ expressad (1) twanseription, DNA-temy
1GO0006385 bioogial process (1)
GFO045145 0 0 1 Hypothetical protein (1) - P_urifoliata_00089_ mRNA 45.1
GFO045144 0 0 1 Hypothetical protein (1) - P_ifoliata_00089_mRNA_43.1
Retrotransposon gag domain
GFO045143 0 0 1 Hypothetical protein (1) {pR00SIe] (1) - P_ifoliata_00089_mRNA_34.1
GFO045142 0 0 1 Hypothetical protein (1) - P_urifoliata_00089_mRNA_33.1
. nucleic acid binding [GO:0003676  Ribonuclease H-ike domain
GFO045141 0 0 1 Hypothetical protein (1) e oo (1 Ubrorasmy - P_urifoliata_00089_mRNA _32.1
GFO045140 0 0 1 Hypothetical protein (1) - P_usifoliata_00089_mRNA_28.1
GF0045139 0 0 1 Hypothetical protein (1) - P_urifoliata_00089_mRNA 27.1
GFO045138 0 0 1 Hypothetical protein (1) - P_ifoliata_00089_mRNA_22.1
GF0045137 0 0 1 Hypothetical protein (1) DNA binding [G0:0003677 Zinc finger, BED-type [IPR003656] (1) - P_trifoliata_00089 mRNA 21.1
molecular_function] (1)
GF0045136 0 0 1 Hypothetical protein (1) - P_urifoliata_00089_ mRNA _20.1
zine ion binding [GO:0008270
molecular_function] (1): nucleic acid
3 S . CCHC- - .
GFO045135 0 0 1 Hypothetical protein (1) Hindine [GO0003676 Zine finger, CCHC-type [IPROOISTS] (1) P_rifoliata_00089_mRNA_19.1
molecular_function] (1)
GFO045134 0 0 1 Hypothetical protein (1) - P_ifoliata_00089_mRNA_14.1
nucleic acid binding [GO:0003676  Endonuclease/exonuclease/phosphatase
Non-LTR retroclement reverse molccular_function] (1;; RNA-DNA  [IPR00S135] (1); Ribonuclease Helike
GrO04s133 0 o transcriptase-like (1) hybrid ribonuclease activi domain [IPRO12337] (1); Ribonuclease P_trifoliata_00089_mRNA_11.1
[GO:0004523 molceular_function] (1) H domain [IPR002156] (1)
GFO045132 0 0 1 Hypothetical protein (1) - P_ifoliata_00089_mRNA_10.1
GFO045131 0 0 1 Hypothetical protcin (1) - P_usifoliata_00089_mRNA_L1
GFO045130 0 0 1 Hypothetical protein (1) - P_urifoliata_00088_mRNA 8.1
oxidoreductase activity, acting on paired
donors, with incorporation or reduction
of molecular oxygen [GO:0016705
molecular_function] (1; oxidation- .
e T e v A
GF0045129 0 0 1 Cytochrome P450 family 72 protein (1) biological process] (1); monooxygenase ; O g P_trifoliata 00088 mRNA 74.1
e (6o class, group IV [IPR002403] (1);
e monﬂcfw {1 home binding _ CYtochrome P450 [IPROOTI25] (1)
[GO:0020037 molecular_function] (1);
iron ion binding [GO:0005506
molecular_function] (1)
dirceted RNA dependent RNA polymerase,
Groesias 0 o 1 RNA-dependent RNA polymerase 2 (1) 6,1003968 molecular_function] (1)~ eukaryotic-type [IPRO07SS5] (1) P_trifoliata_00088 mRNA_73.1
GFO045127 0 0 1 Hypothetical protein (1) - P_rifoliata_00088_mRNA_71.1
GFO045126 0 0 1 Hypothetical protein (1) - P_ifoliata_00088_ mRNA_7.1
GFO04S125 0 0 1 Hypothetical protein (1) - P_sifoliata_00088_mRNA_69.1
GFO045124 0 0 1 Hypothetical protein (1) - P_urifoliata_00088_mRNA_68.1
GFO045123 0 0 1 Hypothetical protein (1) - P_ifoliata_00088_mRNA_61.1
GFO045122 0 0 1 Chaperonin-like RbeX protein (1) Chaperonin-like RbeX [IPR003435] (1) - P_ifoliata_00088_ mRNA_56.1
GFOD45121 0 0 10rf10b protein (1) - P_uifoliata_00088_mRNA_5.1
3-beta-hydrony-deltas-steroid
dehydrogenase activity [GO:0003854
molccular_function] (1) steroid
biosynthetic process [GO:0006694  3-beta hydroxysteroid
Bifunctional dihydroflavonol 4- biological_process] (1); oxidation-  dehydrogenase/isomerase [IPR002225]
Grovisi2o 0 0 ! reductase/Mavanone 4-reductase (1) reducton process [GO:0055114 (1): NAD(P)-binding domain P_trifolizta_00088_mRNA._42.1
biological_process] (1); oxidoreductase  (IPRO16040] (1)
activity, acting on the CH-OH group of
mors, NAD or NADP as acceptor
[GO:0016616 molecular._function] (1)
. e . Protein of unknown function DUF604
GFO045119 0 0 1 aceylucosaminylransfease loate Ubroverior P_urifoliata_00088_mRNA_38.1
integral component of membrane
[GO:0016021 cellular_component] (1);
ransport [GO:0006810
biological process] (1); ATPase activity,
coupled to transmembrane movement of - ABC transporter type 1, ransmembrane.
GFO045118 0 0 1 Hypothetical protein (1) oo [GO0042626 Somain P01 15901 (1) P_ifoliata_00088_mRNA_36.1
ol fncion] 1: rnsenbrne
twansport [GO:005:
biological_process] mA ATP binding
[GO:0005524 molecular_function] (1)
ATPase activity [GO:0016887 ABC transporter-like [IPR003439] (1);
GFO04S117 0 0 1 Hypothetical protein (1) molecular_function] (1); ATP binding  P-loop containing nuclcoside - P_sifoliata_00088_mRNA_35.1
[GO:0005524 molecular_function] (1) triphosphate hydrolase [IPR027417] (1)
GFO04S116 0 0 1 Hypothetical protein (1) - P_usifoliata_00088_mRNA 3.1
GFO04S115 0 0 1 Hypothetical protein (1) - P_urifoliata_00088_ mRNA 27.1
GFO045114 0 0 1 Hypothetical protein (1) - P_ifoliata_00088_mRNA_26.1
O-methyliransferase COMT-type
methylransferase activity [GO:0008168 [IPRO16461] (1); Plant methy hransferase
molecular_function] (1): protein dimerisation [IPR012967] (1); O-
GFO04S113 0 0 1 Caffeic acid 3-O-methyltransferase (1) Cimerization activity [GO:0046983 methyltransferase, family 2 [IPRO0I077] P._trifoliata_00088_mRNA_25.1

molecular_function] (1); O- (1); Winged helix-tur-helix DNA-

methyltransferase activity [GO:0008171 ~binding domain [IPRO11991] (1); S-
molecular_function] (1) adenosyl-L-methionine-dependent
‘methyltransferase [IPR029063] (1)
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GFO045112 0 0 T Hypothetical protein (1) B P_urifoliata_00088_ mRNA _22.1
GFO045111 0 0 1 Hypothetical protein (1) - P_rifoliata_00088_mRNA_21.1
GFO045110 0 0 1 Hypothetical protein (1) - P_ifoliata_00088_ mRNA 2.1

RNA processing [GO:0006396

biological process (1: nucleic acid

:“f'“ﬁﬁf?::"gjﬂfn ucleotid RNA-binding motif protein §

b‘g;;“ [Go‘furmZ!ss s nucleotide [IPROOST11] (1); RNA recognition motif
GFO045109 0 0 1 RNA-binding protein 8A (1) otcento function] (1) RNA bining _domain [IPRO00SO4] (1: Nucleotide- - P_ifoliata_00088_mRNA_11.1

o ecular_function] (1) ¥ binding alpha-beta plait domain

GO:0005723 moleculr_funcion] (1): 110 o FEAS

nucleus [GO:0005634

cellular_component] (1); eytoplasm

[GO:0005737 cellular_component] (1)
GF0045108 0 0 1 Hypothetical protein (1) - P_urifoliata_00088_ mRNA_1.1
GFO045107 0 0 1| Monosacharide transport protein (1) - P_rifoliata_00087_mRNA_70.1
GFO045106 0 0 1 Hypothetical protein (1) -
GFO045105 0 0 1 Hypothetical protcin (1) .

GF0045104 0 0 1 Hypothetical protein (1) - P_urifoliata_00087_mRNA_67.1
GFO045103 0 0 1 Hypothetical protein (1) - P_ifoliata_00087_mRNA_$9.1
nucleic acid binding [GO:0003676  Ribonuclease H-ike domain
GFO045102 0 0 1 Hypothetical protein (1) oteesto funeion] (1) {pRO1537) (1) - P_ifoliata_00087_mRNA_$7.1
nucleic acid binding [GO0036T6 o domain
Grovssto 0 0 [T —p——" poclr o (/0T (pR012537) (1 AT, it - P il 00087 mRNA 55.1

rization activity S dimerisation domain [IPRO0S906] (1)
molecular_function] (1)
GF0045100 0 0 1 Hypothetical protein (1) - P_urifoliata_00087_mRNA_53.1
GFO045099 0 0 1 Hypothetical protein (1) - P_rifoliata_00087_mRNA_42.1
GFO045098 0 0 1 Hypothetical protein (1) - P_ifoliata_00087_mRNA_39.1
protein Kinase activity [GO:0004672 i inace, ATP binding site
molecular_function] (1): protein LIPRO1 7441 (1. Proein nase domain
GFO045097 0 0 1 Hypothetical protein (1) phosphorylation [GO:0006468 (1); Protein kinase dor - P_trifoliata_00087_mRNA_38.1
[IPRO00719] (1); Protein kinase-like
biological process] (1): ATP binding "L H e O
[GO:0005524 molecular_function] (1)
Reverse transeriptase, RNA-dependent
- s
GFO045096 0 0 1 Hypothetical protein (1) DA polmaaron [ERO13103] (1) P_ifoliata_00087_mRNA_35.1
protein binding [GO:0005515 NB-ARC [IPRO02182] (1); P-loop
molccular_function] (1: signal containing nucleoside triphosphate
GFO045095 0 0 1 TMV resistance protein N (1) transduction [GO:0007165 hydrolase [IPR027417] (1); - P_rifoliata_00087_mRNA_34.1
biological_process] (1); ADP binding  TolVinterleukin-1 receptor homology
[GO:0043531 molecular_function] (1)~ (TIR) domain [IPRO00IST] (1)
GFO045094 0 0 1 Hypothetical protein (1) LOG family [IPRO31100] (1) - P_ifoliata_00087_mRNA_33.1
GFO045093 0 0 1 Hypothetical protein (1) - P_ifoliata_00087_mRNA_32.1
GFO045092 0 0 1 Hypothetical protcin (1) - P_sifoliata_00087_mRNA_31.1
GF0045091 0 0 1 Hypothetical protein (1) - P_urifoliata_00087_mRNA_30.1
' Zine finger, BED-type [IPR003656] (1);
GF0045090 0 0 1 Hypothetical protein (1) v b;g“"}g,"ff_i’“‘])o?i"“ Leucine-rich repeat domain, L domain- - P_trifoliata 00087 mRNA 28.1
ular_function] like [IPR032675] (1)
protein binding [GO:0003515 Leucine-rich repeat [IPRO01611] (1);
molecular_function] (1):hisone-ysine & 2Pt PEREE U
Nemethyltransferase actvity
[GO:0018024 molecular_function] (1); :Z:T::‘:::u’: E‘L:gililﬂ,::“
GF0045089 0 0 1 Hypothetical protein (1) zinc ion binding [GO:0008270 like [IPR032675] (1); Pre-SET zinc- - P_trifoliata_00087 mRNA _27.1
molecular_function] (1: nucleus inding sub-group IPR003606] (1. Pre-
GO:0005634 el component (1); — Gt et CEEEAEH (O
istone Iysine methylaton [GO:0034965 S LRI T
biological_process] (1): histone binding [ﬁ’kﬂﬂi 10811y g
[GO:0042393 molecular._funcion] (1)
GFO045088 0 0 1 Hypothetical protein (1) - P_rifoliata_00087_mRNA 2.1
Leucine-rich repeat domain, L domain-
GFO045087 0 0 1 Hypothetical protein (1) e LPROS6TS1 (1) P_ifoliata_00087_mRNA_19.1
GF0045086 0 0 1 Hypothetical protein (1) - P_urifoliata_00087_mRNA_18.1
. el rotein enzyme inhibitor activity [GO:0004857  Pectinesterase inhibitor domain . folats .
GFRO045085 0 0 1 Hypothetical protein (1) oot function] (1) {IbR006501) (1) P_trifoliata 00087 mRNA_15.1
GFO045084 0 0 1 Hypothetical protcin (1) - P_sifoliata_00087_mRNA_11.1
. e actvi Leucine-rich repeat [IPR001611] (1);
rgﬁ%gé;;“’“? a 1" 'f’ ion](1; ONAT domain [IPROO01S2] (1): Acyl-
Grovssoss 0 0 [ —p—" ORI molelar o] (1 o st (FROLGISH 1) - P il 00087 mRNA_L1
::oliula‘v W mgmo"ﬂ 0 Leucine-rich repeat domain, L domain-
= like [IPRO32675] (1)
GF0045082 0 0 1 Hypothetical protein (1) - P_urifoliata_00086_mRNA 9.1
hydroguinone:oxygen oxidoreductase
activity [GO:0052716
molccular_function] (1); oxidation-
reduction process [GO:0055114 Multicopper oxidase, type 2 [IPRO11706]
biological_process] (1); oxidoreductase  (1); Lacease [IPRO17761] (1);
. cal rotein activity [GO:0016491 Multicopper oxidase, type | [IPR001117] _ folats .
GF0045081 0 0 1 Hypothetical protein (1) molecular_function] (1); copperion  (1); Cupredoxin [IPR008972] (1); P_tifolista_00086_mRNA_78.1
binding [GO:0005507 Multicopper oxidase, type 3 [IPRO11707]
molecular_function] (1); apoplast )
[GO:0048046 cellular_component] (1);
lignin catabolic process [GO:0046274
biological_process] (1)
- DNA binding [GO:0003677 hAT-like transposase, RNase-H fold .
GFO045080 0 0 1 Hypothetical protein (1) ol Tension) (1 Ubkossons) i P_usifoliata_00086_mRNA_63.1
GFO045079 0 0 1 Hypothetical protein (1) - P_ifoliata_00086_mRNA_62.1
Gag-polypeptide of LTR copia-type
GRO045078 0 0 1 Hypothetical protein (1) Uraomssmm () P_ifoliata_00086_mRNA_52.1
GFO045077 0 0 1 Hypothetical protein (1) - P_ifoliata_00086_mRNA_50.1
GRO045076 0 0 1 Hypothetical protein (1) - P_ifoliata_00086_mRNA_49.1
GFO045075 0 0 1 Hypothetical protein (1) - P_sifoliata_00086_mRNA_48.1
GF0045074 0 0 1 Hypothetical protein (1) - P_urifoliata_00086_mRNA_46.1
GFO045073 0 0 1 Hypothetical protein (1) - P_rifoliata_00086_mRNA_40.1
GFO045072 0 0 1 Hypothetical protein (1) - P_ifoliata_00086_mRNA_37.1
GFO045071 0 0 1 Hypothetical protein (1) - P_usifoliata_00086_mRNA_36.1
"ydl“"“]” oy [?3:’“’:7?] Alphabeta hydrolase fold-3 [IPRO13094]
GF0045070 0 0 1 Putative carboxylesterase 11 (1) molecular_funetion] (1) metabolic(1); Alpha/Beta hydrolase fold - P_trifoliata 00086 mRNA_30.1
process [GO:0008152 {brosooss) ()
biological_process] (1)
ABC transporter-like [IPR003439] (1);
ATPase activity [GO:0016887 .
GF0045069 0 0 TSA: Wollemia nobils transcribed RNA 1 jccutar function] (1): ATP binding /A" ATPase domain [IPR003393] (1): P_urifoliata_00086_mRNA_17.1
sequence (1) 0000534 motemuto fnctom (1 P-oop containing nuclcoside
§ - triphosphate hydrolase [IPRO27417] (1)
Glyeeraldehyde/Erythrose phosphate
dehydrogenase family [IPRO20831] (1);
idtion reduction Glyceraldehyde 3-phosphate
E B g‘&;’s 51’1:";:0‘10 ‘:C:f“:mssl (1 debydrogenase, active it [IPRO20830]
N o . e v;&‘?‘mgm e (1 NAD(P)-binding domain )
GFO045068 0 0 | drogense Careonmm (1) hyde or v moup o dorsre A [IPROIGO40] (1); Gyeeralehyde 3. - P_sifoliata_00086_mRNA_15.1
or NADP as acceptor [GO:0016620  Prosphiate dehydrogenase, NAD(P)
:mlm‘lm Sanetion] (1) binding domain [IPR020828] (1);
& Glyeceraldehyde 3-phosphate
dehydrogenase, catalytic domain
[IPRO20829] (1)
GFO045067 0 0 1 Hypothetical protein (1) - P_ifoliata_00085_mRNA_97.1
GFO045066 0 0 1 Hypothetical protein (1) - P_usifoliata_00085_mRNA_96.1
G Ankyrin repeat-containing domain
GFO045065 0 0 1 Hypothetical protein (1) I"ﬁ";;::;;’[““x";‘;‘;’g (0]0‘055' s [IPRO20683] (1); Ankyrin repeat B P._trifoliata_00085_mRNA _92.1
2 [IPRO02110] (1)
GFO045064 0 0 1 Hypothetical protein (1) - P_uifoliata_00085_mRNA_9.1
GF0045063 0 0 1 Hypothetical protein (1) - P_urifoliata_00085_mRNA 8.1
GFO045062 0 0 1 Hypothetical protein (1) - P_ifoliata_00085_mRNA_79.1
catalytic actvity [GO:0003824
molecular_function] (1): protein hatase domain
dephosphorylation [GO:0006470 PPM-type phosphatase do
GFO045061 0 0 1 Hypothetical protein (1) [IPR001932] (1); Protein phosphatase 2C - P_ifoliata_00085_mRNA_78.1
biological_process] (1); potein ity IPRO15655 (1)
serine/threonine phosphatase activity o
[GO:0004722 molecular_function] (1)
GFO045060 0 0 1 Hypothetical protein (1) - P_ifoliata_00085_mRNA_74.1
GF0045059 0 0 1 Hypothetical protein (1) - P_urifoliata_00085_mRNA 7.1
GFO045058 0 0 1 Hypothetical protein (1) - P_ifoliata_00085_mRNA_69.1
GFO045057 0 0 1 Hypothetical protein (1) - P_ifoliata_00085_mRNA_62.1
GFO045056 0 0 1 Hypothetical protcin (1) - P_uifoliata_00085_mRNA_6.1
GF0045055 0 0 1 Hypothetical protein (1) - P_urifoliata_00085_mRNA 51.1
GFO045054 0 0 1 Hypothetical protein (1) - P_ifoliata_00085_mRNA_S0.1
GFO045053 0 0 1 Hypothetical protein (1) - P_ifoliata_00085_mRNA_5.1
integral component of membrane g . i domain
[GO:0016021 cellular_component] (1);  ©-¥P ATPase, cytoplasmic domain N
oL on binding [GO-00408T> [IPRO23299] (1); P-type ATPase
molecala_unction] (1) cation tanspore IPROV1757}(1:Patype ATPase
ular_function] (1); SPOT S ubfamily IB [IPR027256] (1); P-type
GFO045052 0 0 1 Heavy metal ATPase transporter (1) [GO:0006812 biological_process] (1) e phosphoraton she P_rifoliata_00085_mRNA_45.1
““?“"';d“ ‘;‘“"““g [1((’?’"""‘" 66 [IPRO18303] (1); HAD-like domain
moleculr_funcion] (1): caion- LIPRO2Y2 14} (1), Prosme ATPote A
twansporting ATPase activity Somatn L1PRO0S350] 1)
[GO:0019829 molecular._funcion] (1)
GFO045051 0 0 1 Hypothetical protcin (1) - P_sifoliata_00085_mRNA_43.1
GF0045050 0 0 1 Hypothetical protein (1) - P_urifoliata_00085_mRNA 42.1
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GFO045049 0 0 1 Hypothetial protein (1) - P_trifoliata 00085 mRNA 41.1
GFO045048 0 0 1 Hypothetical protein (1) - P_ifoliata_00085_mRNA_40.1
GF0045047 0 0 1 Hypotheical protein (1) -

GFO045046 0 0 1 Hypothetical protein (1) .
GFO045045 0 0 1 Monosacharide transport protein (1) - P_trifoliata 00085 mRNA 37.1
GF0045044 0 0 1 Hypothetical protein (1) - P_ifoliata_00085_mRNA_32.1
GF0045043 0 0 1 Hypotheical protein (1) -
GFO045042 0 0 1 Hypothetical protein (1) .
GFO045041 0 0 1 Hypothetical protein (1) - P_tifoliata 00085 mRNA 25.1
GF0045040 0 0 1 Hypothetical protein (1) - P_ifoliata_00085_mRNA_20.1
GF0045039 0 0 1 Hypotheical protein (1) - P_tifoliata_00085_mRNA_IS.1
proteolysis [GO:0006508
" biological process] (1); aspartic-type Peptidase A2A, retrovirus, catalytic .
GFO045038 0 0 1 Hypothetical protein (1) sy levao0iim imoorons, 1y P_trifoliata_00085_mRNA_17.1
molecular_function] (1)
GFO045037 0 0 1 Hypothetical protein (1) - P_trifoliata_00085_mRNA_1S.1
GFO045036 0 0 1 Hypothetical protein (1) - P_trifoliata 00085 mRNA._14.1
GF0045035 0 0 1 Hypothetical protein (1) - P_ifoliata_00085_mRNA_I3.1
GFO045034 0 0 1 Hypotheical protein (1) - P_tifoliata_00085_mRNA_102.1
GFO045033 0 0 1 Hypothetical protein (1) - P_trifoliata_00085_mRNA_101.1
GFO045032 0 0 1 Hypothetical protein (1) - P_tifoliata 00085 mRNA_100.1
GFO045031 0 0 1 Hypothetical protein (1) - P_ifoliata_00085_mRNA_10.1
GF0045030 0 0 1 Hypotheical protein (1) - P_tifoliata_00085_mRNA_L1
protein binding [GO:0005515 Post-SET domain IPR003616] (1; SET
GFO045029 0 0 1 Hypotheical protein (1) et fretont 1 o RO 3141y - P_tifoliata_00084_mRNA_0.1
. Sieve clement occlusion, N-terminal
GFO045028 0 0 1 Hypothetical protein (1) Srrossan P_trifoliata 00084 mRNA §3.1
GFO045027 0 0 1 Hypothetical protein (1) (’I')”LE transposase domain [IPROIS289] P._trifoliata_00084_mRNA_70.1
GF0045026 0 0 1 Hypothetical protein (1) - P_ifoliata_00084_ mRNA_7.1
GFO045025 0 0 1 Hypotheical protein (1) - P_tifoliata_00084_ mRNA_68.1
GFO045024 0 0 1 Hypothetical protein (1) - P_trifoliata_00084_mRNA_64.1
GFO045023 0 0 1 Hypothetical protein (1) - P_tifoliata 00084 mRNA 61.1
GFO045022 0 0 1 Hypothetical protein (1) - P_ifoliata_00084_ mRNA_60.1
GF0045021 0 0 1 Hypothetical protein (1) mﬁﬁ"x“:ﬁ'{‘nﬂ::;‘:‘ [I"“,“’:“;’Zz';%“:‘l - P_trifoliata_00084 mRNA 6.1
TB2/DPI/HVA22-related protcin
GFO045020 0 0 1 Hypothetical protein (1) [IPRO04345] (1); Leucinc-rich repeat - P_trifoliata_00084_mRNA_59.1
domain, L domain-like [IPR032675] (1)
nuclooside metabolic procass
! P Nucleoside phosphorylase domain
GFO045019 0 0 methylthioadenosine/S- - LG0:0009116 biologieal process] (1: 1pp00345] (1); Nucleoside B P._trifoliata_00084_mRNA_52.1
molecular_function] (1) phosphorylase [IPRO18017] (1)
GFO045018 0 0 1 Hypothetical protein (1) - P_trifoliata_00084_mRNA_47.1
Nucleolar 275 pre-RNA processing, .
GFO045017 0 0 1 Hypothetical protein (1) s ol oo renis 1) P_trifoliata_00084_mRNA_45.1
GFO045016 0 0 1 Hypotheical protein (1) - P_tifoliata_00084_mRNA_44.1
GFO045015 0 0 1 Hypothetical protein (1) - P_trifoliata_00084_mRNA_42.1
protein dimerization actvity
[GO:0046983 molecular_function] (1);  Ribonuclease H-like domain
nucleic acid binding [GO:0003676  (IPRO12337] (1): AMP-dependent
GFO045014 0 0 1 Hypothetical protein (1) molecular_function] (1); metabolic  synthetasc/ligase [IPRO0OST3] (1); HAT, - P_ifoliata_00084_ mRNA 4.1
process [GO:0008152 “terminal dimerisation domain
biolagical_process] (1): catalytic activity [IPRO08906] (1)
[GO:0003824 molecular_function)] (1)
GFO045013 0 0 1 Hypotheical protein (1) - P_tifoliata_00084_ mRNA_39.1
Gag-polypeptide of LTR copia-type
GFO045012 0 0 1 Hypotheical protein (1) st P_tifoliata_00084_ mRNA_26.1
GFO045011 0 0 1 Hypothetical protein (1) :;ﬁ;"‘"‘“[l":.'::fz'jg;ﬁ"“: domain/BAR P_trifoliata 00084 mRNA 24.1
cysteine-type pepidase activity
[GO:0008234 molecular_function] (1); ~ Ulpl protease family, C-terminal ) R
GFO045010 0 0 1 Hypothetical protein (1) AR e o 08 1) P_trifoliata_00084_mRNA_21.1
biological process] (1)
Leucine-tich repeat domain, L domain-
GFO045009 0 0 1 Phosphoprotcin phosphatase (1) [ttty P_tifoliata_00084_mRNA_IS.1
. Leucine-rich repeat domain, L domain-
GFO045008 0 0 1 Hypothetical protein (1) [t P_tifoliata 00084 mRNA._17.1
X e prote iy . NB-ARC [IPRO02152] (1): P-loop
GF0045007 0 0 1 Disease resistance protein RPS2, putative ADP binding [GO:0043531 containing nucleoside triphosphate B P._tifoliata_00084_mRNA_16.1
0} molecular_function] (1) hydrolase (IPRO27417] (1
P-loop containing nucleoside
GF0045006 0 0 |F]"3S'LRR type discase resistance protein 2":’ f"":‘:“;?:(iloml‘s” triphosphate hydrolase [IPR027417] (1); - P_trifoliata_00084 mRNA._15.1
rolecular_functio NB-ARC [IPRO02182] (1)
Expansin/Lol pl [IPRO0TI1S] (1);
Expansin, cellulose-binding-like domain
Sl erobon G000 7 51, R dol
GF0045005 0 0 1 Expansin-like B1 (1) glsavoooéévo g beta-barrel domain [IPRO09009] (1); - P_trifoliata_00084 mRNA_13.1
Zﬁ""‘; component] (1) Expansin/pollen allergen, DPBB domain
lular_componer [IPRO0T112] (1); Major pollen allergen
Lol pl [IPRODS795] (1)
GFO045004 0 0 1 Hypothetical protein (1) - P_trifoliata_00084_mRNA_12.1
GFO045003 0 0 1 Hypothetical protein (1) - P_tifoliata 00084 mRNA_11.1
nucleus [GO:0003634
cellulr_component] (1): histone lysine
methylation [GO:0034968 Pre-SET zinc-binding sub-group
biolagical_process] (1): histone binding ~[IPR003606] (1); Pre-SET domain
GFO045002 0 0 [GO:0042393 molecular_function] (1): ~(IPR007728] (1); PUA-lke domain - P_trifoliata_00084_mRNA_10.1
histone-lysine Nemethylransferase  [IPROIS947] (1); SRA-YDG
actvity [GO:0018024 [IPRO03105] (1)
molecular_function] (1; zinc ion binding
[GO:0008270 molecular_function] (1)
P-loop containing nucleoside
GF0045001 0 0 1 Protein AIG1 (1) GTP binding [60:0005525 triphosphate hydrolase [IPR027417) (1); P_trifoliata_00083_mRNA 9.1
molecular_function] (1) AIG1-type guanine nuclcotide-binding
(G) domain [IPRO06703] (1)
Groosson 0 0 | pthtat protin 1 o ofroun fncion DUFA! P il 00053 mRNA 0.1
GF0044999 0 0 1 Hypothetical protein (1) - P_trifoliata_00083_mRNA_$.1
GFO0044998 0 0 1 Hypothetical protein (1) - P_trifoliata 00083 mRNA 74.1
GF004997 0 0 1 Hypothetical protein (1) - P_ifoliata_00083_mRNA_61.1
Helicase-associated domain [IPRO07S02]
GF0044996 0 0 1 Hypothetical protein (1) ::fl’l°‘{3‘]j°‘;v:3’ll[‘f‘?(?oo‘zss (1); P-loop containing nucleoside - P_trifoliata_00083_mRNA_51.1
rolecular_functio triphosphate hydrolase [IPR027417] (1)
AT binding [GO0005524 Helicase, C-terminal (IPRO01650] (1); P-
olecutar ;fmc‘"om iy muclic acia 199 containing nucleoside riphosphate
. coular | : hydrolase [IPR027417] (1); Helicase
GF0044995 0 0 Pre-mRNA-splicing factor ATP- binding [GO:0003676 superfamily 1/2, ATP-binding domain - P._tifoliata_00083_mRNA_50.1
dependent RNA helicase (1) molcular_function] (1; ATP-dependent PSTRAEN 1 ATEURERE o
elicase activity [GO:0008026 o tependent DR o
molecular_function] (1) consereed ste (IPR0024641 (1)
GFO044994 0 0 1 Hypothetical protein (1) - P_trifoliata_00083_mRNA_S.1
GFO044993 0 0 1 Hypothetical protein (1) - P_trifoliata 00083 mRNA 42.1
iron fon binding [GO:0005506
molecular_function] (1); heme binding
[GO:0020037 molecular_function) (1):
oxidoreductase activity, acting on paired Cytochrome P450 [IPROOI128] (1)
GFO044992 0 0 1 Flavonoid 3-monooxygenase (1) donors, with incorporation or reduction  Cytochrome P4S0, E-class, group I - P_trifoliata_00083_mRNA_41.1
of molccular oxygen [GO:0016705  [IPR002401] (1)
molecular_function] (1); oxidation-
reduction process [GO:0055 114
biological_process] (1)
GF0044991 0 0 1 Hypothetical protein (1) - P_ifoliata_00083_mRNA_39.1
GF0044990 0 0 1 Hypothetical protein (1) ﬁ‘;’;‘:‘z"szgg“:‘:‘)"w" function DUF4283 P_trifoliata_00083_mRNA _32.1
GF0044989 0 0 1 Hypothetical protein (1) :“"TJLF transposase domain [IPROIS289] P._trifoliata_00083_mRNA_27.1
proteolysis [GO:0006508
biological_process] (1); cysteine-type  Ulpl protease family, C-terminal
s
GFO044988 0 0 1 Hypotheical protein (1) e T oroomoss et TR00508] (1) P_tifoliata_00083_mRNA_25.1
molecular_function] (1)
response 10 sress [GO:0006950 Late embryogencsis abundant protein,
3 .
GF0044987 0 0 1 Hypothetical protein (1) e 1) e o io861 (1 P_ifoliata_00083_mRNA_21.1
GFO04986 0 0 1 Hypothetical protein (1) [T‘l;g;;': ! (gmz)z-relmd protein . P_trifoliata_00083_mRNA_17.1
GFO04985 0 0 1 Hypotheical protein (1) - P_tifoliata_00083_mRNA_14.1
Cytokinin riboside S"monophosphate
GFO04984 0 0 Lot (1 LOG family [IPRO31100] (1) - P_tifoliata_00083_mRNA_10.1
regulation of transcription, DNA-
templated [GO:0006355
. i} biological _process] (1); ranseription
GFO044983 0 0 1 :é‘l‘_’l‘i“‘“';’“ MADS-box protein factor activity, sequence-specific DNA "I’)“““““"“"" factor, K-box [IPR002487) P._tifoliata_00083_mRNA_I.1
binding [GO:0003700
molecular_function] (1): nucleus
(GO:0005634 cellular_component] (1)
GFO044982 0 0 1 Hypothetical protein (1) - P_trifoliata_00082_mRNA_§7.1
GFO044981 0 0 1 Hypothetical protein (1) - P_trifoliata 00082 mRNA 5.1
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GF0044980 0 0 T Hypothetical protein (1) B P_urifoliata_00082_ mRNA_77.1
oxidoreductase activity, acting on paircd
donors, with incorporation or reduction
of molccular oxygen [GO:0016705
molecular_function] (1) oidation-  Cytochrome P450, E-class, group |
GFO0044979 0 0 1 Cytochrome P450 family 71 protein (1) reduction process [GO:0055 [IPRO02401] (1); Cytochrome P4SO - P_sifoliata_00082_ mRNA_76.1
biological_process] (1) iron fon binding [IPR001128] (1)
[GO:0005506 molecular_function] (1);
heme binding [GO:0020037
molecular_function] (1)
GFO044978 0 0 1 Hypothetical protein (1) - P_ifoliata_00082_mRNA_75.1
GFO0044977 0 0 1 Hypothetical protein (1) - P_ifoliata_00082_mRNA_72.1
GFO044976 0 0 1 Hypothetical protcin (1) - P_sifoliata_00082_ mRNA_56.1
Leucine-rich repeat-containing N-
terminal, plant.type [IPROI3210] (1);
' Serine/threonine-protein kinase, active
proten binding l'i‘jg :)]‘))Oif:f_ pinding e [IPRO0S27I] (1); Protein kinase,
ceular | 4 % ATP binding site [IPRO17441] (1);
LRR receptor-ike serinefthreonine- (000003524 molecular_function] (1):  g.ipyconinedul specificity protein
GFO044975 0 0 1 ¥ protein kinase activity [GO:0004672 - P_usifoliata_00082_ mRNA_S1.1
protein kinase ERLI (1) kinase, catalytic domain [IPR002290]
molecular_function] (1): protein (1 Tencimerich repent [PRO0TO1] (1)
phosphorylation [GO:0006468 Protein kinase domain [IPR000719] (1);
biological_process] (1) Protein kinase-like domain [IPRO1 1009]
(1): Leucine-rich repeat domain, L
domain-like [IPRO32675] (1)
GFO044974 0 0 1 Hypothetical protein (1) - P_sifoliata_00082_ mRNA_5.1
GF0044973 0 0 1 Metacaspase 1 isoform 2 (1) se-like domain [IPRO29030] (1) - P_urifoliata_00082_ mRNA 4.1
GFO044972 0 0 1 Hypothetical protein (1) - P_rifoliata_00082_mRNA_23.1
GRO044971 0 0 1 Hypothetical protein (1) - P_ifoliata_00082_ mRNA 2.1
GFO044970 0 0 1 Hypothetical protcin (1) Caspase-like domain [IPR029030] (1) - P_sifoliata_00082_ mRNA_L1
GF0044969 0 0 1 Hypothetical protein (1) Pentatricopeptide repeat [IPRO028SS] (1) - P_trifoliata 00081 mRNA 6.1
GFO044968 0 0 1 Hypothetical protein (1) - P_rifoliata_00081_mRNA_84.1
zine ion binding [GO:0008270
ol funton) (1) ARSIt ehirogens suprfiy,
GF0044967 0 0 1 Hypothetical protein (1) activity [GO: Zine-type [IPRO0208S] (1): GroES-like - P_trifoliata_00081_mRNA_8.1
molecularj\mcnulﬂ m. oxidation- (et R
reduction process [GO:0055114
biological_process] (1)
Serine-threonin/yrosine-protei
proten phosphorylation [GO:0006468 S HEER limam;sw s
GFO044966 0 0 1 Hypothetical protein (1) ;‘l“’:“/’f"“' "“““’é (z] ) proteinkinase | i rich repeat domain, L domain- - P_tifoliata_00081_mRNA_54.1
l rylmr function] (1) like [IPRO32675] (1); I’mtem kinase-like
molecular_functior domain [IPRO11009] (1)
| Bidirctional sugar transporter SWEET2a integral component of membrane SWEET sugar transporter [IPR04316]
GFO044965 0 0 [ (Goe 01602, exf. somponent] (0 9 P_ifoliata_00081_mRNA_39.1
nucleic acid binding [GO:0003676  RNA recognition motif domain
molecular_function] (1): nucleotide ~ [IPR000504] (1); RNA recognition morif
GFO044964 0 0 1 Meiosis protein mei2 (1) Vinding [GO0000166 2 (PRODTZ01] (1; Nclsoduibiding. ~ P_ifoliata_00081_mRNA_28.1
molecular_function] (1) alpha-beta plait domain [IPR012677] (1)
. Probable transposase, Ptta/En/Spm, plant
GF0044963 0 0 1 Hypothetical protein (1) {bR00] () - P_urifoliata_00081_mRNA _22.1
GFO044962 0 0 1 Hypothetical protein (1) - P_sifoliata_00081_mRNA_19.1
GF0044961 0 0 1 Hypothetical protein (1) - P_urifoliata_00081_mRNA_18.1
GFO044960 0 0 1 Hypothetical protein (1) P_ifoliata_00081_mRNA_17.1
GF0044959 0 0 1 Hypothetical protein (1) e Tanaste tour Famiy LIFKO2 4101 P_trifoliata_00081_mRNA_12.1
GFO044958 0 0 1 Hypothetical protein (1) - P_usifoliata_00081_mRNA_L1
GF0044957 0 0 1 Hypothetical protein (1) - P_urifoliata_00080_mRNA 8.1
GFO044956 0 0 1 Hypothetical protein (1) - P_ifoliata_00080_mRNA_69.1
integral component of membrane
[GO:0016021 cellular_component] (1);  UbiA prenyltransferase family .
GFO044955 0 0 1 Homogenisate phyltansferase (1) 0 e GO 0004639. [IPROG0S37] (1) P_ifoliata_00080_mRNA_68.1
molecular_function] (1)
GFRO044954 0 0 1 Hypothetical protein (1) - P_ifoliata_00080_mRNA_62.1
(13 -beta-D-glucan biosynthetic
process [GO:0006075
biological_process] (1); 13-beta-D-
. cal rotein ghucan synthase activity [GO:0003843  Glycosyl transferase, family 48 folate .
GF0044953 0 0 1 Hypothetical protein (1) oot function] (1 15 bea D (IbRO0S40] (1) P_trifoliata 00080 mRNA_60.1
ghucan synthase complex [GO:0000148
cellular_component] (1); membrane
[GO:0016020 cellular_componen] (1)
GFRO044952 0 0 1 Hypotherical protein (1) - P_ifoliata_00080_mRNA_S8.1
GFO044951 0 0 1 Hypothetical protein (1) - P_sifoliata_00080_mRNA_57.1
GF0044950 0 0 1 Hypothetical protein (1) - P_urifoliata_00080_mRNA_53.1
GFO044949 0 0 1 Hypothetical protein (1) - P_rifoliata_00080_mRNA_52.1
GFO044948 0 0 1 Hypotherical protein (1) - P_ifoliata_00080_mRNA_49.1
Serine/threonine-protein kinase, active
site [IPROOS271] (1);
ATP binding [GO:0005524 Serine/threonine/dual specificity protein
olecular_function (1); potein Kinase, catalytic domain [IPR002290]
phosphorylation [GO:0006468 (1): Serine-threonineyrosine-protcin
. 4.
GFO044947 0 0 1 Hypothetical protein (1) biological_process] (1); protein kinase  kinase catalytic domain [IPRO01245] (1); P_ifoliata_00080_mRNA_47.1
activity [GO:0004672 Protein kinase domain [IPRO00T19] (1);
molecular_function] (1) Leucine-rich repeat domain, L domain-
like [IPR032675] (1); Protein kinase-like
domain [IPRO11009] (1)
GFO044946 0 0 1 Hypothetical protein (1) ";‘N " ;2I’)'/?:e‘m';‘c“[““;km’l‘;“’;”(‘l")“’"' B P_trifoliata_00080_mRNA_37.1
Protein of unknown function DUF247,
nucleic acid binding [GO:0003676  plant [IPR004158] (1); Zinc finger,
GRO044945 0 0 1 Hypothetical protein (1) molecular_function] (1): zinc fon binding CCHC-type (IPRO0ISTS] (1); Domain of - P_ifoliata_00080_mRNA_36.1
[GO:0008270 molecular_function] (1) unknown function DUF4283
[IPRO2SS58] (1)
GFO044944 0 0 1 UPFO481 protein (1) :{:.::‘S:;w S0 vﬁ)mmm oo P_rifoliata_00080_mRNA_33.1
GF0044943 0 0 1 Hypothetical protein (1) - P_urifoliata_00080_ mRNA 3.1
photosystem 1 [GO:0009522
Photosystem I PsaK, reaction centre,
cellular_component (1): chlorophyll “’I,RO 174931 (1; Photosystem |
bin 016168 ¢ g
GFO044942 0 0 1 Hypothetical protein (1) molecur :_function] (1); membrane ;;ﬁ:;;:""‘l":::'(‘][/:,‘: ':‘gzsr:i:]“(”' P._tifoliata_00080_mRNA _28.1
lﬁom 'mh:s‘:[‘g“o‘“‘;n;z';‘;““’"” % [1pRO00S49] (1); Protein of unknown
photosy! function DUF247, plant [IPRO04158] (1)
biological process] (1)
GFO044941 0 0 1 Hypothetical protcin (1) PGG domain [IPRO26961] (1) - P_uifoliata_00080_mRNA 2.1
GF0044940 0 0 1 Hypothetical protein (1) - P_urifoliata_00080_ mRNA_14.1
' Ankyrin repeat-containing domain
GF0044939 0 0 1 Ankyrin repeat family protein, putative  protein binding [GO:0005515 [IPRO20683] (1); Ankyrin repeat - P_urifoliata_00080_ mRNA_1.1
o) molecular_function] (1) UbRooz110] (1)
. binding [GO:0005488 Ammadillo-like helical [IPRO11989] (1; §
GFO044938 0 0 1 Hypothetical protein (1) e funeton] (1 vl ype 114 1DRO16004) (1) P_sifoliata_00079_mRNA_91.1
integral component of membrane
[GO:0016021 cellular_component] (1);
ATPase activity [GO:0016887
molecular_function] (1): transport
e P-loop containing nucleoside
Eﬂpﬁoﬁ.ﬁ "“‘t‘gu eal_process] (1; - iohosphate hydrolase [IPRO27417] (1);
GFO044937 0 0 1 Hypothetical protein (1) et o substances ABC frmsporter type I ransmembrane - P_rifoliata_00079_mRNA_89.1
sme! ‘¢ movement of SUBSIANCES i [IPRO11527] (1); ABC
[G0:0042626 molecular_function] (1; 00 TL L oh oo )
ATP binding [GO:0005524
ol fnction] 1: rnsenbrne
twansport [GO:005:
biological_process] m
GFO044936 0 0 1 Hypothetical protein (1) - P_ifoliata_00079_mRNA_82.1
GFO044935 0 0 1 Hypothetical protein (1) - P_ifoliata_00079_mRNA_8.1
GFO044934 0 0 1 Hypothetical protein (1) - P_usifoliata_00079_mRNA_76.1
Pyrrolo-quinoline quinone repeat
[PRO02372] (1); Qumepmlem aleohol
dehydrogenase-like superf:
GFO044933 0 0 1 Hypothetical protein (1) E:i?':: ?;:EL:.:;%::::;:MIIM P_trifoliata_00079_mRNA_70.1
[IPROI8391] (1); Quinoprotein alcohol
dehydrogenase-like domain [IPR027295]
0
Pectin Iyase fold [IPRO12334] (1); Pectin
GFO044932 0 0 1 Hypothetical protein (1) Iyase fold/virulence factor [IPRO11050] - P_ifoliata_00079_mRNA_61.1
(1): AmbAllergen [IPRO1S082] (1)
GRO044931 0 0 1 Hypothetical protein (1) - P_ifoliata_00079_mRNA_6.1
GFO044930 0 0 1 Hypothetical protein (1) - P_usifoliata_00079_mRNA_59.1
ATPase, AAA-type, conserved site
[IPRO03960] (1); P-loop containing
. | Putative mitochondrial chaperone BCS1- ATP binding [GO:0005524 nucleoside triphosphate hydrolase folats .
GF0044929 o o B(1) molecular_function] (1) [IPRO27417] (1); ATPase, AAA-type, P_trifoliata_00079_mRNA._41.1
core [IPRO03959] (1); AAA+ ATPase
domain [IPRO03593] (1)
GFO044928 0 0 1 Hypothetical protein (1) - P_ifoliata_00079_mRNA 4.1
GF0044927 0 0 1 Hypothetical protein (1) ﬁ::,;‘zyspfs’;?:‘;“‘ N-terminal domain P_trifoliata_00079 mRNA_38.1
GF0044926 0 0 1 Hypothetical protein (1) - P_urifoliata_00079_ mRNA 3.1
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GF0044925 0
GF0044924 0
GF0044923 0
GF0044922 0
GF0044921 0
GF0044920 0
GF0044919 0
GFO044918 0
GFO0044917 0
GFO044916 0
GF0044915 0
GFO044914 0
GFO044913 0
GF0044912 0
GFO0044911 0
GF0044910 0
GF0044909 0
GF0044908 0
GF0044907 0
GF0044906 0
GF0044905 0
GF0044904 0
GF0044903 0
GF0044902 0
GF0044901 0
GF0044900 0
GF0044899 0
GFO044898 0
GF0044897 0
GF0044896 0
GF0044895 0
GF0044894 0
GF0044893 0
GF0044892 0
GF0044891 0
GF0044890 0
GF0044889 0
GFO044888 0
GFO044887 0
GFO044886 0
GF0044885 0
GFO044884 0
GFO0044883 0
GFO044882 0
GF0044881 0
GF0044880 0
GF0044879 0
GFO044878 0
GFO044877 0
GFO044876 0
GFO044875 0
GFO044874 0

1 Hypothetical protein (1)

1 Hypothetical protein (1)
1 Hypothetical protein (1)

1 Hypothetical protein (1)

1 Hypothetical protein (1)
1 Hypothetical protein (1)

1 Hypothetical protein (1)

1 Hypothetical protein (1)

1 Hypothetical protein (1)

1 Hypothetical protein (1)
1 Hypothetical protein (1)

1 Sulfotransferase (1)

1 Hypothetical protein (1)
1 Hypoth

1 protein (1)
1 Hypothetical protein (1)

| 508 ribosomal protcin L12, chloroplastic
[0}

1 Hypothetical protein (1)

1 Carbonate dehydratase (1)

1 Trypsin-fike serine protease (1)

1 Hypothetical protein (1)
1 Hypothetical protein (1)

1 Hypothetical protein (1)

1 Hypothetical protein (1)

| Ubiquitin-conjugating enzyme E2-23 kDa
[0}

1 Hypothetical protein (1)

1 Hypothetical protein (1)

1 Hypothetical protein (1)
1 Hypothetical protein (1)

1 Hypothetical protein (1)

1 Hypotheti

1 protein (1)
1 Hypothetical protein (1)
1 Hypothetical protein (1)
1 Hypothetical protein (1)
1 Hypothetical protein (1)
1 Hypothetical protein (1)

1 Cytochrome P450 (1)

1 Hypothetical protein (1)

1 Hypothetical protein (1)
 Similarity to non-LTR retroclement
! reverse transeriptase (1

1 Hypothetical protein (1)

1 Hypothetical protein (1)

| Ankytin repeat family protein, putative
)

1 Hypothetical protein (1)

| Glutathione S-transferase tau 7, putative:
1

1 Vinorine synthase (1)

1 Hypothetical protein (1)

1 Vinorine synthase (1)

1 Hypothetical protein (1)

1 Hypothetical protein (1)
1 Hypothetical protein (1)

1 Basic 75 globulin (1)

nucleic acid binding [GO:0003676
molecular_function] (1): protein
dimerization activity [GO:0046983
molecular_function] (1); hydrolase
activity [GO:0016787
molecular_function] (1)

membrane [GO:0016020
cellular_component] (1)

response t oxiaanve stress
[GO:0006979 biological process] (1);
heme binding [GO:0020037
molecular_function] (1); peroxidase
activity [GO:0004601
molecular_function] (1); oxidation-
reduction process [GO:0055114

Winkninal sennasel (11

small GTPase mediated signal
transduction [GO:0007264
biological_process] (1):
nucleocytoplasmic transport
[GO:0006913 b\ologmsl |_process] (1);
membrane [GO:001602(
cellular_component] u).
transduction [GO:0007165
biological_process] (1); GTP bin
[GO:0005525 molecular_function] u)
intracellular protein transport
[GO:0006886 b\o!oglcal )mcess] ay
intracellular [GO:00036:

ignal

Ribonuclease H-like domain
[IPRO12337] (1); NUDIX hydrolase
domain-like [IPRO1S797] (1): NUDIX
hydrolase domain [IPRO000SS] (1);
HAT, C-terminal dimerisation domain
[1PR008906] (1)

Calcium-dependent channel, 7TM region, _
putative phosphate [IPR003864] (1)

RNA polymerase I specific transcription
initiation factor RRN3 [IPR007991] (1)

Haem peroxidase [IPRO10255] (1); Plant
ascorbate peroxidase [IPR002207] (1);
Peroxidase, active site [IPRO19794] (1); -
Haem peroxidase, plant/fungal/bacterial
[IPR002016] (1)

Small GTPase superfamily, Ras o
[1PR020849] (1); Small GTPas
superfamily, Rho type nrmmzsm ay
Small GTP-binding protein domain
[IPR005225] (1); P-loop containing
nucleoside triphosphate hydrolase
[IPRO27417] (1); Small GTPase
superfamily [IPRO0IS06] (1): tRNA
dimethylallyliransferase [IPRO18022]
(1); Ran GTPase [IPRO02041] (1); Small

cellular_component] m GTPnse activity GTPase superfamily, Rab type

[GO:0003924 molecular_function] (1):
tRNA processing [GO 0008033
biological_process] (1); protein transport
[GO:0015031 b\o!oglcal |_process] (1)

sulfotransferase activity [GO:0008146
molecular_function] (1)

intracellular [GO:0005622
cellular_component] (1; translation
[GO:0006412 biological process] (1);
structural constituent of ribosome
[GO:0003735 molecular_function] (1);
ribosome [GO:0005840
cellular_component] (1)

carbonate dehydratase activity
[GO:0004089 molecular_function] (1):
zin ion binding [GO:0008270
molecular_function] (1); carbon
utilization [GO:0015976.
biological_process] (1)

protein binding [GO:0005515
molecular_function] (1); serine-type:
endopeptidase activity [GO:0004252
molecular_function] (1); proteol
[GO:0006508 biological process] (1)

transferase activity, transferring hexosyl
groups [GO:0016758
molecular_function] (1); metabolic
process [GO:0008152
biological_process] (1)

integral component of membray
[GO:0016021 cellular componcnl] ay
membrane [GO:00160:
cellular_component] m. protein binding
[GO:0005515 molecular_function] (1);
proteolysis [GO:0006508

bmlog\ml Jmcesﬂ a serneme
endoy acti
et nmcnom [0}

intracellular [GO:0005622
cellular_component] (1): ranslation
[GO:0006412 biological process] (1);
structural constituent of ribosome
[GO:0003735 molecular_fanction] (1);
ribosome [GO:0005840
cellular_component] (1)

iron ion binding [GO:0005506
molecular_function] (1); heme binding
[GO:0020037 molecular_function] (1);
oxidoreductase activity, acting on paired
donors, with incorporation or reduction
of molecular oxygen [GO:0016705
molecular_function] (1); oxidation-
reduction process [GO:00551 14
biological process] (1)

[IPR003579] (1)

P-loop containing nucleoside
triphosphate hydrolase [IPR027417] (1); -
Sulfotransferase domain [IPRO00863] (1)

Ribosomal protein L7/L12, C-
terminal/adaptor protein ClpS-like
[IPRO14719] (1); Ribosomal protein
L7/LI2, C-terminal [IPRO13823] (1);
Ribosomal protein L7/L12,
oligomerisation [IPR008932] (1)

PWWP domain [IPR000313] (1) B

Carbonic anhydrase, prokaryotic-like,
conserved site [IPROIS892] (1); B
Carbonic anhydrase [IPRO01765] (1)

PDZ domain [IPRO01478] (1); Peptidase
SIC [IPRO01940] (1); Peptidase SI, PA -
clan [IPR009003] (1)

Ribosomal protein
L7Ae/L30¢/S12¢/Gadd45 [IPRO04038]
(1; 508 ribosomal protein L30-like
[1PR029064] (1)

UDP-glucuronosyl Ul
glucosyltransferase [IPROOZZU] 0]

Ubiquitin-conjugating enzyme/RWD-like
[IPRO16135] (1); Ubiquitin-conjugating -
enzyme E2 [IPR000G0S] (1)

Peptidase SIC [IPR001940] (1); PDZ
domain [IPRO01478] (1): EamA domain
[IPRO00620] (1); Pepidase S1, PA clan ~
[IPRO09003] (1)

Ribosomal protein L14 [IPR002784] (1);
NmrA-like domain [IPR008030] (1);
Ribosomal protein L2 domain 2
[IPRO14722] (1); Translation protein -
SH3-like domain [IPRO0S991] (1):
NAD(P)-binding domain [IPRO16040]

Chloramphenicol acetyltransferase-like
domain [IPR023213] (1)

Cytochrome P450 [IPROOTI2S] (1) -

tase domain

transferase activity, trans
groups other than amino-acyl groups
[GO:0016747 molecular_function] (1)

protein binding [GO:0005515
molecular_function] (1)

transferase activity, transferring acyl
groups other than amino-acy group:
[GO:0016747 molecular_function] (1)

transferase activity, transferring acyl
groups other than amino-acyl groups
[GO:0016747 molecular_function] (1)

aspartic-type endopeptidase activity
[GO:0004190 molecular_fanction] (1);
proteolysis [GO:0006508

biological process] (1)

Reverse transcript
[IPR000477] (1)
c y
domain [IPR023213] (1): Transferase -
[1PR003480] (1)

Ankyrin repeat-containing domain
[IPRO20683] (1); PGG domain -
[IPRO26961] (1)

Ankyrin repeat [IPR002110] (1); Ankyrin
repeat-containing domain [IPRO20683] -
(1): PGG domain [IPR026961] (1)

Glutathione S-transferase, C-terminal-
like [IPRO10987] (1); Glutathione S-
transferase, C-terminal [IPR004046] (1)
Transferase [IPRO03480] (1);
Chloramphenicol acetyltransferase-like -
domain [IPR023213] (1)

Transposase, MuDR, plant [IPR004332]

Chloramphenicol acetyltransferase-like
domain [IPR023213] (1); Transferase -
[IPRO03480] (1)

Transposase, MuDR, plant [IPR004332]
M

Aspartic peptidase domain [IPR021109]
(1; Xylanase inhibitor, N-terminal
[IPRO32861] (1); Xylanase inhibitor, C- -
terminal [IPR032799] (1); Aspartic
peptidase Al family [IPRO01461] (1)

P_trifoliata_00079_mRNA 2.1

P_trifoliata_00079_mRNA_I3.1
P_trifoliata_00079_mRNA_I.1

P_tifoliata_00078_mRNA_8§.1

P_trifoliata_00078_mRNA_75.1
P_tifoliata_00078_mRNA 5.1

P_tifoliata_00078_mRNA_i2.1

P_trifoliata_00078_mRNA_109.1

P_tifoliata_00078_mRNA_107.1

P_trifoliata_00078_mRNA_103.1

P_trifoliata_00077_mRNA_85.1
P_tifoliata_00077_mRNA_83.1

P_tifoliata_00077_mRNA_82.1

P_tifoliata_00077_mRNA_78.1
P_tifoliata_00077_mRNA_77.1
P _trifoliata_00077_mRNA_75.1

P_tifoliata_00077_mRNA_71.1

P_tifoliata_00077_mRNA_70.1

P_trifoliata_00077_mRNA_S7.1

P_trifoliata_00077_mRNA_55.2

P_trifoliata_00077_mRNA_48.1

P_trifoliata_00077_mRNA_4.1

P_tifoliata_00077_mRNA_34.1

P_tifoliata_00077_mRNA_27.1

P_tifoliata_00077_mRNA_17.1

P_tifoliata_00077_mRNA_16.1

P_trifoliata_00077_mRNA_10.1

P_tifoliata_00076_mRNA 9.1
P_trifoliata_00076_mRNA_74.1

P_tifoliata_00076_mRNA_71.1

P_tifoliata_00076_mRNA_69.1
P _tifoliata_00076_mRNA_67.1
P_trifoliata_00076_mRNA_61.1

P_trifoliata_00076_mRNA_6.1

P _trifoliata_00076_mRNA_53.1
P_trifoliata_00076_mRNA_52.1

P_trifoliata_00076_mRNA_50.1

P_trifoliata_00076_mRNA_S.1

P_tifoliata_00076_mRNA_41.1

P_trifoliata_00076_mRNA_4.1

P_trifoliata_00076_mRNA_39.1

P_tifoliata_00076_mRNA_36.1

P_trifoliata_00076_mRNA_33.1

P_tifoliata_00076_mRNA_32.1

P_tifoliata_00076_mRNA 3.1

P_trifoliata_00076_mRNA_23.1

P_tifoliata_00076_mRNA_17.1

P_tifoliata_00076_mRNA_I3.1

P_trifoliata_00076_mRNA_I2.1
P_trifoliata_00075_mRNA 9.1

P_tifoliata_00075_mRNA_86.1



T Nam.inC.celementine  Namm C_umshiu  Namn PNt ote EJ TaterPro Members n C.clementine Members i Cunshiu Members in P oA
nucleic acid binding [GO:0003676  Nucleotide-binding alpha-beta plait
. Hstorogancos s sboucloprotein ol funton) (1 muleorde  domain IPROL2477) (1) RNA
GFO044873 0 0 Tas) binding [GO:000016¢ recognition motif domain [IPR000S04] P_trifoliata_00075_ mRNA_72.1
molecular_function] (n M
GFO044872 0 0 | Rhodanese/cell eycle control phosphatase Rhodanese-like domain [IPRO01763] (1) - P_trifoliata_00075_mRNA_63.1
superfamily protein (1)
GRO044871 0 0 1 Hypothetical protein (1) - P_ifoliata_00075_mRNA_6.1
membrane [GO:0016020
sl componen] (1 seribrans
- transporter activity [GO:0022; EamA domain [IPR000620] (1); WATI- §
GFO044870 0 0 1 Hypothetical protein (1) e foneion] (1 e e potin (1RSI (1) - P_sifoliata_00075_mRNA_49.1
Component of membrane (GO oozt
cellular_component] (1)
GFO044869 0 0 1 Hypothetical protein (1) - P_urifoliata_00075_mRNA 48.1
integral component of membrane
GF0044868 0 0 1 Hypothetical protein (1) Eﬁixﬁi“:‘:’;‘;’:‘z"{::ﬁ‘]‘ WAT l-related protein [[PRO30184] (1) - P_trifoliata_00075_mRNA_46.1
[GO:0022857 molccular._funcion] (1)
Bifunctional inhibitor/plant ipid transfer
protein/seed storage helical domain
GFO044867 0 0 1 Hypothetical protein (1) [IPR016130) (1 Hydnophobie eed P_rifoliata_00075_mRNA_38.1
protein [IPR027923] (1)
Hydrophobic seed protein [IPR027923]
(1): Bifunctional inhibitor/plant lipid
GFO044866 0 0 1 Hypothetical protein (1) transfer protein/seed storage helical  ~ P_ifoliata_00075_mRNA_37.1
domain [IPRO16140] (1)
GFO044865 0 0 1 Hypothetical protein (1) - P_rifoliata_00075_mRNA_2.1
GFRO044864 0 0 1 Hypothetical protin (1) - P_ifoliata_00075_mRNA_14.1
GFO044863 0 0 1 Hypothetical protcin (1) - P_sifoliata_00075_mRNA_I3.1
GFO044862 0 0 1 Hypothetical protein (1) - P_urifoliata_00075_mRNA_12.1
GFO044861 0 0 1 Hypothetical protein (1) - P_ifoliata_00075_mRNA_11.1
GFO044860 0 0 1 Hypothetical protin (1) - P_ifoliata_00074 mRNA_S8.1
GFO044859 0 0 1 Hypothetical protcin (1) - P_sifoliata_00074_ mRNA_45.1
GF0044858 0 0 1 Hypothetical protein (1) - P_urifoliata 00074 mRNA 4.1
. Reverse transeriptase domain
GF0044857 0 0 1 Hypothetical protein (1) Frwsin; - P_urifoliata 00074 mRNA_30.1
GFO044856 0 0 1 Hypothetical protcin (1) Cupredoxin [IPRO0S972] (1) - P_rifoliata_00074_ mRNA_28.1
zine ion binding [GO:0008270
. molecular_function] (1); nucleic acid e
GF0044855 0 0 1 Hypothetical protein (1) P (GO00056r6 Zine finger, CCHC-type [IPRO0ISTS] (1) - P_urifoliata 00074 mRNA 2.1
molecular_function] (1)
GFO044854 0 0 1 Hypothetical protein (1) - P_urifoliata_00074 mRNA_18.1
GFO044853 0 0 1 Hypothetical protein (1) - P_ifoliata_00073_mRNA_92.1
S-adenosyl-L-methionine-dependent
[GO:0008168 1290631 (1);
GFO044852 0 0 1 Putative methyltransferase PMTIS (1) Putative S-adenosyl-L-methionine- - P_ifoliata_00073_ mRNA_90.1
molecular_function] (1) "
dependent methyltransferase
[IPRO04159) (1)
Gag-polypeptide of LTR copia-type
GFO044851 0 0 1 Hypothetical protein (1) {monsimay (1) P_rifoliata_00073_mRNA_9.1
S-adenosyl-L-methionine-dependent
methyliransferase [IPR029063] (1):
GF0044850 0 0 1 AT binding protein (1) e activity [GO0008168 b ive S-adenosyl-L-methionine- - P_urifoliata_00073_ mRNA_$9.1
molecular_function] (1)
dependent methyliransferase
[IPRO04159] (1)
GFO044849 0 0 1 Hypothetical protein (1) - P_urifoliata 00073 mRNA 8.1
GFO044848 0 0 1 Hypothetical protein (1) - P_ifoliata_00073_mRNA_78.1
GFRO044847 0 0 1 Hypothetical protein (1) - P_ifoliata_00073_ mRNA_62.1
Protein of unknown function DUF247,
GRO044846 0 0 1 UPFO481 protein (1) et IPROOA158] () P_ifoliata_00073_ mRNA_60.1
Periplasmi binding protein-like I
[IPRO28082] (1); Recepor, ligand
GFO044845 0 0 1 Glutamate receptor (1) binding region [IPRO0IS28)] (1); Solute- - P_rifoliata_00073_mRNA_6.1
binding protein family 3/N-terminal
domain of MIF [IPRODI638] (1)
. Protein of unknown function DUF247,
GFO044844 0 0 1 UPF0481 protein (1) Tt 00158 (1) P_urifoliata_00073_ mRNA_56.1
protein kinase activity [GO:0004672
Putative arF domain-containing protein OIECUlT_function] (1);protein UbiB domain [IPRO04147] (1; Protein
GF0044843 0 0 k::las:‘d:mo ;’m“m H; EPIOLIN o osphorylation [GO:0006468 Kinase-like domain [IPRO11009] (1); P_trifoliata_00073_mRNA_49.1
- chlorop! biological_process] (1); ATP binding  Protein kinase domain [IPR000TI9] (1)
[GO:0005524 molceular._function] (1)
GFO044842 0 0 1 Hypothetical protcin (1) - P_sifoliata_00073_ mRNA_43.1
GFO044841 0 0 1 Hypothetical protein (1) - P_urifoliata_00073_ mRNA_41.1
Solute-binding protein family 3/N-
membrane [GO:0016020 terminal domain of MICF [IPROO1638]
cellular_component] (1);fonotropic (1) lonetropic glutamate receptor
GFO044840 0 0 1 Glutamate receptor (1) ~ ] [IPRO0I320] (1); Receplor, igand - P_ifoliata_00073 mRNA 4.1
glutamate receptor activity [GO:0004970
molecular_function] (1) binding region [IPROOTS28] (1)
& Periplasmic binding protein-like I
[IPRO280S2] (1)
GFO044839 0 0 1 Hypothetical protcin (1) - P_usifoliata_00073_ mRNA_37.1
GF0044838 0 0 1 Hypothetical protein (1) - P_urifoliata_00073_ mRNA 3.1
GFO044837 0 0 1 Hypothetical protein (1) Penatricopeptide repeat [IPR00288S] (1) - P_ifoliata_00073_mRNA_29.1
GRO044836 0 0 1 Hypothetical protein (1) - P_ifoliata_00073_mRNA_26.1
GFO044835 0 0 1 Hypothetical protein (1) - P_usifoliata_00073_ mRNA_13.1
Periplasmic binding protein-like |
» [IPRO28082] (1); Receptor, ligand
ol semponent) 1 onopic_ Bindn g IPRO0E28) 1
GFO044834 0 0 1 Glutamate receptor (1) compo : fonotwop: Tonotropic glutamate receptor - P_rifoliata_00073_mRNA_1.1
glutamate receptor activity [GO:0004970
e oo (1) [IPRO01320] (1); Solute-binding protein
& family 3/N-terminal domain of MIF
[IPRO0I638] (1)
GFRO044833 0 0 1 Hypothetical protein (1) - P_ifoliata_00072_mRNA_93.1
GFO044832 0 0 1 Hypothetical protein (1) - P_ifoliata_00072_mRNA_9.1
GRO044831 1 Hypothetical protein (1) - P_urifoliata_00072_ mRNA_$5.1
. Protein of unknown function DUF247,
GFO044830 0 0 1 Hypothetical protein (1) Tt 00158 (1 P_urifoliata 00072 mRNA_8$4.1
GFRO044829 0 0 1 Hypothetical protcin (1) - P_ifoliata_00072_mRNA_8.1
GFO044828 0 0 1 Hypothetical protein (1) - P_urifoliata 00072 mRNA_74.1
GFO044827 0 0 1 Hypothetical protein (1) - P_ifoliata_00072_mRNA_73.1
GRO044826 0 0 1 Hypothetical protein (1) - P_ifoliata_00072_mRNA_72.1
GRO044825 0 0 1 Hypothetical protein (1) - P_sifoliata_00072_mRNA_71.1
GFO044824 0 0 1 Hypothetical protein (1) - P_urifoliata_00072_ mRNA_70.1
GFRO044823 0 0 1 Hypothetical protein (1) - P_ifoliata_00072_mRNA_69.1
GFRO044822 0 0 1 Hypothetical protein (1) - P_ifoliata_00072_mRNA_64.1
GRO044821 0 0 1 Hypothetical protcin (1) .
Zine finger, PMZ-type [IPRO0GS64] (1);
. Putative muDR family transposase-like  zinc ion binding MULE transp [IPROI8289] _ folats .
GF0044820 0 o Ty molecular_function] (1) (1); Zine finger, SWIM-type P_trifoliata_00072_mRNA._49.1
[IPRO07527] (1)
G Leucine-rich repeat [IPRO01611] (1);
GFO044819 0 0 1 Hypothetical protein (1) I"“"o’l‘:'l‘“';'r““x";‘;‘l;’z (010‘055'5 Leucine-tich repeat domsin, L domain- - P._trifoliata_00072_mRNA_47.1
& like [IPR032675] (1)
Alph/Beta hydrolase fold [IPR029058]
TN hydrolase activity [GO:0016787 0y i s
GFO044818 0 0 1 Acyl-protein thioesterase 2 (1) molecular._function] (1) Phospholipase/carboxylesterase/thioester ™ P_trifoliata 00072 mRNA_27.1
ase [IPRO03140] (1)
GRO044817 0 0 1 Hypothetical protein (1) - P_usifoliata_00072_ mRNA_15.1
_— Leucine-rich repeat domain, L domain- .
GFO044816 0 0 1 Discase resistance protein (1) froutiisstias P_sifoliata_00071_mRNA_97.1
GRO044815 0 0 1 Hypothetical protein (1) - P_ifoliata_00071_mRNA 8.1
ucine-rich repeat domain, L domain-
GRO044814 0 0 1 Hypothetical protein (1) o Ubroerar () P_ifoliata_00071_mRNA_60.1
GFRO044813 0 0 1 Hypothetical protein (1) - P_rifoliata_00071_mRNA_5.1
Thiamine pyophosphate sz, N-
GRO4asI2 0 0  Hypothetieal protein (1) [GO:0030976 molecular._function] (1) lll’RﬂIZﬂﬂH (1): Thiamin diphosphate- P_trifoliata_00071_mRNA_48.1
binding fold [IPR029061] (1)
Multicopper oxidase, type 1 [IPR001117)
copper ion binding [GO:0005507 (1): Multicopper oxidases, conserved site
molecular_function] (1); oxidoreductase [IPR033138] (1): Multicopper oxidase,
i activity [GO:0016491 type 2 [IPRO11706] (1); Cupredoxin .
GRO044S 1T 0 0 1 Laccase (1) molecular. ﬂmmon]m oxidation-  [IPRO0R972] (1); Multicopper oxidase, P_trifoliata_00071_mRNA _41.1
reduction process [GO:0055114 type 3 [IPROT1707] (1); Multicopper
biological proces] (1) oxidase, copper-binding site
[IPRO02355] (1)
ATP binding [GO:0005524
;ncx‘:ll:.nhr N"c!log ] (1); protein kinase p, i Linase domain [IPR000719] (1);
GFO044810 0 0 1 Hypothetical protein (1) v Protein kinase-like domain [IPROT1009] - P_ifoliata_00071_mRNA_32.1
molecular_function] (1; protein ’
phosphorylation [GO:0006468
biological process] (1)
GFO044809 0 0 1 Hypothetical protein (1) - P_ifoliata_00071_mRNA_15.1
GFO044808 0 0 1 Hypothetical protcin (1) - P_sifoliata_00071_mRNA_13.1
GFO044307 0 0 1 Hypothetical protein (1) - P_urifoliata_00071_mRNA 1.1
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Pseudouridine synthase 1, TruA,
RNA modification [GO:0009451 el domen (1PR020097] (1)
biological process] (1) psevdouridine L) 5o S PR
synthase activity [GO:0009982 Y
GF0044806 0 0 | TRNA pseudouridine synthase A (1) molecular_function] (1); RNA binding [“;_‘:‘?Z'x’flr‘r",:":lsa‘:,d:“;’d'"e Isz“)‘ha“ P_trifoliata_00070_ mRNA _94.1
[GO:0003723 molecular_function] (1); 5 4ouridine synthase, catalytic domain
pseudouridine synthesis [GO:0001522 15p29103] (1); Pscudouridine synthase
biological_process] (1) 1, TruA, C-terminal [IPR020095] (1)
GFO044805 0 0 1 Hypothetical protcin (1) - P_sifoliata_00070_mRNA_78.1
GFO044804 0 0 1 Hypothetical protein (1) d":”;“r'l‘[';;’;f‘;‘; “;“]“(ﬁ"“‘” Neterminal P._tifoliata_00070_mRNA_76.1
ABC sporrlke (IPRUS9 (1)
membrane [GO:0016020 nsporter [IPRO13525] (1);
Prloop o et
cellular_component] (1): ATPase activity oo phere hydrotase (IPRO27417] (1)
GFO044803 0 0 1 Pliotopic drug resistance protin 3 (1) [GO:0016857 malecula funtion 1); P et VTR - P_ifoliata_00070_mRNA_75.1
ATh Dinding Lﬁ%;‘"]““ff“ domain [IPRO29481] (1); Plant PDR
ular_function] ( ABC transporter associated [IPRO13581]
a
Ploop containing nucleoside
intracellular [GO:0005622 triphosphate hydrolase [IPRO027417] (1);
cellular_componen] (1); GTP binding  Small GTP-binding protein domain
30:0005525 molecular_function] (1);  [IPR005225] (1); Small GTPase
GFO044802 0 0 1 ADP-ribosylation factor AIF (1) small GTPase mediated signal superfamily, Rab type (IPRO03579] (1); - P_ifoliata_00070_mRNA_61.1
ransduction [GO:0007264 Small GTPase superfamily, ARF type
biological_process] (1): rotein transport (IPR024156] (1); Small GTPase
[GO:0015031 biological_process] (1) superfamily, ARFISAR type
NGRSO (1}
DnaJ domain [IPR001623] (1); Cleavage
GFO044801 0 0 1 Hypothetical protein (1) inducing molecular chaperone, Jiv - P_usifoliata_00070_mRNA_36.2
[IPRO32843] (1)
GFO044800 0 0 1 Hypothetical protcin (1) - P_sifoliata_00070_mRNA_35.1
GFO0044799 0 0 1 Hypothetical protein (1) - P_urifoliata 00070 mRNA 31.1
peptiay-proly cis-trans isomcrase
activi
molecular_function] (1): nucleic acid ||PRnrl\cl‘\:50(§:J“1Kl);l ':;‘c'li :‘;"TI:":VW
binding [GO:0003676 peptidyl-prolyl cis-trans isomerase
molecular_function] (1):mucleoride el BEN S RO
GFO044798 0 0 1 Hypothetical protein (1) binding [GO:0000166 bapcts it s APROLITI (13 * P_usifoliata_00070_mRNA_30.1
molecular_function] (1); protein Cyclophilin-ike domain [IPR029000]
o somertAn g1y, (1) Cyclophilintype pepidyL-proll cis
fological_process] (1): s omerase domain [IPR002130] (1)
protein folding [GO:0006457
hinlagical nracess] (1)
GRO044797 0 0 1 Hypothetical protein (1) - P_ifoliata_00069_mRNA_94.1
GFO044796 0 0 1 Hypothetical protcin (1) - P_usifoliata_00069_mRNA_93.1
GFO044705 0 0 1 Hypothetical protein (1) - P_urifoliata_00069_mRNA 91.1
metabolic process [GO:0008152
bilogialproces) (1) e UDP-ghuronayUDP-
GFO044794 0 0 1 Hypothetical protein (1) activity, transferring hexosyl groups  glucosyltransferase [IPR002213] (1) P_rifoliata_00069_mRNA_9.1
[GO:0016758 molccular._funcion] (1)
Groos7 0 0 1 Pusie ribomclss H protin (1) Revne rmcrpseanc g P il 00060 mRNA 5.1
Ribonuclease H-ike domain
GF0044792 0 0 1 Hypothetical protein (1) nucleic acid binding [GO:0003676 IPRO12337] (1); Domain of unknown - P_trifoliata_00069 mRNA 87.1
lecular_function] (1
molecular_fimction] (1) function DUF4218 [IPR025452] (1)
Reverse transcriptase zine-binding
GF0044791 0 0 1 Hypothetical protein (1) ::’:::.’:\c[;: ':Szgxz]ﬂckase phosphatase P_trifoliata_00069 mRNA_84.1
[IPRO0S135] (1)
ransferase activity, ransferring hexosyl
sroups [GO:0016758 »
GF0044790 0 0 1 UDP-glycosyltransferase 73B5 (1) molecular_function] (1); metabolic UDP-glucuronosy/UDP- P_uifoliata_00069_mRNA 8.1
- slucosyltransferase [IPR002213] (1)
process [GO:000815
biological_process) (1)
nucleic acid binding [GO:0003676  Ribonuclease H-ike domain
GFO044789 0 0 1 Hypothetical protein (1) oteesto funeion] (1) {pRO1537) (1) - P_ifoliata_00069_mRNA_78.1
GFO044788 0 0 1 Hypothetical protein (1) E’P“;;::Z‘S“;;;‘;‘)’““' Pua/En/Spm, plant P_trifoliata_00069_mRNA_77.1
GRO044787 0 0 1 Hypothetical protein (1) - P_ifoliata_00069_mRNA_76.1
prtindimcrizion sty HAT, C-terminal dimerisation domain
[Go: ‘molecular_function] (1);  [IPRO0S906] (1); Transposase, MuDR, .
GF0044786 0 0 1 Hypothetical protein (1) nucleic nmd bmdmg[GO 0003676 plant [IPR004332] (1); Ribonuclease H- P_trifoliata 00069 mRNA_73.1
moleeular_function] (1) like domain [IPRO12337] (1)
GRO044785 0 0 1 Hypothetical protcin (1) - P_sifoliata_00069_mRNA_68.1
GFRO044784 0 0 1 Hypothetical protein (1) - P_urifoliata_00069_mRNA_66.1
GFRO044783 0 0 1 Hypothetical protein (1) - P_rifoliata_00069_mRNA_65.1
Pentatricopeptide repeat [IPRO02885]
GF0044782 0 0 | Pentatricopepide (PPR) repeat protein - protein binding [GO:0005515 (1); Tetratricopeptide-like helical domain - P_trifoliata_00069_mRNA_62.1
) molecular_function] (1) Ubkoroo0r
GRO044781 0 0 1 Hypothetical protein (1) - P_ifoliata_00069_mRNA_61.1
metabolic process [GO:0008152
biological process] (1); ransferase  UDP-glucuronosyV/UDP-
- 5
GRO044780 0 0 1 UDP-glycosylranstease 7365 (1) R e e slocoansiomse (DR002213] (1) P_ifoliata_00069_mRNA_52.1
[GO:0016758 molceular._function] (1)
GRO044779 0 0 1 Hypothetical protein (1) - P_ifoliata_00069_mRNA_5.1
Domain of unknown function DUF4283
5
GRO044778 0 0 1 Hypotherical protein (1) UbR0Sss8] (1) P_ifoliata_00069_mRNA_45.1
GFO044777 0 0 1 Hypothetical protein (1) - P_rifoliata_00069_mRNA 4.1
D-isomer specific 2-hydroxyacid
dehydrogenase, NAD-binding domain
[IPRO06140] (1); ACT domain
NAD binding [GO:0051287 [IPR002912] (1); D-isomer specific 2-
molccular_function] (1); oxidation-  hydroxyacid dehydrogenase, NAD-
reduction process [GO:0055114 binding domain conserved site
biological_process] (1); amino acid  (IPR029753] (1): NAD(P)-binding
GRO044776 0 0 1 Ul Soonain [1PR016040] (1; Allotedc P_ifoliata_00069_mRNA_33.1
molccular_function] (1); metabolic  substrate binding domain [IPR029009]
process [GO:0008152 (1); Dsomer specific 2-hydroxyacid
biological_process] (1) dehydrogenase, NAD-binding domain
conserved site 1 [IPR029752] (1); S-
adenosyl-L-homocysteine hydrolase,
NAD binding domain [IPRO1S87S] (1)
GRO044775 0 0 1 Hypothetical protein (1) - P_usifoliata_00069_mRNA 3.1
GRO044774 0 0 1 Hypothetical protein (1) - P_urifoliata_00069_mRNA 28.1
GFO044773 0 0 1 Hypothetical protein (1) - P_ifoliata_00069_mRNA_24.1
GRO044772 0 0 1 Hypothetical protein (1) - P_ifoliata_00069_mRNA_22.1
Leucine-rich repeat (LRR) family protcin Leucine-rich repeat domain, L domain-
GRO044771 0 0 [y e LIbROR6Ta (1) P_ifoliata_00069_mRNA_15.1
' Keleh-type beta propeller [IPRO15915]
GFO044770 0 0 1 Hypothetical protein (1) "m'ZI‘:l“I‘;‘“‘:":il'_fg 010:)55” (1); Pentatricopeptide repeat B P _tifoliata 00069 mRNA_12.1
ular_function] ( [IPR00288S] (1)
GFO044769 0 0 1 Hypothetical protein (1) - P_urifoliata_00069_ mRNA_1.1
GFO044768 0 0 1 Hypothetical protein (1) - P_rifoliata_00068_mRNA_85.1
GRO044767 0 0 1 Hypothetical protein (1) - P_ifoliata_00068_ mRNA_80.1
GFRO044766 0 0 1 Hypothetical protcin (1) - P_sifoliata_00068_ mRNA_7.1
GFRO044765 0 0 1 Hypothetical protein (1) - P_urifoliata_00068_ mRNA_54.1
GFRO044764 0 0 1 Hypothetical protein (1) - P_rifoliata_00068_ mRNA_52.1
GRO044763 0 0 1 Hypothetical protein (1) - P_ifoliata_00068_ mRNA_51.1
Protein of unknown function DUF247,
GRO044762 0 0 1 Hypothetical protein (1) et IPROOA15E] () P_ifoliata_00068_ mRNA_50.1
GFO044761 0 0 1 Hypothetical protein (1) - P_rifoliata_00068_ mRNA_47.1
GRO044760 0 0 1 Hypothetical protein (1) - P_ifoliata_00068_ mRNA_46.1
GFO044759 0 0 1 Hypothetical protein (1) - P_sifoliata_00068_ mRNA_43.1
GFO044758 0 0 1 Hypothetical protein (1) - P_urifoliata_00068_ mRNA 38.1
GFO044757 0 0 1 Hypothetical protein (1) - P_rifoliata_00068_ mRNA_34.1
GRO044756 0 0 1 Hypothetical protein (1) - P_ifoliata_00068_ mRNA_33.1
B3 DNA binding domain [IPR003340]
GF0044755 0 0 1 Hypothetical protein (1) DNIA l’:“d“;g [:’0 «mxm (1); DNA-binding pseudobarrel domain - P_uifoliata_00068_mRNA 32.1
molecular_function] (1) [BR01S3001 1)
GRO044754 0 0 1 Hypothetical protein (1) - P_ifoliata_00068_ mRNA_25.1
GF0044753 0 0 ~DNA clone - fullnser volecular_function] (1); protei [IPRO08906] (1); Ribonuclease H-like - P_trifoliata_00068_mRNA_22.1
sequence (1) dimerization actvity [GO:0046983 "R ER DL
molecular_function] (1)
GFO044752 0 0 1 Hypothetical protein (1) - P_ifoliata_00068_ mRNA_21.1
GFO044751 0 0 1 Hypothetical protein (1) - P_urifoliata_00068_ mRNA_16.1
Concanavalin A-fike lectin/glucanase
GF0044750 0 0 1 Feronia receptor-like kinase (1) f:r’;‘:;"‘yglr:ﬁ“;i szlfi f_‘lo"‘“:f:'“"“'"k‘ P_trifoliata_00068 mRNA_13.1
[IPRO24788] (1)
nucleic acid binding [GO:0003676
GFO044749 0 0 1 Hypothetical protein (1) molecular_function] (1) zine fon binding Zine finger, CCHC-type [IPROOISTS] (1) - P_urifoliata_00068_ mRNA_12.1
[GO:0008270 molccular._funcion] (1)
GFO044748 0 0 1 Hypothetical protein (1) - P_urifoliata_00068_ mRNA_11.1



T NaminC colemenine  NaminC urshiu  Namin Pifonan ot o TaterPro Nembers inC clemertine Nembers in C.unshiu Nembers in P rolaR
Argininosuceinate synthetasc,
catalytic/multimerisation domain body
ATP binding [GO:0005524 [IPRO24074] (1): Argininosuceinate
moleculr._uncion] (1) symihase, consrvd e IPRO15223]
08
Gro44TT 0 0 1 Argininosuceinate synthase (1) [GO:0004055 mnleculal ﬁmenon] (1; sandwih fold nmamzm m. Ploop P_trifoliata_00067_mRNA_§1.1
arginine
CO006528 it process] (1) hydrloe [IPRO27417 u),
Argininosuceinate synthase [IPRO01S1S]
0
GF0044746 0 0 1 Hypothetical protein (1) - P_ifoliata_00067_mRNA_6.1
ranscription, DNA-templated Transcription clongation factor S-II,
. 4.
Gro0ns 0 0 ! typothetical proein (1) [GO:0006351 biological_process] (1) central domain [IPRO03618] (1) P_ifoliata_00067_mRNA_54.1
GFRO044744 0 0 1 Hypothetical protein (1) - P_urifoliata_00067 mRNA_53.1
GF0044743 0 0 1 Hypothetical protein (1) - P_ifoliata_00067_mRNA_52.1
GFO044742 0 0 1 Hypotheical protein (1) - P_tifoliata_00067_mRNA_45.1
GFO04741 0 0 1 Hypothetical protein (1) - P_trifoliata_00067_mRNA_38.1
Bifunctional inhibitor/ipid-transfer Bifunctional inhibitor/plant ipid transfar
GFO044740 0 0 1 protein/sced storage 28 albumin protein/sced storage helical domain - P_trifoliata_00067_mRNA_32.1
superfamily protein (1) [IPRO16140] (1)
peptidyl-prolyl cis-trans isomerase
Pepithprb i omcrses et it (1 potinfong €SI s domai 1702900
GFO044739 0 0 FA oS ot Proean (1) Cyclophilntype peptidyproly i - P_trifoliata_00067_mRNA_31.1
0006 trans isomerase domain [IPRO02130] (1)
protein pepidyl-prolylisomerization
[GO:0000413 biological_process] (1)
GFO044738 0 0 1 Hypothetical protein (1) - P_urifoliata_00067 mRNA 3.1
GF0044737 0 0 1 Hypothetical protein (1) - P_ifoliata_00067_mRNA_28.1
GFO044736 0 0 1 Hypotheical protein (1) - P_tifoliata_00067_mRNA_14.1
histone binding [GO:0042303 PUAlike domain [IPRO1S947] (1); SRA- _
GFO044735 0 0 1 Hypotheical protein (1) et freton (1 Yo ERons 0511y P_trifoliata_00067_mRNA_12.1
GFO044734 0 0 1 Exastosin family protein (1) Exostosin-like [IPR004263] (1) - P_tifoliata_00067_mRNA_L1
GFO044733 0 0 1 Hypotheical protein (1) - P_tifoliata_00066_mRNA_99.1
GFO044732 0 0 1 Hypothetical protein (1) - P_trifoliata_00066_mRNA_93.1
GFO04731 0 0 1 Hypothetical protein (1) :‘:TD(P%hmdmgdumnm [IPROI6040] P_trifoliata_00066_mRNA_91.1
GF0044730 0 0 1 Hypothetical protein (1) ﬂ';‘mp"b’“d'“g domain [IPRO16040] P_trifoliata_00066_mRNA_89.1
GFO044729 0 0 1 Hypothetical protein (1) - P_urifoliata_00066_mRNA $1.1
GFO04728 0 0 1 Hypothetical protein (1) - P_ifoliata_00066_mRNA_47.1
GFO04727 0 0 1 Hypotheical protein (1) - P_tifoliata_00066_mRNA_4.1
metal fon binding Metallothionein, family 15, plant
GFO044726 0 0 1 Hypotheical protein (1) et e Ubkoonssr i P_tifoliata_00066_mRNA_29.1
Pt s ronin phosphase
activity [GO:0004722
g PPM-type phosphatase domain
GF0044725 0 0 | Putative phosphatase 2 4-like protein - molecular_function] (1); protein [IPRO0I932] (1); Protein phosphatase 2C - P_trifoliata_00066_ mRNA 26.1
m dephosphorylation [GO:0006470
family [IPRO1S655] (1)
biological_process] (1); catalyti activity
[GO:0003824 molecular_function] (1)
Small heat shock protein HSP20
PRE3L07) 1, Al osaliisp2o
GFO04724 0 0 1/17.6 kDa class | heat shock protein (1) o P02 (1 e - P_tifoliata_00066_mRNA_20.1
chaperone [IPROVSSTS] (1)
GFO04723 0 0 1SLTI protein (1) - P_tifoliata_00066_mRNA_14.1
GFO044722 0 0 1 Hypothetical protein (1) .
DNA binding [GO:0003677
molecular.function] (1); nucleus
[GO:0005634 cellular_component] (1):
nucleosome assembly [GO:0006334
biological_process] (1): amino acid  Histone-fold [IPR009072] (1); Histone
binding [GO:0016597 H4 [IPRO010S1] (1); Histone H4, §
GFO044721 0 0 molecular._function] (1); prot conserved site [IPRO19809] (1): ACT P_trifoliata_00066_mRNA_1.1
Rterdimerizton iy [GO-0046982 domai [IPRO2912) (1)
molccular_function] (1): metabolic
process [GO:000815
biolagical_process] (1): nuclcosome
(GO:0000786 cellular_component] (1)
GFO04720 0 0 1 Hypothetical protein (1) - P_trifoliata_00065_mRNA_90.1
GFO044719 0 0 1 Hypothetical protein (1) :‘:TD(P%hmdmgdumnm [IPROI6040] P_trifoliata_00065_mRNA_§7.1
GFO044718 0 0 1 Hypotheical protein (1) - P_tifoliata_00065_mRNA_6.1
GFO044717 0 0 1 Hypothetical protein (1) - oliata_00065_mRNA_7.1
Protein of unknown function DUF1191 . N
GFO044T16 0 0 1 Hypothetical protein (1) Tirotoson 1y P_trifoliata_00065_mRNA_62.1
SGNH hydrolase-type esterase domain
GFO044715 0 0 1 Hypothetical protein (1) HoRorsasor iy P_ifoliata_00065_mRNA_61.1
. DNA binding [GO:0003677 SANT/Myb domain [IPROD1005] (1); .
GFO044T14 0 0 1 Enbancer of wiptychon and caprice 2(1) 1 PIE 0K AN P_trifoliata_00065_mRNA_44.1
GF0044713 0 0 1‘:’;};’:”‘“":‘)"“’"“”"“‘ putative Rhodanese-like domain [IPR001763] (1) - P_trifoliata_00065_mRNA 42.1
GFO044712 0 0 1 Hypothetical protein (1) - P_urifoliata_00065_mRNA 4.1
GFO044711 0 0 1 Hypothetical protein (1) - P_ifoliata_00065_mRNA_23.1
GFO044710 0 0 1 Hypotheical protein (1) - P_tifoliata_00065_mRNA_20.1
GFO044709 0 0 1 Hypothetical protein (1) - P_trifoliata_00065_mRNA_I1.1
GFO044708 0 0 1 Hypothetical protein (1) - P_trifoliata 00064 mRNA 99.1
GF0044707 0 0 1 Hypothetical protein (1) - P_ifoliata_00064_ mRNA_93.1
GFO044706 0 0 1 Hypotheical protein (1) - P_tifoliata_00064_ mRNA_91.1
sty dihophueiosymbe
process (GO
biological_process j (1 ); metal ion
binding [GO:0046872
molecular_function] (1); isopentenyl .
GF0044705 0 0 ghly d"’;’f'“‘f“““h““ﬁ‘““" diphosphate biosynthetic process, ;'hi"m;‘yf"“‘;"‘{"’“}}ﬁ;;‘;ﬂs 5110 P_trifoliata_00064_mRNA_79.1
iphosphateredctase e bt sy diPhosphate reductase
[GO:0019288 biological )mcess]Ll) 4+
hydroxy-3-methylbut-2-¢n-
diphosphate reductase scnvu’y
[GO:0051745 molecular_function] (1)
GF0044704 0 0 1 Hypothetical protein (1) - P_ifoliata_00064 mRNA_78.1
GF0044703 0 0 1 Hypotheical protein (1) - P_tifoliata_00064_ mRNA_77.1
GFO044702 0 0 1 Hypothetical protein (1) - P_trifoliata_00064_mRNA_76.1
GFO044701 0 0 1 Hypothetical protein (1) - P_urifoliata 00064 mRNA_75.1
dimethylallyldiphosphate biosynthetic
rocess [GO:0050992
biological_process] (1): +-hydroxy-3-
methylbut-2-¢n-1-yl diphosphate
reductase activity [GO:0051745
. “hydroxy-3-methylbut-2-enyl 4-hydroxy-3-methylbut-2-cnyl
GFO044700 0 0 molecular_function] (1); isopentenyl - methy P_urifoliata_00064 mRNA_73.1
! diphosphate reductase (1) e st o diphosphate reductase [IPROD3451] (1)
methylerythritol 4-phosphate pathway
[GO:0019288 biological_process] (1):
metalion binding [GO:0046872
molecular_function] (1)
GFO044699 0 0 1 Hypothetical protein (1) - P_trifoliata_00064_mRNA_72.1
GFO044698 0 0 1 Hypothetical protein (1) - P_tifoliata 00064 mRNA 71.1
dimethylallyldiphosphate biosynthetic
process [GO:0050992
biological_process] (1): metalion
binding [GO:0046872
molccular_function] (1): isopentenyl
GF0044697 0 0 hydroxy.3-methylbut 2-enyl diphosphate biosyhei process. hydroxy.-methylbut-2-enyl - P_urifoliata_00064 mRNA_70.1
diphosphate reductase (1) ey [t 1)
[GO:0019288 biological_process] (1); 4-
hydroxy-3-methylbut-2-cn-1-y1
diphosphate reductase actvity
[GO:0051745 molecular_function (1)
GFO044696 0 0 1 Hypothetical protein (1) - P_trifoliata_00064_mRNA_7.1
GFO044695 0 0 1 Hypothetical protein (1) - P_urifoliata_00064 mRNA_64.1
GF0044694 0 0 1 Hypothetical protein (1) - P_ifoliata_00064 mRNA_60.1
TB2/DPI/HVA22-related protcin
GF0044693 0 0 1 Hypothetical protein (1) LRonsis) () P_ifoliata_00064 mRNA_53.1
ransmembrane transport [GO:0055085
biological_process] (1):integral
Major facilitator, sugar transporier-like
GFO044692 0 0 1 Phosphate transporter (1) component of membrane [GO:0016021 10005535 (1); Major faciltator - P_urifoliata 00064 mRNA_46.1
celluar_component] (1):ransmembrane L EESE (0 IR CETcn
ransporter activity [GO:0022857 erfamily
molecular_function] (1)
GF004691 0 0 1 Hypothetical protein (1) - P_ifoliata_00064 mRNA_41.1
Retrotransposon gag domain
GF0044690 0 0 1 Hypothetical protein (1) Uerooirch - P_ifoliata_00064 mRNA_37.1
Arabidopsis retrotransposon Orfl ; >
GFO044689 0 0 1 Hypothetical protein (1) TR0 1oy 1y P_trifoliata_00064_ mRNA_32.1
GFO044688 0 0 1 BURP domain-containing protein (1) BURP domain [IPRO04ST3] (1) - P_tifoliata_00064_ mRNA_31.1
nucleic acid binding [GO:000: Ribonuclease Hlike d
GFO044687 0 0 1 Hypotheical protein (1) et e Hrrorssmy - P_tifoliata_00064_ mRNA_3.1
GFO044686 0 0 1 Hypothetical protein (1) - P_ifoliata_00064_ mRNA_28.1
GFO044685 0 0 1 Hypotheical protein (1) - P_tifoliata_00064_ mRNA_25.1



T Nam.inC.celementine  Namm C_umshiu  Namn PNt ote EJ TaterPro Members n C.clementine Members i Cunshiu Members in P oA
N SANTIk: domai [PRO24752]
GFRO044684 0 0 1 Hypothetical protein (1) (1); Petype ATPase, transmembran P_sifoliata_00064_ mRNA_103.1
domain [IPRO23298] (1)
GRO044683 0 0 1 Hypothetical protein (1) - P_rifoliata_00064_mRNA_100.1
ATPase, AAA-type, conserved site
[IPRO03960] (1); AAA+ ATPase domain
. ATP binding [GO:0005524 [IPRO03593] (1); ATPase, AAA-
GF0044682 0 0 1 Hypothetical protein (1) molecuta fontion] (1) o [1DRO0K9SO] (1. P sontaming ~ P_urifoliata_00063_ mRNA_93.1
nucleoside triphosphate hydrolase
[IPRO27417] (1)
[t R
. el rotein ATP binding [GO:0005524 triphosphate hydrolase [IPRO27417) (1); _ folats .
(GFO044681 o 0 1 Hypotheticalprotein (1) molecular_function] (1) ATPase, AAA-type, core [IPR003959] P_trifoliata_00063_mRNA._52.1
GF0044680 0 0 1 Hypothetical protein (1) - P_urifoliata_00063_ mRNA_77.1
Groosisn> 0 0 [P ———" Rerrmposon g domin . P il 00063 mRNA 7.1
GRO044678 0 0 1 Hypothetical protcin (1) - P_sifoliata_00063_ mRNA_74.1
GF0044677 0 0 1 Hypothetical protein (1) - P_urifoliata_00063_ mRNA 48.1
. zinc ion binding [GO:0008270 .
GF0044676 0 0 1 Hypothetical protein (1) movceutar Tuneion] (1) Zinc finger, GRF-type [IPROI0666] (1) - P_trifoliata 00063 mRNA 45.1
GRO044675 0 0 1 Hypothetical protein (1) - P_sifoliata_00063_ mRNA_42.1
ine synthase activit
Six-bladed beta-propeller, TolB-like
GF0044674 0 0 1 Hypothetical protein (1) 0000164 o function] (10 (1pRo110421 (1); Strictosidine synthase - P_urifoliata 00063 mRNA 4.1
biosyntheic proces [GO0009058 [, rECI T (Y
biological_process] (1)
transfrase activity, transferring hexosyl
groups [GO:0016758
GFO044673 0 0 1 Hypothetical protein (1) molecular, mmmnm\, metabolic L;‘:;E‘K:::x{f‘f’mwzzxz] o P _tifoliata_00063 mRNA 32.1
process [GO:000815: glucosyl
biological process] (1\
GF0044672 0 0 1 Hypothetical protein (1) - P_urifoliata_00063_ mRNA 3.1
oxidoreductase activity, acting on
NAD(P)H [GO:0016651
GFO044671 0 0 1 Hypothetical protein (1) molecular_function] (1): electron N jcm',oﬁe:zs,;‘;lﬂ;‘:R:gx:s;;(sn) - P_ifoliata_00063_ mRNA_25.1
transport chain [GO:0022900 protein 4, mitochor
biological_process] (1)
GFO044670 0 0 1 Hypothetical protein (1) - P_ifoliata_00063_mRNA_22.1
GFRO044669 0 0 1 Hypothetical protein (1) - P_ifoliata_00063_ mRNA_21.1
GFO044668 0 0 1 Monosacharide transport protein (1) - P_sifoliata_00063_ mRNA_20.1
GF0044667 0 0 1 Hypothetical protein (1) - P_urifoliata_00063_ mRNA_15.1
. cal protein protein binding [GO:0005515 T domain . folats .
GFO044666 0 0 1 Hypothetical protein (1) Pleeuln function] (1) CCT domain [IPRO10402] (1) P_urifoliata 00063 mRNA_11.1
GFRO044665 0 0 1 Hypothetical protein (1) - P_ifoliata_00062_mRNA_9.1
GF0044664 0 0 1 Hypothetical protein (1) - P_urifoliata_00062_ mRNA_86.1
RNA-DNA hybrid ribonuclease activity
Ribonuclease H domain [IPR002156]
GF0044663 0 0 | Putative non-LTR retroclement reverse. - [G0:0004523 moleaular_function] (1): 1) pibonyctease H-like domain - P_trifoliata_00062_ mRNA 83.1
! transeriptase (1) muclic acid binding [GO0003676 [ Fog P
molecular_function] (1)
Leucine-rich repeat-containing N-
terminal, plant-type [IPRO13210] (1);
GF0044662 0 0 | Probably inactive leucinerich tepeat  protein binding [GO:000515 Leucine-rich repeat [IPROOI6TT] (1); - P_trifoliata_00062_ mRNA_82.1
! receptor-ike protein kinase (1) molecular_function] (1) Lencinesch repet domam 1. domotn:
like [IPR032675] (1)
GFO044661 0 0 1 Hypothetical protein (1) - P_rifoliata_00062_mRNA_74.1
GRO044660 0 0 1 Hypothetical protein (1) - P_ifoliata_00062_mRNA_73.1
Leucine-rich repeat domain, L domain-
like [IPRO32675] (1); Protein kinase-like
GFO044659 0 0 1 Hypothetical protcin (1) domain [IPROT1009] (1); Leucine-rich - P_usifoliata_00062_ mRNA_69.1
repeat-containing N-terminal, plant-type
[IPRO13210] (1)
GFO044658 0 0 1 Hypothetical protcin (1) - P_usifoliata_00062_mRNA_65.1
GF0044657 0 0 1 Hypothetical protein (1) - P_urifoliata_00062_ mRNA_61.1
endoribonuciease ctvity, producing 5 ok 100) (1 Helcase,
phosphomonoesters [GO:0016891 Cramminal (PRO01650] (1. Double.
molcular_function] (1) proten binding {0 U080 (R0
[GO:000S315 molecular function] (1): g ' RS SR
GFO044656 0 0 1 Dicer-like protein isoform 6 (1) ribonuclease 11l activity [GO:0004525 {1): Dicer dimeriation P_tifoliata_00062_mRNA_6.1
v Y domain [IPRODS034] (1): P-looy - 00062 mRNA S
molecalar_function] (1; RNA processing (0 1EEL VLR p':
[GO:0006396 biological_process] (1); hydrolas: [IPR027417] (1); Ribonuclease
RNA binding [GO:0003723 111 domain [IPR000999] (1)
molecular_function] (1)
Zinc finger, SWIM-type [IPR007S27]
Putative muDR family transposase-like  zinc ion binding (1): MULE
GF0044655 0 0 "oy molecular_function] (1) [IPROI8289] (1); Zinc finger, PMZ-type P_ifoliata_00062 mRNA_57.1
[IPRO06S64] (1)
Groosasss 0 0 [ —p——" Rerrmposon g domin - P il 00062 mRNA 54.1
| Polymucieotidyl transterase, Reverse transeriptase zine-binding
0044653 0 0 ! Ribonuclease H fold (1) domain [IPR026960] (1) P_trifoliata_00062_mRNA_32.1
GFO044652 0 0 1 Hypothetical protein (1) - P_ifoliata_00062_mRNA_19.1
Protein kinase-like domain [IPRO11009]
(1); Leucine-rich repeat domain, L
LR scptoriks s ronine. el hmevon] o doman ke IPRO32675] 1 Leucin-
GF0044651 0 0 1 receptor- ike serine/threonine: o tecular_function] {1); protel tich repeat-containing N-terminal, plant - P_trifoliata_00062_mRNA_18.1
protein kinase EFR (1) phosphorylation [GO:0006468 e [IoR01 33101 A iy
biological process] (1) ipeoninctyrosing.
oyt domain IPRODI245] (1
GF0044650 0 0 1 Hypothetical protein (1) - P_urifoliata 00062 mRNA_12.1
GFO044649 0 0 1 Hypothetical protein (1) - P_rifoliata_00062_mRNA_11.1
GRO044648 0 0 1 Hypothetical protein (1) - P_ifoliata_00062_mRNA_10.1
GFRO044647 0 0 1 Hypothetical protein (1) - P_sifoliata_00061_mRNA_69.1
hydrolase activity, hydrolyzing O-
Gilycoside hydrolase, catalytic domain
. g'y“’sy' compounds [GO:0004553 [IPROI13781] (1); Glycoside hydrolase
GF0044646 0 0 1 Hypothetical protein (1) alar_funeron] (1);carbohdrate LT LG O e e P_urifoliata_00061_mRNA_68.1
memlmhc process [GO:0005975 O e
Hologieal msces (1) hydrolase superfamily [IPROITS53] (1)
GF0044645 0 0 1 Hypothetical protein (1) - P_urifoliata_00061_mRNA_66.1
. Leucine-rich repeat domain, L domain-
GF0044644 0 0 1 Hypothetical protein (1) frottinetiariy P_urifoliata_00061_mRNA_57.1
ATP binding [GO:0005524
molecular_function] (1): protein Serine/threonine-protein kinase, active
- phosphorylation [GO:0006468 site [IPRO0S271] (1); Protein kinase- §
GF0044643 0 0 1 Hypothetical protein (1) biological_process] (1): protein kinase  domain [IPRO11009] (1; Protein inase. © P_trifoliata_00061_mRNA_46.1
activity [GO:0004672 domain [IPRO00TIO] (1)
molecular_function] (1)
GF0044642 0 0 1 Hypothetical protein (1) - P_urifoliata_00061_mRNA 45.1
GRO044641 0 0 1 Hypothetical protein (1) - P_ifoliata_00061_mRNA_44.1
Leucieic et (PROVIGI1) (1
Serinc/threonine-protein kinase, a
site [IPROOS271] (1);
protein [GO:0006468 P
Dological proces] (1. protcin kinase  Kinse,caalytc domai (IPR002290]
- . activity [GO:0004672 (1): Leucine-rich repeat domain, L
GF0044640 0 0 1 L:;“i'l':":;:‘:f:“(‘?‘)"""“‘“ kinase family molecular_function] (1; ATP binding  domain-lke [IPRO32675] (1): Protein - P_trifoliata_00061_mRNA _43.1
protein. ! 0005524 molecular_function] (1);  kinase-like domain [IPRO11009] (1);
protein binding [GO:0005515 ucine-rich repea, typical subiype
molecular_function] (1) [IPRO03591] (1); Concanavalin A-like
lectin/glucanase domain [IPRO13320]
(1): Protein kinase domain [IPR000T19]
)
(Goo00si6s protein kinase
Hioogiol Jmms] Wi catalytic domain [IPR001245] (1); .
GRO044639 0 0 1 Hypothetical protein (1) ity [0 ot Knmeeitscomain 1DR01 1009] P_ifoliata_00061_mRNA 4.1
molmn]xrjumlmn] (! ) )
» Nuclear transport factor 2 [IPR002075]
transport [GO:0006810 (1): Nuclear transport factor 2, cukaryote
GRO044638 0 0 1 Hypothetical protein (1) biological_process] (1);intracellular - P_ifoliata_00061_mRNA_37.1
: [IPROI8222] (1); NTF2-like domain
1GO:0005622 clllar_component} (1) {;7¢ 57101
GRO044637 0 0 1 Hypothetical protein (1) - P_ifoliata_00061_mRNA_31.1
GRO044636 0 0 1 Hypothetical protein (1) - oliata_00061_mRNA_30.1
G Ne-ARC npnoomzm) Ploop
GFO044635 0 0 1 Hypothetical protein (1) ADP binding [GO:0043531 ileoside triphosphate B P_trifoliata_00061_mRNA_3.1
molecular_function] (1) Eodrolsos TR0 ()
GRO044634 0 0 1 Hypothetical protein (1) - P_usifoliata_00061_mRNA_27.1
P-loop containing nuco .
GRO044633 0 0 1 Hypothetical protcin (1) e s [IPR027 A7) P_sifoliata_00061_mRNA_25.1
GRO044632 0 0 1 Hypothetical protein (1) - P_ifoliata_00061_mRNA_22.1
ATP binding [GO:0005524 ABC transporter-like [IPR003439] (1);
GRO044631 0 0 1 Hypothetical protein (1) molecular_function] (1); ATPase activity P-loop containing nuclcoside - P_ifoliata_00061_mRNA_21.1
[GO:0016887 molecular_function] (1) triphosphate hydrolase [IPR027417] (1)
GRO044630 0 0 1 Hypotherical protein (1) - P_ifoliata_00061_mRNA_16.1
GRO044629 0 0 1 Hypothetical protcin (1) - P_usifoliata_00061_mRNA_L1
ydrophobic seed protein [IPR027923]
GF0044628 0 0 1 Hypothetical protein (1) ‘” Difunctiona,inbibilorplnt id . P_urifoliata_00060_mRNA_$7.1

transfer protein/sced storage helical
domain [IPRO16140] (1)
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ydrophobic sced protein [IPRO27923]
GFO04627 0 0 114 kDa profine-rich protein DC2.15 (1) 1 Bt Inbibiorplant ik P_tifoliata 00060 mRNA 5.1
ransfer protein/sced st
domin [PROI610) (1)
GFO044626 0 0 1 Hypothetical protein (1) - P_tifoliata 00060 mRNA 73.1
PapD-fike [IPRO03962] (1); Vesicle-
associated membrane-protein-associatcd
endoplasmic rtcuum menr protein [IPRO16763] (1); Major sperm
GFO044625 0 0 1 Plant VAP (1) protein (MSP) domain [IPR000S3S] (1): - P_tifoliata_00060_mRNA_70.1
1GO0008789 ccliar component] (1)
Alpha crystallin/Hsp20 domain
[IPRO0206S] (1): HSP20-lke chaperone
[IPRO0S9TS] (1)
GFO044624 0 0 1 Hypothetical protein (1) - P_trifoliata_00060_mRNA_6.1
intracellular [GO:0005622
cellular_component] (1; ranslation  Ribosomal protein L23/L1 e core
[GO:0006412 biological_process] (1):  domain [IPRO12678] (1): Ribosomal
GF004623 0 0 1 Ribosomal protein L1 (1) structural constituent of ribosome protenL 5 cor damain PROZET] - P_ifoliata_00060_mRNA_43.1
[GO:0003735 molecular_function] (1): ~ (1): Ribosomal protcin L15c
ribosome [GO:0005840 IPRo00439 1
cellular_component] (1)
ranseription factor activiy, sequence-
specific DNA binding [GO:0003700
molecular_function] (1); egulation of < domain
GFO044622 0 0 1 Ethylene response factor 2 (1) transcription, DNA-templated Z;;'E"'{';d::n:‘l’“ [IPRUO‘;TX;;S]]Z:J“]L P._trifoliata_00060_mRNA_35.1
[GO:0006355 biological_process] (1):
DNA binding [GO:0003677
molecular_function] (1)
GFO04621 0 0 1 Hypothetical protein (1) - P_tifoliata 00060 mRNA 27.1
GF0044620 0 0 1 Hypothetical protein (1) Pentatricopeptide repeat [IPRO2885] (1) - P_ifoliata_00060_mRNA 2.1
GFO044619 0 0 1 Hypotheical protein (1) - P_tifoliata_00060_mRNA_17.1
GFO044618 0 0 1 Hypothetical protein (1) - P_trifoliata_00060_mRNA_14.1
GFO044617 0 0 1 Hypothetical protein (1) - P_trifoliata_00060_ mRNA_13.1
Protein kinase-like domain [IPRO11009]
ATP binding [GO:0005524 (1): Protein kinase domain [IPR000719]
molecular_function] (1): protein (1): Serinethreonine-proten kingse,
Putative wall-associated receptor kinase-  phosphorylation [GO:0006468 active site (IPRO0S271] (1); Protein
GF0044616 0 0 Vlike 16 (1) biological Jmcessw (n protein kinase  kinase, ATP binding site [IPRO17441] P_trifoliata_00060_ mRNA_I1.1
activity [GO: (1); Serine/hreonine dual specificity
molecularj\mcnulﬂ W protein kinase, catalytic domain
[1PR002290] (1)
Transcription factor, GTP-binding
domain [IPRO0795] (1): Tr-type G
T
GFO044615 0 0 1 Hypothetical protein (1) molcular_function] (s GTP binding ~({ISAE0 MOl bRRTELATMIn P_ifoliata_00060_mRNA_L1
1GO:0005525 molecular_function] (1) 170" i PRS2 P
ontaining nucleoside triphosphate
s TEROST4VT 1
GFO044614 0 0 1 Hypothetical protein (1) - P_trifoliata_00059_mRNA_$.1
GFO044613 0 0 1 Hypothetical protein (1) - P_tifoliata_00059_mRNA 7.1
GFO044612 0 0 1 Hypothetical protein (1) - P_ifoliata_00059_mRNA_6.1
GFO044611 0 0 1 Hypotheical protein (1) - P_tifoliata_00059_mRNA_47.1
cysteine-type pepidase activity
[GO:0008234 molecular_function] (1);  Ulpl protease family, )
GFO044610 0 0 1 Hypothetical protein (1) AR e o 08 (1) P_trifoliata_00059_mRNA_41.1
biological_process] (1)
GFO044609 0 0 1 Hypothetical protein (1) - P_trifoliata_00059_mRNA_4.1
case transeripase zincbinding »
GFO044608 0 0 1 Ribonuclease H (1) e st (1 P_trifoliata_00059_mRNA_27.1
Zine knuckle CX2CXAHXAC
GF0044607 0 0 1 Hypothetical protein (1) [IPRO25836] (1) P_ifoliata_00059_mRNA_26.1
GFO044606 0 0 1 Hypothetical protein (1) - P_trifoliata 00059 mRNA 22.1
GF0044605 0 0 1 Hypothetical protein (1) - P_ifoliata_00059_mRNA_19.1
GFO044604 0 0 1 Hypotheical protein (1) - P_tifoliata_00059_mRNA_15.1
GFO044603 0 0 1 Hypothetical protein (1) - P_trifoliata_00059_mRNA_13.1
GFO044602 0 0 1 Hypothetical protein (1) - P_trifoliata 00059 mRNA._12.1
GFO044601 0 0 1 Hypothetical protein (1) - P_ifoliata_00059_mRNA_I1.1
GFO044600 0 0 1 Hypotheical protein (1) - P_tifoliata_00059_mRNA_10.1
GFO044599 0 0 1 Hypothetical protein (1) - P_trifoliata_00058_mRNA_$5.1
GFO044598 0 0 1 Hypothetical protein (1) - P_tifoliata 00058 mRNA 71.1
GF0044597 0 0 1 Hypothetical protein (1) - P_ifoliata_00058_mRNA_70.1
GF0044596 0 0 1 Hypotheical protein (1) - P_tifoliata_00058_mRNA_69.1
GFO044595 0 0 1 Hypothetical protein (1) Prolaminlike domain [IPRO0SS02] (1) - P_trifoliata_00058_mRNA_65.1
GF0044594 0 0 1 Hypothetical protein (1) - P_trifoliata 00058 mRNA 6.1
GF0044593 0 0 1 Hypothetical protein (1) - P_ifoliata_00058_mRNA_56.1
GF0044592 0 0 1 Hypotheical protein (1) - P_tifoliata_00058_mRNA_S.1
GFO044591 0 0 1 Hypothetical protein (1) - P_trifoliata_00058_mRNA_43.1
GF0044590 0 0 1 Hypothetical protein (1) - P_trifoliata 00058 mRNA 35.1
. Protcin of unknown function DUF789
GFO044589 0 0 1 Hypothetical protein (1) Tiroosson P_tifoliata 00058 mRNA 36.1
AIR synthase-relaed protein, C-terminal
GFO044588 0 0 1 Hypotheical protein (1) o001 1) - P_tifoliata_00058_ mRNA_32.1
GFO044587 0 0 1 Hypothetical protein (1) - P_ifoliata_00058_mRNA_29.1
GFO044586 0 0 1 Hypotheical protein (1) - P_tifoliata_00058_ mRNA_28.1
GFO04458S 0 0 1 Hypothetical protein (1) - P_trifoliata_00058_mRNA_26.1
GFO044584 0 0 1 Hypothetical protein (1) - P_trifoliata 00058 mRNA 2.1
protein geranylgeranylation Geranylgeranyl transferase type-2
GFO044583 0 0 1 Hypothetical protein (1) Kb sy tosionse sy ousadmeonin ponptonsirsse g P_ifoliata_00058_mRNA_I5.1
1GOID004463 e Fucton (1) s v IPROO3930] (1
GFO044582 0 0 1 Hypothetical protein (1) - P_ifoliata_00058_mRNA_I3.1
GFO044581 0 0 1 Hypotheical protein (1) - P_tifoliata_00057_mRNA_99.1
GFO044580 0 0 1 Hypothetical protein (1) .
GF0044579 0 0 1 Hypothetical protein (1) - P_trifoliata 00057 mRNA 96.1
GF0044578 0 0 1 Hypothetical protein (1) - P_tifoliata_00057_mRNA_87.1
GFO044577 0 0 1 Hypotheical protein (1) - P_tifoliata_00057_mRNA_80.1
GFO044576 0 0 1 Hypothetical protein (1) - P_trifoliata_00057_mRNA_77.1
GFO0445T5 0 0 1 Hypothetical protein (1) - P_tifoliata 00057 mRNA 76.1
exocyst [GO:0000145
cellar,compone) () el doking Excyt conpe it St e
GFO044574 0 0 1 Hypothetical protein (1) e o006 Trmortriy P_ifoliata_00057_mRNA_59.1
biological_process] (1)
GF0044573 0 0 1 Hypothetical protein (1) - P_ifoliata_00057_mRNA_56.1
GFO044572 0 0 1 Hypotheical protein (1) - P_tifoliata_00057_mRNA_48.1
GFO044571 0 0 1 Hypothetical protein (1) - P_trifoliata_00057_mRNA_47.1
GFO044570 0 0 1 Hypothetical protein (1) - P_trifoliata 00057 mRNA 23.1
GF0044569 0 0 1 Hypothetical protein (1) - P_tifoliata_00057_mRNA_16.1
GFO044568 0 0 1 Hypotheical protein (1) - P_tifoliata_00057_mRNA_111.1
GFO044567 0 0 1 Hypothetical protein (1) - P_trifoliata_00057_mRNA_110.1
nucleic acid binding [GO:0003676  Ribonuclease H-like domain .
GFO044566 0 0 1 Hypothetical protein (1) e e TpRorssaoy 1) - P_trifoliata_00057_mRNA_I1.1
oxidoreductase activity, acting on paired
donors, with incorporation or reduction
of molecular oxygen [GO:0016705
molccular_function] (1): oxidation-  Cytochrome P450 [IPRO01125] (1):
GFOO44565 0 0 1 Cytochrome P4s0 86B1 (1) reduction process [GO:00351 14 Cytochrome P4S0, conserved site - P_tifoliata 00057 mRNA_104.1
biolagical_process] (1):iron fon binding [IPRO17972] (1)
[GO:0005506 molecular_funetion] (1):
heme binding [GO:0020037
molecular function] (1)
GFO044564 0 0 1 Hypotheical protein (1) - P_tifoliata_00057_mRNA_103.1
GFO044563 0 0 1 Hypothetical protein (1) - P_trifoliata_00057_mRNA_102.1
GFO044562 0 0 1 Hypothetical protein (1) - P_trifoliata 00057 mRNA_100.1
GFO044561 0 0 1 Hypothetical protein (1) - P_ifoliata_00057_mRNA_L1
nuclcic acid binding [GO:0003676  Ribonuclease H-like domain
GFO044560 0 0 1 Hypothetical protein (1) o M Uororssmr - P_ifoliata_00056_mRNA_91.1
GF0044559 0 0 1 Hypothetial protein (1) - P_tifoliata_00056_mRNA 5.1
ubiquitn-dependent protein catabolic
process [GO:0006511
biolagical_process] (1): ubiquitin-protein Zinc finger, RING/FY VE/PHD-type
transforase activty [GO:0004842 IPROI3083) (1 Sttty domsin
molecular_function] (1): nucleus [IPROI3323] (1): Seven-in-absentia
[GO:0005634 cellular_component] (1;  protcin, TRAF- {IPROIS121)
GFO044558 0 0 113 ubiquitin-protein lgase (1) protein ubiquitination [GO:0016567 (1); Zine finger, SIAH-type [IPROI3010] - P_ifoliata_00056_mRNA_40.1
biological_process] (1): multicellular  (1); TRAF-lke [IPRO0S974] (1); Zinc
crnml el (GO0 g KING-spe [PRODISI )3
biological_process] (1); zi ubiquitin-protein ligase SIN-like
1GO0008270 mateeulr funton] (1 (IPROVHIG2) (1)
protein binding [GO:0003515
molecular_function] (1)
GF0044557 0 0 1 Hypothetical protein (1) - P_ifoliata_00056_mRNA_32.1
GFO044556 0 0 1 Hypotheical protein (1) WEB family [IPRO0SS45] (1) - P_tifoliata_00056_mRNA_3.1
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drug transmembrane transport
[GO:0006853 biological_process] (1);
membrane [GO:0016020
sl omponer] (1 aotpor
activiy [GO: Multi antimicrobial extrusion protcin
GRO044555 0 0 1 MATE efflux family protein 9 (1) rhecrie B mmm (1) g {PRO02528) (1) P_ifoliata_00056_mRNA_13.1
twansmembrane transporter activity
[GO:0015238 molecular_function] (1);
transmembrane transport [GO:0055085
biological_process] (1)
GFO044554 0 0 1 Hypothetical protein (1) - P_ifoliata_00056_mRNA_12.1
ransferase activity,trans I y ik
GFO044553 0 0 1 Salutaridinol 7-O-acetyltransferase (1) groups other than amino-acyl groups  domain [IPR023213] (1) Transferase - P_rifoliata_00056_mRNA_108.1
[GO:0016747 molceular_function] (1) (IPRO03480] (1)
PC-Esterase [IPRO26057] (1); PMRS N-
terminal domain [IPRO25846] (1);
Trichome birefringence-like family
GFO044552 0 0 1 Protein trichome birefringence-like 33 (1) {IPR0960) (1. Crloramheneel  © P_rifoliata_00056_mRNA_107.1
acetyliransferase-like domain
[IPRO23213] (1)
GRO044551 0 0 1 Hypothetical protein (1) - P_ifoliata_00055_mRNA_96.1
regulation of transeription, DNA- FARI DNA binding domain
GFO044550 0 0 1 Hypothetical protein (1) templated [GO:0006355 [IPRO04330] (1); FHY3/FAR] family - P_ifoliata_00055_mRNA_94.1
biological_process] (1) [1PRO31052] (1)
GFO044549 0 0 1 Hypothetical protein (1) - P_ifoliata_00055_mRNA_93.1
GroFL-fike equatorial domain
GFO044548 0 0 1 Hypothetical protein (1) [IPRO27413] (1); GroEL ke apical - P_ifoliata_00055_mRNA_73.1
domain [IPRO27409] (1)
aci lament bining [GOISIONS  ADF-HY Gl ke donin
molecular_function] (1);actin filament ~[IPR029006] (1); Villin-2/3/4/5, plant
GRO044547 0 0 1 Hypothetical protein (1) ol assembly [GO:0051017 [IPRO30009] (1); Gelsolin-lke domain - P_ifoliata_00055_mRNA_61.1
biological process] (1);actin binding  [IPR007123] (1); Villin Gelsolin
[GO:0003779 molccular._function] (1) [IPR007122] (1)
GRO044546 0 0 1 Hypothetical protein (1) - P_ifoliata_00055_mRNA_56.1
GFO044545 0 0 1 Hypothetical protcin (1) - P_usifoliata_00055_mRNA_38.1
N Gilycine-rich domain-containing protein- . )
GFRO044544 0 0 1 Hypothetical protcin (1) e bro0086) (1) - P_sifoliata_00055_mRNA_20.1
GRO044543 0 0 1 Hypothetical protein (1) - P_ifoliata_00055_mRNA_18.1
Histidine phosphatase superfamily
GFRO044542 0 0 1 Phosphomutase PMUI (1) [IPRO29033] (1); Histidine phosphatase - P_ifoliata_00055_mRNA_15.1
i de-1 [IPROI30T:
catalytic actvity [GO:0003824 mutase, active site [IPR001345] (1);
Phosphoglycerate mutase family protein ~molccular_function] (1); metabolic  Histidine phosphatase superfamily, clade-
Gronssat 0 0 Ty 55 [GO:0008152 1 [IPRO13078] (1); Histidine P_trifoliata_00055_mRNA_13.1
biological_process] (1) phosphatase superfamily [IPR029033]
GFRO044540 0 0 1 Hypothetical protein (1) - P_ifoliata_00055_mRNA_100.1
GFO044539 0 0 1 g, sphoglyeerate mutase By PIOtEIN iojogical_process] (1); catalytic activity P_tifoliata_00055_mRNA_10.1
o [GO:0003824 molecular_funcion] (1) o - h°g'ymm/b's""°S"h°gly°"“°
2 mutase, active site [IPR001345] (1)
GFO044538 0 0 1 Hypothetical protein (1) - P_sifoliata_00054_ mRNA_90.1
GFRO044537 0 0 1 Hypothetical protein (1) - P_urifoliata 00054 mRNA $1.1
GFO044536 0 0 1 Hypothetical protein (1) - P_rifoliata_00054_mRNA_65.1
GRO044535 0 0 1 Hypothetical protein (1) - P_ifoliata_00054_mRNA_63.1
Vesicle-assoeiated membranc protein 713 transport [GO:0006810 Longin domain [IPR010908] (1); Longin-
- 5
GF0044534 0 0 Ty biological_process] (1) like domain [IPROT1012] (1) P_trifoliata_00054 mRNA_54.1
nucleic acid binding [GO:0003676  hAT-like transposase, RNase-H fold
GFO044533 0 0 1 Hypothetical protein (1) moleeular_function] (1): DNA binding  [IPR025525] (1); Ribonuclease H-like - P_urifoliata 00054 mRNA_50.1
[GO:0003677 molccular._function] (1) domain [IPRO12337] (1)
GFO044532 0 0 1 Hypothetical protein (1) - P_urifoliata_00054_ mRNA 48.1
GFO044531 0 0 1 Hypothetical protein (1) - P_rifoliata_00054_mRNA_43.1
peroxidase activity [GO:0004601
molccular_function] (1); oxidation-
reduction process [GO:0035114 ::;;'T‘:;;Tzﬁsf o iﬁamml
GF0044530 0 0 1 Hypothetical protein (1) biological_process] (1); response to (1); Plant peroxidase - P_trifoliata_00054_mRNA_3.1
[IPRO00S23] (1); Haem peroxidase
oxidative stress [GO:0006979 {pR0102531 (1)
biological_process] (1): heme binding
[GO:0020037 molecular._function] (1)
GFO0044529 0 0 1 Hypothetical protein (1) - P_urifoliata 00054 mRNA_108.1
GFO044528 0 0 1 Hypothetical protein (1) - P_rifoliata_00053_mRNA_98.1
GRO044527 0 0 1 Hypothetical protein (1) - P_ifoliata_00053_ mRNA_97.1
GFO044526 0 0 1 Hypothetical protcin (1) - P_sifoliata_00053_ mRNA_93.1
GFO044525 0 0 1 Hypothetical protein (1) - P_urifoliata 00053 mRNA_8$4.1
GFO044524 0 0 1 Hypothetical protein (1) - P_ifoliata_00053_mRNA_77.1
iron fon binding [GO:0005506
molslr fncion) 1: e biding
(Go: 7 molecular_function] (1);
deducate activity, acting on paired Cytochrome P450, E-class, group |
GFRO044523 0 0 1 Cytochrome P450 824 (1) donors, with incorporation or reduction [IPR002401] (1); Cytochrome P450 - P_urifoliata_00053 mRNA_75.1
of molecular oxygen [GO:0016705  [IPR001128] (1)
molecular_function] (1; oxidation-
reduction process [GO:0055114
biological_process] (1)
signal transduction [GO:0007165 Jas TPL-binding domain [IPRO32308]
. 3 " 3 X
GFRO044522 0 0 1 Ninja-family protein AFP3 (1) Matagieal procee] (1 (1 N o [1PRO3 13071 1) P_rifoliata_00053_mRNA_73.1
GRO044521 0 0 1 Hypothetical protein (1) - P_urifoliata 00053 mRNA_60.1
Cytochrome bs, heme-binding site
GF0044520 0 0 1 Cytochrome bs (1) heme binding [G0:0020037 [IPROISSOG] (1); Cytochrome bs-like P_trifoliata_00053_mRNA 42.1
molecular_function] (1) heme/steroid binding domain
[IPROO1199] (1)
GFO044519 0 0 1 Hypothetical protein (1) - P_rifoliata_00053_mRNA_39.1
y Chaperonin Cpn60/TCP-1 family
GF0044518 0 0 1 Hypothetical protein (1) fr ?’;ﬁ'“’.gv[‘cl?y‘l“ff‘sz" [IPR002423] (1); GroEL-like equatorial - P_trifoliata_00053_mRNA_38.1
olecular_functio domain [IPRO27413] (1)
GFO044517 0 0 1 Hypothetical protein (1) - P_ifoliata_00053_mRNA_33.1
regulation of transcription, DNA-
MULE transposase domain [IPRO18289]
GFO044516 0 0 1 Hypothetical protein (1) templated [GO hoochss O FEr s o LIPR03 10531 (1 * P_uifoliata 00053 mRNA 31.1
biological_process] (1)
Protein of unknown function DUF1644
GFO044515 0 0 1 AT3G24740 prorein (1) [IPROI2866] (1); Zine f P_urifoliata_00053 mRNA_16.1
RINGIFYVERHD-ype (IPRO13083] (1)
Ubiquitin-conjugating enzyme E2
[IPRO0DGOR] (1); Ubiquitin-conjugating
GFO044514 0 0 1 Hypothetical protein (1) enzyme/RWD-like [IPROIGI3S] (1); - P_urifoliata 00053 mRNA_123.1
Ubquitin-conjugating enzyme, active site
[IPRO23313] (1)
. Lateral organ boundaries, LOB » »
GFO044513 0 0 1 LOB domain-containing protein 20 (1) Ubroossss) () - P_usifoliata_00053 mRNA_122.1
histone-lysine N-methyltransferase
activity [GO:0018024
molecular_function] (1); protein binding
Histone ysine Nomethyltrans GO:0003513 molecuar function] (1) PostSET domain (PRO03616] (1): re-
Groosssi> 0 0 1 itoneysine Nmelhnsess 1 g [GO00082 SET domai [IPROVT28] () SET - P il 00053 mRNA_121.1
molslr fncon) 1 istonc bin - domain IPRUDIZ14 1)
methylation [GO:0034¢
biologicl process] m ol
(GO:0005634 cellular_component] (1)
GRO044511 0 0 1 Condensin complex subunit 3 (1) - P_ifoliata_00053_ mRNA_12.1
Phosphoribosyliransferase C-terminal
GFRO044510 0 0 1 Hypothetical protein (1) [bRorsssor ) P_sifoliata_00053_mRNA_104.1
AmbAllergen [IPROI8082] (1); Pectin
GFO044509 0 0 1 Hypothetical protein (1) Iyase fold/virulence factor [IPRO11050] - P_urifoliata_00053_ mRNA_10.1
(1): Pectin lyase fold [IPRO12334] (1)
GFO044508 0 0 1 Hypothetical protein (1) - P_urifoliata 00052 mRNA 9.1
GFO044507 0 0 1 Hypothetical protein (1) - P_ifoliata_00052_mRNA_83.1
GFO044506 0 0 1 Hypothetical protein (1) - P_ifoliata_00052_mRNA_81.1
nucleic acid binding [GO:000: Ribonuclease Hlike d
GFO044505 0 0 1 Hypothetical protein (1) koo anctont ) {pROI3371 (1) - P_ifoliata_00052_mRNA_79.1
xyloglucan:xyloglucosyl transferase
activity [GO:0016762
molecular_function] (1; carbohydrate
metabolic process [GO:0005975
bilgial prces) (1) e Concanavalin A-like lectin/glucanase
Putative xyloglucan activiy, hydrolyzing O-glycosyl domain [IPRO13320] (1); Glycoside
GFO044504 0 0 1 ndotrnsgluosy e ydrolseproten  compoinds (GO.0004553 hydrolase family 16 [IPRO007ST] (1); - P_ifoliata_00052_mRNA_76.1
23(1) molecular_function] (1) cell wall Xyloglucan endo-transglycosylase, C-
GO0OS61 el componsr] (1) terminal[PROLO7L3] (1)
cellular glucan metabolic i
1GO:000607 icogcl ! proces (1
apoplast [GO:004504
cellular_component] ( |)
GFO044503 0 0 1 Hypothetical protein (1) - P_rifoliata_00052_mRNA_74.1
GRO044502 0 0 1 Hypotherical protein (1) - P_ifoliata_00052_mRNA_72.1
GF0044501 0 0 i :’;‘y“‘““ disease resistance protein RGAL B P._tifoliata_00052_mRNA_71.1
' P-loop containing nucleoside
GFO044500 0 0 1 Hypothetical protein (1) ADP binding [GO:0043531 triphosphate hydrolase [PRO27417] (1); - P_urifoliata_00052_ mRNA_70.1

molecular_function] (1)

NB-ARC [IPRO02182] (1)
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o ‘Ankyrin repeat [IPRO02110] (1); Ankyrin
GFO044499 0 1 Ankyrin repeat family protein (1) protein binding [GO:0005515 repeat-containing domain [IPRO20683] - P_trifoliata_00052_mRNA_68.1
molecular_function] (1) i
nucleotide binding [GO:0000166
molecular_function] (1):integral
Truncated putative heavy metal component of membrane [GO:0016021  P-type ATPase, A domain [IPRO0S250] .
GFO044498 0 ! transporter variant 2 (1) cellular componem]m metal ion (1; P-type ATPase [IPROOITST] (1)~ P_trifoliata_00052_mRNA_63.1
binding [GO:0046872
molcour fnction] 1
GF0044497 0 1 Hypothetical protein (1) - P_tifoliata 00052 mRNA 61.1
GF0044496 0 1 Hypothetical protein (1) - P_ifoliata_00052_mRNA_60.1
GF0044495 0 1 Hypotheical protein (1) - P_tifoliata_00052_mRNA_6.1
membrane [GO:0016020 . s
GF004494 0 1 ABC transporter G family member 29 (1) ABC-2 type transporter [IPRO13525] (1) - P_tifoliata_00052_mRNA_4.1
cellular_component] (1)
. Reverse transeriptase zinc-binding
GF0044493 0 1 0rf258 protein (1) e ot (1) P_trifoliata 00052 mRNA_39.1
GFO044492 0 1 Hypothetical protein (1) - P_trifoliata_00052_mRNA_37.1
cell growth [GO:0016049
biological_process] (1): anchored
. i ke oroten (1 COmPonnt of membrane [GO:0031225 o . ol .
GFO044491 0 1 Phytochelatinsynhetsedike proein (1) Sophor®ns o1 MM [EDOIZ2S - comra, plane 1pR0069151 (1) P_trifoliata 00052 mRNA 36.1
microfibril organization [GO:0010215
biological_process] (1)
GF0044490 0 1 Hypothetical protein (1) - P_ifoliata_00052_mRNA_35.1
GFO04459 0 1 Hypotheical protein (1) - P_tifoliata_00052_mRNA_34.1
GFO044488 0 1 Hypotheical protein (1) Viral movement protin (IPRO28919] (1) - P_trifoliata_00052_mRNA_26.1
s ity cneing ey Chlosnpheniclacyrnseso e
GFO044457 0 1 Deacetylvindoline O-acetylransferase (1) groups other than amino-acyl groups  domain [IPRO23213] (1); Transferase - P_trifoliata_00052_mRNA_25.1
1G0/0016747 maleeur funcion] (1) (IPRO03480} (1)
GFO044486 0 1 Hypothetical protein (1) - P_trifoliata_00052_mRNA_24.1
GFO044485 0 1 Hypothetical protein (1) - P_trifoliata 00052 mRNA 21.1
nucleic acid binding [GO:0003676 Z':“krc e, :;nsc';"z“s:'::;‘;‘l'fm
GFO044484 0 1 Hypothetical protein (1) molecular_function] (1): zinc fon binding o - P_ifoliata_00052_mRNA_I3.1
[GO:0008270 molecular function] (1) L RO00477] (1); Viral movement
- protein [IPRO28919] (1)
GFO044483 0 1 Hypothetical protein (1) - P_ifoliata_00052_mRNA_12.1
GFO04452 0 1 Hypotheical protein (1) - P_tifoliata_00052_mRNA_10.1
AP2/B3 transeriptional factor family DNA-binding pseudobarrel domain
GFO044481 0 iy Drrorsaonson P_tifoliata_00051_mRNA_91.1
. AP2/B3 transcriptional factor family DNA-binding pscudobarrel domain
GFO04480 0 [t Uerorsso0s i P_trifoliata 00051 mRNA 5.1
GFO044479 0 1 Hypoth - P_trifoliata_00051_mRNA_$4.1
prenyltransferase activity (GO:0004659
. gt - molecular_function] (1) nte UbiA prenyliransferase family . ol .
GFO044478 0 1 Homogentsate phyylransiesse 2 (1) o Ion] (e Ro0ea 1y P_trifoliata 00051 mRNA §3.1
cellular_component] (1)
. Sarinethreonine/dual specifcity pr
T L o Kias,ctaytic domain IR0
- ) | Mitogenactvated proten kinase kinase 208 HLIO0E] (1); Protein Kinase, ATP binding ste b ifoliata 00051 mRNA 6.1
" kinase 3, mapkkk3, meldc, putative (1) 00046 [IPROI7441] (1): Protcin kinase domain
molccular_function] (1): ATP binding :
1600005324 motetular funciion] (1 IPRO90719] (1): Profein Kinase-lke
domain [IPROT1009] (1)
metbolic proces (GO0008152 Short-chain dehydrogenase/reductase
| Short-chain dehydrogenase TIC 32, biological roccss](l\ oxidoreductase  SDR [IPRO02198] (1); Glucose/ribitol
GF0044476 0 Horoplstie (1 )y & M nf l(:) dehydrogenase [IPR002347] (1); - P_trifoliata_00051_mRNA_73.1
! chlooplastc ctivity NAD(P)-binding domain [IPRO16040]
oleour fncion 1 B
. Domain of unknown function DUF4283
GF004475 0 1 Hypothetical protein (1) Urmossasar oy P_tifoliata 00051 mRNA_60.1
GFO04474 0 1 Hypothetical protein (1) - P_trifoliata_00051_mRNA_52.1
GFO04473 0 1 Hypothetical protein (1) - P_tifoliata 00051 mRNA 1.1
Helicase superfamily 1/2, ATP-binding
domain [IPRO14001] (1): P-loop
protein binding [GO:0005515 containing nuclcoside triphosphate
molecular_function] (1): nucleic acid  hydrolase [IPRO27417] (1); Sec63
GFO04472 0 binding [GO:0003676 domain [IPRO04179] (1); DEAD/DEAH - P_trifoliata_00051_mRNA_46.1
molecular_function] (1): ATP binding box helicase domain [IPRO11545] (1):
[GO:0005524 molecular_function] (1) Helicase, C-terminal [IPRODI6S0] (1);
€2 domain [IPRO00OOS] (1):
Immunoglobulin E-sct (IPRO14756] (1)
protein folding [GO:0006457
biological_process] (1): unfolded protcin
binding [GO:0051082
GF0044471 0 1 Hypothetical protein (1) molecular_function] (1); ATP binding "PR‘“}"‘:’:: G’("I‘:‘“ Hsp90 family - P_trifoliata_00051_mRNA_112.1
[GO:0005524 molecular_funetion] (1:
response 1o stress [GO:0006950
biological process] (1)
) WD40YVIN repeat-like-containing
GF0044470 0 | Glutaminyl-peptide cyclotransferase (1) ::;’I‘:‘:“:‘r“‘x:i‘[;’;; ?3055‘5 domain [IPRO15943] (1): Glutamine - P._tifoliata_00051_mRNA_110.1
& cyclotransferase [IPRO0T7SS] (1)
GFO044469 0 1 Hypotheical protein (1) - P_tifoliata_00051_mRNA_101.1
Hydroxyproline-rich glycoprotein family tc cmbryogenesis abundant protcin,
GFO044468 0 (R e P_tifoliata_00050_mRNA_95.1
exocyst [GO:0000145 Cullin repeat-like-containing domain
GFO044467 0 1 Exocyst complex component 7(1)  cellular_component] (1); exocytosis  [IPROI6159] (1); Exocyst complex - P_tifoliata 00050 mRNA 97.1
GO:0006887 biological process] (1) protcin Exo70 [IPR004140] (1)
Bifunctional inhibitor/ipid-transfer Bifunctional inhibitor/plant lipid transfar
GFO044466 0 1 protein/sced storage 28 albumin protein/sced storage helical domain - P_trifoliata_00050_mRNA_7.1
superfamily protein (1) [IPROI6140] (1)
GFO044465 0 1 Hypothetical protein (1) - P_trifoliata_00050_mRNA_67.1
activation of anaphase-promoting
complex activity [GO:0051438 WD40-repeat-containing domain
biological_process] (1); anaphase-  (IPROI7986] (1): WDA40 repeat
promoting complex binding [IPROOIGSO] (1); WDAO/YVTN repeat-
GFO044464 0 1 Hypotheical protein (1) [G0:0010997 molecular_function] (1):  like-containing domain [IPRO1S943] (1); - P_tifoliata_00050_mRNA_47.1
protein binding [GO:0003515 WD40 repeat, conserved site
molccular_function] (1): ubiquitin-  (IPRO19775] (1): The WD repeat
protein transferase actvator activity  Cd20/Fizzy family [IPRO33010] (1)
GO:0097027 molecular_function] (1)
fatty-acyl-CoA reductase (alcohol- " :‘)“YM“;]’e ‘::ﬁ"’;d"x"[;“b[‘:\:ﬁf“”]
GFO044463 0 1 Hypothetical protein (1) fomin) vy fooomons (PRba 130, (e AD he * P_tifoliata 00050 mRNA._16.1
& domain [IPRO16040] (1)
S eyttt
Homocysteine S-methylransfera
activity [GO:0003871 Cobalamin-independent methionine
GF0044462 0 1 Hypothetical protein (1) molecular_function] (1): zinc fon binding synthase MetE, C-terminalfarchacal - P_tifoliata_00050_mRNA_109.1
[GOD00EET0 o, it (1~ [PRO02623] (1
methionine biosynthetic proces:
[GO-0009086 biogical proces] (1
GFO044461 0 1 Hypotheical protein (1) - P_tifoliata_00050_mRNA_107.1
GFO044460 0 1 Hypothetical protein (1) - P_trifoliata_00050_mRNA_L1
EMN binding [GO:0010181
molecular_function] (1) oxidation- .
reduction process [GO:0055114 N ton 1581 1y
GF0044459 0 1 Hypothetical protein (1) biological proces] (1) xidoreductase Qe SertBLOPEVESIION P_ifoliata_00049_mRNA_64.1
activity [GO:0016491 m" se-type !
molecular_function] (1; catalytc actvity
[GO:0003824 molecular_function] (1)
GFO04458 0 1 Hypotheical protein (1) - P_tifoliata_00049_mRNA_63.1
GFO044457 0 1 Hypothetical protein (1) - P_trifoliata_00049_mRNA_60.1
Retroviral aspartyl protease [IPRO13242]
GFO044456 0 1 Hypothetical protein (1) (1); Retrotransposon gag domain - P_trifoliata_00049_mRNA_59.1
[1PRO0S 1621 (1)
GFO044455 0 1 Cation proton exchanger, putative (1) - P_trifoliata_00049_mRNA_55.1
GFO044454 0 1 Hypothetical protein (1) - P_trifoliata 00049 mRNA 49.1
GF0044453 0 1 Hypothetical protein (1) - P_tifoliata_00049_mRNA_37.1
response 10 oviaanve siress
[GO:0006979 biological process] (1:
o e [0 Haem peroxidase [IPRO10255] (1);
i ] i Haem peroxidase. plantfungal bacterial
GFO044452 0 o g [IPRO02016] (1); Plant peroxidase - P_trifoliata_00049_mRNA_36.1
activity [GO:0004601 :
et (1 oxidaton.  LIPRO0US23] (1): Peroxidaseshean-
reduction proces [GO.0053114 ligand binding site [IPRO19793] (1)
oxidionredueron proccss
[GO:05S1 4 biogclprces] (1 . .
GFO04451 0 1 Hypothetical protein (1) otecln, fction] (1 e inding P - plant/fungal - P_ifoliata_00049_mRNA_35.1
[IPRO02016] (1); Haem peroxidase
[GO:0020037 molecular_function) (1:
[IPRO10255] (1)
response to oxidative stress
[GO:0006979 biological_process] (1)
heme binding [GO:0020037
molecular_function] (1: esponse to
:,"f“fjv_:s"fis_ [C’JO( ?‘006233" . Haem peroxidase [IPRO10255] (1);
GFO044450 0 1 Hypothetical protein (1) oloseal process L e Haem peroxidase, plant/fungal/bacterial - P_trifoliata_00049_mRNA_34.1
eduction process [GO:0055 114
[IPRO02016] (1)
biological_process] (1): peroidase
activity [GO:0004601
molecular.function] (1)
GF0044449 0 1 Hypothetical protein (1) - P_ifoliata_00049_mRNA_27.1
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oxidation-reduction process
[GO:0055114 biological_process] (1);  Plant perosidase [IPR000S23] (1);
peroxidase activity [GO:0004601 Peroxidase, active site [IPRO19794] (1);
GFO044448 0 0 1 Hypothetical protein (1) molecular_function] (1): heme binding ~ Haem peroxidase, plant/fungal/bacterial - P_rifoliata_00049_mRNA_26.1
[GO:0020037 molceular_function] (1); ~ (IPR002016] (1); Hacm peroxidase
response to oxidative stress [IPRO10255] (1)
[GO:0006979 biological_process] (1)
GRO044447 0 0 1 Hypothetical protein (1) - P_ifoliata_00049_mRNA_19.1
Domain of unknown function DUF641,
GRO044446 0 0 1 Hypothetical protein (1) oot [TPRO0GB43] ) P_sifoliata_00049_mRNA_12.1
GFO044445 0 0 1 Hypothetical protein (1) - P_rifoliata_00048_ mRNA_9.1
GRO044444 0 0 1 Hypothetical protein (1) - P_ifoliata_00048_ mRNA_71.1
GRO044443 0 0 1 Hypothetical protcin (1) - P_usifoliata_00048_mRNA_69.1
GFO044442 0 0 1 Hypothetical protein (1) - P_urifoliata 00048 mRNA_65.1
GFRO044441 0 0 1 Hypothetical protein (1) - P_ifoliata_00048_ mRNA_62.1
GRO044440 0 0 1 Hypothetical protein (1) - P_ifoliata_00048_ mRNA_60.1
GFO044439 0 0 1 Hypothetical protcin (1) - P_usifoliata_00048_mRNA_S8.1
oxidation-reduction process
[GO:0055114 biologieal_process] (1);
oxidoreductase activity, acting on paired
donors, with incorporation or reduction  Cytochrome P450 [IPROOT 128] (1);
GRO044438 0 0 1 Hypothetical protein (1) of molccular oxygen [GO:0016705  Reverse transeriptase domain - P_ifoliata_00048_ mRNA_57.1
molecular_function] (1); heme binding ~[IPR000477] (1)
[GO:0020037 molecular_function] (1);
iron ion binding [GO:0005506
molecular_function] (1)
GFO044437 0 0 1 Hypothetical protein (1) - P_urifoliata 00048 mRNA_56.1
GFO044436 0 0 1 Hypothetical protein (1) - P_rifoliata_00048_ mRNA_$3.1
GRO044435 0 0 1 Hypothetical protein (1) - P_ifoliata_00048_ mRNA_52.1
Domain of unknown function DUF4283
leic acid binding [G [IPRO25558] (1); Ribonuclease H-like
GFO044434 0 0 1 Hypothetical protein (1) nucleic acid binding (GO:0003676 domain [IPRO12337] (1); Reverse B P._tifoliata_00048_mRNA_49.1
molecular_function] (1)
transeriptase zinc-binding domain
[IPRO26960] (1)
GRO044433 0 0 1 Hypothetical protcin (1) - P_usifoliata_00048_mRNA_41.1
GFO044432 0 0 1 Hypothetical protein (1) - P_urifoliata 00048 mRNA 4.1
. Reverse transcriptase zine-binding
GFO044431 0 0 1 Hypothetical protein (1) S oosthe0s (1) P_urifoliata 00048 mRNA _34.1
GFO044430 0 0 1 Hypothetical protcin (1) - P_usifoliata_00048_mRNA_30.1
GFO044429 0 0 1 Hypothetical protein (1) - P_urifoliata 00048 mRNA 28.1
intramolceular transferase activity
g [GO:0016866 molccular_function] (1);  Reversibly glycosylated polypeptide
GFO044428 0 0 1 UDP-arsbinopyranose muase 1 (1) (ARS8 EEEE e ity IPRO04901] (1) P_rifoliata_00048 mRNA_22.1
[GO:0030244 biological_process] (1)
GFO044427 0 0 1 Hypothetical protein (1) - P_rifoliata_00048 mRNA_19.1
GRO044426 0 0 1 Hypothetical protein (1) - P_ifoliata_00048_ mRNA_I8.1
GRO044425 0 0 1 Hypothetical protcin (1) - P_usifoliata_00048_mRNA_10.1
GFRO044424 0 0 1 Hypothetical protein (1) - P_urifoliata_00047_ mRNA_99.1
GFRO044423 0 0 1 Hypothetical protein (1) - P_ifoliata_00047_mRNA_88.1
GRO044422 0 0 1 Hypothetical protein (1) - P_ifoliata_00047_mRNA_84.1
catalytic actvity [GO:0003824
molecular_function] (1) cation binding  PPM-type phosphatase, divalent cation
[GO:0043169 molccular._function] (1);  binding [IPR000222] (1); Proiein
GRO044421 0 0 1 Phosphatase 2C family protein (1) protein dephosphorylation [GO:0006470 phosphatase 2C family [IPRO15655] (1); - P_urifoliata_00047 mRNA $1.1
biological_process] (1); protcin PPM-type phosphatase domain
serine/threonine phosphatase activity  [IPR001932] (1)
[GO:0004722 molccular.funcion] (1)
GFO044420 0 0 1 Hypothetical protein (1) - P_ifoliata_00047_mRNA_68.1
translation [GO:0006412
biological_process] (1);intracellular  Ribosomal protcin L3% domain
[GO:0005622 cellular_component] (1);  [IPR023626] (1); Ribosomal protein
GFO044419 0 0 160 ribosomal protein L39 (1) structural constituent of ribosome L39 [IPRO000T7] (1); Ribosomal - P_sifoliata_00047_mRNA_S6.1
0:0003735 molecular_function] (1);  protein L39e, conserved site
ribosome [GO:0005840 [IPRO20083] (1)
cellular_component] (1)
GFO044418 0 0 1 Hypothetical protein (1) - P_urifoliata_00047_ mRNA_39.1
 Shikimariquina transferase activity, !mnsfcmng ucyl Trnferse PRO0YS0) (1
GF0044417 0 0 [ “‘r:“’:'?““a"‘:fo'hm‘[ ase (1 groups other than amino-acyl amphenicol acetyltransferase-like - P_trifoliata_00047_ mRNA 3.1
droxyel Whransferase (1) [GO:0016747 molecular funcuon] u) dommn [IPR023213] (1)
GFO044416 0 0 1 Hypothetical protein (1) - P_urifoliata_00047_ mRNA_120.1
activity
GF0044415 0 0 1 Hypothetical protein (1) (G0:0003840 molecular_function] (1);  [IPROCOION] (1); E‘_‘S"“;‘f’“h:k - P_trifoliata_00047 mRNA_116.1
[GO:0006740 bioogical process] (1) (1PR029083] (1)
. Domain of unknown function DUF4220
GFO044414 0 0 1 Hypothetical protein (1) Deroseasyn P_urifoliata 00047 mRNA_115.1
GRO044413 0 0 1 Hypothetical protein (1) - P_usifoliata_00047 mRNA_112.1
RNA-DNA hybrid ribonuclease activity
y Ribonuclease H domain [IPR002156]
GFO044412 0 0  Retrotransposon protein, puative, Ty3- - [G0:0004523 molecular_ function] (1 ;). pionuctease H-ike domain - P_urifoliata 00047 mRNA_107.1
! gypsy subelass (1) muceic aid binding (GO0003676 (LIRS
molecular_function] (1)
GFO044411 0 0 1 Hypothetical protein (1) - P_urifoliata_00047_ mRNA_105.1
GFO044410 0 0 1 Hypothetical protein (1) - P_rifoliata_00047_mRNA_104.1
GFO044409 0 0 1 Hypothetical protein (1) - P_ifoliata_00047_mRNA_102.1
GFO044408 0 0 1 Hypothetical protcin (1) - P_usifoliata_00047_mRNA_101.1
GFO044407 0 0 1 Hypothetical protein (1) - P_urifoliata_00047_ mRNA_100.1
CoA transferase activiy a Jik
GFO044406 0 0 1 shikimate/quinate groups other than amino-acyl groups  domain [IPR023213] (1); Transferase - P_urifoliata 00047 mRNA_1.1
hydroxycinnamoyliransferase (1) [GO:0016747 molccular_function] (1)~ [IPRO03480] (1)
transmembrane transport [GO:0055085
biological process| (1): drug
transmembrane transport [GO:0006855
biologicalprocess] (1), membrane 1 animicrobial extrusion protcin
GRO044405 0 0 1 MATE efflus family protein 9 (1) [GO:0016020 cellular_component] (1); P_ifoliata_00046_mRNA_98.1
[IPRO02528] (1)
drug transmembrane transporter activity
[GO:0015238 molecular_function] (1);
antiporter activity [GO:0015297
molecular_function] (1)
protein dimerization activity
Ribonuclease H-like domain
GFO044404 0 0 1 Putative AC transposase (1) [GO046983 molecular_function] (1): 1012337 (1); HAT, Crterminal - P_urifoliata_00046_mRNA 8.1
nucleic acid binding [GO:0003676
dimerisation domain [IPRO0S906] (1)
molecular_function] (1)
metalion binding [GO:0046872
. molecular_function] (1); metalion  Heavy mefal-associated domain, HMA folats .
GFO044403 0 0 1 Famesylated protein 2 (1) oo [0:0030001 Hirsfestivns P_urifoliata_00046_mRNA_73.1
biological_process] (1)
oxidation-reduction process
[GO:0055114 biological_process] (1);  Cupredoxin [IPR00S972] (1);
. e cont rotein oxidoreductase activity [GO:0016491  Multicopper oxidase, type 1 [IPRO0I117] folats .
(GF0044402 0 0 1 Spore coat protein A (1) ol fncton) (1 coperon (1 Mlloeroidse, ype P_trifoliata_00046_mRNA_70.1
binding [GO: [IPRO11707) (1)
molmlxr,mmmn] (! )
GFO044401 0 0  Retrotransposon protein, putative, - P_urifoliata_00046_ mRNA 7.1
unclassified (1)
GFO044400 0 0 - P_usifoliata_00046_mRNA_67.1
““f “"; l”“,d'“g‘ [n;)(tlmuxzzu q  Zincknuekle CX2CXAHXAC
GFO0044399 0 0 1 Hypothetical protein (1) molecular_function] (1): nucleie acid (1ppg)s536] (1); Zine finger, CCHC- - P_urifoliata_00046_mRNA 48.1
binding [GO:0003676 ope LIPROOS78] (1
molecular._function] (1) P
GFO044398 0 0 1 Hypothetical protein (1) 5'}‘,“‘{;“;‘;:‘5’]‘(f’;""“"“““’""“’"“‘m P._trifoliata_00046_mRNA _47.1
binding [GO:0005488 Armadillo-type fold [IPRO16024] (1);
GFO044397 0 0 1 Hypothetical protein (1) motcenta function] (1) el s hlcal IPRO11989] (1)~ P_rifoliata_00046_mRNA_19.1
Chromo domain [IPRO23780] (1);
. Chromo domaivik IPROL6IS7] (1)
GFO044396 0 0 1 Hypothetical protein (1) e e P_urifoliata_00046_ mRNA_111.1
[IPRO009S3] (1)
GFO044395 0 0 CDNA clone:J023022E20, ful insert - P_trifoliata_00046_mRNA_109.1
sequence (1) - O
GFRO044394 0 0 1 Hypothetical protein (1) - P_ifoliata_00046_mRNA_108.1
ftty acid biosynthetic process
. LAC apy [GO:0006633 biological_process] (1;  Acyl-ACP thioesterase [IPR002864] (1); § N
GFO044303 0 0 1 Chloroplast aey-ACP thioeserase A (1) giO0TCSE el Heabos doma 10R09069) (1) - P_usifoliata_00046_mRNA_102.1
[GO:0016790 molecular_function] (1)
GFO044392 0 0 1 Hypothetical protein (1) - P_sifoliata_00046_mRNA_10.1
GFO044391 0 0 1 Hypothetical protein (1) - P_urifoliata_00045_mRNA_94.1
GFO044390 0 0 1 Hypothetical protein (1) - P_rifoliata_00045_mRNA_92.1
GRO044389 0 0 1 Hypothetical protein (1) - P_ifoliata_00045_mRNA_91.1
GRO044388 0 0 1 Hypothetical protcin (1) MEKHLA [IPROI3978] (1) - P_sifoliata_00045_mRNA_90.1
GFO044387 0 0 1 Hypothetical protein (1) - P_urifoliata_00045_mRNA_77.1
:“:”‘?”Kf“’.":‘"‘::"alﬁ’? OLO16Y esie PhotOsystem 1 PsaK, reaction cenre,
| Photosystem | reacion center subunit [(?0“0‘(‘)1597‘:) Vilogieal prl?c‘eéi](le)*s plant [IPRO17493] (1); Photosystem |
GFO044386 0 0 > ’ eal P! " PGPk prtein [PRO0OS] (1) - P_rifoliata_00045_mRNA_68.1

! psak, chloroplastic (1)

membrane [GO:0016020
cellular_component] (1); photosystem I
[GO:0009522 cellular_component] (1)

hotosystem I PsaG/Psak domain
[lPRﬂZ?G 181(1)



Num in C. unshiu

Num in Parifoliata

Note

GO

TnterPro

“Members in C.clementine

‘Members in C.unshiu

‘Members in P.irfoliata

o Num. in C. celementine
GF0044385 0
GFO044384 0
GFO044383 0
GFO044382 0
GFO0044381 0
GF0044380 0
GFO044379 0
GFO044378 0
GF0044377 0
GFO044376 0
GFO044375 0
GF0044374 0
GFO044373 0
GF0044372 0
GFO044371 0
GFO0044370 0
GF0044369 0
GF0044368 0
GF0044367 0
GF0044366 0
GF0044365 0
GFO044364 0
GF0044363 0
GF0044362 0
GF0044361 0
GF0044360 0
GF0044359 0
GFO044358 0
GF0044357 0
GF0044356 0
GF0044355 0
GFO044354 0
GF0044353 0
GF0044352 0
GF0044351 0
GF0044350 0
GF0044349 0
GFO044348 0
GFO0044347 0
GFO0044346 0
GF0044345 0
GF0044344 0
GFO044343 0

1 Hypothetical protein (1)

1 Hypothetical protein (1)

1 Hypothetical protein (1)

1 Hypothetical protein (1)

1 Hypothetical protein (1)

| CBLeinteracting protein kinase 3 soform
2

1 Hypothetical protein (1)
1 -glutaredoxin subgroup 111 (1)

1 Hypothetical protein (1)
1 Hypothetical protein (1)

1 O-methyliransferase ZRP4 (1)

1 Orcinol O-methyltransferase (1)

1 Phosphatase 2C family protein (1)

| Receptor-like protcin kinase FERONIA
[0}

1 Hypothetical protein (1)
1 Hypothetical protein (1)
1 Hypothetical protein (1)
1 Reverse transcriptase, related (1)

1 Hypothetical protein (1)
1 Isoflavone reductase (1)

1 Hypothetical protein (1)

1 COBW domain-containing protein 1 (1)

1 Hypothetical protein (1)

1 Hypothetical protein (1)

1 Hypothetical protein (1)

1 Hypothetical protein (1)
1 Hypothetical protein (1)

Calcium-transporting ATPase 9, plasma

" membranc-type protein (1)

| Putative calcium-transporting ATPase 9,
! plasma membranc-type-ike (1)

1 Hypothetical protein (1)
1 Hypothetical protein (1)
1 Hypothetical protein (1)

| Pentatricopeptide (PPR) repeat protein
)

1 Hypothetical protein (1)

1 Hypothetical protein (1)

1 Hypothetical protein (1)

1 Hypothetical protein (1)
1 Ankyrin repeat plant-like protein (1)
1 Hypothetical protein (1)
1 Hypothetical protein (1)

1 Cysteine proteinase inhibitor (1)

1 Hypothetical protein (1)

extracellular matrix [GO:0031012
cellular_component] (1; proteolysis

Peptidase M10, metallopeptidase
[IPROOISIS] (1); Peptidase,

[GO:0006508 biological process] (1);
GO:0008237
molecular_function] (1); zine ion binding
[GO:0008270 molecular_function] (1);
metalloendopeptidase activity
[GO:0004222 molecular_function] (1)

metallopeptidase activity [G0:0008237
molecular_function] (1); proteolysis
[GO:0006508 biological process] (1);
extracellular matrix [GO:0031012
cellular_component] (1);
metalloendopeptidase activity
[GO:0004222 molecular_function] (1);
zine ion binding [GO:0008270
molecular_function] (1)

protein binding [GO:0005515
molecular_function] (1); zinc ion binding,
[GO:0008270 mo]wular [unuu)n] ay
metal ion binding [GO:0046872
molecular_function]

protein kinase activity [GO:0004672
molecular_function] (1); protein
phosphorylation [GO:0006468
biological_process|] (1); ATP binding
[GO:0005524 molecular_function] (1)

cell redox homeostasis [GO:0045454
biological_process] (1); electron carrier
activity [GO:0009055

[IPRO0GO26] (1):
Peptidase MIOA [IPRO21190] (1);
Metallopeptidase, catalytic domain
[IPR024079] (1)

Peptidase M10, metallopeptidase
[IPROOISIS] (1; Metallopeptidase,
catalytic domain [IPR024079] (1);
Peptidase MIOA [IPRO21190] (1);
Peptidase, metallopeptidase [IPR006026]
M

Alpha/Beta hydrolase fold [IPR029058]
)

Zin finger, RING-type [IPRO0IS41] (1);
Pentatricopeptide repeat [IPRO02885]

(1); Zinc finger, RING-type, conserved
[IPRO17907] (1; Zine finger, B
C3HC4 RING-type [IPROISOST] (1);

Zine finger, RING/FY VE/PHD-type
[IPROI3083] (1)

Serine/threonine/dual specificity protein
kinase, catalytic. domain [IPR002290]
(1); Protein kinase, ATP binding site
[IPRO17441] (1); Serine/threonine-
protein kinase, active site upnooxml
(1): Protein kinase-like dom:
[IPRO11009] (1; Protein Kinae domin
[1PRO00719] (1)

‘Thioredoxin-like fold [IPR012336] (1);
Glutaredoxin-like, plant Il [IPRO11905]

molecular_function] (1); protein disulfide (1); Glutaredoxin [IPR002109] (1)

oxidoreductase activity [GO:0015035
molecular_function] (1)

methyltransferase activity [GO:0008168
molecular_function] (1); O-
methyltransferase activity [GO:0008171
molecular_function] (1)

methyltransferase activity [GO:0008168
molecular_function] (1); O-

Glutaredoxin subgroup [IPRO14025] (1)

Winged helix-turn-helix DNA-binding
domain [IPRO11991] (1); O-
methyltransferase, family 2 [IPR001077])
(1); O-methyltransferase COMT-type -
[IPRO16461] (1); S-adenosyl-L-
‘methionine-dependent methyltransferase
[1PR029063] (1)

O-methyltransferase COMT-type
[IPRO16461] (1); Plant methyltransferase
dimerisation [IPR012967] (1); O-

1GO:0008171
molecular_function] (1): protein
dimerization activity [GO:00469
molecular_function] (1)

protein dephosphorylation [GO:0006470
biological_process] (1); catalytic activity
[GO:0003824 molecular_function] (1);
protein serine/threonine phosphatase
activity [GO:0004722
molecular_function] (1)

ATP binding [GO:0005524
molecular_function] (1); protein
phosphorylation [GO:0006468
biological_process] (n protein kinase
activity [GO:

molecular_function] (1 )

methyltransferase activity [GO:0008168
molecular_function] (1)

oxidoreductase activity [GO:0016491
molecular_function] (1); oxidation-
reduction process [GO:0055114
biological_process] (1)

protein binding [GO:0005515
molecular_function] (1)

nucleotide binding [GO:0000166
molecular_function] (1); metal ion
binding [GO:0046872
molecular_function] (1); in

component of membrane [GO 00I602I
cellular_component] (1)

protein binding [GO:0005515
molecular_function] (1)

protein binding [GO:0005515
molecular_function] (1); RNA-DNA
hybrid ribonuclease activity
[GO:0004523 molecular_function] (1);
nucleic acid binding [GO:0003676
molecular_function] (1)

cysteine-type endopeptidase inhibitor
activity [GO:0004869
molecular_function] (1)

family 2 [IPR001077)
(1); Winged helix-turn-helix DNA- N
binding domain [IPRO11991] (1); S-
adenosyl-L-methionine-dependent
‘methyltransferase [IPR029063] (1)

z
g

C-ike jelly roll fold [IPRO14710]
(1); PPM-type phosphatase domain
[IPRO01932] (1); Protein phosphatase 2C ~
family [IPRO15655] (1)

Protein kinase-like domain [IPRO11009]
(1); Concanavalin A-like lectin/glucanase
domain [IPRO13320] (1): Malectin-like
carbohydrate-binding domain
[IPRO24788] (1): Protein kinase domain
[IPRO00719] (1; Serine-
threonine/tyrosine-protein kinase
:araly\\: domam umnnmﬂ ay
binding site
nmumn (I) S:)me threonine-
protein kinase, active site [IPRO0S271]
(1); Serine/threonine/dual specificity
protein kinase, catalytic. domain
[IPR002290] (1)

Endonuclease/exonuclease/phosphatase
[IPRO0S135] (1)

NmrA-like domain [IPR00S030] (1);
NAD(P)-binding domain [IPROI6040] -
M

Cobalamin (vitamin B12) biosynthesis
CobW-like, C-terminal [IPRO11629] (1);
P-loop containing nucleoside
triphosphate hydrolase [IPR027417] (1);
CobW/HypB/UreG domain [IPR003495]
m

C-5 cytosine methyltransferase
[IPRO01S25] (1): S-adenosyl-L-
‘methionine-dependent methyltransferase
[1PRO29063] (1)

OTU domain [wnooun] (v ) Aldehyde
oxidase/xanthine dehydr -
‘molybdopterin binding uvnuuxzu (1)

F-box domain [IPRO0I810] (1); Leucine-
ich repeat domain, L domain-like -
{1PROS287S] (1)
P-type ATPase, transmembrane domain
[IPR023298] (1); Cation-transporting P-
type ATPase, C-terminal [IPR006068]  ~
m
Cation-transporting P-type ATPase, C-
terminal [IPRO06068] (1); P-type
ATPase, transmembrane domain
[IPR023298] (1)
P-type ATPase [IPRO0ITST] (1); P-type
ATPase, transmembrane domain
[IPRO23298] (1); P-type ATPase,
cyloplnsm\c domain N [IPR023299] (1);
P-type ATPase, phosphorylation site -
[IPROI8303] (1); P-type ATPase, A
domain [IPRO08250] (1); Cation-
transporting P-type ATPase, N-terminal
[IPRO04014] (1)

Pentatricopeptide repeat [IPRO028SS|
(1): Tetratricopeptide-like helical domain -
[IPRO11990] (1)

Ribonuclease H-like domain
[IPRO12337] (1); Ribonuclease H

domain [IPR002156] (1); Ankyrin repeat -
[IPRO02110] (1); Ankyrin repeat-
containing domain [IPR020683] (1)

PGG domain [IPR026961] (1); Ankyrin
repeat-containing domain [IPRO20683] -
M

Malectin [IPR021720] (1) B

Proteinase inhibitor 125, cystatin,
conserved region [IPRO20381] (1):
Proteinase inhibitor 125, cystatin,
conserved site [IPROIS0T3] (1); Cystatin ~
[IPR027214] (1); Cystatin domain
[IPRO00010] (1)

P_trifoliata,

P_tifoliata

P_tifoliata_

P_tifoliata

P_tifoliata

P_trifoliata,

P_tifoliata

P_trifoliata,

P_ifoliata

P_tifoliata
P_tifoliata

P_tifoliata

P_tifoliata

P_trifoliata

P_tifoliata

P_tifoliata

P_trifoliata,

P_tifoliata

P_trifoliata

P_trifoliata,

P_trifoliata,

P_trifoliata,

P_rifoliata

P_tifoliata ¢

P_tifoliata,

P_tifoliata,

P_tifoliata,

P_tifoliata

P_tifoliata

P_trifoliata,

P_tifoliata ¢
P_tifoliata

P_trifoliata,

P_trifoliata,

P_trifoliata,

P_tifoliata

P_tifoliata

P_tifoliata
P_tifoliata

P_tifoliata

P_trifoliata,

P_tifoliata

P_tifoliata

00045_mRNA_67.1

00045_mRNA_66.1

00045_mRNA_65.1

00045_mRNA_51.1

00045_mRNA_46.1

00045_mRNA_39.1

00045_mRNA_38.1

00045_mRNA 29.1

00045_mRNA_27.1

00045_mRNA_26.1
00045_mRNA 2.1

00045_mRNA_128.1

00045_mRNA_126.1

00045_mRNA_115.1

00045_mRNA_109.1

00045_mRNA_108.1
00045 mRNA_106.1
00045_mRNA_102.1

00044_mRNA 9.1

00044 mRNA 8.1
00044 mRNA_67.1

00044 mRNA_66.1

00044 mRNA_63.1

00044_mRNA_62.1

00044_mRNA_60.1

00044_mRNA_52.1

00044_mRNA_47.1

00044_mRNA_41.1

00044_mRNA_38.1

00044 mRNA_37.1

00044_mRNA_36.1
00044_mRNA _35.1
00044 mRNA_32.1

00044 mRNA 3.1

00044 mRNA 28.1

00044 mRNA_25.1

00044_mRNA_20.1

00044_mRNA_I8.1
00044_mRNA_17.1

00044_mRNA_1.1

00043_mRNA_98.1

00043_mRNA_96.1

00043_mRNA_94.1



T NaminC colemenine  NaminC urshiu  Namin Pifonan ot o TaterPro Nembers inC clemertine Nembers in C.unshiu Nembers in P rolaR
GF0044342 0 0 1 Hypothetial protein (1) - P_trifoliata 00043 mRNA 91.1
GFO04341 0 0 1 Hypothetical protein (1) - P_ifoliata_00043_mRNA_79.1
) protein binding [GO:0005515 MATH/TRAF domain (IPR002083] (1):
GF0044340 0 0 1 TRAF-fike family proein ioform 2 (1) P70, BEne 0N Af ke (PRO08T4] (1) - P_tifoliata_00043_mRNA_78.1
GFO044339 0 0 1 Hypothetical protein (1) - P_trifoliata 00043 mRNA 75.1
GF0044338 0 0 1 Hypothetical protein (1) - P_ifoliata_00043_mRNA_66.1
Early nodulin 93 ENODO3 protcin
33 3 .
GF004337 0 0 1 Hypothetical protein (1) [rRo0e0s0) ) P_ifoliata_00043_mRNA_S1.1
structural constituent of ibosorme
[GO:0003735 molecular_function] (1):
translation [GO:0006412 Ribosomal protein S8c (IPR001047] (1):
GF0044336 0 0 1 Ribosomal protein S8c family protein (1) biological_process] (1):itracallular  Ribosomal protein S8c/ribosomal - P_ifoliata_00043_mRNA_S.1
[GO:0005622 cellular_component] (1);  biogenesis NSA2 [IPR022309] (1)
ribosome [GO:0005840
cellulr_component] (1)
calcium ion binding [GO:0005509  EF-hand domain pair [IPROT1992] (1):

33 . A - 3 4
GF0044335 0 0 1 Caleinurin Blike protein 02 (1) e oo b o RO0B0IS] (1 P_ifoliata_00043_mRNA 4.1
GFO044334 0 0 1 Hypothetical protein (1) - P_trifoliata 00043 mRNA 3.1
GF0044333 0 0 1 Hypothetical protein (1) - P_ifoliata_00043_mRNA_25.1
GF004332 0 0 1 Hypotheical protein (1) - P_tifoliata_00043_ mRNA_24.1
GFO044331 0 0 1 Hypothetical protein (1) - L 00043_mRNA 211
GFO044330 0 0 1 Hypothetical protein (1) - P_trifoliata 00043 mRNA 2.1

hydrogen on transmembrane transporer
activity [GO:0015078
molecular_function] (1); ATP synthesis
Mitochondrial ATP synthase g subunit  coupled proton transport [GO:0015986  ATPase, F0 complex. subunit G
GFO044329 0 o ! family protein (1) biological_process] (1): mitochondrial  mitochondrial [IPRO06808] (1) P_trifoliata_00043_mRNA_19.1
proton-transporting ATP synthase
complex, coupling factor F(o)
[GO:0000276 cellular_component] (1)
GFO044328 0 0 1 Hypothetical protein (1) - P_tifoliata 00043 mRNA_111.1
(00 O AT, Ctcamina dimeiation donain
GF004327 0 0 1 Hypothetical protein (1) - ) [IPRO0S906] (1); Ribonuclease Helike - P_tifoliata_00043_mRNA_100.1
dimerization acivity [GO:00469
domain [IPRO12337] (1)
molecular_function] (1)
GF0044326 0 0 1 Hypothetical protein (1) - P_ifoliata_00042_ mRNA_94.1
GFO04325 0 0 1 Hypotheical protein (1) - P_tifoliata_00042_mRNA_0.1
regulation of transcription, DNA-
GFO04324 0 0 1 Hypotheical protein (1) templated [GO:0006355 FHY3/FART family [IPRO31052] (1)~ - P_tifoliata_00042_mRNA_S1.1
biological_process] (1)
Leucine-tich repeat domain, L domain-
GF0044323 0 0 1 fl‘:""““f]i'“b"y"“"“’s receptor-like z’°|‘°’,“1l1‘r"‘}.“"‘gllluz‘??‘°5515 like [IPR032675] (1); Leucine-rich repeat - P_trifoliata_00042_ mRNA 8.1
ase rolecular_functio [IPRO01611] (1)
0 o Ribonuclase ke domain
GF0044322 0 0 1 Hypothetical protein (1) - i [IPROI2337] (1); HAT, C-terminal P_ifoliata_00042_mRNA_73.1
dimerization activity [GO:0046983 !
dimerisation domain (IPRO0S06) (1)
molccular_function] (1)
GFO04321 0 0 1 Hypothetical protein (1) - P_ifoliata_00042_mRNA_69.1
Zine knuekle CX2CXAHXAC

3 .
GF004320 0 0 1 Hypothetical protein (1) [IPRO25836] (1) P_ifoliata_00042_ mRNA_67.1
GFO044319 0 0 1 Hypothetical protein (1) - P_trifoliata 00042 mRNA_64.1

serine-type endopeptidase activity Peptidase S8/S53 domain [IPR000209]
[GO:0004252 molecular_function] (1): ~ (1): Peptidase S8, subtilisn-relatcd
3 - .
GFO044318 0 0 1 Hypothetical protein (1) oo lcora006808 L0 1500) . Pomne . P_ifoliata_00042_ mRNA_60.1
biological_process] (1) subiilisin, Ser-active site [PR023828] (1)
GFO044317 0 0 1 Hypothetical protein (1) - P_ifoliata_00042_mRNA_53.1
GFO044316 0 0 1 Hypotheical protein (1) - P_tifoliata_00042_mRNA_52.1
GFO044315 0 0 1 Hypothetical protein (1) - P_trifoliata_00042_mRNA_50.1
Concanavalin A-like lectin/ghucanase
- ) ) | Prabably inacive leucineich repeat domain [IPRO13320] (1); Leucine-rich b ifoliata 00042 MRNA 5.1
receptor-like protein kinase (1) repeat domain, L don
[IPRO32675] (1)
GFO044313 0 0 1 Hypothetical protein (1) - P_trifoliata 00042 mRNA 49.1
GFO044312 0 0 1 Hypothetical protein (1) - P_tifoliata_00042_ mRNA_48.1
GFO04311 0 0 1 Hypotheical protein (1) - P_tifoliata_00042_mRNA_47.1
GFO044310 0 0 1 CCT mtif family protein, expressed (1) PrO\€in binding [GO:0003515 CCT domain [IPRO10402] (1) B P._tifoliata_00042_mRNA _42.1
molecular_function] (1)
GF0044309 0 1 Hypothetical protein (1) - P_tifoliata_00042_ mRNA_36.1
GFO044308 0 1 Hypotheical protein (1) - P_trifoliata_00042_ mRNA_32.1
. . Reverse transeriptase doma
GFO044307 0 0 1 :’;‘y“‘““ RNA-dirccted DNA polymerase [IPR000477] (1; Reverse transcriptase - P._tifoliata_00042_mRNA_23.1
zinc-binding domain [IPR026960] (1)
ribosome [GO:0005840 Ribosomal protein L2 [IPR002171] (1):
cellular_component] (1): structural  Ribosomal protein L2, Cerminal
constituent of ribosome [GO:0003735  [IPR022669] (1); Ribosomal profein L2,
GFO044306 0 0 1605 ribosomal protein LS (1) molecular_function] (1):intracellular  domain 3 [IPRO14726] (1); Ribosomal - P_trifoliata_00042_mRNA_21.1
[GO:0005622 cellular_component] (1);  protcin L2 domain 2 [IPRO14722] (1):
translation [GO:0006412 Translation protein SH3-like domain
biolagical_process] (1) [IPRO0S91] (1)
GF0044305 0 0 1 Hypothetical protein (1) - P_trifoliata 00042 mRNA 20.1
GFO044304 0 0 1 Hypothetical protein (1) i Grprentegras domain [PRO257241 P_tifoliata 00042 mRNA_19.1
GFO04303 0 0 1 Hypothetical protein (1) - P_trifoliata_00042_mRNA_IS.1
GF0044302 0 0 1 Hypothetical protein (1) - P_trifoliata 00042 mRNA._17.1
. B3 domain-containing protein
GFO04301 0 0 1 Hypothetical protein (1) [poossos oy - P_trifoliata 00042 mRNA_15.1
GFO044300 0 0 1 Hypothetical protein (1) - P_trifoliata_00042_mRNA_I3.1
et Glyecosylransferase family 92 ) )
GFO044299 0 0 1 Hypothetical protein (1) Uerooeteen (o - P_trifoliata_00042_mRNA_12.1
{ransforase activity,transferring hexosyl
aroups [GO:0016758 "
GFO044298 0 0 1 Hypothetical protein (1) molecular._function] (1); metabolic ”]:’c'; f';‘:::‘s’;‘e‘::’s'e l["l‘]:;.OOZZ . P._tifoliata_00042_mRNA_104.1
process [GO:0008152 glucosy b
biological_process] (1)
GF0044297 0 0 1 Hypotheical protein (1) - P_tifoliata_00042_mRNA_102.1
protein binding [GO:0005515
N molecular.function] (1); signal Tollinterleukin-1 receptor homology .
GFO044296 0 0 1TMV resistance protcin N (1) e T e TR o iomoom ey o - P_trifoliata_00042_mRNA_L1
biological_process] (1)
malate transport [GO:0015743 Aluminum-activated malate transporier
GF0044295 0 0 1 Hypotheical protein (1) e HbRos0se) ) P_tifoliata_00041_mRNA_96.1
. Endonucleasc/exonuclease/phosphatase
GF0044294 0 0 1 Hypothetical protein (1) [moostamsiy P_tifoliata 00041 mRNA 95.1
GFO044293 0 0 1 Hypotheical protein (1) LOG family [IPRO31100] (1) - P_trifoliata_00041_mRNA_$4.1
Leucine-tich repeat [IPRO01611] (1):
Leucine-rich repeat-containing N-
terminal. plant-type (IPROI3210] (1:
Glutathione S-transferase, C-terminal-
GF0044292 0 0 |(L]‘:" receptor-like kinase family protein ::;’I‘::]:‘r“‘x:i‘[;"a m’“‘s like [IPRO10987] (1): Leucine-rich repeat - P._tifoliata_00041_mRNA_80.1
B domain, L domain-ike [IPRO32675] (1);
Leucing-rich repeat, typical subtype
[IPRO03391] (1); Gutathione S-
transferase, C-terminal (IPRO04046] (1)
Tetratricopeptide repeat-containing
domain [IPRO13026] (1):
P ) ) Teraticapeptide repeat protein 27k prtein binding [GO:0005515 Tetratrcopeptide repeat [IPRO19734] P ol 00041 mRNA 70,1
protein (1) molecular_function] (1) (1) Tetratrcopeptide repeat 2
[IPROI3105] (1): Tetratrcopepide-like
helical domain [IPROT1990] (1)
GF0044290 0 0 1 Hypothetical protein (1) - P_ifoliata_00041_mRNA_76.1
Tetratricopeptide-like helical domain
. [IPROT1990] (1); Tetraticopepide
GF0044289 0 0 1 Hypothetical protein (1) protein binding [GO:0003515 repeat [IPRO19734] (1); - P_uifoliata_00041_mRNA_72.1
molecular_function] (1)
Tetratricopeptide repeat-containing
domain [IPRO13026] (1)
GFO04288 0 0 1 Hypotheical protein (1) - P_tifoliata_00041_mRNA_71.1
GFO044287 0 0 1 Hypothetical protein (1) - P_trifoliata_00041_mRNA_70.1
GFO04286 0 0 1 Hypothetical protein (1) - P_trifoliata 00041 mRNA _68.1
GF0044285 0 0 1 Hypothetical protein (1) - P_ifoliata_00041_mRNA_67.1
a7 e, CCIICpe [PROISTS
GFO044284 0 0 1 Hypotheical protein (1) o g (1) Zine knuckle CX2CX4HXAC - P_tifoliata_00041_mRNA_65.1
binding [GO:0003676 Uosssty i
molecular_function] (1)
Aldofketo reductase [IPRO20471] (1):
oxidoreductase activity [GO:0016491  Aldo/keto reductase/potassium channel
NADPH-dependent codeinone reductase- molceular_function] (1); oxidation-  subunit beta (IPR001395] (1): NADP-
- s
(FO044283 0 0 Tike protein (1) reduction process [GO:0055 1 14 dependent oxidoreductase domain P_trifoliata_00041_mRNA_58.1
biological_process] (1) [IPRO23210] (1): Aldo/keto reductase,
conserved site [IPROIS170] (1)
GFO044282 0 0 1 Hypothetical protein (1) - P_trifoliata_00041_mRNA_52.1
GFO044281 0 0 1 Hypothetical protein (1) - P_trifoliata 00041 mRNA 42.1
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Leucine-rich repeat (IPRO01611] (1):
protein binding [GO:0003515 Serinethreonine-protein kinsse, active
molccular_function] (1): ATP binding  site (IPRO0S271] (1);
Putative somatic embrugenesi proein 1000005524 molecular function] (1);  Serinehreonine/dual specifcity protein
GF004250 0 0 [Hitns vogenesis p protein phosphorylation [GO:0006468  kinase. catalytic domain [IPR002290] - P_tifoliata_00041_mRNA_14.1
biolagical_process] (1); protein kinase  (1); Leucine-rich repeat domain, L
actvity [GO:0004672 domain-like [IPR032675] (1): Protein
molecular.function] (1) Kinase-like domain [IPROT1009] (1);
Protcin kinase domain [IPR000719] (1)
Aldolase-type TIM barrel [IPROI3785]
hydrolase activity hydrolyzing O (1); Glycoside hydrolase family 27/36,
slycosyl compounds [GO:0004553  conserved site [IPROODI 1] (1):
molccular_function] (1): carbohydrate  Gilycoside hydrolase, family 27
GF004279 0 0 1 Hypothetical protein (1) metabolic process [GO:0005975 [IPRO02241] (1); Giycoside hydrolase P_ifoliata_00040_mRNA_62.1
biological_process] (1): catalyti activity superfamily [IPRO17853] (1); Glycosyl
[GO:0003824 molecular_function] (1) hydrolase, family 13, all-beta
[IPROI3780] (1)
GFO044278 0 0 1 Hypothetical protein (1) - P_trifoliata_00040_mRNA_57.1
GF004277 0 0 1 Hypothetical protein (1) - P_tifoliata 00040 mRNA 45.1
GF004276 0 0 1 Hypothetical protein (1) - P_ifoliata_00040_mRNA_39.1
GFO04275 0 0 1 Hypotheical protein (1) - P_tifoliata_00040_mRNA_27.1
GFO044274 0 0 1 Hypothetical protein (1) - P_trifoliata_00040_mRNA_120.1
transferase activty,transferring hexosyl
groups [GO:0016758
GFO044273 0 0 1 UDP-glycosyltransferase 71C4 (1) molecular_function] (1); metabolic L;D!:flﬁc::\:?s?l{‘f’nﬁibozzxz] o P_tifoliata 00040 mRNA_119.1
process [GO:0008152 glucosyltr se
biological process] (1)
GFO04272 0 0 1 Hypothetical protein (1) - P_tifoliata 00040 mRNA_117.1
GFO044271 0 0 1 Hypothetical protein (1) - P_ifoliata_00039_mRNA_80.1
GF0044270 0 0 1 Hypotheical protein (1) - P_tifoliata_00039_mRNA 8.1
estinetype endopepidasenhivior " EECEIELL (O e
GF0044269 0 0 1 Cysteine proteinase inhibitor (1) activity [GO:0004869 o : Proteinase P_trifoliata_00039_mRNA_78.1
e eton (1) inhibitor 25, cystatin, conserved region
molecular_function Ubkosossr)
GFO044268 0 0 1 Hypothetical protein (1) - P_trifoliata_00039_mRNA_75.1
GF0044267 0 0 1 Hypothetical protein (1) - P_tifoliata_00039_mRNA 73.1
GF0044266 0 0 1 Hypothetical protein (1) - P_ifoliata_00039_mRNA_65.1
GFO044265 0 0 1 Hypotheical protein (1) LOG family [IPRO31100] (1) - P_tifoliata_00039_mRNA_61.1
GFO044264 0 0 1 Hypothetical protein (1) - P_trifoliata_00039_mRNA_58.1
GF0044263 0 0 1 Hypothetical protein (1) - P_tifoliata_00039_mRNA_54.1
metabolic process [GO:0008152
biological_process] (1): transferase  UDP-glucuronosyl/UDP-
262 : 5 .
GF004426; 0 0 1 UDP-glycosyhransferase 731 (1) (ot Proees) (e e LipRo002213] (1 P_ifoliata_00039_mRNA_S1.1
[GO0016758 moleculr foncion (1)
GFO04261 0 0 1 Hypothetical protein (1) - P_ifoliata_00039_mRNA_50.1
GF0044260 0 0 1 Hypotheical protein (1) - P_tifoliata_00039_mRNA_48.1
GFO044250 0 0 1 Hypothetical protein (1) - P_trifoliata_00039_mRNA_42.1
GFO044258 0 0 1 Hypothetical protein (1) - P_tifoliata_00039_mRNA 41.1
GF0044257 0 0 1 Hypothetical protein (1) CWCI6 protein [IPRO07590] (1) - P_ifoliata_00039_mRNA_40.1
‘Thiamin diphosphatc-binding fold
GF0044256 0 0 1 Hypothetical protein (1) LbRossoen o P_ifoliata_00039_mRNA_39.1
:“:”""“‘I pros ;‘(’]‘; ‘;““;’“;‘ Alpha/Beta hydrolase fold [IPR029058]
GF0044255 0 0 1 Hypothetical protein (1) ag ff“?rf;’g;§:7x7  hydrolase (1); Alpha/beta hydrolase fold-3 P_trifoliata_00039_mRNA_36.1
it [IPRO13094] (1)
GFO044254 0 0 1 Hypothetical protein (1) - P_trifoliata_00039_mRNA_31.1
heme binding [GO:0020037
molslar_fneton) (1 espons 0
EEATOINT s
3 y : a 3 - 3 .
GF004425: 0 0 1 Hypothetical protein (1) e oss11s s s, sl (FR01575) P_ifoliata_00039_mRNA 3.1
biological_process] (1): peroxidase
activity [GO:0004601
molecular_function] (1)
tibosome [GO:0005840
cellular_component] (1) translation  HSP20-like chaperone [PRO0S97S] (1):
[GO:0006412 biological_process] (1):  Alpha erystalln/Hsp20 domain
GFO04252 0 0 122.0 KDa class IV heat shock protein (1) intracellular [GO:0005622 [IPRO02068] (1); Ribosomal protein - P_tifoliata_00039_mRNA 29.1
cellular_component] (1): structural  L27e [IPROO1141] (1): Small heat shock
consitsent ofribosome [GO:0003735  protein HSP20 [IPRO31107) (1)
molccular_function] (1)
Reverse transeriptase domain
crovszs 0 0 | Rempon i s, sl a4 b GO000TS [ e e - il 5003 mRNA 241
unclassified, expressed (1) ular_function] domain [IPR012337] (1)
nucleic acid binding [GO:0003676
GFO044250 0 0 1 Hypothetical protein (1) molecular_function] (1): zinc fon binding Zine finger, CCHC-type (IPROOISTS] (1) - P_trifoliata_00039_mRNA_23.1
[GO:0008270 molecular_function] (1)
GFO044240 0 0 1 Hypothetical protein (1) - P_trifoliata_00039_mRNA_21.1
GFO044248 0 0 1 Hypothetical protein (1) - P_trifoliata_00039_mRNA_IS.1
GF0044247 0 0 1 Hypothetical protein (1) - P_tifoliata_00039_mRNA_17.1
WDA40/YVIN repeatlike-containing
} domain [IPROTS943] (1); WDAO repeat,
GFO044246 0 0 1 6 kDa stress protein (1) ::;’I‘::]:‘r“‘x:i‘[;"a ?;’:’55‘5 conserved site [IPROI9775] (1); WD40 - P._tifoliata_00039_mRNA_I1.1
& repeat [IPRO0T680] (1); WDA0-repeat-
containing domain [IPRO17986] (1)
GFO044245 0 0 1 Hypotheical protein (1) - P_tifoliata_00038_mRNA_99.1
. Ubiquitin domain [IPR000626] (1);
GFO044244 0 0 1 Polyubiquitin (1) ::;’I‘::]:‘r“‘x:i‘[;"a ?;’:’55‘5 Ubiquitin-related domain [IPR029071] - P._trifoliata_00038_mRNA _98.1
B (1); Ubiquitin [IPRO19956] (1)
F-box domain [IPROOIS10] (1):
| F-box proteininteraction domain proein. proein binding (GO-0005515 Galactose oxidase/kelch, beta-propeller
Gron443 0 0 Ty molecular_function] (1) [IPRO11043] (1); F-box associated P_trifoliata_00038_mRNA_97.1
interaction domain [IPRO17451] (1)
GFO044242 0 0 1 Hypotheical protein (1) - P_tifoliata_00038_mRNA_93.1
GFO044241 0 0 1 Hypothetical protein (1) - P_trifoliata_00038_mRNA_77.1
) Splicing factor 3B subunit S/RDS3 ;
GFO044240 0 0 1 Hypothetical protein (1) e it 10 1Ro008 1) (1 P_trifoliata_00038_mRNA_72.1
Protcin of unknown function DUF3475
GF0044239 0 0 1 Hypothetical protein (1) Ubrosrsatr o P_ifoliata_00038_mRNA_7.1
RanlC-like cupin domain [IPRO11051]
. . dobaiin nutrient reservoir activity [GO:0045735 (1); RmIC-like jely roll fold e .
GFO044238 0 0 1118 seed storage globulin (1) o (PROT10] b camin t 1PRO0GD4S] P_trifoliata 00038 mRNA 63.1
I0)
) Glutathione S-transferase, .
GFO044237 0 0 1 Hypothetical protein (1) R P_trifoliata_00038_mRNA_61.1
actin cytoskeleton [GO:0015629
cellular_component] (1: actn binding  Actin-depolymerising factor homology
[GO:0003779 molecular_function] (1); ~ domain [IPR002108] (1):
GFO044236 0 0 1 Actin-depolymerizing factor 6 (1) actin filament depolymerization ADF/Cofilin Destrin [IPRO17904] (1); - P_trifoliata_00038_mRNA_53.1
O30Sz icogal prooss] (1 ADF-YGaoln ik domain
inteacellular (GO [IPRO29006] (1)
cellulr_component] o
molecular_function] (1): ribosome [IPR022669] (1); Domain of unknown
[GO:0005840 cellular_component] (1)
function DUF4283 [IPR0255S8] (1):
zinc fon binding [GO:0008270
molecular_function] (1) ranslation 102041 Proiei L2 domein 3
GFO044235 0 0 | Gagnon-L TR ecosasposase (1) feret S TS (1PRO14726 (1): Ribosomal proein L2 - P_trifoliata_00038_mRNA_46.1
[ o IPROL4723) (1 Zim ekl
clluar ::mponenl] (1): structural CXICXAHXAC [IPRO25836] (1); Zine
consituent of ribosome [GO:0003735 1 CCHC-pe [IPROOIST] (1):
molccular_function] (1) framstarion protein SH3 ke domain
- [IPRO0S991] (1)
GFO044234 0 0 1 Hypothetical protein (1) - P_tifoliata_00038_mRNA_42.1
GFO044233 0 0 1 Hypothetical protein (1) - P_trifoliata_00038_mRNA_4.1
GFO04232 0 0 1 Hypothetical protein (1) - P_tifoliata 00038 mRNA_39.1
oxider :ﬁ:;;f;g:}‘;;tjg NN Lsopenicilin N synthase ke
GFO044231 0 0 1 Deacctoxyvindoline -hydroxylase (1) <ot e rLOR oA [IPRO27443] (1); Oxoglutaratefiron- - P_ifoliata_00038_mRNA_32.1
e dependent dioxygenase (IPRO0S123] (1)
. Isopenicilin N synthase-like
GFO044230 0 0 1 Hypothetical protein (1) il - P_tifoliata 00038 mRNA 31.1
GFO044220 0 0 1 Hypothetical protein (1) - P_trifoliata_00038_mRNA_3.1
oxidation-reduction process Ooglutarate/iron-dependent
. el rotein [GO:0055114 biological_process] (1): ~ dioxygenase [IPRO0S123] (1) ol .
GFO044228 0 0 1 Hypothetical protein (1) ool e ot e P_trifoliata 00038 mRNA 29.1
molecular_function] (1) [IPRO27443] (1)
Tsopericilin N synthase-like . R
GFO044227 0 0 1 Hypothetical protein (1) Domasai (07 - P_trifoliata_00038_mRNA_28.1
GFO044226 0 0 1 Hypotheical protein (1) - P_tifoliata_00038_mRNA_27.1
GFO044225 0 0 1 Hypothetical protein (1) - P_trifoliata_00038_mRNA_26.1
N Tsopericilin N synthase-like ; 5
GFO044224 0 0 1 Hypothetical protein (1) Domasai (07 - P_trifoliata_00038_mRNA_25.1
GF0044223 0 0 1 Hypotheical protein (1) - P_tifoliata_00038_mRNA_22.1
GFO044222 0 0 1 Hypothetical protein (1) - P_trifoliata_00038_mRNA_21.1
GFO044221 0 0 1 Hypothetical protein (1) - P_trifoliata 00038 mRNA 20.1
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Domain of unknown function DUF4283
. el rotein protein binding [GO:0005515 [IPRO25558] (1); Leucine-rich repeat ol .
GF0044220 0 0 1 Hypothetical protein (1) molecular_function] (1) domain, L domain-ike [IPRO32675] (1): P_trifoliata_00038_mRNA_[19.1
Leucing-rich repeat [IPRO01611] (1)
. Leucine-rich repeat domain, L domain- )
GFO044219 0 0 1 Hypothetical protein (1) [t P_trifoliata_00038_mRNA_116.1
GFO044218 0 0 1 Hypotheical protein (1) - P_tifoliata_00038_mRNA_115.1
GFO044217 0 0 1 Hypothetical protein (1) - P_trifoliata_00038_mRNA_114.1
'c';‘u':\‘;:‘r““c‘o:;;“‘:"’\:]";'l‘)" protin SecY subunit domain [IPR023201] (1);
GFO044216 0 0 1 Hypothetical protein (1) P SV iy (PRIO20R) - P_trifoliata_00038_mRNA_113.1
GFO044215 0 0 1 Hypothetical protein (1) - P_trifoliata_00038_mRNA_112.1
GFO044214 0 0 1 Hypothetical protein (1) - P_tifoliata 00038 mRNA_105.1
GFO044213 0 0 1 Hypothetical protein (1) - P_tifoliata_00038_mRNA_102.1
GFO044212 0 0 1 Hypotheical protein (1) -
GFO04211 0 0 1 Hypothetical protein (1) .

GFO044210 0 0 1 Hypothetical protein (1) - P_trifoliata_00037_mRNA 76.1
GF0044209 0 0 1 Hypothetical protein (1) - P_ifoliata_00037_mRNA_75.1
mﬁﬁf“ﬁmﬁmfﬁg AL Isopenicillin N synthaselike
GF0044208 0 0 1 Hypotheical protein (1) : [IPRO27443] (1): Oxoglutaratcfiron- - P_tifoliata_00037_mRNA_60.1

uction process [GO:00551 14 i
dependent dioxygenase [IPRO0S123] (1)
elogonl el ()
GF0044207 0 0 1 Hypotheical protein (1) - P_tifoliata_00037_mRNA_6.1
GFO044206 0 0 1 Hypothetical protein (1) - P_trifoliata_00037_mRNA_54.1
GF004205 0 0 1 Hypothetial protein (1) - P_trifoliata 00037 mRNA 35.1
GF0044204 0 0 1 Hypothetical protein (1) - P_tifoliata_00037_mRNA_32.1
GF0044203 0 0 1 Hypotheical protein (1) - P_tifoliata_00037_mRNA_20.1
Leucine-rich repeat domain, L domain-
. cenesis recentor kinase 1 rotein bindin [G Tike [IPRO32675] (1); Leucine-rich
GFO044202 0 0 |(Sl‘"“‘“"“"“"y°’=’ esis receptor kinase 1 I"“‘o’l‘;“;r ““_““‘;‘I;’S (010‘055'5 repeat-containing N-terminal, plant-type - P_trifoliata_00037_mRNA_I11.1
& [IPROI3210] (1): Leucine-rich repeat
[IPROO1611] (1)
i} Leucine-rich repeat [IPRO01611] (1);
GF0044201 0 0 1 Hypothetical protein (1) ::;’I‘::]:‘r“‘x:i‘[;"a ?;’:’55‘5 Leucine-rich repeat domain, L domain- - P._tifoliata_00037_mRNA_106.1
& like [IPRO32675] (1)
binding [GO:0005458 Armadillo-like helical [IPRO11989 (1):
) 5 .
GF0044200 0 0 1 Hypothetical protein (1) et (1 e e 4 1000160241 (1) P_tifoliata_00037_mRNA_103.1
Domain of unknown function DUF4409
GFO044199 0 0 1 Pre-memassplicing factor rsel (1) [IPRO25521] (1): Domain of unknown - P_trifoliata_00036_mRNA_96.1
function DUF239 [IPR004314] (1)
response 10 oxidanve stress
[GO:0006979 biological_process] (1):
heme binding [GO:0020037 Haem peroxidase, plantfungalbacterial
. roxidas molecular_function] (1): peroxidase  [IPR002016] (1); Plant peroxidase ol .
GFO044198 0 0 1 Peroxidase 21 (1) o mosant PRO00825) (1) o o, P_tifoliata_00036_mRNA $1.1
molecular_function] (1); oxidation-  [IPRO10255] (1)
reduction process [GO:0055114
GF0044197 0 0 1 Hypothetical protein (1) - P_ifoliata_00036_mRNA_79.1
quinone binding [GO:0045038
ok, i) (1 oxta.
acion process [GO035114
rlogonl s (N NADH-ubiquinone oxidoreductase, 20
. NADH-ubiay taunane) sy K subnit IPROGSI30) 1 ol .
GF0044196 0 0 1 \Da subunit, mitochondrial (1) [GO:0008137 molecular_function] (1); H:ubiquinone oxidoreductase-tike, P_trifoliata_00036_ mRNA_76.1
fon s chtr i (GO00S1536 20KDn subnit IPROV6IS7) (1)
molecular_function] (1): 4 iron. 4 sulfur
cluster binding [GO:0051539
molecular_function] (1)
GFO044195 0 0 1 Hypothetical protein (1) - P_trifoliata_00036_mRNA_75.1
GFO044194 0 0 1 Hypothetical protein (1) - P_tifoliata_00036_mRNA 71.1
GF0044193 0 0 1 Hypothetical protein (1) - P_ifoliata_00036_mRNA_70.1
regulation of tra
GF0044192 0 0 1 Hypothetical protein (1) templted [GO:0006355 Topless family [IPR027728] (1) - P_ifoliata_00036_mRNA_7.1
biological_process] (1)
GFO04191 0 0 1 Hypothetical protein (1) protein binding [GO:0003515 Keletrtype beta propelle [IPRO13915] P_tifoliata_00036_mRNA_68.1
molecular_function] (1) )
ransport [GO:0006810
bilogical proces (1 ATFSS S o coneved it
[GO:0016887 molecular_funetion] (1): .
[IPROI7S71] (1): P-loop containing
el oo et nucleoside triphosphate hydrolase
G001l sompene 1, Pl ool
GFO044190 0 0 1 Hypotheical protein (1) ransport : . P_tifoliata_00036_mRNA_64.1
o o b1 ransmermbran [IPRO11527)
[GO:0005524 molecular funcl!on] (1), () ABC transporte.tke [IPR003439)
* (1) AAA+ ATPase domain [IPR003593]
ATPase activity, coupl o
b movement f sbstaces
[GO:0042626 molecular_function] (1)
ATPase actvity. coupled to
ransmembrane movement of substances
[GO:0042626 molecular_function) (1):
" oo el
ransport [GO:00550 T
biological_process] (1): ATP binding
GFO044189 0 0 1 ABC transporter C family protein (1) [GO:0005524 molecular_function)] (1) ARC rasporcr ke [IPROL9] (1) P_tifoliata_00036_mRNA_63.1
PN ABC transporter type I, transmembranc
A domain [IPROT1S27] (1); AAAT ATPase
component of membrane [GO:0016021 0™ 4in [IPRO03593] (1)
cellular_component] (1; transport
[GO:0006810 biological_process] (1)
ATP binding [GO:0005524 Protein kinase-like domain [IPRO1 1009]
molccular_function] (1): protein kinase (1): Rossmann-like alphu/beta/alpha
| Adenine nucietide alpha hydrolase-fke ety [GO-0004672 sanduwich fold [IPRO14729] (1); Protein )
GFO044188 0 0 1 Gomain kinase (1) molecular._function] (1); protein Kinase domain [IPRO00719] (1): P_trifoliata_00036_mRNA_62.1
phosphorylation [GO:0006468 Tyrosine-protein kinase, active site
biological_process] (1) [IPRO0S266] (1)
GFO044187 0 0 1 Hypothetial protein (1) - P_tifoliata_00036_mRNA_60.1
y P-loop containing nucleoside
GFO044186 0 0 1 Hypothetical protein (1) ! triphosphate hydrolase [IPRO27417] (1); - P_tifoliata_00036_mRNA 5.1
ular_function] ( NB-ARC [IPRO02182] (1)
GFO044185 0 0 1 Hypothetical protein (1) - P_tifoliata_00036_mRNA 53.1
GFO044184 0 0 1 Hypothetical protein (1) - P_ifoliata_00036_mRNA_42.1
GFO044183 0 0 1 Hypotheical protein (1) - P_tifoliata_00036_mRNA_4.1
GFO044182 0 0 1 Hypothetical protein (1) DrnaJ domain [IPRO01623] (1) - P_trifoliata_00036_mRNA_3.1
cell wall [GO:0005618
[Go:0o00 Pectinesterase, Asp active site
“é:“;“ﬁ“'“‘?g"g':‘]]:ys' :5‘" wall [IPRO33131] (1); Pectinesterase,
GF0044181 0 0 1 Hypothetical protein (1) Bl ‘ZI“’"XOCN] 1) pectinesterase SIViE [IPRO00OTO] (1) Pectin lase - P_trifoliata_00036_mRNA 28.1
ncuv:\y[ sy TSI fold [IPROI2334] (1): Pectn lvase
moleculr function] (1) foldvirulence factor [IPRO11050] (1)
P-loop containing nucleoside
triphosphate hydrolase [IPRO27417] (1):
NB-ARC [IPRO02152] (1); Leucine-rich
A'ﬂ:‘:;‘:“}_ﬂgxmﬁ“w] repeat [IPRO01611] (1); Leucine-rich
GFO044180 0 0 Disease resistance protein (TIRNBS- 1y crion [GO:00071. repeat 3 [IPRON713] (1); B P._trifoliata_00036_mRNA_15.1
LRR class) (1) Tollinteleukin-1 recptor homology
biological_process] (1): pmmn binding ;
[GO:0003515 molecular_function] (1) (1) domain [IPRO0OIST (1); Winged
. helix-turn-helix DNA-binding domain
[IPROTI991] (1); Leucine-rich repeat
domain, L domain-ike [IPR032675] (1)
protein dimerization activity Myc-type, basic helix-loop-helix (bHLH)
. 5 .
GFO044179 0 0 1 Hypothetical protein (1) 046985 mlomsion omction] (1) e oRo011508) (1) P_tifoliata_00036_mRNA_104.1
GFO044178 0 0 1 Hypothetial protein (1) - P_trifoliata_00036_mRNA._11
GFO044177 0 0 1 Hypothetical protein (1) - P_ifoliata_00035_mRNA_91.1
GFO044176 0 0 1 Hypotheical protein (1) - P_tifoliata_00035_ mRNA_90.1
GFO044175 0 0 1 Hypothetical protein (1) - P_trifoliata_00035_mRNA_$9.1
GFO044174 0 0 1 Hypothetical protein (1) - P_tifoliata 00035 mRNA §7.1
GFO044173 0 0 1 Hypothetical protein (1) - P_ifoliata_00035_mRNA_85.1
Levcie i et [PROO161 11
| LRR receptorlike serne/threonine-  protein binding (GO-0005515 rich repeat domain, L domain-
GroosaIT2 0 0 ! protein kinase FLS2 (1) molecular_function] (1) ke IPR032678) 1 Lo e P_trifoliata_00035_mRNA._84.1
repeat, typical subtype [IPRO03591] (1)
transcription factor TFIID complex
[GO:0005669 cellular_component] (1) N
GF0044171 0 0 1 Hypothetical protein (1) transcription initiation from RNA I'l';;":;;‘;’ﬁ‘?‘l';' conserved region P._tifoliata_00035_mRNA_83.1
polymerase IT promoter [GO:0006367
biological_process] (1)
GFO044170 0 0 1 Hypotheical protein (1) - P_tifoliata_00035_mRNA 8.1
GFO044169 0 0 1 Hypothetical protein (1) - P_trifoliata_00035_mRNA_77.1
structural constituent of ribosome
[GO:0003735 molecular_function] (1):
intracellular [GO:0005622
GFO044168 0 0 11608 ribosomal protein L29-1 (1) cellular_component] (1) ranslation  Ribosomal protein L29e [IPR002673] (1) - P_ifoliata_00035_mRNA_73.1
[GO:0006412 biological process] (1:
ribosome [GO:0005840
cellular_component] (1)
B S —
GFO044167 0 0 1 Hypotheical protein (1) e (Goooss 2Fe-25 forredoxin-ype iron-sulfur - P_tifoliata_00035_mRNA_46.1
activity [GO:00090: binding domain [IPRO01041] (1)
molecular_function] (1)
GFO044166 0 0 1 Hypotheical protein (1) - P_tifoliata_00035_mRNA_40.1
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GFO044165 0 0 1 Hypothetial protein (1) - P_trifoliata 00035 mRNA_39.1
GF0044164 0 0 1 Hypothetical protein (1) - P_ifoliata_00035_mRNA_38.1
GFO044163 0 0 1 Hypotheical protein (1) - P_tifoliata_00035_mRNA_35.1
GFO044162 0 0 1 Hypothetical protein (1) - P_trifoliata_00035_mRNA_33.1
GFO044161 0 0 1 Hypothetical protein (1) - P_tifoliata 00035 mRNA 31.1
GFO044160 0 0 1 Hypothetical protein (1) - P_ifoliata_00035_mRNA 3.1

nuclcic acid binding [GO:0003676  Ribonuclease H-like domain
! . 5 .
GFO044159 0 0 1 Hypothetical protein (1) s M Herorssmr P_ifoliata_00035_mRNA_29.1
GFO044158 0 0 1 Hypothetical protein (1) - P_trifoliata 00035 mRNA 27.1
. nucleic acid binding [GO:0003676  Ribonuclease H-like domain
GFO044157 0 0 1 Hypothetical protein (1) e e TeRorssass 1) - P_tifoliata 00035 mRNA 24.1
GFO044156 0 0 1 Hypothetical protein (1) - P_trifoliata_00035_mRNA_22.1
GFO044155 0 0 1 Hypothetical protein (1) - P_trifoliata 00035 mRNA 21.1
nuclei acid binding [GO:0003676
GFO044154 0 0 1 Hypothetical protein (1) molecular.function] (1); zinc fon binding Zinc finger, CCHC-type [IPROOISTS] (1) - P_tifoliata 00035 mRNA_IS.1
[GO:0008270 molecular_function) (1)
Ribosomal protein LS, N-terminal
GFO044153 0 0 1 Hypothetical protein (1) [IPRO31310] (1): Ribosomal protein LS - P_trifoliata_00035_mRNA_17.1
domain [IPRO22803] (1)
GFO044152 0 0 1 Hypothetical protein (1) - P_trifoliata_00035_mRNA_16.1
GFO04151 0 0 1 Hypothetical protein (1) - P_trifoliata 00035 mRNA_15.1
Polykeide cyclase/dehydrase
GFO044150 0 0 1 pobyketde cycluse dehydrase nd 1pid [IPROI9S7] (1); START-lke domain - P_tifoliata 00035 mRNA_119.1
iransport superfamily protein ( [1PR023393] (1)
GFO044149 0 0 1 Hypothetical protein (1) - P_tifoliata 00035 mRNA_113.1
GFO044148 0 0 1 Hypothetical protein (1) - P_ifoliata_00035_mRNA_L1
st onstiuent ofosome Ribosomal protein L14 domain
[GO:0003735 molecular_function] (1); ~ (IPR023571] (1); Ribosomal protein L14
GFO044147 0 0 1 Ribosomal protein L23 (1) (emlon (GOR00SHS conserved site [IPR019972] (1): PGG - P_tifoliata_00034_ mRNA_60.1
biological_process] (1): ribosome domain [IPRO26961] (1); Ribosomal
[GO:0005840 cellular_component] (1) protein L14b/L23c [IPRO0O21S] (1)
GFO044146 0 0 1 Hypotheical protein (1) - P_tifoliata_00034_ mRNA_6.1
GFO044145 0 0 1 Hypothetical protein (1) - P_trifoliata_00034_mRNA_43.1
F-box associated interaction domain
. F-box protein interaction domain protein. protein binding [GO:0005515 [IPROI7451] (1); F-box associated ol .
GrO044144 0 0 T molecular_function] (1) domain, type 1 [IPR006527] (1); F-box P_tifolista_00034_mRNA_28.1
domain [IPRODIS10] (1)
Zinc finger, RING/FY VE/PHD-type
putative E3 wbiuitinprotein zinc fon binding [GO:0008270 [IPROI3083] (1): Ankyrin repeat
crovsiss 0 0 1 Pt B g s i) (1) e indig (FRO8310] (1 A st ol 5003 mRNA.121
[G0:0005515 molecular funcion] (1) contaning domain [IPRO20683] (1) Zine
finger, RING-type [IPROOISAT] (1)
GFO044142 0 0 1 Hypothetical protein (1) - P_tifoliata 00034 mRNA_106.1
GFO044141 0 0 1 Hypothetical protein (1) - P_tifoliata_00034_mRNA_105.1
GFO044140 0 0 1 Hypotheical protein (1) - P_tifoliata_00034_ mRNA_104.1
GFO044130 0 0 1 Hypothetical protein (1) - P_trifoliata_00034_mRNA_100.1
S-adenosyl-Lmethionine-dependent
) Omethy sivity [IPRO29063] (1): O- rifolata m
GRO044138 0 0 1 Hypothetical protein (1) [GO:0008171 molecular_function] (1) methyliransferase, family 3 [IPR002935] ~ P_tifolista_00033_mRNA_99.1
)
GFO044137 0 0 1 Hypothetical protein (1) - P_trifoliata 00033 mRNA 92.1
GFO044136 0 0 1 Hypothetical protein (1) - P_ifoliata_00033_mRNA_91.1
GFO044135 0 0 1 Hypotheical protein (1) - P_tifoliata_00033_ mRNA_90.1
Bulbtype lectin domain [IPRODI4S0]
GFO044134 0 0 ;“z\'j.ﬁg:ﬁ:ciz“’:’; Yimase RLK1 (1) (1); Concanavalin A-like lectin/glucanase - P_trifoliata_00033_mRNA_89.1
P domain [IPRO13320] (1)
Protein kinase domain [IPR000719] (1):
Protcin kinase-like domain [IPRO11009]
ATP binding [GO:0005524 (1); Concanavalin A-like lectin/ghucanase
molecular_function] (1): protein kinase domain [IPRO13320] (1):
. | Grtype ectin Sreceptorfike actvi Serinethreonine-protein kingse, active ol .
GFO044133 0 0 1 Serinefthreonine-protein kinase RLK1 (1) molecular_function] (1; protein [1PR00S271] (1; Protein kinase, P_trifoliata_00033_mRNA_§7.1
phosphorylation [GO:00064 ATP binding site [IPROI7441] (1);
biological_process] (1) Serinethreonine/dual specifcity protein
Kinase, catalytic domain [IPR002290]
)
Gutype lectin S-recepor
GFO044132 0 0 e o e LK (1) Bulb-ype lectin domain [IPRODI480] (1) - P_tifoliata_00033_mRNA_86.1
GFO044131 0 0 1 Hypothetical protein (1) - P_ifoliata_00033_mRNA_84.1
Costine synbas/satioin bt
cysteine biosynthetic process from serine Y11, pyridoral-phosph
GFO044130 0 0 1 Cysteine synthase (1) iachmenste [IPRODIINE (1) - P_tifoliata_00033_mRNA_71.1
[GO:0006535 biological_process] (1)
“Tryptophan synthase beta subunit-like
PLP-dependent enzyme [IPR001926] (1)
GFO044129 0 0 1 Hypotheical protein (1) - P_tifoliata_00033_mRNA_7.1
GFO044128 0 0 1 Hypothetical protein (1) - P_trifoliata_00033_mRNA_6.1
GFO044127 0 0 1 Hypothetical protein (1) - P_trifoliata 00033 mRNA_59.1
Chorophyl & ining prtein
GFO044126 0 0 1 o ehinduced protein.chloroplast [IPR022796] (1); Choroph, - P_trifoliata 00033 mRNA 5.1
( binding protein domain [lPROZJJZ‘J] I0)
pon e repeatcont protein binding [GO:0005515 P l“)‘f‘_“‘_""“’l"“"“‘“":"“I“L“:‘;Wﬁm
GFO044125 0 0 entatricopeptide repeat-con@@ining. 1 iccutar function] (1) zine fon binding (1 T Tricepeptide-ike helical domain P_trifoliata 00033 mRNA 3.1
! family protcin (1) o270 st s A (IPRO11990] (1): DYW domain
h - [1PRO32867] (1)
GFO044124 0 0 1 Hypothetical protein (1) - P_trifoliata 00033 mRNA 3.1
GFO044123 0 0 1 Hypothetical protein (1) - P_ifoliata_00033_mRNA_24.1
Dymeclin (IPROI9142] (1):
GFO044122 0 0 1 Hypothetical protein (1) Endonucleasc/exonuclease/phosphatase - P_ifoliata_00033_mRNA_2.1
[IPRODS135] (1)
GFO044121 0 0 1 Hypothetical protein (1) - P_ifoliata_00033_mRNA_17.1
Guanylate kinase/L-type calcium channel
beta subunit [IPRO0S145] (1); P-loop
GFO044120 0 0 1 Guanylate kinase (1) containing nucleoside triphosphate - P_tifoliata_00033_ mRNA_127.1
hydrolase [IPR027417] (1); Guany/ate
Kinase-like domain [IPRO0S 144] (1)
Retrotransposon gag domain
GFO044119 0 0 1 Hypothetical protein (1) Uerooirch - P_tifoliata_00033_mRNA_120.1
GFO044118 0 0 1 Hypothetical protein (1) - P_trifoliata 00033 mRNA_118.1
GFO044117 0 0 1 Hypothetical protein (1) - P_tifoliata_00033_mRNA_116.1
GFO044116 0 0 1 Hypotheical protein (1) - P_tifoliata_00033_ mRNA_115.1
GFO044115 0 0 1 Hypothetical protein (1) - P_trifoliata_00033_mRNA_108.1
GFO044114 0 0 1 Hypothetical protein (1) - P_trifoliata 00033 mRNA_107.1
GFO044113 0 0 1 Hypothetical protein (1) - P_tifoliata_00033_mRNA_104.1
GFO044112 0 0 1 Hypotheical protein (1) - P_tifoliata_00033_ mRNA_103.1
Early light-induced protein, chloroplastic Chlorophyll /b binding protcin domain
GFO044111 0 0 [ UbRomor P_tifoliata_00033_mRNA_L1
Sieveclemen selusion, Ceminal
GFO044110 0 0 1 Acid phosphatase 1 (1) [IPRO27944] (1); Sieve clemen - P_trifoliata 00032 mRNA 97.1
accsion, Nuermina (IPRO37542] (1
ettt activity (G Aldolase-type TIM barrel [IPROI3785]
GF0044109 0 0 1 Hypothetical protein (1) catalytic activity [GO:0003824 (1): Glycosyl hydrolases 36 [IPRO0SS11] - P._trifoliata_00032_mRNA _94.1
molecular_function] (1) o
Glyoxal oxidase, N-terminal
GFO044108 0 0 1 Hypotheical protein (1) Uhmoosmori; P_tifoliata_00032_mRNA_88.1
magnesium fon binding [GO:0000287  Isoprenoid synthase domain [IPR00S949]
molccular_function] (1):terpene (1) Terpenoid eyclases/protein
i toroid
GFO044107 0 0 1 Terpene synthase 21, putative (1) molsclar, cton] (1 s ity - (IPRODS30) (1 Tepsne s, - - P_tifoliata_00032_mRNA_80.1
[GO:0016829 molecular_function] (1);  terminal domain [IPRO01906] (1);
ol poces [GORO0P153 Terpene synthase, metal-binding domain
biological_process] (1) [IPRODS630] (1)
GFO044106 0 0 1 Hypothetical protein (1) - P_trifoliata_00032_mRNA_64.1
GFO044105 0 0 1 Hypothetical protein (1) - P_trifoliata 00032 mRNA 57.1
anaphase-promoting complex
[GO:0005680 cellular_component] (1) b o b romoting complex subunit 15
GFO044104 0 0 1 Hypothetical protein (1) regultion of mitotic cell cyle spindie 1P - P_ifoliata_00032_mRNA_56.1
assembly checkpoint [GO:0090266
biolagical_process] (1)
binding [GO:0005458 Armadillo-like helical [IPRO11989] (1):
GFO044103 0 0 1 Armadillo epeat only 2 protein (1) molecular_function] (1) protein binding  Armadilo [IPR000225] (1); Armadillo- - P_trifoliata 00032 mRNA 45.1
[GO:0005515 molecular_function] (1) type fold [IPRO16024] (1)
GFO044102 0 0 1 Hypothetical protein (1) - P_trifoliata 00032 mRNA_112.1
Pentatricopeptide repeat [IPR002885]
Peptidase C78, ubiquitin fold modifcr- (1): Peptidase C78, ubiquitin fold
o . 5 :
GFo044101 0 0 specific peptidase 1/ 2 isoform 1 (1) modifier-specific peptidase 1/ 2 P_tifoliata_00032_mRNA_108.1
[IPROI2462] (1)
. Sieve clement occlusion, N-terminal
GFO044100 0 0 1 Hypothetical protein (1) Srrosson P_tifoliata 00032 mRNA_102.1
GFO044099 0 0 1 Hypothetical protein (1) - P_trifoliata_00031_mRNA_99.1
GFO04409% 0 0 1 Hypothetical protein (1) - P_trifoliata_00031_mRNA 94.1
NAD-dependent epimerase/dehydratase,
coenzyme binding [GO:0050662
X 5
GF0044097 0 0 | Bifunctional dihydroflavonol 4 molecular_function] (1; catalytic activity - crminal domain [IPROOISO9)(1); P_trifoliata_00031_mRNA_81.1

uctasefflavanone d-reductase (1) 1600003824 molecular_function] (1)

NAD(P) binding domain [IPRO16040]
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7inc ion binding [GO:0008270 Zine fngr, NG 50 IPRODISAT] (1)
GFO04096 0 0 1 Hypothetical protein (1) molccular_function] (1): protein binding Zinc finger, RING/FY VE/PHD-type P_trifoliata_00031_mRNA_7.1
[GO:0005515 molecular_function] (1) [IPROI3083] (1)
GFO04095 0 0 1 Hypothetical protein (1) - P_trifoliata_00031_mRNA_60.1
GF004094 0 0 1 Hypothetical protein (1) - P_trifoliata 00031 mRNA 8.1
{ranscription factor activiy, sequence-
specific DNA binding [GO:0003700
molecular_function] (1): egulation of
ranscription, DNA-templated Basic-leucine zipper domain
GFO044093 0 0 1 Transeription factor HBP-1b(C1) (1) [GO:0006355 biological_process] (1):  [IPR004827] (1); Transcription factor - P_trifoliata_00031_mRNA_54.1
sequence-specific DNA binding TGA like domain [IPRO25422] (1)
[GO:0043565 molecular_function)] (1):
ranscription, DNA-templated
[GO:0006351 biological_process] (1)
GF004092 0 0 1 Hypothetical protein (1) - P_ifoliata_00031_mRNA 4.1
GFO044091 0 0 1 Hypotheical protein (1) - P_tifoliata_00031_mRNA_35.1
GFO04090 0 0 1 Hypothetical protein (1) - P_trifoliata_00031_mRNA_34.1
GFO044089 0 0 1 Hypothetical protein (1) - P_trifoliata 00031 mRNA 3.1
. Phosphate transporter PHO-like protein. integral component of membrane i . ol .
GFO044088 0 0 [ e 1y EXS: Crerminal (IPRO04342] (1) P_trifoliata 00031 mRNA._14.1
GF0044087 0 0 1 Hypothetical protein (1) ﬁ;’;;;’;;g;“:‘:‘;’““ function DUF630 P._tifoliata_00030_mRNA _98.1
Grovsoss 0 0 [T p—— Prtinal koo oo DURA, il 5003 A 921
L Brain/teproductive organ-exprssed
GFO04085 0 0 1 BRCA1-A complex subunit BRE (1) D RO10%58] 1y P_tifoliata_00030_mRNA_0.1
Cytoplasmic tRNA 2thiolation protein 1
{RNA processing [GO:0008033 [IPRO0O0S41] (1); 2-thiocytidine (RNA
bioloscal procss] (1: IRNA wobble  Bisyntess protin. TieA (PROL0S)]
- uridine modification (1); (RNA(I)-ysid
GFO044084 0 0 1 Cytoplasmic tRNA 2thiolaton protin |01 oyical process] (1); (RNA thio- synthase, Neterminal [IPROT1063] (1 - P_trifoliata_00030_mRNA_$3.1
o sical_process] (1 X L 00030_mRNA
modification [GO:0034227 Cytoplasmic {RNA 2thiolation protein 1,
biological_process] (1); tRNA binding  C-torminal [IPR032442] (1); Rossmann-
[GO:0000049 molecular_function] (1) ke alpha/beta/alpha sandwich fold
[IPRO14729] (1)
GF0044083 0 0 1 Hypothetical protein (1) - P_ifoliata_00030_mRNA_73.1
GFO044082 0 0 1 Hypotheical protein (1) Root cap [IPRO09646] (1) - P_tifoliata_00030_mRNA_72.1
GF0044081 0 0 :{30 ‘“::‘Z"‘)‘“ protein ligase UPL3-like Thioredoxin-like fold [IPROI2336] (1) - P._tifoliata_00030_mRNA_54.1
protein retention in ER lumen
[GO:0006621 biological process] (1:
ER retention sequence binding ER lumen protcin retaining receptor
3 .
GF0044080 0 0 1 ER fumen proten retining receptor (1) £ 400 o i) . PR3 P_ifoliata_00030_mRNA_S.1
integral component of membra
[GO001602) eellar component] (1
GF0044079 0 0 1 Hypotheical protein (1) RGS domain [IPROI6I37] (1) - P_tifoliata_00030_mRNA_4.1
ydrolase activity, acting on cster bonds < LPese/esterase [IPRO0I0S7] (1):
GF0044078 0 0 1 GDSL esterase/lipase EXL3 (1) [GO:0016788 lecular functi 10) SGNH hydrolase-type esterase domain - P _trifoliata_00030_mRNA 39.1
molecular_function HoRorasor iy
GF0044077 0 0 1 Hypotheical protein (1) - P_tifoliata_00030_mRNA_136.1
GFO044076 0 0 1 Hypothetical protein (1) - P_trifoliata_00030_mRNA_135.1
GFO044075 0 0 1 Hypothetical protein (1) - P_tifoliata 00030 mRNA_134.1
GF0044074 0 0 1 Hypothetical protein (1) - P_tifoliata_00030_mRNA_133.1
GFO04073 0 0 1 Hypotheical protein (1) - P_tifoliata_00030_mRNA_125.1
} Ankyrin repeat [IPRO02110] (1): Ankyrin
GFO044072 0 0 1 Ankyrin repeat family protein (1) ::;’I‘:‘:\]:‘r“‘x:i‘[;"a m’“‘s repeat-containing domain [IPRO20683] - P._tifoliata_00030_mRNA_I21.1
GFO04071 0 0 1 Hypotheical protein (1) - P_tifoliata_00030_mRNA_117.1
GFO044070 0 0 1 Hypothetical protein (1) - P_trifoliata_00030_mRNA_114.1
GF004069 0 0 1 Hypothetical protein (1) - P_tifoliata 00030 mRNA_110.1
y Ankyrin repeat [IPR002110] (1): Ankyrin
GFO04068 0 0 1 Hypothetical protein (1) protein binding [GO:0005515 repeat-containing domain [IPRO2068 P_tifoliata 00030 mRNA_109.1
molecular_function] (1) o
nucleic acid binding [GO:0003676  HAT, C-terminal dimerisation domain
molecular_function] (1): protein [IPRO0S906] (1): UspA (IPRO0GO16]
. dmeon sty COUSHRS (1 Rovrnlbe b
GF004067 0 0 1 Hypothetical protein (1) P P vttty - P_tifoliata 00030 mRNA_103.1
e [GO0006980 bioogiat poces] Ribonuclese Fike domain
1) [IPROI2337] (1)
GF0044066 0 0 1 Hypothetical protein (1) - P_ifoliata_00029_mRNA_95.1
GF004065 0 0 1 Hypotheical protein (1) - P_tifoliata_00029_mRNA_93.1
Ankyrin repeat-containing domain
GF004064 0 0 1 Hypotheical protein (1) DoRosoemri - P_tifoliata_00029_mRNA_92.1
y Ankyrin repeat [IPR002110] (1): Ankyrin
GF004063 0 0 1 Ankyrin repeat protein (1) e oy 13 repeat-cantaining domain [IPRO20683] - P_trifoliata 00029 mRNA 91.1
= (1): PGG domain [IPR026961] (1)
GFO04062 0 0 1 Hypothetical protein (1) - P_trifoliata 00029 mRNA $9.1
GFO04061 0 0 1 Hypothetical protein (1) - P_ifoliata_00029_mRNA_88.1
GF004060 0 0 1 Hypotheical protein (1) - P_tifoliata_00029_mRNA_85.1
GFO044059 0 0 1 Hypothetical protein (1) - P_trifoliata_00029_mRNA_77.1
GFO044058 0 0 1 Hypothetical protein (1) - P_trifoliata 00029 mRNA 76.1
GF0044057 0 0 1 Hypothetical protein (1) - P_ifoliata_00029_mRNA_75.1
GFO044056 0 0 1 Hypothetical protein (1) Pentatricopeptide repat [IPRO285] (1) - P_tifoliata_00029_mRNA_73.1
GFO044055 0 0 1 Hypothetical protein (1) - P_trifoliata_00029_mRNA_72.1
ervoir activity [Gi RanlC-like elly roll fold [IPRO14710]
o eenlor et “1‘1‘1"” (GO004STS (1) | [1PRO0GO4S] (1): Germiin,
GFO044054 0 0 1 Hypothetical protein (1) molecular_function] (1): manganese ion 1. e inding ste [IPRO19750] (1; - P_trifoliata 00029 mRNA 70.1
binding [GO:0030145
RmIC-like cupin domain [IPRO11051]
molecular_function] (1) P
GFO044053 0 0 | Pentatricopeptide repeat (PPR) Pentatricopeptide repeat [IPRO0288S] (1) - P._trifoliata_00029_mRNA_67.1
! superfamily protein, putative (1)
GFO044052 0 0 1 Hypotheical protein (1) - P_tifoliata_00029_mRNA_64.1
GFO04051 0 0 1 Hypothetical protein (1) - P_trifoliata_00029_mRNA_63.1
GF0044050 0 0 1 Hypothetical protein (1) - P_trifoliata 00029 mRNA 61.1
GF0044049 0 0 1 Hypothetical protein (1) - P_ifoliata_00029_mRNA_60.1
; Alpha/Beta hydrolase fold [IPR029058]
GF0044048 0 0 1 Hypothetical protein (1) "y::':;i “f‘::“c':;[f? ‘“”6787 (1); Dienclactone hydrolase [IPR002925] - P_trifoliata_00029 mRNA 5.1
I0)
GF004047 0 0 1 Hypothetical protein (1) - P_ifoliata_00029_mRNA_43.1
GF0044046 0 0 1 Hypothetical protein (1) f:‘;:‘“:“l'r’ l:.::i’:i‘[ﬁ?;ooomz 30:"::“1?’;‘;‘“‘] "°"]°('°gy (BAH) P_trifoliata_00029_ mRNA 42.1
Bromo adjacent homology (BAH)
. chromatin binding [GO:0003652 domain [IPROD1025] (1); S-adenosyl-L-
GFO04045 0 0 1 Hypothetical protein (1) o oo e L P_trifoliata_00029_mRNA 41.1
[1PRO29063] (1)
GFO04044 0 0 1 Hypothetical protein (1) - P_trifoliata 00029 mRNA 40.1
Grons0n ) ) | Putaive disease resistance protein RGAT Losinerich et domsin, L dorwi P ol 00029 mRNA 30.1
S-adenosyl-Lmethionine-dependent
GFO04042 0 0 1 Hypothetical protein (1) it sl P_tifoliata_00029_mRNA_38.1
Leucine-rich repeat domain, L domain-
like [IPR032675] (1): P-loop containing
GFO04041 0 0 1 Hypothetical protein (1) e o P_tifoliata_00029_mRNA_37.1
[IPRO27417] (1)
. Leucine-rich repeat domain, L domain-
GFO04040 0 0 1 Hypothetical protein (1) [t P_trifoliata 00029 mRNA 36.1
GFO04039 0 0 1 Hypothetical protein (1) - P_trifoliata_00029_mRNA_35.1
Pyridoxal phosphate-dependent
. el rotein catalytc activity [GO:0003824 transferase, major region, subdomain | _ ol .
GFO04038 0 0 1 Hypothetical protein (1) S st e P_tifoliata 00029 mRNA 34.1
dependent transferase [IPRO15424] (1)
GFO044037 0 0 1 Hypothetical protein (1) chromatin binding [GO:0003¢ 0 B P._trifoliata_00029_mRNA_33.1
molecular_function] (1) domain [IPRO01025] (1) 00029 mRNA.
GFO04036 0 0 1 Hypotheical protein (1) - P_tifoliata_00029_mRNA_32.1
GFO044035 0 0 1 Hypothetical protein (1) - P_trifoliata_00029_mRNA_30.1
GFO04034 0 0 1 Hypothetical protein (1) - P_trifoliata 00029 mRNA 27.1
crovsoss 0 0 ottt potin (1 Rt 3 i - il 0002 mRNA 261
GFO04032 0 0 1 Hypothetical protein (1) - P_trifoliata_00029_mRNA_23.1
Protein kinase domain [IPR000719] (1);
protein phosphorylation [GO nnee%x r")" ‘;“""k,:: Zi‘;ﬁf"‘l"ﬁﬂiﬂ,ﬁ'zmm
biological_process] (1): ;S n kinase,
GF0044031 0 0 1 Hypothetical protein (1) activity [GO:0004672 active sie [IPRO08271) (1); P_trifoliata_00029_ mRNA 2.1
‘ . Retrotransposon gag domain
molecular_function] (1); ATP binding [IPRWSIGZ] (1; Serine/threonine/dual
[GO:0005524 molecular_function] () 17
ety protein kinase, catalytc
domain [1PR002390] (1)
transforase activty,transferring hexosyl
aroups [GO:0016758 [E——
GFO044030 0 0 1 UDP-glycosylrnsterse 74B1 (1) molccula functon] (1 metabolic  PERWOSTDR P_trifoliata_00029_mRNA_IS.1
rocess [GO:0008152
biological_process] (1)
GFO044029 0 0 1 Hypothetical protein (1) - P_trifoliata_00029_mRNA_17.1
GFO04028 0 0 1 Hypothetical protein (1) - P_trifoliata 00029 mRNA_16.1
GF004027 0 0 1 Hypothetical protein (1) - P_ifoliata_00029_mRNA_I5.1
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Peptidyl-prolyl cis-rans isomerase,
GFO044026 0 0 1 Hypothetical protein (1) proten folding [GO:0006457 FKBP-type [IPRO23566] (; FKEP-type P_urifoliata 00029 mRNA_14.1
biological_process] (1) peptidylprolylcis-trans isomerase
domain [IPRO0T179] (1)
GF0044025 0 0 1 Hypothetical protein (1) P_urifoliata_00029_ mRNA_12.1
. cal rotein protein dimerization activity Mye-type, basic helix-loop-helix (bHLH) _ foliate .
GF0044024 0 0 1 Hypothetical protein (1) 0046985 molemuto omction] (1) Sema TbRO11508) (1) P_urifoliata_00029_mRNA_11.1
P-loop containing nucleoside
- N o | Translocon at the outer envelope GTP binding [GO:0005525 triphosphate hydrolase [IPRO27417] (1; b wifoliata 00028 MRNA §0.1
membran ofs protcin (1) molecular_function] (1) IG1-type guanine nucleotide-binding - 00028 mRNA S
(G) domain [IPRO0G703] (1)
GFO044022 0 0 1 Hypothetical protcin (1) P_usifoliata_00028_ mRNA_67.1
GFO044021 0 0 1 Hypothetical protein (1) P_urifoliata 00028 mRNA_63.1
GFO044020 0 0 1 Hypothetical protein (1) P_rifoliata_00028_ mRNA_52.1
linkage ;5 phobilinogen dcaminase, C-
[GO:0018160 biological_process] (1): ‘Emmal PROZ2418) (1)
GF0044019 0 0 Porphobilinogen deaminase, tetrapyrrole biosynthetic process wbilinogen deaminase, N-terminal P._trifoliata_00028_ mRNA_48.1
chloroplastic (1) [GO:0033014 biologieal process] (1): RSB OB, e - 00028 mRNA S
hydroxymethylbilane synthase activity : Porpl hy
deaminase, dipyrromethane cofactor
1GO:0004418 molecuar_funcion] (1) SRS £ BEREES
GFO044018 0 0 1 Hypothetical protein (1) P_urifoliata 00028 mRNA 42.1
Leucine-rich repea, typical subtype
[IPRO03591] (1); Leucine-rich repeat
ADP binding (GO0043531 domain, L domain-like [IPRO32675] (1);
GF0044017 0 0 1 Hypothetical protein (1) molecular_function] (1): protein binding m'h"ﬂ"sﬁ‘:“‘:""“:fv’;:ﬁ' IIP§027 o P_trifoliata_00028 mRNA _40.1
[GO:0005515 molecular_function] (1) pAKPC [wu{mmz]m g
TPose domai [TPROGSS93) (1),
Leucin-rich repeat [IPROO1611] (1)
GFO044016 0 0 1 Hypothetical protein (1) P_urifoliata 00028 mRNA_39.1
' Leucine-rich repeat domain, L domain-
GFO044015 0 0 1 Disease resistance RPSS-ike protein (1) Protcin binding [G0:0005515 like [IPR032675] (1); Leucine-rich repeat - P _tifoliata 00028 mRNA 33.1
molecular_function] (1) LbRooron ()
nucleic acid binding [GO:0003676  Ribonuclease He-like domain .
GFO044014 0 0 1 Hypothetical protein (1) e Tonetion, (1 Ubkoras) () P_sifoliata_00028_ mRNA_31.1
GF0044013 0 0 | Discase resistance protein family (1) tf:ﬂ'}fR’l:?z‘ ;ﬁ:‘l‘:"m""“' L domain- P_trifoliata_00028_mRNA_30.1
G NB-ARC [IPRO02182] (1); P-loop
GFO044012 0 0 1 Disease resistance protein (1) ADP binding [GO:0043531 containing nucleoside triphospl P._trifoliata_00028_mRNA _28.1
molecular_function] (1) Eodrolsos TR0 ()
Prosin inae domsin IPRULDT19] 1
' Pror tike domain [IPROT1009]
e f";ﬁ"".g'[‘cl?y“’fff‘sz‘: i kinas i pr——— lectin/glucanase
Putative serinefthreonine-proten Kinase _activity [(3(::()004c Gra | domain (IPROI320] (1): Protein inase,
GFO044011 0 0 1 ” 1604 TP binding s [IPROLT41) (1) P_ifoliata_00028_ mRNA_131.1
NAK (1) molecular_function] (1); protein e e otin s, s
phosphorylation [GO:0006468 e PROOR71 1y e
biological_process] (1) threonine/tyrosine-protein kinase
catalytic domain [IPR001245] (1)
GF0044010 0 0 116 kDa. phloem protein 2 (1) :::I‘::]:‘r“?:‘“ﬂ;’ﬁ :’;’:’55‘5 €2 domain [IPRO000OS] (1) P._tifoliata_00028_mRNA_I25.1
GFO044009 0 0 1 Hypothetical protein (1) P_rifoliata_00028_ mRNA_102.1
GF0044008 0 0 1 Hypothetical protein (1) v‘:‘:s::i‘,g‘:&:g:gg::ﬁ'f;"““‘ P_trifoliata_00028_mRNA_101.1
e ity G on-haem dioxygenase N-term
:Etﬁ:“;m:u‘ﬂ (‘i"[(o’g‘:';:‘::q' domam [lPROZé‘J‘JZ] ay Isop:mm!lm N
GFO044007 0 0 1 Senescence-related gene 1 (1) edueton process GO:0085 synthase-fike [PRO27443] (1); P_urifoliata_00027_mRNA 9.1
o I“ s N’” Oxoglutaratefiron-dependent
ological process dioxygenase [IPRO0S123] (1)
GFO044006 0 0 1 Hypothetical protein (1) P_urifoliata_00027_mRNA_96.1
:m:;?tfpgnt?\lffzyn ot Proton-dependent oligopeptide
GF0044005 0 0 1 Hypothetical protein (1) [GO:0006810 biological )mcess] (0 ;::‘A"Sm‘:‘l'h’;i"“":y ['P:(’.Sf:‘l?z] L“:;“ P_trifoliata_00027 mRNA_88.1
transporter activity [GO:00052 [lPi{ﬂZﬂ; 461 (‘”““"‘ ¥ dor
molecular_function] (1)
ransporter activity [GO:0005215
molecular_function] (1) transport Proton-dependent oligopeptide
GFO044004 0 0 1 Hypothetical protein (1) [GO:0006810 biologieal process] (1): "2 X REEER LB P_ifoliata_00027_mRNA_86.1
membrane [GO:0016020 'sporter family
cellular_component] (1)
transport [GO:0006810
Proton-dependent oligopeptid
biological_pracess] (1); membrane lr;n;pon:?‘l'al\:lly ‘EI;I;Z;'O’IO;] (.
GFO044003 0 0 1 Putative pepride transporte proten (1) [GO:0016020 cllular_component (1), P By LORORVBTI 1 P_ifoliata_00027_mRNA_85.1
transporter activity [GO:0005215 [lPi{ﬂZﬂ; 461 (‘”““"‘ ¥ dor
molecular_function] (1)
ransporter activity [GOX oooszl 5 Proton-dependent oligopepide
molecular_function] (1)
GF0044002 0 0 1 Peptide transporter PTR3-A (1) [GO:0006810 b\ologlcal )rucess] 03 ;::‘A"Sm‘:‘l'h’;i"“":y ['P:(’.Sg:“?z] L“:;“ P_trifoliata_00027 mRNA_83.1
membrane [GO:001602 o fact tator superiamily dor
cellular_componen] \n [IPRO20846] (1)
GFO044001 0 0 1 Hypothetical protein (1) P_rifoliata_00027_mRNA_80.1
GFO044000 0 0 1 Hypothetical protein (1) P_ifoliata_00027_mRNA_79.1
GFO043999 0 0 1 Hypothetical protcin (1) P_sifoliata_00027_mRNA_78.1
GF0043998 0 0 1 Hypothetical protein (1) P_urifoliata_00027_mRNA_77.1
GFO043997 0 0 1 Hypothetical protein (1) P_ifoliata_00027_mRNA_76.1
GFO043996 0 0 1 Hypothetical protein (1) P_ifoliata_00027_mRNA_75.1
GFO043995 0 0 1 Hypothetical protcin (1) L 00027_mRNA_74.1
GFO043994 0 0 1 Hypothetical protein (1) P uifolista 00027 mRNA 7.1
response to biotic stimulus [GO:0009607 START-lke domain [IPR023393] (1
GF0043993 0 0 1 Hypothetical protein (1) biological_process] (1); defense response Bet v I/Major latex protein [IPRO00916] - P_urifoliata_00027_mRNA_69.1
[GO:0006952 biological_process] (1) (1)
oxidation-reduction process
[GO:0055114 biologieal_process] (1);
oxidoreductase activity, acting on paired Cvlo:luom: P40 [IPROOT128] (1);
donors, with incorporation or reduction g
GFO043992 0 0 1 Cytochrome P450 TIAT (1) of molecular oxygen [GO:0016705 nmmz H01] 1 Cyochmome Pa30, P_ifoliata_00027_mRNA_67.1
molecular_function] (1) ro ion binding {8201 (L CHIOSAE
[GO:0005506 molecular_function] (1);
heme binding [GO:0020037
molecular_function] (1)
rotein dimerization actvit Ribonuclease Hike domain
0046985 molemutar funcion] (1. [PRO12337] (1: Helxcumhli, base-
Gronio1 0 0 | ypheticlprosn (1 GO ol funon] (1 on DN rpi.C i P il 00027 mRNA 6.1
uelel inding [G [IPRO23170] (1); HAT, C-terminal
molecular_function] (1) dimerisation domain [IPR008906] (1)
GFO043990 0 0 1 Hypothetical protein (1) P_urifoliata_00027_mRNA_62.1
protein dimerization activity
Zine finger, BED-type [IPRO03656] (1);
[GO:0046983 moleeular_function] (1);
GF0043989 0 0 1 Hypothetical protein (1) nucleic acid binding [GO:0003676 E:’;RT;I;;ST:I )"'“ ""ma'" P_trifoliata_00027 mRNA 61.1
molecular_function] (1); DNA binding d
1600003677 moleeuin ancion (1 dimeriston domain 1PRa08906) m
Grovsos 0 0 1 TMV resistnee N 1) Levcine i et o, L domin- il 00027 mRNA 6.1
GFO043987 0 0 1 Hypothetical protein (1) P_uifoliata_00027_mRNA_59.1
GF0043986 0 0 1 Hypothetical protein (1) P_urifoliata_00027_mRNA_56.1
nucleic acid binding [GO:0003676
GF0043985 0 0 1 Hypothetical protein (1) molecular_function] (1); zinc ion binding Zine finger, CCHC-type [IPROOISTS] (1) - P_urifoliata_00027_mRNA_53.1
[GO-0008270 molecuar function] (1)
GF0043984 0 0 1 Hypothetical protein (1) P_urifoliata_00027_mRNA_52.1
GFO043983 0 0 1 Hypothetical protein (1) LOG family [IPRO31100] (1) P_ifoliata_00027_mRNA_$1.1
GFO043982 0 0 1 Hypothetical protein (1) P_ifoliata_00027_mRNA_5.1
nucleic acid binding [GO:0003676  Zinc finger, type [IPROOISTS]
GRO043981 0 0 1 Hypothetical protein (1) molccular_function] (1): zine fon binding (1); Zine knuckle CX2CX4HX4C P_ifoliata_00027_mRNA_48.1
[GO:0008270 molecular_function] (1) [IPRO25836] (1)
GFO043980 0 0 1 Hypotherical protein (1) P_ifoliata_00027_mRNA_47.1
GFO043979 0 0 1 Hypothetical protein (1) X
GRO043978 0 0 1 Hypothetical protein (1) LOG family [IPRO31100] (1) P_urifoliata_00027_mRNA _42.1
P-loop containing nucleoside
triphosphate hydrolase [TPRO27417] (1);
ADP binding [GO:0043531 NB-ARC [IPRO02182] (1): Winged
GFO043977 0 0 1NBS type disease resistanceprotin (1) PURE 0 ES heli.ter holix DNA-binding demain P_rifoliata_00027_mRNA_4.1
[IPRO11991] (1); Leucine-rich repeat
domain, L domain-like [PRO32675] (1)
othetial protein wifolita mi
GRO043976 0 0 1 Hypothetical protein (1) P_ifoliata_00027_mRNA_38.1
GFO043975 0 0 1 Hypothetical protcin (1) P_usifoliata_00027_mRNA_37.1
nuCIEIE Bt DImaIng (LU 0
Integrase, catalytic core [IPR0O1584]
GF0043974 0 0 1 Hypothetical protein (1) molecular_function] (1): DNA (1); Ribonuclease H-like domain P_uifoliata_00027_mRNA_35.1
integration [GO:0015074 {pROI3371 (1)
GRO043973 0 0 1 Hypothetical protein (1) P_rifoliata_00027_mRNA_34.1
GF0043972 0 0 1 Hypothetical protein (1) P_urifoliata_00027_ mRNA_32.1
GFO043971 0 0 1 Hypothetical protein (1) P_rifoliata_00027_mRNA_30.1
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eme binding [GO:0020037
molecular_function] (1); response o Haem peroxidase, plant/fungal/bacterial
oxidative stress [GO:0006979 [IPRO02016] (1); Peroxidase, active site
bilogial proces) (1) peroidse  [PROITS) (1 Peroxidses -
3 2
GFO043970 0 0 1 Peroxidase 4 (1) ativiy GO igand binding e [IPROIS793] {1y P_ifoliata_00027_mRNA_27.1
molecular_function] mA oxidation- Plant peroxidase [IPR000823] (1); Haem
reduction process [GO:0055114 peroidase [IPRO10255] (1)
biological_process] (1)
GFO043969 0 0 1 Hypothetical protein (1) - P_sifoliata_00027_mRNA_26.1
GFO043968 0 0 1 Hypothetical protein (1) - P_urifoliata_00027_mRNA 20.1
GFO043967 0 0 1 Hypothetical protein (1) - P_rifoliata_00027_mRNA_19.1
GF0043966 0 0 1 JEameopeptiae (1K) repeat protein Pentatricopeptide repeat [IPR00288S] (1) - P_trifoliata_00027 mRNA_14.1
Reverse transeriptase zine-binding
GFO043965 0 0 1 Hypothetical protein (1) o [1pRO26960] (1) P_ifoliata_00027_mRNA_L1
ranseription factor activity, sequence-
specific DNA binding [GO:0003700
molecularfunction] (1) sequence- — p
GFO043964 0 0 1 Hypothetical protin (1) specific DNA binding [GO:0043565 (L E B0 P - P_ifoliata_00026_mRNA_94.1
molecular_function] (1); regulation of
wanseription, DNA-templated
[GO:0006355 biological_process] (1)
Sadenosy-Lncthionine ependent
Salicylic acid carboxy! 1GO:0008168 [IPRO29063] (1); SAM _ . )
GF0043963 0 0 Ty molecular._function] (1) lependent carboxyl melhyhmnsferas: P_trifoliata_00026_mRNA_§2.1
[IPR005299] (1)
Endoplasmatic reticulum retrieval protein intcgral component of membranc Retrieval of carly ER protein Rerl
GF0043962 0 0 1B isoform 1 (1) [GO:0016021 cellular_component] (1)~ [IPR004932] (1) P_trifoliata_00026_ mRNA_72.1
GFO043961 0 0 1 Hypothetical protein (1) - P_rifoliata_00026_mRNA_38.1
ATP binding [G
molecular_function] (1); microtubule  P-loop containing nucleosid
motor activity [GO:0003777 triphosphate hydrolase [IPRO27417] (1);
molecular_function] (1): microtubule-  Kinesin-like protein [IPR027640] (1); .
GF0043960 0 0 1 Hypothetical protein (1) based movement [GO:0007018 Kinesin motor domain, conserved site P_trifoliata 00026 mRNA_138.1
biological process] (1); microtubule  [IPROI9821] (1); Kinesin motor domain
binding [GO:0008017 [IPRO0ITS2] (1)
moleeutar_function] (1)
GFO043959 0 0 1 Hypothetical protein (1) - P_rifoliata_00026_mRNA_137.1
GFO043958 0 0 1 Hypotherical protein (1) - P_sifoliata_00026 mRNA_126.1
GFO043957 0 0 1 Hypothetical protein (1) - P_sifoliata_00025_mRNA_98.1
GFO043956 0 0 1 Hypothetical protein (1) - P_urifoliata_00025_mRNA_94.1
GTP biosynthetic process [GO:0006183
biological_process] (1): UTP
biosynthetic process [GO:0006228
bxoloycal L process] (1); nucleoside
de diph Kinase .
GFO043955 0 0 1 Nucleoside diphosphate kinase (1) o omoeres B ) 3 IR0 ) - P_sifoliata_00025_mRNA_93.1
CTP biosynthetic process [G
biological_process] (1); e
diphosphate kinase activity [GO:0004550
molecular_function] (1)
GF0043954 0 0 1 Hypothetical protein (1) m"””“ peptidase domain [IPRO21109] P_trifoliata_00025_mRNA 9.1
GFO043953 0 0 1 Hypothetical protein (1) - P_urifoliata_00025_mRNA_8$4.1
GFO043952 0 0 1 Hypothetical protein (1) - P_rifoliata_00025_mRNA_83.1
SAM dependent carboxyl
S-adenosyl-L- a [GO:0008168 (IPRO0S299] (1); S
GF0043951 0 0 carboxyl methyltransferase, putative (1) molecular_function] (1) adenosyl-L-methionine-dependent P_trifoliata_00025_mRNA_§1.1
methyliransferase [IPR029063] (1)
GFO043950 0 0 1 Hypothetical protein (1) - P_ifoliata_00025_mRNA_73.1
GFO043949 0 0 1 Hypothetical protcin (1) - P_usifoliata_00025_mRNA_66.1
i . DNA binding [GO:0003677
GFO043948 0 0 1 Tz‘";;’;‘;‘)"’"“' adapter ADAZb-like 1l function] (1); protein binding :&’;‘;‘;ﬁ‘;’;‘:g:TI‘PL"K';';;J?::]SHy(” P._trifoliata_00025_mRNA_63.1
P [GO:0005515 molecular_function] (1) ?
GFO043947 0 0 1 Hypothetical protein (1) - P_ifoliata_00025_mRNA_6.1
Leucine-rich repea, typical subtype
[IPRO03591] (1); Leucine-rich repeat
. ke orotein protein binding [GO:0005515 domain, L domain-like [IPRO32675] (1); _ folats .
GFO043946 0 0 1 Receptor like protein 33 (1) Pleeulo function] (1) v sch repen [IPRO0T611) (1 P_urifoliata_00025_mRNA_56.1
Leucine-rich repeat-containing N-
terminal, plant-type [IPRO13210] (1)
. Leucine-rich repeat domain, L domain-
GFO043945 0 0 1 Hypothetical protein (1) e brossesny ) P_urifoliata_00025_mRNA_55.1
GFO043944 0 0 1 Draje14 protein, putative (1) Dnal domain [IPR001623] (1) - P_sifoliata_00025_mRNA_S3.1
nuceonde binding [W(z(l”"""e?;]“ Cation-transporting P-type ATPase, N-
GF0043943 0 0 1 Hypothetical protein (1) i ?'50“:;4':‘;72 ): metal ion terminal [IPR004014] (1); P-type - P_trifoliata_00025_mRNA_50.1
ing G ATPase, A domain [IPR008250] (1)
molecular_function] (1)
GFO043942 0 0 1 Hypothetical protein (1) - P_urifoliata_00025_ mRNA 45.1
GFO043941 0 0 1 Hypothetical protein (1) - P_rifoliata_00025_mRNA_41.1
nucleic acid binding [GO:0003676
GFO043940 0 0 1 Hypothetical protein (1) molecular_function] (1): zinc fon binding Zine finger, CCHC-type [IPRO0ISTS] (1) - P_rifoliata_00025_mRNA_4.1
[GO:0008270 molceular._function] (1)
F-i00p contaming nucieosiae
thymidine ki tivity [GO:0004797  trip [IPRO27417] (1);
GFO043939 0 0 1 Thymidine kinase (1) molecular_function] (1): ATP binding  Thymidine kinase, conserved site - P_ifoliata_00025_mRNA_34.1
GO:000S524 malecuar_funion] (1) [IPRO20633](1): Thymidine kinase
Pectin lvase old (IPRO12334] (1); Pectin
GFRO043938 0 0 1 Hypothetical protein (1) Iyase fold/virulence factor [IPRO11050] - P_urifoliata_00025_ mRNA _24.1
0
carbohydrate metabolic process Pectin lyase fold [IPRO12334] (1; Pectin
. cal rotein [GO:0005975 biological_process] (1);  lyase fold/virulence factor [IPRO11050] folats .
0043937 0 0 1 Hypothetical protein (1) polygalacturonase activity [GO:0004650 (1); Glycoside hydrolase, family 28 P_trifoliata_00025_mRNA_23.1
molecular_function] (1) [IPRO00743] (1)
X Pectin lyase fold [IPRO12334] (1; Pectin
l“ggf’(;‘ggs’:;cs“:’“;‘h""‘ I’"““"‘ Ly vase foldvinulence factor [IPROT1050]
GF0043936 0 0 1 Polygalacturonase (1) ol lactuones st ;"[";‘;5;«%'50 (1); Parallel beta-helix repeat B P_trifoliata 00025 mRNA 22.1
Ls I’g‘ ]‘ “, o] (‘]" 'y 1G4 [IPR006626] (1); Glycoside hydrolase,
molecular_function] (1) family 28 [IPRO00T43] (1)
GFO043935 0 0 1 Hypothetical protein (1) - P_urifoliata 00025 mRNA_19.1
GFO043934 0 0 1 Hypothetical protein (1) - P_rifoliata_00025_mRNA_18.1
GFRO043933 0 0 1 Hypotherical protein (1) - P_sifoliata_00025_mRNA_151.1
calcium fon binding [GO:0005509 EF-hand domain pair [IPRO11992] (1);
GFO043932 0 0 1 Hypotherical protein (1) molecular_function] (1: protein binding EH domain [IPR000261] (1): EF-hand - P_ifoliata_00025 mRNA_131.1
[GO:0005515 molecular_function] (1) domain [IPR002048] (1)
oxidoreductase activity [GO:0016491
molecular_function] (1; oxidation
reduction process [GO:0055114
:"’"’f‘“l's’”:“;“] (; égﬁ.’;‘o?ﬁ;"“ FAD/NAD(P)-binding domain
GFO043931 0 0 1 Hypothetical protein (1) iicleotide binding [IPRO23753] (1); Flavin - P_urifoliata_00025_mRNA_108.1
molecular_function] (1); N.N-
‘monooxygenase-like [IPR020946] (1)
dimethylaniline monooxygenase activity
[GO:0004499 molceular_function] (1);
NADP binding [GO:0050661
molecular_function] (1)
GFO043930 0 0 1 Hypothetical protcin (1) - P_usifoliata_00025_mRNA_101.1
Putative intracellular protein transport 2 i
GFO043929 0 0 i USo 1 ke 1) Zein-binding domain [IPROOT6S6] (1) - P_uifoliata_00024 mRNA_97.1
photosystem 11 [GO:0009523
cellular_component] (1); photosynthesis .
Photosystem I reaction center W Photosystem I PSbW, class 2
g - s
GFRO043928 0 0 1 et ehlorophaio Eﬁwﬂ;ﬁlj‘)r bl poces 0 o)) P_ifoliata_00024 mRNA_85.1
c:umm,componem] u ;
regulation of transcription, DNA-
templated [GO:0006355
GFRO043927 0 0 1 NAC domaincontaning proten 67 (1) 2o S (FOEEE, xbinding NAC domain [IPRO03441) (1) - P_ifoliata_00024 mRNA 8.1
[GO:0003677 molceular._funcion] (1)
GFRO043926 0 0 1 Spindle pole body-assaciated CIK1 (1) - P_ifoliata_00024 mRNA_7.1
GFO043925 0 0 1 Hypothetical protcin (1) - P_uifoliata_00024_ mRNA_50.1
Tify domain [IPR010399] (1);
GFO043924 0 0 1 Divergent CCT motif protein (1) TOCI, conserved site - P_usifoliata_00024_ mRNA_45.1
[IPROIS467] (1)
ATP binding [GO:0005524 Serine-threonine/tyrosine-protein kinase
molecular_function] (1); rotein kinase  catalytic domain [IPR001245] (1);
| Homocysteine §-methyliransferase-ike  activity [GO:0004672 Homocysteine-binding domain .
GF0043923 0 0 1 protein (1) molecular. function] (1); protein [IPR003726] (1); Protein kinase-like P_trifoliata_00024_mRNA _33.1
phosphorylation [GO:0006468 domain [IPROT1009] (1); Protein kinase
biological_process] (1) domain [IPRO0OT19] (1)
GFO043922 0 0 1 Hypothetical protein (1) - P_urifoliata 00024 mRNA_15.1
GFO043921 0 0 1 Hypothetical protein (1) - P_rifoliata_00024 mRNA_142.1
O-methyliransferase, family 2
e s oo ORI I
GFO043920 0 0 1 Caffeic acid 3-O-methyltransferase (1) : COMTtpe IPROIGHSI (1 - - P_ifoliata_00024 mRNA_140.1
mthylranserse ety IGO 0008171 "
molecular_function] (1) adenosyl-L-methionine-dependent
methylransferase (IPR029063) (1)
GFO043919 0 0 1 Hypothetical protein (1) - P_sifoliata_00024 mRNA_139.1
nucleic acid binding [GO:000: Ribonuclease Hlike d
GRO043918 0 0 1 Hypothetical protein (1) ok onctiont ) {pRO13371 (1) - P_ifoliata_00024 mRNA_138.1
GFO043917 0 0 1 Hypothetical protein (1) - P_rifoliata_00024 mRNA_135.1
GRO043916 0 0 1 Hypothetical protein (1) - P_sifoliata_00024 mRNA_134.1
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Proteinase inhibitor 125, cystatin,
cysine ype endopeprids niior - consevd egon FRO20381) (1)
GF0043915 0 0 1 Hypothetical protein (1) activity [GO:000486 Cystatin [IPRO27214] (1); Proteinase - P_urifoliata 00024 mRNA_133.1
molecular_function] m inhibitor 125, eystatin, conserved site
[IPROIS073] (1)
Proteinase inhibitor 125, cystatin,
onserved region [IPRO20381] (1);
cyseinc-ype endopepidase nlibitor
GF0043914 0 0 ine proteinase inhibitor (1) activi oty IPRO2 72181 (1) Protenase P_urifoliata 00024 mRNA_132.1
molecular_function] (1) inhibior 123, eysatin, conserved
& [IPROIS073] (1); Cystatin domain
[IPRO00010] (1)
GFO043913 0 0 1 Hypothetical protein (1) - P_rifoliata_00024 mRNA_I31.1
Tetratricopeptide repeat [IPR019734]
; (1); Tetratricopeptide repeat-containing
GFO043912 0 0 1 Hypothetical protein (1) protein binding [GO:0003515 domain [IPRO13026] (1): B P._trifoliata_00024_mRNA_130.1
molecular_function] (1)
Tetratricopeptide-like helical domain
[IPRO11990] (1)
GRO043911 0 0 1 Hypothetical protein (1) - P_ifoliata_00024 mRNA_129.1
GF0043910 0 0 1 Transcriptional regulator SUPERMAN . metal ion binding Zinc finger, C2H2 [IPROOTOST) (1) - P._trifoliata_00024_mRNA_114.1
0 molecular_function] (1)
GFO043909 0 0 1 Hypothetical protein (1) - P_rifoliata_00024_mRNA_108.1
GFO043908 0 0 1 Hypothetical protein (1) -
GFO043907 0 0 1 Hypothetical protein (1) .
GF0043906 0 0 1 Hypothetical protein (1) - P_urifoliata 00024 mRNA_105.1
GFO043905 0 0 1 Hypothetical protein (1) - P_rifoliata_00024_mRNA_104.1
GFO043904 0 0 1 Hypothetical protein (1) - P_sifoliata_00024_mRNA_100.1
regulation of transcription, DNA- FARI DNA binding domain
GFO043903 0 0 1 FARI DNA-binding domain protein (1) templated [GO:0006355 [IPRO04330] (1); FHY3/FAR] family - P_ifoliata_00023_ mRNA_99.1
biological process] (1) [IPRO31052] (1)
GFRO043902 0 0 1 Hypothetical protein (1) - P_ifoliata_00023_ mRNA_92.1
GFO043901 0 0 1 Embryo defective 2752 protein (1) - P_usifoliata_00023_mRNA_8.3
Domain unknown function DUF295
GFO043900 0 0 1 Hypothetical protcin (1) [IPRO0S174] (1); Myb/SANT-like P_usifoliata_00023_mRNA_75.1
domain [IPRO24752] (1)
GFO043899 0 0 1 Hypothetical protein (1) - P_rifoliata_00023_mRNA_65.1
GF0043898 0 0 1 Hypothetical protein (1) - P_urifoliata_00023_ mRNA_57.1
GFO043897 0 0 1 Hypothetical protein (1) - P_ifoliata_00023_mRNA_$1.1
Bromo adjacent homology (BAH)
GF0043896 0 0 1 Hypothetical protein (1) chromatin binding [GO:0003682 domain [IPR001025] (1); WLM domain - P_trifoliata_00023_mRNA_50.1
molecular_function] (1) Ubrorsse) ()
GFO043895 0 0 1 Hypothetical protein (1) - P_ifoliata_00023_mRNA_46.1
GFO043894 0 0 1 Hypothetical protin (1) - P_ifoliata_00023_ mRNA_45.1
integral component of membrane Tetraspanin (IPRO00301] (1 .
GFO043893 0 o 1 Tetraspanin family protcin (1) [GO:0016021 cellular_component] (1) Tetraspanin/Peripherin [II’ROLMW] m P_urifoliata_00023_mRNA_4.1
yase activity [GO:0016829 Isoprenoid synthase domain [IPRO08949]
molecular function] (1) terpenc (1) Terpenoid eyclases/protein
synthase activity [GO:0010333 ; Terpe Y P
molccular_function] (1); magnesium fon Premylransferase alphi-alpha toroid
GFO043892 0 0 1 soprene synthase, chloroplasti (1) 112 S e LR (1) e [IPRO0S930] (1); Terpene synthase, N- - P_ifoliata_00023_ mRNA_38.1
inding [GO:000 . terminal domain [IPRO01906] (1):
molecular_function] (1); metabolic
000155 Terpene synthase, metal-binding domain
process [GO:000813 [IPRO0S630] (1)
biological_process] (1)
metabolic process [GO:0008152 Terpene synthase, N-terminal domain
biological_process] (1): magnesium ion  [IPR001906] (1); Terpene synthase,
binding [GO:0000287 ‘metal-binding domain [IPRO0S630] (1);
GFO043891 0 0 1 Probable sesquiterpene synthase (1) molecular_function] (1); erpene Terpenoid cyclases/protein - P_ifoliata_00023_mRNA_37.1
synthase activity [GO:0010333 prenyliransferase alpha-alpha toroid
molecular_function] (1: Iyase activity  [IPR008930] (1); Isoprenoid synthase
[GO:0016829 molceular_function] (1) domain [IPRO0S949] (1)
Domain of unknown function DUF4283
GFO043890 0 0 1 Hypothetical protein (1) [IPRO25558] (1) P_ifoliata_00023_mRNA_33.1
Aspartic peptidase domain [IPR021109]
(1); Pentatricopeptide repeat
. [IPRO02885] (1); Retroviral aspartyl
GF0043889 0 0 1 Hypothetical protein (1) ot IoRO1 32191 1 P_urifoliata_00023_ mRNA 31.1
Endonuclease/exonuclease/phosphatase
[IPRO0S135] (1)
GFO043888 0 0 1 Hypothetical protein (1) - P_ifoliata_00023_mRNA_28.1
GFO043887 0 0 1 Hypothetical protein (1) - P_ifoliata_00023_ mRNA_24.1
GRO043886 0 0 1 Hypothetical protein (1) - P_usifoliata_00023_mRNA_I8.1
:(:C;-DN:;SWM; "l’;’““;‘f“f “]“A';y Ribonuclease H-like domain
GRO043885 0 0 1 Hypothetical protein (1) 0004523 molecular_function] (1 ;012337 (1); Ribonuclease - P_urifoliata_00023_ mRNA_17.1
nuceic acid binding (GO0003676RE T O 0
molecular_function] (1)
GFO043884 0 0 1 Hypothetical protein (1) Harbinger transposase-derived nuclease P._trfoliata_00023_mRNA_14.1
domain [IPRO27806) (1) - 00023 mRNA_
GFRO043883 0 0 1 Hypothetical protein (1) - P_ifoliata_00023 mRNA_126.1
Protein kinase-like domain [IPROT1009]
GFO043882 0 0 1 Hypothetical protein (1) (1): Leucine-rich repeat domain, L~ - P_ifoliata_00023 mRNA_124.1
domain-like [IPR032675] (1)
GRO043881 0 0 1 Hypothetical protin (1) - P_sifoliata_00023 mRNA_123.1
Reverse transcriptase inc-binding
GF0043880 0 0 1 Hypothetical protein (1) ““ﬁ‘“‘“lm‘;"‘“:"“ﬁ [g’;) 0003676 domain [IPR026960] (1); Ribonuclease - P_trifoliata_00023 mRNA_121.1
molecular_function] Helike domain [IPRO12337] (1)
GFO043879 0 0 1 Hypothetical protein (1) - P_ifoliata_00023_ mRNA_12.1
GFRO043878 0 0 1 Hypothetical protcin (1) - P_usifoliata_00023_mRNA_109.1
GF0043877 0 0 1 Hypothetical protein (1) - P_urifoliata_00023_ mRNA_108.1
. Reverse transcriptase, RNA-dependent
GRO043876 0 0 1 Hypothetical protein (1) A sl (IRO1S 10311 P_urifoliata_00023_ mRNA_107.1
Gag-polypeptide of LTR copia-type
GRO043875 0 0 1 Hypothetical protein (1) Uraomsimm () P_ifoliata_00023_mRNA_106.1
protein phosphorylation [GO:0000468 b i inage domain (1PRO00T19] (1)
biological_process] (1); prot g 4
GF0043874 0 0 1 Hypothetical protein (1) activity |Go:0004mz Protein kinase-like domain [IPRO11009] P_trifoliata_00023_mRNA_105.1
(1): Serine-threonine/tyrosine-protein
molecular_function kinase catalytic domain [IPR001245] (1)
[GO:0005524 mnleculal funenonlu) v -
GFRO043873 0 0 1 Hypothetical protein (1) - P_rifoliata_00023_mRNA_103.1
GFRO043872 0 0 1 Hypothetical protein (1) - P_ifoliata_00023_mRNA_101.1
:‘“:“"’”f’”l process “"]"‘ ‘:":";‘ Alpha/Beta hydrolase fold [IPR029058]
GF0043871 0 0 1 Hypothetical protein (1) ological process] (1): hydrolase (1); Alpha/beta hydrolasc fold-3 P_trifoliata_00022_ mRNA _92.1
activity [GO:0016787 {pRo13094 (1)
GFRO043870 0 0 1 Hypothetical protein (1) - P_ifoliata_00022_ mRNA_91.1
SGNH hydrolase-type esterase domain
GFRO043869 0 0 1 Hypothetical protein (1) HbRO1%301 (1) P_ifoliata_00022_ mRNA_76.1
GFO043868 0 0 1 Hypothetical protein (1) - P_rifoliata_00022_mRNA_6.1
zinc ion binding [GO:0008270
molecular_function] (1); nucleic acid
o 2 - 22 5
GFRO043867 0 0 1 Hypothetical protein (1) binding [GO0003E70 Zine finger, CCHC-type [IPROOISTS] (1) P_rifoliata_00022_ mRNA_5.1
molecular_function] (1)
6-phosphogluconate dehydrogenase
phosphogluconate dehydrogenase [IPRO0G183] (1); NAD(P)-binding
(decarboxylating) activity [GO:0004616  domain [IPRO16040] (1);6-
molecular_function] (1): pentose- phosphogluconate dehydrogenase, C-
phosphate shunt [GO:0006098 terminal (IPRO0G114] (1); 6-
GFO043866 0 0 1 Hypothetical protein (1) biological_process] (1): oxidoreductase  phosphogluconate dehydrogenase, - P_rifoliata_00022_mRNA_49.1
activity [GO:0016491 domain 2 [IPROI3328] (1); 6-
molecular_function] (1: oxidation-  phosphogluconate dehydrogenase,
reduction process [GO:0055114 NADP-binding (IPRO0G115] (1); 6-
biological_process] (1) phosphogluconate dehydrogenase C-
rminal domain-like [IPRO08927] (1)
» Major facilittor superfamily domain §
GFO043865 0 0 1 Hypothetical protcin (1) Ubko20s46) (1) P_rifoliata_00022_ mRNA_44.1
NADH-ubiquinone reductase complex |
5 X
GFRO043864 0 0 1 Germination family protein (1) MILRQ subonit [PRO10530) (1) P_rifoliata_00022_mRNA_22.1
. PLC-like phosphodiesterase, TIM
| PLC ke ot il L"“;’ m“‘:h e ”"’WC(“T: [T h 29 beta/alpha-barrel domain (IPRO17946]
GRO043863 0 0 i 1 s olnss attvay [COr000g0s1 () Phosphatidylnosiolspecfic - P_urifoliata_00022_ mRNA 21.1
! ot tester ydrotase activity [0 phospholipase C, X domain [IPR000909]
molecular_function] (1) »
protcin phosphorylation [GO:0006468  Serine-threonintyrosine-protein kinase
. el rotein pilgial prcss] (1:rtin ks stalyicdorin [PROOL25) (1) . folats .
GRO043862 0 0 1 Hypothetical protein (1) iy 16O oo e e domai 1980110091 P_urifoliata_00022_ mRNA _20.1
molecu]arj\mcnmﬂ (1 ) a I)
scriptase, RNA-dependent » >
GFO043861 0 0 1 Hypothetical protein (1) [N jotima e el P_sifoliata_00022_ mRNA 2.1
GRO043860 0 0 1 Hypothetical protein (1) - P_sifoliata_00022 mRNA_148.1
GFO043859 0 0 1 Hypothetical protein (1) .
GFRO043858 0 0 1 Hypothetical protein (1) - P_urifoliata_00022_ mRNA_146.1
GFO043857 0 0 1 Hypothetical protein (1) - P_ifoliata_00022_mRNA_145.1
GRO043856 0 0 1 Hypothetical protein (1) - P_sifoliata_00022 mRNA_143.1
GFO043855 0 0 1 Hypothetical protein (1) - P_usifoliata_00022 mRNA_142.1
GF0043854 0 0 1 Hypothetical protein (1) - P_urifoliata 00022 mRNA_141.1
GFO043853 0 0 1 Hypothetical protein (1) - P_rifoliata_00022 mRNA_140.1
GFRO043852 0 0 1 Hypothetical protein (1) - P_sifoliata_00022 mRNA_139.1
GRO043851 0 0 1 Hypothetical protcin (1) - P_usifoliata_00022 mRNA_137.1
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Mandelate racemase/muconate
lactonizing enzyme, N-terminal domain
[IPRO13341] (1); Mandelate
racemase/muconate lactonizing
metabolic process [GO:0008152 enzyme/methylaspartate ammonia-lyase
GFO043850 0 0 1 Muconate cycloisomerase, pulative (1) biological_process] (1);catalytic activity [IPR001354] (1); Mandelate - P_rifoliata_00022_ mRNA_134.1
[GO:0003824 molecular_function] (1) racemase/muconate lactonizing enzyme,
C-terminal [IPRO13342] (1); Enolase N-
terminal domain-like [IPRO29017] (1);
Enolase C-terminal domain-ike
[IPRO29065] (1)
Bifunctional inhibitor/plant lipid transfer
GFO043849 0 0 1 Lipid transfer protein (1) protein/seed storage helical domain - P_rifoliata_00022_mRNA_133.1
[IPRO16140] (1)
Bifinctional il i st
GRO043848 0 0 1 Lipid transfer protein (1) protein/sced storage helical dom - P_urifoliata 00022 mRNA_132.1
[IPRO16140] (1)
structural constituent of ribosome
1G0:0003733 molecular_function] (1) iyt protein S7e [1PRO00SS4] (1);
intracellular [GO:0005622 ° h g
GF0043847 0 0 1 Alpha/beta hydrolase family protein (1)~ cellular_component] (1); translation ";'Ph:]B:ﬂg::"j:I:‘z:”gl:ﬁomss] P_trifoliata_00022_ mRNA_108.1
GO:0006412 biological_process] (1); [“’RWPW”](”)
ribosome [GO:0005840
cellular_component] (1)
Leucine-ich repeat domain, L domain-
GF0043846 0 0 1 F-bo/RNLlike superfamily protein protein binding [GO:0003515 like [IPR032675] (1); F-box domain - P_trifoliata_00021_mRNA_87.1
isoform 2 (1) molecular_function] (1) {BRO0IS10) (1)
GFO043845 0 0 1 Hypothetical protein (1) - P_ifoliata_00021_mRNA_83.1
GRO043844 0 0 1 Hypothetical protein (1) - P_ifoliata_00021_mRNA_8.1
metabolic process [GO:0008152
biological_process] (1); oxidoreductase "
activity, acting on the CH-OH group of i;sy‘:nf;j'f:iﬁ°‘:a:“;:’:zzf‘::::
onors, NAD or NADP asaccepror (D CRESTSE SERESmAE
GFO043843 0 0 1 reductase (1) [GOX molecularfuncton] (1 e e - P_rifoliata_00021_mRNA_75.1
:ﬁi‘:\:gf“}‘i};’zm?:f; duion. | SPecifc 2hydroxyacid dehydrogenase,
edueton process [GOA0085 114 NAD-binding domain [IPRO06140] (1)
biological_process] (1)
GFO043842 1 Hypothetical protcin (1) - P_ifoliata_00021_mRNA_68.1
GF0043841 1 Hypothetical protein (1) - P_urifoliata_00021_mRNA 6.1
Groossio 0 0 I ———" Leucine i et o, L domin- P il 00021 mRNA 5.1
GFO043839 0 0 1 Hypothetical protcin (1) - P_usifoliata_00021_mRNA_S3.1
GRO043838 0 0 1 Secreted glycoprotein 3 (1) Bulb-type lectin domain [IPRO0I480] (1) - P_urifoliata_00021_mRNA 47.1
GFO043837 0 0 1 Hypothetical protein (1) - P_rifoliata_00021_mRNA_41.1
GRO043836 0 0 1 Hypothetical protein (1) - P_ifoliata_00021_mRNA_33.1
GFO043835 0 0 1 Hypothetical protcin (1) - P_usifoliata_00021_mRNA_3.1
GF0043834 0 0 1 Hypothetical protein (1) - P_urifoliata_00021_mRNA_18.1
Transposase, MuDR, plant [IPR004332]
' (1): MULE transposase domain
GF0043833 0 0 1 Hypothetical protein (1) :"f "’“I:’r“’f"“‘i[i?(’?fmm [IPRO18289] (1); Zinc finger, PMZ-type - P_trifoliata_00021_ mRNA_16.1
rolecular_functio [IPRO06564] (1): Zinc finger, SWIM-
type [IPRO07527] (1)
GFO043832 0 0 1 Hypothetical protein (1) - P_rifoliata_00021_mRNA_144.1
o sulfr cluste asembly SUF system FeS cluster assembly, SutBD
GF0043831 0 0 1 Fe-S cluster assembly protein SufD (1) [GO:0016226 biological process] (1) Lil:i(::?fzs;‘] r(’; )[,j:g‘s‘y;;.;\(r‘is cluster - P _trifoliata_00021_mRNA_143.1
Grooss 0 0 [ —p—" g rarsposse derivd ulsse P il 00021 mRNA.136.1
GFO043829 0 0 1 Hypothetical protcin (1) - P_usifoliata_00021_mRNA_119.1
GFO043828 0 0 1 ‘Cg;“"q"(’:“)‘ ¢ oxidase assembly protein CHCH [IPRO10625] (1) B P._trifoliata_00021_mRNA_106.1
GRO043827 0 0 1 Hypothetical protein (1) - P_ifoliata_00020 mRNA_78.1
GFO043826 0 0 1 Hypothetical protcin (1) - P_sifoliata_00020 mRNA_S1.1
GF0043825 0 0 1 Hypothetical protein (1) - P_urifoliata_00020 mRNA 4.1
GFRO043824 0 0 1 Hypothetical protein (1) - P_ifoliata_00020_mRNA_39.1
GF0043823 0 0 1 Hypothetical protein (1) ;’:’:“‘[';:;ws";’l"( f‘)‘““"’“ DUF247, P_trifoliata_00020 mRNA_38.1
GF0043822 0 0 1 Hypothetical protein (1) - P_urifoliata_00020 mRNA_37.1
. el rotein Gag-polypeptide of LTR copia-type folats .
GF0043821 0 0 1 Hypothetical protein (1) {br0nos) (1) P_urifoliata_00020 mRNA 28.1
GFO043820 0 0 1 Hypothetical protein (1) - P_usifoliata_00020_ mRNA_26.1
GF0043819 0 0 1 Hypothetical protein (1) - P_urifoliata_00020 mRNA 2.1
S-adenosyl-L-methionine-dependent
o fivi [1PR029063] (1); O-
3 ; - .
GFO043818 0 0 1 Hypothetical protein (1) [GO:0008171 molecular_function] (1) methyltransferase, family 3 [IPR002935] P_trifoliata_00020_ mRNA_16.1
)
GFO043817 0 0 1 Hypothetical protein (1) - P_rifoliata_00020_mRNA_128.1
Acyl transferascacyl
5
GRO043816 0 0 1 Phospholipase, patatin family (1) metablic process [GO:0008152 hydrolase/lysophospholipase - P_rifoliata_00020_mRNA_125.1
biological process] (1) [IPRO16033] (1)
GFRO043815 0 0 1 Hypothetical protein (1) - P_rifoliata_00020_mRNA_121.1
GRO043814 0 0 1 Hypothetical protein (1) - P_ifoliata_00020 mRNA_111.1
protein binding [GO:0005515
molecular_function] (1): signal Tollinterleukin- I receptor homology §
GRO043813 0 0 1 Hypothetical protein (1) nsdueton (00007165 CTIR) domai [16R001S7] 1y - P_usifoliata_00020 mRNA_104.1
biological process] (1)
GFO043812 0 0 1 Hypothetical protein (1) - P_usifoliata_00020 mRNA_101.1
nucleic acid bmdmz,[(v() 0003676 Ribonuclease H-like domain .
GRO043811 0 0 1 Hypothetical protein (1) e Toneion, (1 UbRoras) () - P_usifoliata_00019_mRNA_96.1
GRO043810 0 0 1 Hypothetical protein (1) - P_ifoliata_00019_mRNA_95.1
ucine-rich repeat domain, L domain-
GFO043809 0 0 1 Receptor like protein 27 (1) o Ubroeray () - P_ifoliata_00019_mRNA_92.1
GFO043808 0 0 1 Hypothetical protein (1) - P_ifoliata_00019_mRNA_91.1
GFRO043807 0 0 1 Hypothetical protein (1) - P_ifoliata_00019_mRNA_90.1
. . NB-ARC [IPRO02182] (1); P-loop
GF0043806 0 0 NB-ARC domain discase resistance  ADP binding [GO:0043531 containing nucleoside triphosphate B P._tifoliata_00019_mRNA_89.1
protein (1) molecular_function] (1) hycrolase (IPRO27417] (1)
| Putative discase esistance gene NBS- ucine-rich repeat domain, L domain-
GFO043805 0 0 1T RR fmly protem 1) e LIPROS6TS1 (1) - P_ifoliata_00019_mRNA_87.1
GF0043804 0 0 1 Hypothetical protein (1) - P_urifoliata_00019_ mRNA_$5.1
GFO043803 0 0 1 Hypothetical protein (1) - P_ifoliata_00019_mRNA_84.1
GFO043802 0 0 1 Hypothetical protein (1) - P_ifoliata_00019_mRNA_83.1
GFO043801 0 0 1 Hypothetical protcin (1) - P_sifoliata_00019_mRNA_81.1
GF0043800 0 0 1 Hypothetical protein (1) - P_urifoliata_00019_mRNA_63.1
GFO043799 0 0 1 Hypothetical protein (1) - P_rifoliata_00019_mRNA_$9.1
GF0043798 0 0 1 Xylem serine proteinase 1 (1) E‘,}’;‘,“’fzzns,z fl“)b""s'"""a“d - P_trifoliata_00019_mRNA 511
. - protein dimerization activity Mye-type, basic helix-loop-helix (bHLH) .
GRO043797 0 0 1 Basichelixloop-heix familyprotein (1) eSO 0 GemanibRO11508) (1) - P_sifoliata_00019_mRNA_46.1
nucleotide binding [GO:0000166 RNA recogition moti domain
GF0043796 0 0 1 Hypothetical protein (1) b"“’ d““‘?gg‘;;;‘;g%”' nueleieacid1pp00s04] (1); Nucleotide-binding - P_trifoliata_00019 mRNA _43.1
inding [G0:000 Sipha bt it domin [TPRO12677) (1
molecular_function] (1)
GRO043795 0 0 1 Hypotherical protein (1) - P_ifoliata_00019_mRNA_32.1
GFO043794 0 0 1 Hypothetical protein (1) - P_usifoliata_00019_mRNA_22.1
GF0043793 0 0 1 Hypothetical protein (1) - P_urifoliata_00019_mRNA_158.1
GFO043792 0 0 1 Hypothetical protein (1) Viral movement protein [IPR028919] (1) - P_rifoliata_00019_mRNA_156.1
binding [GO:0005488
molecular_function] (1); mRNA cis
splicing, via spliccosome [GO:0045292
biological_process] (1); nuclear cap
binding complex [GO:0005846 Nuclear cap-binding protein subunit 1
cellular_component] (1); protein binding [IPR027159] (1); MIF4G-ike, type 1
[GO:0005515 moleeular_function] (1);  [IPRO1S172] (1); MIF4G-like, type 3
- 5
GRO043791 0 0 1 Hypothetical protein (1) RINA eap binding [GO0000355 {PROGI856) (1, Amomcillo ops ok P_sifoliata_00019_mRNA_154.1
molccular_function] (1); RNA metabolic. (IPRO16024] (1): MIFAG-lke domain
process [GO:0016070 [IPRO16021] (1)
biological_process] (1): mRNA transport
[GO:0051028 biological_process] (1);
RNA binding (GO:0003723
molecular_function] (1)
Bifunctional inhibitor/plan lipid transfer
GFO043790 0 0 1 Hypothetical protein (1) proteiniseed storage helical domain - P_ifoliata_00019_mRNA_150.1
[IPROI6140] (1)
GRO043789 0 0 1 Hypothetical protein (1) - P_sifoliata_00019_mRNA_147.1
zine ion binding [GO:0008270
molecular_function] (1; regulation of
wanseription, DNA-templated Zine finger, CCHC-type [IPRO01S7S]
. el protein [GO:0006355 biological_process] (1); ~ (1); MULE transposase domain . folats .
GRO043788 0 0 1 Hypothetical protein (1) DNA binding [GO-0003607 {IPROIS259] (1) NAC domain P_urifoliata_00019_mRNA_142.1
molecular_function] (1); nucleic acid  [IPR003441] (1)
binding [GO:0003676
molecular_function] (1)
GRO043787 0 0 1 Hypothetical protein (1) - P_ifoliata_00019_mRNA_141.1
GFO043786 0 0 1 Hypothetical protein (1) - P_usifoliata_00019_mRNA_135.1
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- Reverse transcriptase zine-binding N .
GRO043785 0 0 1 Hypothetical protcin (1) Somam (oRO20060) (1) - P_sifoliata_00019_mRNA_123.1
GRO043784 0 0 1 Hypothetical protein (1) - P_ifoliata_00019_mRNA_118.1
GRO043783 0 0 1 Hypothetical protcin (1) - P_sifoliata_00019_mRNA_115.1
GF0043782 0 1 Hypothetical protein (1) - P_urifoliata_00019_mRNA_114.1
. y Domain of unknown function DUF642
GF0043781 0 0 1 DUF642 family protein (1) [bR006046] (1) P_urifoliata_00019_mRNA_104.1
GFO043780 0 0 1 Hypothetical protcin (1) - P_sifoliata_00018_ mRNA_84.1
GF0043779 0 0 1 Hypothetical protein (1) - P_urifoliata 00013 mRNA_70.1
GFO043778 0 0 1 Hypothetical protein (1) - P_rifoliata_00018 mRNA_7.1
GRO043777 0 0 1 Hypothetical protein (1) - P_ifoliata_00018_ mRNA_69.1
protein binding [GO:0005515 Zine finger, RING/FYVE/PHD-type
GRO043776 0 0 1 C3HC4 type RING-finger protein (1) molecular_function] (1: zinc fon binding (IPRO13083] (1); Zinc finger, RING-iype - P_ifoliata_00018_ mRNA_55.1
[GO:0008270 molecular_function] (1) [IPRO0IS41] (1)
GRO043775 0 0 1 Hypothetical protein (1) - P_ifoliata_00018_ mRNA_50.1
GRO043774 0 0 1 Hypothetical protcin (1) - P_sifoliata_00018_ mRNA_5.1
Domain of unknown function DUF4283 y
GRO043773 0 0 1 Hypothetical protein (1) UbRossessy P_sifoliata_00018_ mRNA_48.1
' Partial AB-hydrolase lipase domain
GF0043772 0 0 1 Hypothetical protein (1) ':':’ 'f‘_‘“lb":'f_""’f(‘ﬁ [GO:0006629 1150066931 (1; Alpha/Beta hydrolase - P_trifoliata_00018 mRNA_44.1
‘ological_process fold [IPR0290S8] (1)
GFO043771 0 0 1 Hypothetical protein (1) - P_rifoliata_00018_ mRNA_43.1
GF0043770 0 0 1 Hypothetical protein (1) Alpha/Beta hydrolase fold [IPR02908] P_trifoliata_00018 mRNA _42.1
GF0043769 0 0 1 Hypothetical protein (1) - P_urifoliata 00013 mRNA 4.1
GFO043768 0 0 1 Hypothetical protein (1) - P_ifoliata_00018_mRNA_39.1
GRO043767 0 0 1 Hypothetical protin (1) - P_ifoliata_00018_ mRNA_34.1
GFO043766 0 0 1 Hypothetical protcin (1) - P_sifoliata_00018_ mRNA_31.1
Ploop containing nucleoside
triphosphate hydrolase [IPR27417] (1);
GFO043765 0 0 [P i ::I':”:’:'“fm S AAA-type ATPase, N-terminal domain - P_tifoliata 00018 mRNA 3.1
¢ ular_function] [IPRO25753] (1); ATPase, AAA-type,
core [IPRO03959] (1)
carbohydrate metabolic process
[GO:0005975 biological )mcess] s Glcoride bydrlse iy 16
GF0043764 0 0 1 Hypothetical protein (1) hydrolase activity, hydrolyzing O- [IPRO007S7] (1); Concanavalin Adlike - P_urifoliata 00018 mRNA 2.1
elycosyl compounds [GO:OOO4553 l:cnn/glucnnusc domain [IPRO13320] (1)
molecular_function] (1)
GF0043763 0 0 1 Hypothetical protein (1) - P_urifoliata 00013 mRNA_14.1
RIN4, pathogenic type 11l effector
GF0043762 0 0 1 Hypothetical protein (1) avirulence factor Avr cleavage site - P_trifoliata 00018 mRNA_135.1
[IPROOS700] (1)
GF0043761 0 0 1 Hypothetical protein (1) - P_urifoliata 00018 mRNA_13.1
GFO043760 0 0 1 Hypothetical protein (1) - P_ifoliata_00018_ mRNA_123.1
Rk cuindosin 12R011051)
nutrient reservoir activity [GO:0045735  (1); RiIC-like jelly roll fold
GFO043759 0 0 1 Hypothetical protein (1) achoclar fomeiont (0 R0 o 01 ( Copin 1 (IPROVGO4S] P_ifoliata_00018 mRNA_121.1
o)
GFRO043758 0 0 1 Hypothetical protin (1) - P_ifoliata_00018 mRNA_12.1
GFO043757 0 0 1 Hypothetical protcin (1) Gilyeine rich protcin [IPRO10SO0] (1)~ - P_sifoliata_00018_ mRNA_11.1
GF0043756 0 0 1 Hypothetical protein (1) - P_urifoliata 00018 mRNA_103.1
GFO043755 0 0 1 Hypothetical protein (1) - P_ifoliata_00018_ mRNA_102.1
GRO043754 0 0 1 Hypothetical protin (1) - P_ifoliata_00017_mRNA_99.1
Reverse transeriptase zine-binding
GFO043753 0 0 1 Hypothetical protein (1) o [IpRO26060] (1) P_ifoliata_00017_mRNA_98.1
§ hydrol (GO
GF0043752 0 0 1 prorein (1) Tancton) (1) [bR0G1065) (1) - P_urifoliata 00017 mRNA 9.1
GRO043751 0 0 1 Hypothetical protein (1) - P_sifoliata_00017_mRNA_88.1
reltion of rnscrpion, DNA-
GFO043750 0 0 1 Hypothetical protcin (1) templated [GO:000635 FHY3/FARI family [IPRO3102] (1) - P_usifoliata_00017_mRNA_87.1
biological_process] (n
GFO043749 0 0 1 Hypothetical protcin (1) - P_sifoliata_00017_mRNA_8.1
GF0043748 0 0 1 Hypothetical protein (1) - P_urifoliata_00017_mRNA_79.1
GFRO043747 0 0 1 Hypothetical protein (1) - P_ifoliata_00017_mRNA_78.1
GFRO043746 0 0 1 Hypothetical protein (1) - P_ifoliata_00017_mRNA_76.1
exonuclease activity [GO:0008408
L“(::::::H:"‘::(‘::']‘;” "ﬁfl‘ll’:f:im 35" exonuclease domain [IPR002562]
GFRO043745 0 0 1 Hypothetical protein (1) o0t oot s : 0 n;.r;:u%ljﬁzc Helike domain P_sifoliata_00017_mRNA_48.1
nucleic acid binding [GO:000367 33
molecular_function] (1)
GF0043744 0 0 1 Hypothetical protein (1) - P_urifoliata_00017_ mRNA 47.1
GRO043743 0 0 1 Hypothetical protein (1) - P_ifoliata_00017_mRNA_41.1
GRO043742 0 0 1 Hypothetical protein (1) - P_ifoliata_00017_mRNA_35.1
Leucine-ich repeat domain, L domain-
GRO043741 0 0 1 Hypothetical protin (1) e LIbROR6Ta1 (1) P_ifoliata_00017_mRNA_28.1
integral component of membrane
[GO:0016021 cellular_component] (1);
transmembrane transporter activity  Major facilitator, sugar transporier-like
3 X
R0 0 0 ! Hypothetical protein (1) [GO:0022857 molecular._function] (1); ~ [IPRO0S828] (1) P_ifoliata_00017_mRNA_23.1
transmembrane transport [GO:0055085
biological process] (1)
GRO043739 0 0 1 Hypothetical protein (1) - P_ifoliata_00017_mRNA_19.1
GRO043738 0 0 1 Hypothetical protein (1) .
GF0043737 0 0 1 Hypothetical protein (1) - P_urifoliata_00017_ mRNA_151.1
. Reverse transcriptase zine-binding
GF0043736 0 0 1 Hypothetical protein (1) o L1PR026060) (1) P_urifoliata_00017_mRNA_150.1
Bifunctional inhibitor/plant lipid transfer
GRO043735 0 0 1 Lipid transfer protein (1) protein/seed storage helical domain - P_sifoliata_00017_mRNA_144.1
[IPROI6140] (1)
GRO043734 0 0 1 Hypothetical protein (1) - P_ifoliata_00017_mRNA_136.1
GRO043733 0 0 1 Hypothetical protein (1) - P_usifoliata_00017_mRNA_132.1
GF0043732 0 0 1 Hypothetical protein (1) - P_urifoliata_00017_ mRNA_12.1
GRO043731 0 0 1 Hypothetical protein (1) - P_ifoliata_00017_mRNA_10.1
GFO043730 0 0 1 Hypothetical protein (1) - P_ifoliata_00016_mRNA_94.1
GRO043729 0 0 1 Hypothetical protein (1) - P_sifoliata_00016_ mRNA_92.1
peotidyLprolyl st prowin r"lld'“g [G?ﬁ':ws: ooy Cyelophilin-type pepidyl-proyl ci-trans
GF0043728 0 0 Ty Dol cls-trans fsomerase notogical process] (1); peptidyl- oW isomerase [IPR024936] (1): Cyclophilin- - P_urifoliata_00016_ mRNA $1.1
CYPIT (1) cistrans isomerase activity [GO:0003755
like domain [IPR029000] (1)
molecular_function] (1)
GF0043727 0 0 1 Hypothetical protein (1) - P_urifoliata_00016_mRNA_78.1
. Domain of unknown function DUFI985
GF0043726 0 0 1 Hypothetical protein (1) [bROIS410] (1) P_urifoliata_00016_ mRNA_75.1
Transposase, MuDR, plant [IPR004332]
zine ion binding [GO:0008270 (1); Zine finger, PMZ-type [IPR006564] .
GRO043725 0 0 1 Hypothetical protein (1) et Tuneion] (1 (1 Zin fneer SN o - P_usifoliata_00016_ mRNA_74.1
[IPRO07527] (1)
iron fon binding [GO:0005506
molecular_function] (1); heme binding
[GO:0020037 molecular_function] (1);
oxidation-reduction process
GF0043724 0 0 | Cytochrome P430, family 88, subfamily 6,551 14 biological process] (1)~ Cytochrome P450 [IPR001128] (1) - P_trifoliata_00016_ mRNA_71.1
A, polypeptide 3 isoform 3 (1)
oxidoreductase activity, acting on paircy
donors, ith ncorprtiono ecuction
of molecular oxygen [GO:0016
molecular_function] (1)
GRO043723 0 0 1 Hypothetical protcin (1) - P_usifoliata_00016 mRNA_7.1
GF0043722 0 0 1 Hypothetical protein (1) - P_urifoliata_00016_mRNA_65.1
GFO043721 0 0 1 Hypothetical protein (1) - P_ifoliata_00016_mRNA_$9.1
GFO043720 0 0 1 Hypothetical protein (1) - P_ifoliata_00016_mRNA_S8.1
GFO043719 0 0 1 Hypothetical protein (1) - P_usifoliata_00016_ mRNA_52.1
GFO043718 0 0 1 Hypothetical protein (1) - P_urifoliata_00016_ mRNA 51.1
GFO043717 0 0 1 Hypothetical protein (1) - P_ifoliata_00016_mRNA_50.1
GRO043716 0 0 1 Hypothetical protein (1) - P_ifoliata_00016_mRNA_44.1
proteolysis [GO:0006508 Xylanase inhibitor, N-terminal
. biological process] (1); aspartic-type  [IPRO32861] (1); Aspartic peptidase Al . )
GRO043715 0 0 1 Hypothetical protein (1) endopeptidase activity [GO:0004190  family [IPRO01461] (1); Aspartic P_trifoliata_00016_mRNA _42.1
molecular_function] (1) peptidase domain [IPRO21109] (1)
GRO043714 0 0 1 Hypothetical protein (1) - P_sifoliata_00016_ mRNA_41.1
GFO043713 0 0 1 Hypothetical protein (1) - P_urifoliata_00016_mRNA_39.1
GFO043712 0 0 1 Hypothetical protein (1) - P_ifoliata_00016_mRNA_28.1
GRO043711 0 0 1 Hypothetical protin (1) - P_ifoliata_00016_mRNA_26.1
GRO043710 0 0 1 Hypothetical protein (1) - P_sifoliata_00016_mRNA_24.1
GF0043709 0 0 1 Hypothetical protein (1) - P_urifoliata_00016_ mRNA 21.1
membrane [GO:0016020
cellular_component] (1); amino acid
wansport Amino 1
3 2 - X
GFO043708 0 0 1 Cationc amino acid wansporter (1) e [1PRo0asss] (1) P_ifoliata_00016_mRNA_132.1
wansmembrane ransporter activity
[GO:0015171 molecular_function] (1)
GFRO043707 0 0 1 Hypotherical protein (1) - P_ifoliata_00016 mRNA_130.1
GFO043706 0 0 1 Hypothetical protein (1) - P_usifoliata 00016 mRNA_128.1
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GF0043705 0 0 T Hypothetical protein (1) B P_urifoliata_00016_ mRNA_126.1
GFO043704 0 0 1 Hypothetical protein (1) - P_rifoliata_00016_mRNA_122.1
GFO043703 0 0 1 Hypothetical protein (1) - P_ifoliata_00016_mRNA_120.1
FAD binding [GO:0071949
'r"z'“‘:"‘:’f’““ﬁ"’;‘(]i‘(" ‘(;(;’5"5"""""“' FAD binding domain [IPR002938] (1);
GFO043702 0 0 1 Hypothetical protein (1) eduetion process AD/NAD(P)-binding domain P_tifoliata_00016_mRNA_115.1
bilogial procss) (1) oidrdcase
nm(nwsﬂ )
activity [GO:
molccl\lnrjunmon] m
40-repeat-containing domain
[IPRO17986] (1); WD40 repeat
. stone-binding profein protein binding [GO:0005515 [IPROOI680] (1); WD4O/YVTN repeat- folats .
GRO043701 0 0 1 Histone-binding procein RBBPA (1) P 0en IO RS ke conaining dometn PROISO4S) (1 P_urifoliata 00016 mRNA_111.1
Histone-binding protein RBBP4, N-
terminal (IPR022052] (1)
GFO043700 0 0 1 Hypothetical protein (1) - P_rifoliata_00016_mRNA_11
Golgi apparatus membrane protein  iniegral component of membrane Protein of unknown function DUFS46,
3 .
GF0043699 0 o rve2s (1) [GO:0016021 cellular_component] (1) eukaryotic [IPRO08S64] (1) P_trifoliata_00015_mRNA_89.1
» “Translation protein, beta-barrel domain .
GFO043698 0 0 1 Hypothetical protcin (1) {bRooso00y () P_usifoliata_00015_mRNA_86.1
cellularamino acid metabalic process 1o 0% dehrngenuse calytic
[GO:0006520 biological_process] (1; P R001342] (1; Glutathione S-
GFO043697 0 0 1 Hypothetical protein (1) " anserae, Ctmminal ke [IPROI09S7] - P_ifoliata_00015_mRNA 8.1
oxidation-reduction process
[GO:0035114 biological process] (1) (1 NAD(P)-binding dorain
[IPRO16040] (1)
GFO043696 0 0 1 Hypothetical protein (1) - P_ifoliata_00015_mRNA_72.1
GFO043695 0 0 1 Hypothetical protcin (1) - P_sifoliata_00015_mRNA_68.1
coenzyme binding [GO:0050662 "‘I;‘L;fi")h;“d'“gdd‘"“'“ [IPRO16040)
GFRO043694 0 0 1 Progesterone S-beta-reductase (1) molecular_function] (1); catalytc actviy | P_urifoliata_00015_ mRNA_59.1
[GO:0003824 molecular_function] (1) imerase/dehydratase, N-terminal
§ - domin 1IPROD1S09) (1)
GF0043693 0 0 1 Hypothetical protein (1) - P_urifoliata 00015 mRNA_41.1
GFO043692 0 0 1 Hypothetical protein (1) - P_rifoliata_00015_mRNA_31.1
GRO043691 0 0 1 Hypothetical protein (1) - P_ifoliata_00015_mRNA_24.1
nucleotide binding [GO:0000166
molecular_function] (1): metalion ~ P-type ATPase, A domain [IPR00S250] . )
GFO043690 0 0 1 Hypothetical protein (1) D (GO 08T o - P_usifoliata_00015_mRNA_21.1
molecular_function] (1)
. § Inositol monophosphatase [IPRO00760]
GF0043689 0 0 1 SALI phosphatase-like protein (1) rgg‘;)‘(‘)':‘;‘;;;“;:;zl :’::I"":‘::Z::‘Z’I‘) (1); Inositol monophosphatase, conserved - P_trifoliata_00015_mRNA_190.1
wieal.pr site [IPRO20550] (1)
Retrotransposon gag domain
GFO043688 0 0 1 Hypothetical protein (1) {pR00SI] (1) - P_rifoliata_00015_mRNA_189.1
GFRO043687 0 0 1 Hypothetical protein (1) - P_urifoliata 00015 mRNA_177.1
GFO043686 0 0 1 Hypothetical protein (1) - P_ifoliata_00015_mRNA_176.1
F-box domain [IPRO0IS10] (1); Leucine-
protein binding [GO:0005515 ich repeat domain, L domain-like
(RO04368S 0 0  Hypothetieal protein (1) molecular_function] (1) [IPR032675] (1); Phloem protein 2-like P_trifolista_00015_mRNA._I71.1
[IPRO25886] (1)
GFRO043684 0 0 1 Hypotherical protein (1) - P_sifoliata_00015_mRNA_166.1
GFO043683 0 0 1 Hypothetical protein (1) - P_usifoliata_00015_mRNA_150.1
GF0043682 0 0 1 Hypothetical protein (1) - P_urifoliata_00015_ mRNA_149.1
GFRO043681 0 0 1 Hypothetical protein (1) - P_rifoliata_00015_mRNA_148.1
Leucine-rich repeat domain, L domain-
GF0043680 0 0 1 Hypothetical protein (1) z”l“’}" ‘lzxrm}!r:‘g![IGS.?:)‘OSMS like [IPR032675] (1); Leucine-rich repeat - P_trifoliata_00015 mRNA_112.1
olecularfunctio [IPRO0I611] (1)
membrane [GO:0016020
cellular_component] (1); transport
GF0043679 0 0 1 Hypothetical protein (1) [GO:0006810 biological )rucess] 03 z’:“""‘:\‘”;i‘l’l“ T:fzg;s:‘:; 1y P_trifoliata_00015_mRNA_103.1
transporter activity [GO:0005 'sporter family
molecular_function] (1)
GFO043678 0 0 :::::’:?")m""e tich glycoprotein family Spol2 [IPRO07727] (1) - P_trifoliata_00015_mRNA_100.1
RmlC-like cupin domain umm 1081
et ettty (GOAUSTIS (1) e, manganse
‘Germin-like protein subfamily 2 member molecular_function] (1); manganese ion [IPR019780] (1); Cupin i kauu«smsj .
Gro0d3677 0 0 L binding [GO 0030145 (1); RmIC-like jelly roll fold P_trifoliata_00014_mRNA_§8.1
molecular_function] (1) [IPRO14710] (1); Germin [IPRO01929]
)
protein serine/threonine phosphatase
activity [GO:0004722
GRO043676 0 0 1 Hypothetical protein (1) molecular_function] (1); protein E’;‘:S'I‘SP;‘S";]"("I‘:’“ 2C family - P_urifoliata_00014_ mRNA_86.1
lephosphorylation [GO:0006470
biological process] (1)
iron fon binding [GO:0005506
molecular_function] (1); heme binding
[GO:0020037 molecular_function] (1);
oxidoreductase activity, acting on paired Cytochrome P4S0 [IPROOT128] (1);
GRO043675 0 0 1 Hypothetical protein (1) donors, with incorporation or reduction  Cytochrome P450, conserved site - P_ifoliata_00014_mRNA_78.1
of molecular oxygen [GO:0016705  [IPROI7972] (1)
molecular_function] (1): oxidation-
reduction process [GO:0055114
biological_process] (1)
GF0043674 0 0 1 ASYNAPTIC 3 (1) - P_urifoliata 00014 mRNA_74.1
transcription factor activity, sequence-
specific DNA binding [GO:0003700
molecular_function] (1): sequence-
GRO043673 0 0 1 WRKY transeription factor 6 (1) specific DNA binding [GO:0043565  WRKY domain IPR003657] (1) - P_ifoliata_00014_mRNA_70.1
molecular_function] (1): regulation of
twanseription, DNA-templated
[GO:0006355 biological_process] (1)
GFO043672 0 0 - P_sifoliata_00014_mRNA_60.1
oxidation-reduction process
[GO:0055114 biological_process] (1);  Plant perosidase [IPR000S23] (1);
peroxidase activity [GO:0004601 Peroxidase, active site [IPRO19794] (1);
GFO043671 0 0 1 Peroxidase 1 (1) molecular_function] (1): response o Haem peroxidase, plant/fungal/bacterial - P_rifoliata_00014_mRNA_41.1
oxidative stress [GO:0006979 [IPRO02016] (1); Hacm peroxidase
biological_process] (1); heme binding  [IPR010255] (1)
[GO:0020037 molceular._function] (1)
GRO043670 0 0 1 Hypothetical protein (1) - P_ifoliata_00014_mRNA_4.1
GFO043669 0 0 1 Hypothetical protcin (1) - P_usifoliata_00014_mRNA 3.1
. . . Heat shock protein 70kD, C-terminal N
GFO043668 0 0 1 Heat shock cognate 70 kDa proein 2 (1) o (1ROS008) (1) P_sifoliata_00014_mRNA_26.1
GFO043667 0 0 1 Hypothetical protein (1) - P_ifoliata_00014_mRNA_24.1
GFRO043666 0 0 1 Hypothetical protein (1) .
zine ion binding [GO:0008270
molecular_function] (1); transcription,  Nudix hydrolase, N-terminal
DNA-templated [GO:0006351 [IPRO29401] (1); DNA-directed RNA
. biological_process] (1): DNA-dirceted  polymerase subunittranseription factor S
GF0043665 0 0 1 (D]NA"*"“‘“" RNA polymerase subunit ' s lvmerase activity [GO:0003899 [IPROI2164] (1); Zine finger, TFIIS-type - P_uifoliata_00014 mRNA_177.1
) molecular_function] (1); DNA binding ~ [IPR001222] (1); DNA-directed RNA
[GO:0003677 molecular_function] (1);  polymerase, M/13kDa subunit
nucleic acid binding [GO:0003676  [IPRO01529] (1)
molecular_function] (1)
GF0043664 0 0 1 Hypothetical protein (1) - P_urifoliata 00014 mRNA_172.1
GFO043663 0 0 1 Hypothetical protein (1) - P_ifoliata_00014_mRNA_158.1
GFRO043662 0 0 1 Hypotherical protein (1) - P_sifoliata_00014 mRNA_148.1
GFRO043661 0 0 1 Hypothetical protcin (1) - P_usifoliata 00014 mRNA_138.1
cation transport [GO:0006812
bilogial proces) (1): cation
mbrane transporter activity .
Cation efflux protein [IPR002524] (1);
GF0043660 0 0 1 Hypothetical protein (1) Eﬁq?ﬁ":"ﬁ"}x{x‘:r“] D% Cation efflux protein transmembrane - P_trifoliata_00014 mRNA_129.1
legra companent of membrane domain [IPR027469] (1)
GO01602 el componen] (1)
transmembrane transport [GO:0055085
biological_process) (1)
GFO043659 0 0 1 Hypothetical protein (1) - P_usifoliata 00014 mRNA_124.1
integral component of membrane
. [GO:0016021 cellular_component] (1); (o0 . foliate .
GFO043658 0 0 1 Hypothetical protein (1) ammenbrane oo sty | WATLrelated proten [IPRO30184] (1) P_urifoliata 00014 mRNA_108.1
[GO:0022857 molecular._funcion] (1)
GFRO043657 0 0 1 Hypothetical protein (1) - P_urifoliata 00013 mRNA 9.1
GFO043656 0 0 1 Hypothetical protein (1) - P_ifoliata_00013_mRNA_81.1
Stomatal closure-related actin-binding
GF0043655 0 0 1 Hypothetical protein (1) :"f“l" }";1‘:";?'5‘1?:":3‘779 protein, actin-binding domain - P_trifoliata_00013_mRNA 8.1
rolecular_functio [IPRO32012] (1)
F-box associated interaction domain
Gro03654 N B | F-box and associated nteraction protein binding [GO:0005515 [IPRO17451] (1); F-box domain . P tifolista_00013_mRNA64.1

domains-containing protein, putative (1)

molecular_function] (1)

[IPRO0IS10] (1); F-box associated
domain, type 3 [IPROI3187] (1)
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Serine-threonine/tyrosine-protein kinase
catalytic domain [IPRODI245] (1);
rine/threonine-protein kinase, active
site [IPRO0S271] (1: Protein kinase.
e i ki AT bindin sie (IPROI7341] (1)
Receptor ke protcin kinsse FERONIA st [Goun0: 7; : protein ki Serinefthreonine/dual specificity protein
arovsess 0 0 | oot posin ke IGO0 b doman IR0 - il 50013 mRNA 0.1
¢ ular_fonction) (1) protes (1): Protein kinase-like domain
phosphorylation [GO:00064¢ [IPROT1009] (1); Concanavalin A-fike
biological_process] (1) lectin/glucanase domain [IPR013320]
(1) Maleetin-like carbohydrate-binding
domain [IPRO24788] (1): Protcin kinase
domain [IPRO0O719] (1)
GFO043652 0 0 1 Hypothetical protein (1) - P_trifoliata 00013 mRNA 5.1
GFO043651 0 0 1 Hypothetical protein (1) - P_ifoliata_00013_mRNA_53.1
GF0043650 0 0 1 Hypotheical protein (1) - P_tifoliata_00013_ mRNA_48.1
iron fon binding [GO:0005506
molecular_function] (1): heme binding
[GO:0020037 molecular_function] (1):
oxidation-reduction process Cytochrome P450 (IPROOT128] (1):
GF0043649 0 0 1 f“‘“":_f:hy“:h':']’f P?f)‘) dependent 1 3:0035114 biological_process] (1);  Cytochrome P40, conserved site - P_trifoliata_00013_mRNA 31.1
fatty acid hydroxylase oxidoreductase activity, acting on paired [IPR017972] (1)
donors wihinorprsona rdcion
of molccular oxygen [GO:0016
molecular_function] (1)
oxidation-reduction procass
[GO:0035114 biological_process] (1):
oxidorducase actvi, UM O P (L
donors, with incorporation or reduction p
GFO043648 0 0 1 Cytochrome P450 94A1 (1) of mlecular oxyen (GO:0016705 ROV (s Ewontons PAs0. - P_ifoliata_00013_mRNA_30.1
molecular_function] (1):iron fon binding 2
[GO:0005506 molecular_functon] (1);  C¥10crome P40 [IPROOHI28] (1)
heme binding [GO:0020037
molecular_function] (1)
oxidoreductase activity,acting on paired
donors, with incorporation or reduction
of molecular oxygen [GO0IGTIS (oo o1
molecular_function] (1); oxidation- . :
arovsest 0 0 P e o 1000 11 Crone I Ecusupl it 00013 mRNA 291
biologicl proces) (1: rom on binding Ly 0024} (1 SO
[GO:0005506 molecular_function] (1):
eme binding [GO:0020037
molecular_function] (1)
GFO043646 0 0 1 Hypothetical protein (1) - P_trifoliata_00013_mRNA_2.1
SAM dependent carbosyl
J— ) ) | SadenosyiLmethionine dependent sty [GOO0BISE meyrnsese MRSz 1 s P ifoliata 00013 mRNA 19.1
wtative (1) P " molecular_function] (1) ssyl-L-methionine-dependent
» m:lhy]mmsl:lase [IPR029063] (1)
Plant PDR ABC transporter associated
[IPROI3381] (1); AAA+ ATPase domain
membrane [GO:0016020 [IPRO03393] (1): ABC transporer-like
cellular_component] (1); ATPase activity (IPR003439] (1); ABC-2 type transporter
GFO043644 0 0 1 Pleiotropic drug resistanc protein 1 (1) [GO:0016887 molecular_function] (1):  [IPRO13525] (1); ABC-transporter - P_tifoliata_00013_mRNA_160.1
ATP binding [GO:0005524 extracellular N-terminal domain
molccular_function] (1) [IPRO29481] (1): P-loop containing
nucleoside triphosphate hydrolase
[IPRO27417) (1)
’ fctor fami dine (G DNA-binding pscudobarrel domain
GFO043643 0 0 AP2/B3 transcription factor family DNA binding [GO:0003677 [IPROIS300] (1); B3 DNA binding - P._trifoliata_00013_mRNA_I3.1
protein (1) molecular_function] (1) ot (PR0033401 ()
Zinc finger, RING/FY VE/PHD-type
protein biquitination [GO:0016567  (IPRO13083] (1): IBR domain
biological_process] (1); ubiquitin-protein (IPR002867] (1); Zine finger, RING. )
GF0043642 0 0 transferase activity [GO:0004842 ypm conserved site [IPRO17907] (1); E3 ~ P_trifoliata 00013 mRNA_12.1
molecular.function] (1) gase RBR family [IPRO31127]
o
GF0043641 0 0 1 Hypothetical protein (1) EQ?@??S]"?TT' oxidoreductase domain P._tifoliata_00012_mRNA_99.1
Protein kinase, ATP binding site
[IPROI7441] (1): Serine/threonine-
protein kinase, active site [IPR00S271]
protein kinase activity [GO:0004672 "rl“:f"t‘v:i‘lmf:":;‘?f“ng:‘“ﬁc"y
molecular_function] (1): protein vttt
GF0043640 0 0 1 Hypothetical protein (1) phosphorylation [GO:00064 o e ot kinsse P_tifoliata_00012_mRNA_94.1
biological proces] (1): AT binding (1o E ORI DL K
[60:0005524 molecular function] (1) =5 c oo main [lPRoooﬂ@] .
Protcin kinase-like domain [IPRO11009]
(1); Concanavalin A-fike lectin/glucanase
domain [IPRO13320] (1)
GF0043639 0 0 1 Hypothetical protein (1) - P_ifoliata_00012_mRNA_78.1
. enzyme inhibitor actvity [GO:0004857  Pectinesterase inhibitor domain .
GF0043638 0 0 1 Putative invertase inhibitor (1) eteesto foncton] (1) {pR0065011 (1) P_ifoliata_00012_mRNA_73.1
GFO43637 0 0 1 Hypothetial protein (1) - P_tifoliata 00012 mRNA 61.1
GF0043636 0 0 1 Hypothetical protein (1) - P_ifoliata_00012_mRNA_60.1
RNA polymerase subunit RPB10
zinc fon binding [GO:0008270 [IPRO23580] (1); DNA-directed RNA
molcular_function] (1): transeripion, 602301 CF DR
DNA-emplated [GO:0006351 o
GFO043635 0 0 1 PNA-directed RNA polymerase 11 8.2 h iological process] (1): DNA binding  [IPR0002681 (1); RNA polymerases, P._trifoliata_00012_mRNA_57.1
! kDa polypeptide (1) subunit N, zine binding site [IPR020789] ~
0:0003677 molecular_function] (1) 1) conserved hypothetical protein
Envacieted B polmenss bk irorse, e TRo0s 16y (11
160:0003899 molecular_function] (1) 8 B L onsn] (1)
polyalacturonase actvity [GO:0004650 Glycoside hydrolase, family 28
molccular_function] (1): carbohydrate ~(IPR000743] (1): Pectin lyase
(Fo043634 0 0 ! Polygalacturonase (1) metabolic process [GO:0005975 foldvirulence factor [IPRO11050] (1); P_tifoliata_00012_mRNA_3.1
biological_process] (1) Pacin Iyase fold [IPRO12334] (1)
GF0043633 0 0 1 Hypothetical protein (1) - P_ifoliata_00012_mRNA 3.1
GFO043632 0 0 1 Hypotheical protein (1) - P_tifoliata_00012_mRNA_16.1
GFO043631 0 0 1 Hypothetical protein (1) - P_trifoliata_00012_mRNA_1S7.1
. Uncharacterised domain Wax2, C- .
GFO043630 0 0 1 Hypothetical protein (1) e oRas1010) (1 - P_trifoliata_00012_mRNA_155.1
GF0043629 0 0 1 Hypotheical protein (1) - P_tifoliata_00012_mRNA_154.1
GFO043628 0 0 1 Hypothetical protein (1) - P_trifoliata_00012_mRNA_IS1.1
GFO043627 0 0 1 Hypothetical protein (1) - P_trifoliata 00012 mRNA_150.1
GF0043626 0 0 1 Hypothetical protein (1) - P_tifoliata_00012_mRNA_144.1
GFO043625 0 0 1 Hypotheical protein (1) - P_tifoliata_00012_mRNA_143.1
GFO043624 0 0 1 Hypothetical protein (1) - P_trifoliata_00012_mRNA_138.1
Sieve clement ocelusion, N-terminal
GFO043623 0 0 1 Hypothetical protein (1) Serosson P_trifoliata_00012_mRNA_137.1
Pedicel, carpel, stamen, petal
GF0043622 0 0 1 differentiation and expansion stage, Lo massert o e P_tifoliata_00012_mRNA_125.1
sroup 2-ike protein (1)
GFO043621 0 0 1 Hypothetical protein (1) - P_ifoliata_00012_mRNA_10.1
s Cob el SOt 1RO265)
GF0043620 0 0 1 Fatty aeyl-CoA reductase 1 (1 i GO:0080019 P_tifoliata_00012_mRNA_L1
ey aetCorreducuse 1 () A [IPROI3120] (1); NAD(P)-binding. trifoliata_00012 mRNA_
domain [IPRO16040] (1)
GF0043619 0 0 1 Hypotheical protein (1) - P_tifoliata_00011_mRNA_§7.1
KINA poryaGEYIaION U031
biolagical_process] (1): polynucleotide
adenylylransferase activity . .
GFO043618 0 0 1 Hypothetical protein (1) o168 et anction] 1y, PONA) polymerase (PROL4492] (1) - P_trifoliata_00011_mRNA_$.1
nucleus [GO:0005634
GFO043617 0 0 1 Hypothetical protein (1) - P_trifoliata_00011_mRNA_77.1
GFO043616 0 o  Hydroxyproline-rich glycaprotein family . P_trifoliata_00011_mRNA_75.1
! protein,putative (1)
GFO043615 0 0 1 Hypotheical protein (1) - P_tifoliata_00011_mRNA_44.1
Glyeoside hydrolase, family 3, N-
carbohydrate metabolic proces:
[GO:0005975 biological_process] (1): ‘“m;r::{e";i?n';i‘{ir':"ﬂfzz::f"
GF0043614 0 0 1 Glycosyl hydrolase family protein (1) hlyi::slar: ::x::‘y';dl;yldmlymg o- [IPRO02772] (1) G,ymldc hydrolase P_trifoliata_00011_mRNA_25.1
aicomlompouts GO0SS) Lt i
& hydrolase superfamily [IPROI7853] (1)
GFO043613 0 0 1 Hypothetical protein (1) - P_tifoliata 00011 mRNA 23.1
protein binding [GO:0005515 Zinc finger, RING/FYVE/PHD-type
Grovsers 0 0 | e RING ne g domain ) o tindin (IROTS0] (1 i S NG il 0011 nRNA17.
perfamily prol [GO:0008270 molecular_function] (1) [IPRO01S41] (1)
GF0043611 0 0 induced protein 15A (1) response to auxin [GO:0009733 ‘Small auxin-up RNA [IPRO03676] (1) - P._tifoliata_00011_mRNA_160.1
biological_process] (1)
cellular aromatic compound metabolic
process [GO:0006725
biological_process] (1): Extradiol ring-
GFO043610 0 0 14,5-DOPA dioxygenase extradiol (1) activity [GO:0016491 clas Il cnzyme, subunit B [IPROO413] - P_trifoliata_00011_mRNA_144.1

molecular_function] (1); ferrous iron
binding [GO:0008198
molecular_function] (1)

m



T Nam.inC.celementine  Namm C_umshiu  Namn PNt ote EJ TaterPro Members in P oA
ribosome [GO:0005840
cellular_component] (1); structural
constituent of ribosome [GO:0003735  Ribosomal protein S6e, conserved
GFO043609 0 0 11408 ribosomal protein S6 (1) molecular_function] (1) intracellular ~ [IPRO18282] (1); Ribosomal protein Sée - P_ifoliata_00011_mRNA_117.1
[GO:0005622 cellular_component] (1);  [IPROOI3T7] (1)
ranslation [GO:0006412
biological_process] (1)
nucleotidyltransferase activity
[GO:0016779 molecular_function] (1);
RNA 3-end processing (GO0031123 ) 0 incrace (IPRO14492) (1);
biological process] (1): RNA binding 1 M PLEMeERe UEL RS
GO:0003723 molecuar_funcion] (1) {(HEO IR 0
GFO043608 0 0 1 Hypothetical protein (1) nucleus [GO:0005634 - P_ifoliata_00011_mRNA_11.1
polymerase, central domain [IPR007012]
cellular_component] (1); polynuclcotide
P g (1): Poly(A) polymerase, RNA-binding.
adenylyltransferase activit Sommsin PROOT010] (1)
[GO0004652 molecular_function] (1);
RNA polyadenylation [GO:0043631
biological_process] (1)
Endonuclease/exonuclease/phosphatase y
GFO043607 0 0 1 Hypothetical protcin (1) [bRo0s1351 () P_ifoliata_00010_mRNA_85.1
GFO043606 0 0 1 Hypothetical protein (1) - P_ifoliata_00010_mRNA_8.1
integral component of membrane .
GF0043605 0 0 1 Hypothetical protein (1) [GO:0016021 cellular_component] (1) Mpv17/PMP22 [IPRO07248] (1) P _trifoliata_00010 mRNA_77.1
Stigma-specific protein Stigl
[IPRO0G969] (1); AmbAllergen
GFO043604 0 0 1 Hypothetical protein (1) [IPROIS0S2] (1); Pectin lyase P_ifoliata_00010_mRNA_70.1
foldvirulence factor [IPROT1050] (1);
Pectin lyase fold [IPRO12334] (1)
GFO043603 0 0 1 Hypothetical protein (1) - P_ifoliata_00010_mRNA_65.1
GFO043602 0 0 1 Hypothetical protein (1) - P_ifoliata_00010_mRNA_64.1
GFO043601 0 0 1 Hypothetical protein (1) - P_usifoliata_00010_mRNA_62.1
GF0043600 0 0 1 Hypothetical protein (1) - P_urifoliata_00010_ mRNA_44.1
Armadillo-type fold [IPRO16024] (1);
Inositol monophosphatase, metal-binding
phosphatidylinositol phosphorylation  site [IPR020583] (1); Mo25-like
[GO:0046854 biological_process] (1);  [IPROI3878] (1); Inositol .
GFO043599 0 0 1 Hypothetical protein (1) binding [GO005488 Tonoptorhatan IPRO00760] (1 P_ifoliata_00010_mRNA 4.1
molecular_function] (1) Inositol monophosphatase, conserved s
IPRO20550) (1 Armadiocke heical
[IPRO11989] (1)
GF0043598 0 0 1 Hypothetical protein (1) - P_urifoliata_00010_ mRNA_36.1
. § Plant lipid transfer proteinPar allergen
lipid binding [GO:0008289 [IPR000528] (1); Bifunctional
GFO043597 0 0 1 Hypothetical protein (1) molecular_function] (1): lipid transport - P_ifoliata_00010_mRNA_35.1
0006360 iooricl ocens) " nhibitoriplant ipid transtr protcinsccd
3 gical_process storage helical domain [IPRO16140] (1)
protein serine/threonine kinase activity
Protcin kinase domain [IPRO00TI] (1);
[GO0004674 molecular_function] (1 iy inase-Lke domain [IPROT1009]
protin kinse actvity (Go:0004672 (IR BT AR I
GFO043596 0 0 1 Hypothetical protein (1) molecular_function] (1): protein g o seHTL P_ifoliata_00010_mRNA_30.1
, plant upnmsvxsm) Serne.
phosphorylation [GO:0006468 Tneoninelirodin
biological_process] (1); ATP binding
[GO:0005524 molecular function] (1)~ <1Ytie domain '"’R““'“ﬂ »
Putative 268 protease regulatory subunit P-loop containing nucleoside
GF0043595 0 0 1 6A like protein (1) triphosphate hydrolase [IPR027417] (1) P_trifoliata 00010 mRNA 2.1
GFO043594 0 0 1 Hypothetical protein (1) - P_rifoliata_00010_mRNA_163.1
GFO043593 0 0 1 Hypothetical protein (1) - P_ifoliata_00010_mRNA_162.1
GFO043592 0 0 1 Hypothetical protein (1) - P_usifoliata_00010_mRNA_154.1
GF0043591 0 0 1 Hypothetical protein (1) m“*”"“"' MuDR, plant [IPR004332] P_trifoliata_00010_mRNA_150.1
GFRO043590 0 0 1 Hypothetical protin (1) - P_ifoliata_00010 mRNA_149.1
GFO043589 0 0 1 Hypothetical protcin (1) - P_usifoliata_00010_mRNA_146.1
GFRO043588 0 0 1 Hypothetical protein (1) - P_urifoliata_00010_ mRNA_133.1
GFO043587 0 0 1 Hypothetical protein (1) - P_ifoliata_00010_mRNA_127.1
GFO043586 0 0 1 Hypothetical protein (1) - P_sifoliata_00010_mRNA_125.1
TG00 o e o 1y, Ribomuclase Holke domai
GFO043585 0 0 1 Hypothetical protein (1) mld:’m"mﬁ‘ " mm;::u[‘c.o azrrz 6"76 [IPRO12337] (1); HAT, C-ter - P_trifoliata_00010_mRNA_122.1
e, imeristiondomin IPR003906] m
molecular_function] (1)
GFRO043584 0 0 1 Hypothetical protein (1) - P_usifoliata_00010_mRNA_121.1
GRO043583 0 0 1 Hypothetical protein (1) - P_urifoliata_00010_ mRNA_113.1
GFO043582 0 0 1 Hypothetical protein (1) - P_ifoliata_00010_mRNA_11.1
catalytic activity [GO:0003824 Aldolase-type TIM barrel [IPROI3785]
GF0043581 0 0 1 Hypothetical protein (1) molecular_function] (1); oxidoreductase ) e\ gependent dehydrogenase - P_trifoliata_00010_ mRNA_108.1
activity [GO:0016491 UPR"“mZJ s
molecular_function] (1)
GFO043580 0 0 1 Hypothetical protein (1) - P_ifoliata_00010_mRNA_100.1
GFO043579 0 0 1 Hypothetical protein (1) .
NrA-fike domain [IPR00S030] (1);
Winged helix-turn-helix DNA-binding
. protein dimerization activity domain [IPRO11991] (1: Plant
GFO043578 0 0 1 Hypothetical protein (1) GO:0046983 molccular_function] (1)~ methyltransferase dimerisation P_trifoliata_00009_mRNA._58.1
z y
[IPROI2967] (1); NAD(P)-binding
domain [IPRO16040] (1)
GFO043577 0 0 1 Hypothetical protein (1) - P_ifoliata_00009_mRNA_95.1
GroES-like [PROT1032] (1): Alcohol
zinc fon binding [GO:0008270 ;’::gﬁ;“;‘:‘;’ﬁff)‘“ﬁ'f”'“"'y‘ znc-type
molecular_function] (1); oxidation-
choron proves [OD 03114 rogenase, N-terminal [IPRO13154]
GF0043576 0 0 1 Hypothetical protein (1) I : u) A]whu] dehydrogenase, zinc-type, - P_trifoliata_00009_mRNA_85.1
biological_process] (1); oxidoreductase
vy 1010491 conserved site (IPR002328] (1): Alcohol
mlecuis fucton] (1) dehydrogenase, C-erminal (IPROI3149]
! (1): NAD(P)-binding domain
[IPRO16040] (1)
GRO043575 0 0 1 Hypothetical protein (1) - P_ifoliata_00009_mRNA_83.1
GFRO043574 0 0 1 Hypothetical protcin (1) - P_sifoliata_00009_mRNA_74.1
GRO043573 0 0 1 Hypothetical protein (1) - P_urifoliata_00009_ mRNA_66.1
GFO043572 0 0 1 Hypothetical protein (1) - P_ifoliata_00009_mRNA_$6.1
GRO043571 0 0 1 Hypothetical protein (1) - P_ifoliata_00009_mRNA_28.1
metabolic process [GO:0008152 Terpene synthase, N-terminal domain
biological process] (1) terpene synthase [IPRO01906] (1); Terpene synthase,
activity [GO:0010333 ciabbiding domsin [PRODSG30 1
GRO043570 0 0 1 Sesquiterpene synthase (1) molecular_function] (1; lyase activity  Terpenoid cyclases/prote - P_urifoliata_00009_ mRNA _24.1
GO0016820 moeeuas fnction] (s prnylanserseaphalpha ooid
magnesium ion binding [GO:0000287  [IPRO0S930] (1: Isoprenoid synthase
molecular_function] (1) domain [IPRODS949 (1)
GFO043569 0 0 1 Hypothetical protein (1) - P_ifoliata_00009_mRNA_22.1
GFO043568 0 0 1 Hypothetical protein (1) - P_ifoliata_00009 mRNA_170.1
e Ribonucleotide reductase large subunit,
DNA replication [GO:0006260 Cominat [1PRO0OTSS) (1.
biological_process] (1); ATP binding
1600005334 motesula funtion] (1 Ribonueleorde reducase lage suburit,
2 o mo “:mess etionl (1 N terminal [IPRO13509] (1);
GFO043567 0 0 1 ! . . Ribonucleaide reductase, class I alpha - P_ifoliata_00009_mRNA_17.1
large subunit (1) 1GO:00S5114 biologieal process] (1): [ EGUE G S - EREE
ribonucleoside-diphosphate reductase
activity,thioredoxin disulfide as acceptor ;“’"i";;zf'] bl Noterminal
. IPRO08926] (1); ATP-cone domain
1GO:0004748 molecular_funcion] (1) 117 (6 (¥
GFRO043566 0 0 1 Hypothetical protein (1) - P_usifoliata_00009 mRNA_163.1
aspartic-type endopeptidase activity | hudse family Al domain
[GO:0004190 molecular function] (1); 11T 2~ 21 (1) Asparic peptidase
domain [IPRO21109] (1); Ribonuclease
RNA-DNA hybrid ribonuclease activity
[GO:0004523 molecular_function] (1); 1 40main [IPRO021S6] (1); Xylanase
GRO043565 0 0 1 Basic 7S globulin (1) ) - " inhibitor, N-terminal [IPRO32861] (1); - P_ifoliata_00009 mRNA_145.1
protealysis [GO:0006508 Xylanase inhibitor, C-terminal
::g:i?“?:i”)’;;;‘;g;ﬁ’ )i mucleicacid  11pR032799] (1); Aspartic peptidasc Al
moleulr functon] (1 family [IPRODI61] (1); Ribonuclease H-
& like domain [IPRO12337] (1)
protcolysis [GO:0006508 Aspartic peptidase domain [IPR021109]
. i 7 alobalin, putati biological_process] (1); aspartic-type  (1); Xylanase inhibitor, C-terminal folats .
GF0043564 0 0 1 Basic 7S globulin, putative (1) endopeptidase activity [GO:0004190  [IPR032799] (1); Aspartic peptidase Al P_trifoliata_00009_ mRNA_141.1
molecular_function] (1) family [IPRO01461] (1)
GFRO043563 0 0 1 Hypothetical protein (1) - P_urifoliata_00009_mRNA_139.1
mRNA guanylyliransferase activity
[GO:0004484 molecular_function] (1); 7-
methylguanosine mRNA capping mRNA capping enzyme, catalytic domain
3 - 2
Gro0sse 0 0 ! typothetical proein (1) [GO:0006370 biological _process] (1);  [IPRO01339] (1) P_tifoliata_00009_mRNA_137.1
mRNA processing [GO:0006397
biological process] (1)
translation [GO:0006412
biological_process] (1); intracellular
GO:0005622 cllr._componen] (1)
GFO043561 0 0 1 Hypothetical protein (1) structural constituent of il Ribosomal protein S24e [IPRO01976] (1) - P_sifoliata_00009_mRNA_115.1
1600003735 maleculr function] (1
ribosome [GO:0005840
cellular_component] (1)
EF-Hand 1, calcium-binding site
hydrolase activity [GO:0016787 [IPROI8247] (1); EF-hand domain
Gr003360 N B | Hypothetical procin (1) olecular fonetion] (1) cleumion - [IPROD2048 (1 EF-hand domin i P wifolise 00009 mRNA 1131

binding [GO:000
molecular_function] (1)

[IPRO11992] (1); Alpha/Beta hydrolase:
fold [IPRO290SE] (1); Dienclactone
hydrolase [IPR002925] (1)
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GFO043559 0 0 1 Hypothetical protcin (1) Glrhmew hydrolase fold [IPR0290SS] P_usifoliata_00009_mRNA_101.1
GF0043558 0 0 1 Hypothetical protein (1) ﬁ')” ha/Beta hydrolase fold [IPR029058] P_trifoliata_00009 mRNA_100.1
nucleotide-sugar transmembrane " .
nsgporeraciviy [SOWNSSSs LB (OO
GF0043557 0 0 1 UDP-galactose transporter 2 (1) molecular_function] (1); nucleotide- & P P _trifoliata 00009 mRNA 1.1
Sugar phosphate transporter domain
sugar transport [GO:0015780 Hronsan) (1)
biological process] (1)
-5 eytosine methylransferase
. ytosine.S.methylrans methyltransferase activity [GO:0008168 [IPR00IS25] (1); S-adenosyl-L- . folats .
GFRO043556 0 0 1 DNA (eytosine.-)-methylsansierase (1) [P0 eee AHE ncthionine dependont methyltansferase P_urifoliata_00008_mRNA _92.1
[IPRO29063] (1)
protein binding [GO:0005515 HAT (Half-A-TPR) repeat [IPR003107]
GFO043555 0 0 1 Crooked necklike protein 1 (1) molecular_function] (1); RNA processing (1); Tetratricopeptide-like helical domain - P_usifoliata_00008_mRNA_83.1
[GO:0006396 biological_process] (1) [IPRO11990] (1)
nucleus [GO:0005634
cellular_component] (1); protein binding
y 30:0005515 molecular_function] (1) AUX/IAA protein [IPR003311] (1); PBI §
GFO043554 0 0 1 Auinesponsive proiein 1AA20 (1) [0 i Somain L1PR0003701 (1) - P_sifoliata_00008_mRNA_55.1
templated [GO:0006355
biological )roccss] m
GFRO043553 0 0 1 Hypothetical protein (1) - P_urifoliata_00008_mRNA 4.1
'C':l':;’“':"‘c‘o}:ont'x]"’:‘ﬁ" vdrolase | Glveoside hydrolase,family 70
GFO043552 0 0 1 Glucuronidase 3 isoform 2 (1) o o [IPRO05199] (1); Glyeoside hydrolase - P_ifoliata_00008_mRNA_35.1
activity, acting on glycosyl bonds Cupertomity (PRO17853] (1)
[GO:0016798 molceular_funcion] (1) ° v
GFO043551 0 0 1 Nodulin family protein (1) Flotilin family [IPR027705] (1) - P_ifoliata_00008_mRNA_29.1
GFO043550 0 0 1 Hyp O-arabinosylransferase homolog (1) - P_ifoliata_00008_ mRNA_17.1
GFO043549 0 0 1 Hypothetical protcin (1) - P_usifoliata_00008_mRNA_167.1
GF0043548 0 0 1 Hypothetical protein (1) - P_urifoliata_00008_mRNA_16.1
GFRO043547 0 0 1 Hypothetical protein (1) - P_rifoliata_00008_mRNA_165.1
GF0043546 0 0 TS':(““Z:'(']‘;“'“ nobilis ranscribed RNA Frigida-like [IPR012474] (1) - P_trifoliata_00008 mRNA_164.1
GF0043545 0 0 1 Hypothetical protein (1) - P_urifoliata_00008_mRNA_163.1
ATP binding [GO:0005524
molecular_function] (1: protein kinase
' Protein kinase-like domain [IPRO11009]
GF0043544 0 0 | Putative serin/threonine-protein kinase  actvity [GO:0004672 (1); Protein kinase domain [IPR000719] - P_trifoliata_00008_mRNA_162.1
WNKI (1) molecular_function] (1); protein o
phosphorylation [GO:0006468
biological process] (1)
GRO043543 0 0 1 Hypothetical protein (1) - P_ifoliata_00008 mRNA_157.1
GFO043542 0 0 1 Hypothetical protein (1) - P_usifoliata_00008_mRNA_147.1
GF0043541 0 0 1 Hypothetical protein (1) - P_urifoliata_00008_mRNA_144.1
. Leucine-rich repeat domain, L domain-
GF0043540 0 0 1 Hypothetical protein (1) mummzms} " P_urifoliata_00008_mRNA_143.1
haem-binding prot
GRO043539 0 0 1 Hypotherical protein (1) [IPR0069I7](I) Regultory fcor, P_sifoliata_00008_mRNA_139.1
ffector binding domain [IPROT1256] (1)
GRO043538 0 0 1 Hypothetical protein (1) - P_ifoliata_00008_mRNA_136.1
GFO043537 0 0 1 Hypothetical protein (1) .
GRO043536 0 0 1 Hypothetical protein (1) - P_urifoliata_00008_mRNA_128.1
GFRO043535 0 0 1 Hypothetical protein (1) - P_rifoliata_00008_mRNA_126.1
GRO043534 0 0 1 Hypotherical protein (1) - P_ifoliata_00008_mRNA_119.1
Iyase activity [GO:0016829
molecala_tunction] (1) ipenc Terpenoid cyclases/protein
GF0043533 0 0 molmum runmon]m metabolic [IPRO08930] (1): Terpene symhas:. N T P_trifoliata_00008_mRNA_116.1
process [GO:000815 terminal domain [IPRO01906] (1)
biological_process] m
GF0043532 0 0 1 Hypothetical protein (1) - P_urifoliata 00008 mRNA_113.1
yase activity [GO:0016829
molecular_function] (1); terpene Terpenoid eyclases/protein
tivi Ipha toroid
3531 iy " X
GRO043531 0 0 1 Hypothetical protein (1) oleonta foncton] 1y metabolic  [1PRO08950] (1. Torpene synhase, N- P_ifoliata_00008_ mRNA_111.1
process [GO:0008152 terminal domain [IPRO01906] (1)
biological process] (1)
GF0043530 0 0 1 Hypothetical protein (1) ‘T")“"s”"”"‘ En/Sprn-like (IPR004242] P_trifoliata_00008 mRNA_108.1
oxidation-reduction process
. . [GO:0055114 biological_process] (1):  FAD/NAD(P)- bmdmg domain . folats .
GF0043529 0 0 1Fsc0 (1) oxidoreductase activity [GO:0016401  [IPR023753] (1 P_trifoliata_00008_mRNA_106.1
molecular_function] (1)
GF0043528 0 0 1 Hypothetical protein (1) - P_urifoliata_00008_ mRNA_1.1
GFRO043527 0 0 1 Hypothetical protein (1) - P_ifoliata_00007_mRNA_91.1
Chromo domain-like [IPR016197] (1);
3 X
GFO043526 0 0 1 Hypothetical protein (1) Chrome domain [IPRO33780] (1) P_ifoliata_00007_mRNA_8.1
| ImiC domain containing protin, JmiN domain [IPR003349] (1); JmjC §
GFRO043525 0 0 [t domin [IRO0S347 (1) P_ifoliata_00007_mRNA_76.1
GRO043524 0 0 1 Hypothetical protein (1) - P_ifoliata_00007_mRNA_74.1
zine ion binding [GO:0008270 Zine e P e PRO0G64) 11
molecular_function] (1): nucleic acid  Zinc finger, SWIM-type [IP .
GFRO043523 0 0 1 Hypothetical protcin (1) D (GO0005676 O i e g P_sifoliata_00007_mRNA_71.1
molecular_function] (1) [IPROOISTS] (1)
cytokinin dehydrogenase activity
[GO:0019139 molecular_function] (1);
catalytic actvity [GO:0003824
molcuar funton) (1 cytokiin - Vailylohol oxidse Cytokinin
metabolic process [GO:0009690 dehydrogenase C-t
biological_process] (1: oxidoreductase  [IPRO16170] (1); FADbmdmg. wpe2
GFO043522 0 0 1 Cytokinin dehydrogenase 3 (1) activiy, acting on CH-OH group of  [IPRO16166] (1); Cytokinin - P_usifoliata_00007_mRNA_7.1
donors [GO:0016614 dehydrogenase 1, FAD/cylokinin binding
molecular_function] (1): flavin adenine — domain [IPRO1S345] (1); FAD-linked
dinucleotide binding [GO:0050660  oxidase-like, C-terminal [IPRO16164] (1)
molccular_function] (1); oxidation-
reduction process [GO:0055114
biological_process] (1)
GRO043521 0 0 1 Hypothetical protcin (1) - P_sifoliata_00007_mRNA_S1.1
protcolysis [GO:0006508
. cal rotein biological process] (1):cysteine-type  Ulpl protease family, C-terminal folats .
GF0043520 0 0 1 Hypothetical protein (1) peptidase activity [GO:0008234 catalytic domain [IPR003653] (1) P_trifoliata_00007 mRNA 5.1
molecular_function] (1)
» nucleotidyltransferase acti ymerase, nucleotidy! transferase . )
GFO043519 0 0 1 Hypothetical protein (1) TCo0016770 motesstn ﬂmﬂm] W Polymer ToRo0594 (y P_sifoliata_00007_mRNA_42.1
GRO043518 0 0 1 Hypothetical protein (1) - P_ifoliata_00007_mRNA_41.1
ucine-rich repeat domain, L domain-
GRO043517 0 0 1 Discase resistance RPS2-like protein (1) o Ubroeray () P_ifoliata_00007_mRNA_40.1
GFO043516 0 0 1 Hypothetical protein (1) - P_rifoliata_00007_mRNA 4.1
Zine knuckle CX2CXAHXAC
ine lon indine| .f.ﬁ??“fﬂf,c i LIPRO25836] (1): Zinc finger, CCHC-
GRO043515 0 0 1 Hypothetical protein (1) S g type [IPROOIS7S] (1); Domain of - P_ifoliata_00007_mRNA_39.1
binding [GO:0003676
motcesta funtion] (1) unknown function DUF4283
ular_function] [IPRO25558] (1)
GF0043514 0 0 1 Disease resistance protein (1) Leucine rich repeat domain, L domain- P_trifoliata_00007_mRNA_36.1
- m like [IPR032675] (1) & + 00007_mRNA_36.
GF0043513 0 0 1 Hypothetical protein (1) - P_urifoliata_00007_mRNA_34.1
GFO043512 0 0 1 Hypothetical protein (1) - P_ifoliata_00007_mRNA_32.1
Retrotransposon protein, putative, Reverse transcriptase domain
3 - X
GFO043511 0 0 Vncinsiion 0y {pRo00477) (1) P_rifoliata_00007_mRNA_3.1
GF0043510 0 0 1 Hypothetical protein (1) - P_urifoliata_00007_mRNA 25.1
. Endonuclease/exonuclease/phosphatase
GF0043509 0 0 1 Hypothetical protein (1) [bko0s1351 () P_urifoliata_00007 mRNA 2.1
GFO043508 0 0 1 Hypothetical protcin (1) - P_usifoliata_00007_mRNA_19.1
GF0043507 0 0 1 Hypothetical protein (1) - P_urifoliata_00007_mRNA_18.1
GFO043506 0 0 1 Condensin complex subunit 3 (1) - P_ifoliata_00007_mRNA_17.1
GFRO043505 0 0 1 Hypothetical protein (1) - P_ifoliata_00007_mRNA_156.1
GFO043504 0 0 1 Hypothetical protein (1) - P_usifoliata_00007_mRNA_155.1
GF0043503 0 0 1 Hypothetical protein (1) - P_urifoliata_00007_mRNA_152.1
GFO043502 0 0 1 Hypothetical protein (1) - P_ifoliata_00007_mRNA_149.1
GRO043501 0 0 1 Hypothetical protein (1) - P_rifoliata_00007_mRNA_148.1
GFO043500 0 0 1 Hypothetical protein (1) - P_usifoliata_00007_mRNA_145.1
GF0043499 0 0 1 Hypothetical protein (1) - P_urifoliata_00007_mRNA_144.1
GFO043498 0 0 1 Hypothetical protein (1) - P_rifoliata_00007_mRNA_143.1
GFO043497 0 0 1 Hypothetical protein (1) - P_ifoliata_00007 mRNA_142.1
GFO043496 0 0 1 Hypothetical protein (1) - P_usifoliata_00007_mRNA_139.1
GF0043495 0 0 1 Hypothetical protein (1) - P_urifoliata_00007_mRNA_136.1
GFO043494 0 0 1 Hypothetical protein (1) - P_ifoliata_00007_mRNA_134.1
GFO043493 0 0 1 Hypothetical protein (1) - P_ifoliata_00007 mRNA_132.1
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reductoisomerase activity [GO:0030604
molecular_function] (1); NADPH I-deoxy-D-xylulose S-phosphate
binding [GO:0070402
3 D 5
molecular_function] (1); oxidation- "PR“' 11 1 deony Dwyhlose
reducti s G s
GFO043492 0 0 1 Hypothetical protein (1) duction process [GO:0055114 um(nmxzn NADy e P_sifoliata_00007 mRNA_125.1
biological_process] (1); isoprenoid
g domain [IPRO16040] (1); D:
biosynthetic process [GO:0008299
redutcisomersee CAeminal dorsin
biological_process] (1); meal ion (bRoses 7 ()
binding [GO046472
r funeriand (1)
Jinc lon binding [GO-0008270
molecular_function] (1); carbonate
Carbonic anhydrase, prokaryotic-like,
GF0043491 0 0 1 Carbonate dehydratase (1) d°hyd'“‘““.a“‘v“y 1G0:0004089 conserved site [IPRO15892] (1); - P_trifoliata_00007 mRNA_122.1
molecular_function] (1); carbon Carbonic anhydrase [IPRO01765] (1)
uilization [GO:0015976.
biological process] (1)
protein binding [GO:0005515
molecular_function] (1: peroisomal  Peroxisome membrane anchor protein
GF0043490 0 0 1 Hypothetical protein (1) membrane [GOX Pexldp, Nterminal [IPRO0GTSS] (1): P_trifoliata_00007_mRNA_121.1
cellular_component] (1); protein import  Peroxisomal membran protein 14
into peroxisome matri, docking [IPRO25655] (1)
[GO:0016560 biological_process] (1)
GF0043489 0 0 1 Putative polygalacturonase non-catalytic B P_trifoliata_00007_mRNA_112.1
subunit (1) - 0007 mENA
. Zine knuckle CX2CX4HXAC
GFO043488 0 0 1 Hypothetical protein (1) Ubrosssns) P_urifoliata 00007 mRNA_1.1
GFO043487 0 0 1 Hypothetical protein (1) - P_sifoliata_00006_mRNA_73.1
Domain of unknown function DUF2828 y
GRO043486 0 0 1 Hypothetical protcin (1) Ubrosssssyn P_usifoliata_00006_mRNA_67.1
GFO043485 0 0 1 Hypothetical protein (1) - P_ifoliata_00006_mRNA_61.1
glycerol-3-phosphate metabolic process
(GO00072biogcl ces] (1
carbohydrate metabolic proces:
60000597 bioogial proccs] (1)
oxidation-reduction process NAD(P)-binding domain [IPR016040]
[GO:0055114 biological_process] (1);  (1); Glycerol-3-phosphate
oxidoreductase activity [GO:0016491  dehydrogenase, NAD-dependent
molecular_function] (1): oxidorcductase [IPR006168] (1); Glyeerol-3-phosphate
activity, acting on the CH-OH group of dehydrogenase, NAD-dependent, C-
| Giycerol-3-phosphate dehydrogenase  donors, NAD or NADP as accepior  terminal [IPRO0109] (1); Gicerol-
GF0043484 0 0 ! INAD(+)] GPDHCT, eytosolic (1) [GO:0016616 molecular_function] (1); phosphal: dehydrogenase, NAD- P_trifoliata_00006_mRNA_27.2
NAD binding [GO:0051287 , Neterminal [IPRO11128] (1);
mlecur functon] (1) gheerol3- 6 phosphoglconat debyrogense,
phosphate dehydrogenase complex  domain 2 [IPRO13328] (1); 6-
[GO:0009331 cellular_component] (1); ~ phosphogluconate dehydrogenase C-
glycerol-3-phosphate catabolic process  terminal domain-like [IPR008927] (1)
[GO:0046168 biological )rucess] s
glycerol-3-phosphate dehydroy
TNAD:) aciviy [GO00O4367
molecular_function] (1)
GFRO043483 0 0 1 Hypothetical protin (1) - P_ifoliata_00006_mRNA_235.1
GFO043482 0 0 1 Hypothetical protein (1) - P_usifoliata_00006_mRNA_226.1
DEADDEA b el domain
nucleic acid binding [GO:0003676 E"‘i‘g’: ;:f‘]] :):‘L s:h‘m . oniining
GFO043481 0 0 1 Hypothetical protein (1) [E”é’”&.'é;éﬂ"ﬁlﬁ:i :aTe :«;:‘;Tli [IbROS7417] (1. AT dependon RNA P_rifoliata_00006_mRNA _203.1
g - helicase DEAD-box, conserved site
[IPRO00629] (1)
GFO043480 0 0 1 Wax synthase isoform 1 (1) ‘Wax synthase domain [IPR032805] (1) - P_ifoliata_00006_mRNA_20.1
Uncharacterised protein family UPFO114
GFO043479 0 0 1 Hypothetical protein (1) {PRO0S 341 (1) - P_rifoliata_00006_mRNA 2.1
reltion of rnscrpion, DNA- FHY3/FARI family [IPRO31052] (1);
GRO043478 0 0 1 Hypothetical protein (1) templated [GO:000635 MULE transposase domain [IPRO18289] - P_usifoliata_00006_mRNA_187.1
biological_process] (n 0
| Clavata3/ESR (CLE) gene family
GFRO043477 0 0 b MICLE24 (1 - P_ifoliata_00006_mRNA_169.1
. Protein of unknown function DUF679
GFO043476 0 0 1 DUF679 domain membrane protein (1) {bR007770) (1) P_urifoliata_00006_mRNA_162.1
xidorducase sty acting n -
OH group of donors [GO:0016614 1y 1y, inding domain
molecular_function] (1 daion- LIPRO2 7801 . o mthanl-
GF0043475 0 0 1 Hypothetical protein (1) reduction process [GO:0055114 3753 (1); - P_urifoliata_00006_mRNA_158.1
choline oxidoreductase, C-terminal
biologial_process] (1): oxdoreductase {1 AN
activity [GO:0016491
molecular_function] (1)
flavin adenine dinucleotide binding
[GO:005060 molecular_function] (1);
et o] (i, Glse methnol-hone
P o B | Glucose-methanol-choline (GMC) ion roeees (G081 14 oxidoreductase, N-terminal [IPRO00172] _ b il 00006 mRNA 1571
! oxidoreductase family protein (1) (1); FAD/NAD(P)-binding domain
biologial_process] (1): oxdoreductase (1)) S0
activity, acting on CH-OH group of
donors [GO:0016614
molecular_function] (1)
GFO043473 0 0 1 Hypothetical protein (1) - P_rifoliata_00006_mRNA_153.1
potassium ion transmembrane transport
[GO:0071803 biological_process] (1);
GF0043472 0 0 1 Potassium transporter (1) membrane [GO:0016020 Potassium transporter [IPR003SSS] (1) - P_trifoliata_00006_mRNA_15.1
cellular_component] (1); potassium ion
ransmembrane transporter activt
[GO:0015079 molecular._function] (1)
transferase activiy, transferring glycosyl
Glycosyltransferase AER61,
GRO043471 0 0 1 Serine carboxypeptidase (1) eroups (GO:0016757 nhotonoed [IPRO07657] (1) P_ifoliata_00006_mRNA_108.1
molecular_function] (1)
GRO043470 0 0 1 Hypothetical protein (1) - P_ifoliata_00006_mRNA_100.1
GFO043469 0 0 1 Hypothetical protcin (1) - P_ifoliata_00005_mRNA_99.1
regulation of transcription, DNA- FHY3/FARI family [IPRO31052] (1);
GFO043468 0 0 1 Hypothetical protein (1) templated [GO:0006355 FARI DNA binding domain - P_usifoliata_00005_mRNA_97.1
biological_process] (1) [IPRO04330] (1)
GFO043467 0 0 1 Hypothetical protcin (1) - P_ifoliata_00005_mRNA_93.1
GFO043466 0 0 1 Hypothetical protein (1) - P_urifoliata_00005_mRNA_90.1
GF0043465 0 0 1 Auxin-induced protein 10AS (1) tesponse fo auxin [GO:0009733 Small auxin-up RNA [IPROO3676] (1) - P_urifoliata_00005_mRNA_86.1
biological_process] (1)
GFO043464 0 0 1 Hypothetical protcin (1) - P_sifoliata_00005_mRNA_81.1
GFO043463 0 0 1 Hypothetical protein (1) - P_urifoliata_00005_mRNA_80.1
oxidation-reduction process
[GO:0055114 biological_process] (1);
oxidoreductase activity, acting on paircd
donors, with incorporation or reduction  Cytochrome P450 [IPRO01 128] (1);
GFO043462 0 0 1 Hypothetical protcin (1) of molceular oxygen [GO:0016705 tochrome P450, E-class, group | - P_sifoliata_00005_mRNA_78.1
molecular_function] (1): iron fon binding [IPR002401] (1)
[GO:0005306 molecular_function] (1);
heme binding [GO:0020037
molecular_function] (1)
. el rotein integral component of membrane TRAM/LAGI/CLNS homology domain folats .
GFO043461 0 0 1 Hypothetical protein (1) o016 metar wompemtn] (1) (1bR006634] (1) P_urifoliata_00005_mRNA_68.1
GFO043460 0 0 1 Hypothetical protcin (1) - P_usifoliata_00005_mRNA_67.1
GFO043459 0 0 1 Hypothetical protein (1) - P_urifoliata_00005_mRNA_66.1
GFO043458 0 0 1 Hypothetical protein (1) - P_ifoliata_00005_mRNA_62.1
GFO043457 0 0 1 Hypothetical protein (1) - P_ifoliata_00005_mRNA_61.1
ransferase activie <
GFRO043456 0 0 1 BAHD acyliransferase (1) groups other than amino-acyl groups  domain [IPR023213] (1); Transferase - P_ifoliata_00005_mRNA_$9.1
[GO:0016747 molecular_function] (1) [IPR003480] (1)
GTP biosynthetic process [GO:0006183
biological_process] (1); CTP biosynthetic
process [GO:0006241
biological_process] (1); nucleoside
G ical protein iphosphate kinase - rifoliata mi
GF0043455 0 0 1 Hypothetical protein (1) Toumoeres bmhgm‘pmm]mv Uboorseari P_urifoliata_00005_mRNA_56.1
UTP biosynthetic process [GOX
biological_process] (1); plmieg
diphosphate kinase activity [GO:0004550
molecular_function] (1)
iron fon binding [GO:0005506
molecular_function] (1); heme binding
1600020037 mleculr oncion 1
oxidation-reduc
GFO043454 0 0 1 Hypothetical protein (1) [GO:0055114 b\o!oglcal  proces] (1);  Cyloshrome PASO[IPROOIIZS) (1) - P_ifoliata_00005_mRNA_$5.1
oxidoreductase activity, acting on paircy
donors, with incorporation or reduction
of molceular oxygen [GO:0016705
molecular_function] (1)
oxidation-reduction process
[GO:0055114 biological_process] (1);
oxidoreductase activity, acting on paired
donors, with incorporation or reduction  Cytachrome P450 [IPROOT 128] (1);
GFO043453 0 0 1 Geraniol 10-hydroxylase-like protein (1) of molecular oxygen [GO:0016705  Cylochrome P450, E-class, groupl - P_ifoliata_00005_mRNA_54.1

molecular_function] (1); ron ion binding

[GO:0005506 molecular_function] (1);
ieme binding [GO:0020037

molecular_function] (1)

[1PR002401] (1)
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nucleic acid binding [GO:0003676
GFO043452 0 0 1 Hypothetical protein (1) molecular_function] (1): zinc fon binding Zine finger, CCHC-type (IPROOISTS] (1) - P_trifoliata_00005_mRNA_52.1
[GO:0008270 molecular_function) (1)
DNA-binding pseudobarrel domain
GFO043451 0 0 1 Hypotheical protein (1) [IPRO15300] (1): B3 domain-containing. - P_tifoliata_00005_mRNA_50.1
protein [IPROOSSOS] (1)
GF0043450 0 0 1 Hypotheical protein (1) - P_tifoliata_00005_mRNA_45.1
GFO043449 0 0 1 Hypothetical protein (1) - P_trifoliata_00005_mRNA_4.1
GFO043448 0 0 1 Hypothetical protein (1) - P_tifoliata 00005 mRNA 35.1
Domain of unknown function DUF4283
GF0043447 0 0 1 Hypothetical protein (1) [IPRO25358] (1); Reverse transcriptase - P_tifoliata 00005 mRNA 34.1
domain [IPRO00477] (1)
. . Legume lectin domain [IPR001220] (1):
GFO043446 0 0 1 Hypothetical protein (1) I‘“‘:I’c"c':“;;‘r”‘ﬂ‘":’t';::‘ﬁ%i’o 0030246 oncanavalin A-like lectin/glicansse P_trifoliata_00005_mRNA_33.1
& domain [IPRO13320] (1)
GFO043445 0 0 1 Hypothetical protein (1) - P_trifoliata_00005_mRNA_31.1
) Domain of unknown function DUF4283 ; Iy
GFO043444 0 0 1 Hypothetical protein (1) Urmosssssy 1y P_trifoliata_00005_mRNA_26.1
GF0043443 0 0 1 Hypotheical protein (1) - P_tifoliata_00005_mRNA_25.1
GTPase activator actvity [GO:0005096 ~ Arf GTPase activating protein .
GF0043442 0 0 1 Hypotheical protein (1) et o ot P_tifoliata_00005_mRNA_22.1
) Pentatricopeptide repat (IPRO028SS|
GF0043441 0 0 1 Hypothetical protein (1) "m'ZI‘:l“I‘;‘“‘:":il'_fg 0;)‘055‘5 (1); Tetratricopeptide-like helical domain - P_tifoliata_00005 mRNA_16.1
lar_function] ( [IPROT1990] (1)
GFO043440 0 0 1 Hypothetical protein (1) - P_tifoliata 00005 mRNA_148.1
GF0043439 0 0 1 Hypothetical protein (1) - P_tifoliata_00005_mRNA_146.1
GFO043438 0 0 1 Hypotheical protein (1) - P_tifoliata_00005_mRNA_144.1
GFO043437 0 0 1 Hypothetical protein (1) - P_trifoliata_00005_mRNA_140.1
protein dimerization actvity
. Agamous-ike MADS-box protein [GO:0046983 molecular_function] (1); ~ Transeription factor, MADS-box . ol .
GF0043436 0 0 T AGL61 (1) DNA binding [GO:0003677 [IPR002100] (1) P_trifoliata_00005_mRNA_14.1
molecular_function] (1)
Protein kinase domain [IPR000719] (1):
Concanavalin A-like lectin/glucanase
protein phosphorylation [GO:0006468  domain [IPRO13320] (1): Legume lectin
biological_process] (1): protein kinase  domain [IPR001220] (1): Protcin kinase-
activity [GO:0004672 like domain [IPRO11009] (1):
GFO043435 0 0 1 Leetin receptor kinase (1) molecular_function] (1); carbohydrate  Serinc/threonine/dual specificity protein - P_trifoliata_00005_mRNA_138.1
binding [GO:0030246 Kinase, catalytic domain [IPR002290]
molccular_function] (1): ATP binding  (1); Protcin kinase, ATP binding sitc
[G0:0003524 molecular_function] (1)~ [IPROI7441] (1); Serinethreonine-
protein kinase, active site [IPRO0S271]
0)
GF0043434 0 0 1 Hypotheical protein (1) - P_tifoliata_00005_mRNA_134.1
terpen synthase activity [GO:0010333  Terpene synthase, N-terminal domain
molecular.function] (1);lyase activity (IPR001906] (1); Terpene synthase,
[GO0DIGE29 molslr. o] (1) e binding dorsin [PRODSE20) (1)
GFO043433 0 0 1 Hypothetical protein (1) wgnesium ion binding [GO:0000287  Terpenoid cyclases/prot - P_tifoliata 00005 mRNA_131.1
ol inction 1) metbol reynnsiras e apha toroid
process [GO:000815 [IPRO0S930] (1); Tsoprenoid synthase
Hologel proces) (1 domain [IPRO0SS49] (1)
GF0043432 0 0 1 Hypothetical protein (1) - P_tifoliata_00005_mRNA_130.1
Protein kinase, ATP binding site
ATP binding [GO:0005524 [IPROI7441] (1): Protein kinase-like
Grodsast 0 0  Hypothetieal protein (1) molecular_function] (1) domain [IPROT1009] (1): Leucine-rch P_trifolizta_00005_mRNA._129.1
repeat 3 [IPRO11713] (1)
GF0043430 0 0 1 Hypotheical protein (1) - P_tifoliata_00005_mRNA_127.1
GFO043429 0 0 1 Hypothetical protein (1) - P_trifoliata_00005_mRNA_125.1
GFO043428 0 0 1 Hypothetical protein (1) - P_tifoliata 00005 mRNA_124.1
GFO043427 0 0 1 Hypothetical protein (1) - P_tifoliata_00005_mRNA_122.1
GFO043426 0 0 1 Hypotheical protein (1) - P_tifoliata_00005_mRNA_12.1
GFO043425 0 0 1 Hypothetical protein (1) - P_trifoliata_00005_mRNA_119.1
GFO043424 0 0 1 Hypothetical protein (1) - P_tifoliata 00005 mRNA_117.1
. el rotein hydrolase activity, acting on ester bonds ~ Harbinger ransposase-derived protein ol .
GF0043423 0 0 1 Hypothetical protein (1) e e R0 () P_tifoliata 00005 mRNA_115.1
GFO043422 0 0 1 Hypothetical protein (1) - P_trifoliata_00005_mRNA_113.1
GFO043421 0 0 1 Hypothetical protein (1) - P_tifoliata 00005 mRNA_103.1
GF0043420 0 0 1 Hypothetical protein (1) - P_tifoliata_00005_mRNA_101.1
GF0043419 0 0 1 Hypotheical protein (1) - P_tifoliata_00005_mRNA_100.1
transcription, DNA-templated
[GO:0006351 biological_procss] (1):
" DNA-directed RNA polymerase activity - RNA polymerase Rpb2, domain 2 )
GFO043418 0 0 1 Hypothetical protein (1) Bo0s805 M MRt oy - P_trifoliata_00004_ mRNA_95.1
DNA binding [GO:0003677
molecular_function] (1)
GFO043417 0 0 1 Hypothetical protein (1) - P_trifoliata 00004 mRNA 92.1
Protcin kinase-like domain [IPRO11009]
GFO043416 0 0 1 Hypothetical protein (1) (1); Concanavalin A-like lectin/glucanase - P_trifoliata 00004 mRNA 67.1
domain [IPRO13320] (1)
protein binding [GO:0005515
molccular_function] (1): zine fon binding
[GO:0008270 molecular_function) (1);
ubiquiin-protein transferase acivity
0004842 molecular_function] (15 SIAH-type domain [IPRO13323] (1):
b epeden o bl Sevevinabuenta potein, T ik
GFO043415 0 0 13 ubiquitin-protein ligase (1) process [GO: domain [IPROISI21] (1); TRAF-ike - P_tifoliata 00004 mRNA 63.1
ilogcl moses) (s malicellar  (IPROOS974] (1 E3 sl groten
organismal development [GO:0007275  lgase SIN-like [IPR004162] (1)
biological_process] (1): protein
sbiiinsien [GO0I6S67
biological_process] (1); m
GO00533 sl somponen] 1)
protein binding [GO:0005515 Zine finger, RING/FY VE/PHD-type
GFO043414 0 0 1 Hypothetical protein (1) molecular_function] (1): zine fon binding (IPROI3083] (1); Zine finger, RING-type - P_trifoliata_00004_mRNA_54.1
[GO:0008270 molecular_function] (1) [IPRO01S41] (1)
GFO043413 0 0 1 Hypothetical protein (1) - P_trifoliata_00004_mRNA_4.1
GFO043412 0 0 1 Hypothetical protein (1) - P_trifoliata 00004 mRNA 34.1
. Domain of unknown function DUF4782
GFO043411 0 0 1 Hypothetical protein (1) Urrosroge 1y P_trifoliata 00004 mRNA 3.1
oxidoreductase activity,acting on paired
donors, with incorporation or reduction
of molcular oxygen [GO:0016705
molecular_function] (1): oxidation-  Cytochrome P4S0, E-class, group |
GF0043410 0 0 1 Hypothetical protein (1) reduction process [GO:0055 1 14 [IPRO02401] (1); Cytochrome P450 - P_tifoliata_00004_mRNA_190.1
biological_process] (1):iron fon binding [IPRO0128] (1)
[GO:0005506 molecular_function] (1):
heme binding [GO:0020037
molecular_function] (1)
GFO043409 0 0 1 Hypothetical protein (1) - P_trifoliata_00004_ mRNA_178.1
GFO043408 0 0 1 Hypothetical protein (1) - P_tifoliata 00004 mRNA_175.1
GF0043407 0 0 1 Hypothetical protein (1) - P_tifoliata_00004_mRNA_174.1
GF0043406 0 0 1 Hypotheical protein (1) - P_tifoliata_00004_ mRNA_17.1
Protcin of unknown function DUFS94
GF0043405 0 0 1 Hypotheical protein (1) Trroorassron P_ifoliata_00004_ mRNA_169.1
GF0043404 0 0 1 Hypothetical protein (1) - P_tifoliata_00004_mRNA_167.1
GF0043403 0 0 1 Hypotheical protein (1) - P_tifoliata_00004_ mRNA_166.1
GFO043402 0 0 1 Hypothetical protein (1) - P_trifoliata_00004_ mRNA_165.1
regulation of transcription, DNA- red amhinathic helic
GF0043401 0 0 1 Hypothetical protein (1) templated [GO:0006355 m ed amphipathic helix [IPR003822] P_trifoliata_00004_mRNA_164.1
biolagical_process] (1)
GFO043400 0 0 1 Hypothetical protein (1) - P_trifoliata_00004_ mRNA_161.1
Mitochondrial carier domain
GF0043399 0 0 1 Hypothetical protein (1) [IPR023395] (1): Mitochondrial - P_trifoliata_00004_ mRNA_1S8.1
substrate/solute carrier [IPROI8108] (1)
GFO043398 0 0 1 Hypothetical protein (1) - P_trifoliata_00004_mRNA_1S3.1
Cwfl9-Tike protein, C-terminal domain
GF0043397 0 0 1 Hypothetical protein (1) [IPRO0GT67] (1); Corf19-like, C-terminal - P_trifoliata_00004_ mRNA_152.1
domain-1 [IPROG768] (1)
GF0043396 0 0 Cwil-like family protein, putative - P_trifoliata_00004_ mRNA_150.1
soform 4 (1) - OO0 mENA
GF0043395 0 0 1 Hypothetical protein (1) - P_tifoliata_00004_mRNA_149.1
GF0043394 0 0 1 Hypotheical protein (1) - P_ifoliata_00004_ mRNA_148.1
GF0043393 0 0 1 Hypothetical protein (1) - P_trifoliata_00004_ mRNA_145.1
GF0043392 0 0 1 Hypothetical protein (1) - P_tifoliata 00004 mRNA_144.1
response to wounding [GO:0009611
biolagical_process] (1); erine-type  Proteinase inhibitor 113, potato inhibitor
33 - 4.
GF0043391 0 0 1 Hypothetical protein (1) o st Ubrooomt) () P_tifoliata_00004_mRNA_143.1
[GO:0004867 molecular_function) (1)
GF0043390 0 0 1 Hypothetical protein (1) - P_tifoliata_00004_mRNA_140.1
Leucine-rich repeat-containing N-
. terminal, plant-type [IPROI3210] (1)
GF0043389 0 0 Leucine-rich repeat receptor-like protein_protein binding [GO:0003515 Leucine-rich repeat [IPROOIS11] (1), - P._tifoliata_00004_mRNA_139.1
! cLavaTa2 (1) molecular_function] (1)
Leucine-rich repeat domain, L domain-
like [IPRO32675] (1)
GF0043388 0 0 1 Hypotheical protein (1) - P_tifoliata_00004_ mRNA_135.1
- ) ) raneyusin it iy Dormancyauxin associated [IPRO0S406] _ b it 00004 mRNA 1261

Do
! protein (1

m
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- Rapid ALkalnization Factor - N
GFO043386 0 0 1 Hypothetical protein (1) Tmoosson oy - P_trifoliata_00004_mRNA_112.1
GF0043385 0 0 1 Hypotheical protein (1) - P_tifoliata_00004_mRNA_109.1
GFO043384 0 0 1 Hypothetical protein (1) - P_trifoliata_00004_mRNA_106.1
GFO043383 0 0 1 Hypothetical protein (1) - P_trifoliata 00004 mRNA._11
GFO043382 0 0 1 Hypothetical protein (1) i Grprentegrase domain [PRO25724] P_tifoliata 00003 mRNA $9.1
GFO043381 0 0 1 Hypothetical protein (1) - P_trifoliata_00003_mRNA_$3.1
GFO043380 0 0 1 Hypothetical protein (1) - P_tifoliata 00003 mRNA $1.1
metabolic process [GO:0008152
biolagical_process] (1): transferase  UDP-glucuronosyl/UDP-
33 : o 3 .
GF0043379 0 0 1UDP-glycosyhransterase 89D (1) e el IbR002213] (1) P_ifoliata_00003_mRNA_68.1
[GO:0016758 molecular_function) (1)
GF0043378 0 0 1 Hypothetical protein (1) - P_ifoliata_00003_mRNA_8.1
GF0043377 0 0 1 Hypotheical protein (1) - P_tifoliata_00003_mRNA_56.1
GFO043376 0 0 1 Hypothetical protein (1) - g
GFO043375 0 0 1 Hypothetical protein (1) - P_tifoliata 00003 mRNA 44.1
GF0043374 0 0 1 Hypothetical protein (1) - P_ifoliata_00003_mRNA_42.1
GF0043373 0 0 1 Hypotheical protein (1) - P_tifoliata_00003_mRNA_39.1
GFO043372 0 0 1 Hypothetical protein (1) - P_trifoliata_00003_mRNA_37.1
GFO043371 0 0 1 Hypothetical protein (1) - P_trifoliata 00003 mRNA 32.1
GF0043370 0 0 1 Hypothetical protein (1) - P_tifoliata_00003_mRNA_30.1
GF0043369 0 0 1 Hypotheical protein (1) - P_tifoliata_00003_mRNA_29.1
GFO043368 0 0 1 Hypothetical protein (1) - P_trifoliata_00003_mRNA_26.1
Mitochondrial carrier domain
GFO043367 0 0 x’r‘r‘l‘::“l";‘:’)“’ thiamine pyrophosphate [IPR023395] (1); Mitochondrial B P._trifoliata_00003_mRNA_25.1
substrate/solute carrier [IPRO18108] (1)
cat of unknown function XGLTT
[IPRO0S 1641 (1); Mitochondrial
GFO043366 0 0 1 Solute carrier family 25 member 44 (1) substrate/solute carrier [IPROIS108] (1): - P_trifoliata_00003_mRNA_24.1
Mitochondrial carrier domain
[IPRO23395] (1)
GFO043365 0 0 1 Hypothetical protein (1) - P_trifoliata_00003_mRNA_23.1
GF0043364 0 0 1 Hypothetical protein (1) - P_trifoliata 00003 mRNA 22.1
GF0043363 0 0 1 Hypothetical protein (1) - P_ifoliata_00003_mRNA_21.1
GF0043362 0 0 1 Hypotheical protein (1) - P_tifoliata_00003_mRNA_20.1
Leucine-tich repeat domain, L domain-
) protein binding [GO:0003515 like [IPRO32675] (1); Leucine-rich .
GFO043361 0 0 1 Hypothetical protein (1) e retony 1 e prosson] 1y~ P_trifoliata_00003_mRNA_193.1
Leucine-rich repeat [IPRO01611] (1)
positive regulation of catalytc activity
[GO:0043085 biological process] (1:
d decapping of  mRN; subunit 1
GFO043360 0 0 1 Hypothetical protein (1) nuclear-transcribed mRNA [GO:0000290 [IPRO10334] (1); PH domain-like - P_tifoliata 00003 mRNA_192.1
biolagical_process] (1): enzyme activator [IPRO11993] (1)
activity [GO:0008047
molecular_function] (1)
GF0043359 0 0 1 Hypothetical protein (1) - P_ifoliata_00003_mRNA_19.1
Endonucleascexonuclease/phosphatase
GF0043358 0 0 1 Hypothetical protein (1) [IPROOS135] (1) P_tifoliata_00003_mRNA_168.1
GFO043357 0 0 1 Hypothetical protein (1) - P_tifoliata 00003 mRNA_159.1
GF0043356 0 0 1 Hypothetical protein (1) - P_tifoliata_00003_mRNA_155.1
GF0043355 0 0 1 Hypotheical protein (1) - P_tifoliata_00003_mRNA_15.1
GFO043354 0 0 1 Hypothetical protein (1) - P_trifoliata_00003_mRNA_149.1
GFO043353 0 0 1 Hypothetical protein (1) - P_trifoliata 00003 mRNA_141.1
GF0043352 0 0 1 Hypothetical protein (1) - P_ifoliata_00003_mRNA_I4.1
Leucine-tich repeat domain, L domain-
5 : NB-
protein binding [GO:0005515 031401 o Lo repet
GFO043351 0 0 1 Discase resistance protein (1) molccular_function] (1): ADP binding : P_tifoliata_00003_mRNA_137.1
: [IPROOI611] (1): P-loop containing
(600043531 molecular_function] (1)
nucleoside triphosphate hydrolase
[IPRO27417] (1)
regulation of transcription, DNA- FARI DNA binding domain
GF0043350 0 0 1 Hypotheical protein (1) templated [GO:0006355 [IPRO04330] (1): FHY3/FAR] family - P_tifoliata_00003_mRNA_136.1
biological_process] (1) [IPRO31052] (1)
GFO043349 0 0 1 Hypothetical protein (1) Endonucleaselexonuclease/phosphatase P_ifoliata_00003_mRNA_I3.1
33 iypotheical protein [IPROOS135] (1) *rifolita_00003_mRNA_13..
Tsopericilin N synthase-like ; 2
GFO043348 0 0 1 Hypothetical protein (1) Domasaiy (07 - P_trifoliata_00003_mRNA_126.1
Frotein kinase-like qomain [1PK01 1009
(1); Concanavalin A-like lectin/ghucanase
ATP binding [GO:0005524 domain [IPRO13320] (1); Domain of
molecular_function] (1); protein unknown function DUF1985
. el rotein phosphorylation [GO:0006465 [IPROIS410] (1); Protein kinase domain _ ol .
GF0043347 0 0 1 Hypothetical protein (1) biological_process] (1); protein kinase  [IPR000719] (1); Serine- P_trifoliata_00003 mRNA_T14.1
activity [GO:0004672 threonine/tyrosine-protein kinase
molecular_function] (1) catalytic domain [IPRO0I1245] (1);
Protein kinase, ATP binding site
(1PROTTALIT (1
GF0043346 0 0 1 Hypotheical protein (1) - P_tifoliata_00003_mRNA_105.1
GFO043345 0 0 1 Hypothetical protein (1) - P_trifoliata_00003_mRNA_102.1
GF0043344 0 0 1 Hypothetical protein (1) - P_tifoliata 00003 mRNA 11
G-protein beta WD-40 repeat
[IPRO20472] (1): WDA0 repeat,
i} conserved site [IPRO19775] (1):
GF0043343 0 0 1 proten leotropic regulatoryfocus 1 (1) P10 Pt [0 A0S31 WD40/YVIN repeatlike-containing - P_tifoliata_00002_mRNA_99.1
& domain [IPROTS943] (1); WDA0 repeat
[IPROD1680] (1): WDA0-repeat-
containing domain [IPRO17986] (1)
GFO043342 0 0 1 Hypothetical protein (1) - P_trifoliata_00002_mRNA_90.1
GFO043341 0 0 1 Hypothetical protein (1) - P_tifoliata 00002 mRNA 9.1
Helicase, C-terminal (IPRO01650] (1; P-
loop containing nuclcoside triphosphate
ydrolase [IPRO27417] (1); ATP-
ATP binding [GO:0005524 dependent RNA helicase DEAD-box,
DEAD-box ATP-dependent RNA molecular_function] (1) nucleic acid  conserved site [IPRO00G29] (1): .
GF0043340 0 0 helicase 20 (1) binding [GO:0003676 DEAD/DEAH box helicase domain P_trifoliata_00002 mRNA_§9.1
molecular.function] (1) [IPROT1S45] (1); Helicase superfamily
172, ATP-binding domain (IPRO14001]
(1); RNA helicase, DEAD-bor type, Q
motif [IPRO14014] (1)
GF0043339 0 0 1 Hypotheical protein (1) - P_tifoliata_00002_mRNA_8.1
GFO043338 0 0 1 Hypothetical protein (1) - P_trifoliata_00002_mRNA_69.1
GFO043337 0 0 1 Hypothetical protein (1) - P_tifoliata 00002 mRNA _68.1
GF0043336 0 0 1 Hypothetical protein (1) - P_ifoliata_00002_mRNA_67.1
GF0043335 0 0 1 Hypotheical protein (1) - P_tifoliata_00002_mRNA_66.1
GFO043334 0 0 1 Hypothetical protein (1) - P
GFO043333 0 0 1 Hypothetical protein (1) - P_tifoliata 00002 mRNA 57.1
carbohydrate metabolic process Pectin Iyase fold [IPRO12334] (1); Pectin
[GO:0005975 biological_process] (1):  Iyase fold virulence factor [IPRO11050]
332 . - .
GFO04: 0 0 1 Pectolytic ensyme, Pectin yase fold (1) 010 e TGO-0004650 (17, Gvcoside hydralise, fumily 28 P_ifoliata_00002_mRNA_56.1
molecular_function] (1) [IPRO00743] (1)
. Imidazole glycerol phosphate synthase Protein of unknown function DUF4602 ol .
GFO043331 0 0 LR Tirooma P_trifoliata 00002 mRNA 41.1
GFO043330 1 Hypothetical protein (1) - P_trifoliata_00002_mRNA_4.1
GF0043329 1 Hypothetical protein (1) - P_trifoliata 00002 mRNA 33.1
GFO043328 0 0 1 Ribosomal protein $4 (1) Ribosomal protein S4/59 [IPR022801) P_trifoliata 00002 mRNA 32.1
GFO043327 0 0 1 Hypothetical protein (1) - P_trifoliata_00002_mRNA_31.1
GF0043326 0 0 1 Hypothetical protein (1) - P_trifoliata 00002 mRNA_30.1
GF0043325 0 0 1 Hypothetical protein (1) - P_ifoliata_00002_mRNA_28.1
Leucine-tich repeat domain, L domain-
GF0043324 0 0 1 Hypothetical protein (1) frottinedais P_tifoliata_00002_mRNA_244.1
regulation of transcription, DNA- ;:;f/;ﬁ‘;'h::‘;“‘"é LpROs102) (1)
GF0043323 0 0 1 Hypothetical protein (1) fempsie O omoss TR0 A0] (0 o i P_trifoliata 00002 mRNA 232.1
gical_pr zinc-binding domain [IPRO26960] (1)
polygalacturonase activity [GO:0004650. Pectin lyase foldvirulence factor
. molecular_function] (1): carbohydrate ~[IPRO11030] (1); Pectin yase fold ol .
GF0043322 0 0 1 ) e 1050 LRO12954] (1 Cryeontie rolase, P_tifoliata 00002 mRNA 225.1
biolagical_process] (1) family 28 [IPRO00743] (1)
GFO043321 0 0 1 Hypothetical protein (1) - P_trifoliata 00002 mRNA 227.1
ransferase activty,transferring glycosyl Glycosyl transferase, family §
groups [GOA0016757 [IPR002495] (1): Ribonuclease Helike
GF0043320 0 0 1 Hypothetical protein (1) molecular_function] (1): nucleic acid  domain [IPRO12337] (1): Nucleotide- - P_tifoliata_00002_mRNA_220.1
binding [GO:0003676 diphospho-sugar transferases
molecular_function] (1) [IPRO29044] (1)
GF0043319 0 0 1 Hypothetical protein (1) - P_ifoliata_00002_mRNA_22.1
GFO043318 0 0 1 Hypothetical protein (1) - P_tifoliata_00002_mRNA_21.1
GFO043317 0 0 1 Hypothetical protein (1) - P_trifoliata_00002_mRNA_20.1
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oxidation-reduction process
[GO0035114 biological_process] (1)1 1y uerovidase [1PR000823] (1):; Haem
peroxidase actvity [GO:0004601 31 (1;
GF0043316 0 0 1 Hypothetical protein (1) molecular_function] (1): response to “"’“d““ plantfungal/bacterial - P_trifoliata_00002 mRNA_196.1
[IPRO02016] (1); Haem peroxidase
oxidative stress [GO:000697 HpRotosse 1)
biological_process] (1): ot binding
[GO:0020037 molecular_function] (1)
GFO043315 0 0 10rf108b protein (1) - P_tifoliata_00002_mRNA_19.1
GFO043314 0 0 1 Hypothetical protein (1) - P_trifoliata_00002_mRNA_I87.1
GFO043313 0 0 1 Hypothetical protein (1) - P_trifoliata 00002 mRNA_IS.1
GF0043312 0 0 1 Hypothetical protein (1) - P_ifoliata_00002_mRNA_17.1
Protein kinase domain [IPR000719] (1):
Protcin kinase-like domain [IPRO11009]
prcinphosghration (G0 0o4gs () Conamavalin e et s
biological_process] (1); protein kinase .
crovssi 0 0 | Seneenin rotin e PBS1 (1) sy GO0 Semeneonmegien e e P ol 00002 mRNA 1501
molccular_function] (1): ATP binding Ao o 0171
[GO:0005524 molecular_function] (1) el o pecifciy protein
o cataytic domain [IPRO02290]
0)
GFO043310 0 0 1 Hypothetical protein (1) - P_trifoliata_00002_mRNA_14.1
GF0043309 0 0 1 Hypothetical protein (1) - P_tifoliata 00002 mRNA_134.1
GF0043308 0 0 1 Hypothetical protein (1) - P_tifoliata_00002_mRNA_132.1
regulation of transcription, DNA- FHY3/FART family [IPRO31052] (1):
GF0043307 0 0 1 Hypothetical protein (1) templated [GO:0006355 FARI DNA binding domain - P_tifoliata_00002_mRNA_130.1
biological_process] (1) [IPRO04330] (1)
y Myb domain [IPROI7930] (1):
GFO043306 0 0 1 Hypothetical protein (1) e T Homeodomain-like [IPRO090S7] (1); - P_tifoliata 00002 mRNA._12.1
ular_function] ( SANT/Myb domain [IPR001005] (1)
GF0043305 0 0 1 Hypothetical protein (1) - P_trifoliata 00002 mRNA _11.1
GF0043304 0 0 1 Hypothetical protein (1) - P_tifoliata_00002_mRNA_102.1
nuclcic acid binding [GO:0003676  Ribonuclease H-like domain
3303 ] - .
GF00430. 0 0 1 Hypothetical protein (1) o M Herorssmr P_ifoliata_00002_mRNA_10.1
GF0043302 0 0 1 Hypothetical protein (1) - P_trifoliata 00002 mRNA 11
nucleotide binding [GO:0000166
GF0043301 0 0 1 Hypothetical protein (1) molecular_function] (1); metal fon Ptype ATPasc, A domain [IPRO0S250] P_trifoliata_00001 mRNA 83.1
binding [GO:00 I0)
molecular_function] (1)
et binding [GO/00016 Prspe ATPase, A domain [PROGS250]
bmdm ‘?rco uu:gx#;” metalion (1); HAD-like domain [IPR023214] (1);
GF0043300 0 0 1 P-type ATPase superfamily (1) e e (1 sl Pype ATPase [IPROOI7S7] (1); P-type. - P_ifoliata_00001_mRNA_82.1
olecular_function] (1);integral ATPase, cytoplastic domain N
componentof membrane [GO:00I6021 L2 S0P
cellular_component] (1) 8
Glutathione S-transferase, N-terminal
. [IPRO04045] (1); Glutathione S-
GF0043299 0 0 1 Theta class glutathione S-transferase (1) '"°|‘““]l"“‘;’“g‘[f’? ?;”55‘5 transferase, C-terminal-like [IPRO10987] - P_uifoliata_00001_mRNA 81.1
molecular_function] (1) (1) Thioredoxin-like fold [IPROI2336]
I0)
Glutathione S-transferase, C-terminal
[IPRO04046] (1): Thioredoxin-like fold
g protein binding [GO:0005515 [IPRO12336] (1): Glutathione - .
GF0043298 0 0 1/ Theta clas ptatione S-nserase (1) 770 e RS e Kot 005045] (1 P_tifoliata_00001_mRNA_80.1
Glutathione S-transferase, C-torminal-
like [IPRO1097] (1)
Xyloghican galactosyliransferase .
GF0043297 0 0 (B toi Exostosin-like [IPR004263] (1) P_tifoliata_00001_mRNA_7S.1
glutathione peroxidase activity
Glutathione peroxidase [IPRO00SS9] (1):
_ (Gomoisn molcular_functon] (s e tone P FERIRESLCH
3 - .
crnenss 0 0 Vi prorise () LGbo0 Sologat s (1 Caone proste sl e P i 0001 mRNA 771
oxidation-reduction procass : s
[GO:0055114 biological process] (1) 1@ site [IPRO29739] (1)
ATP binding [GO:0005524
molecular_function] (1): protein Protein kinase-like domain [IPRO1 1009]
Protein kinase protein with phosphorylation [GO:0006465 (1): Protein kinase domain [IPR000719]
- s
(F0043295 0 0 tetmrapeptd peat damin (1) bioogal procs] (1) protin i (1 St iy profin P_trifolizta_00001_mRNA_75.1
activity [GO: kinase catalytic domain [IPRO01245] (1)
molecular_function] m
GF0043294 0 0 1 Pollen-specific protein SF3 (1) zine ion binding [GO:0008270 Zinc finger, LIM-type [IPROOI7S1] (1) - P_trifoliata_00001_mRNA _74.1
molecular_function] (1)
GF0043293 0 0 1 Hypothetical protein (1) - P_ifoliata_00001_mRNA_S5.1
GF0043292 0 0 1 Hypotheical protein (1) - P_tifoliata_00001_mRNA_30.1
GFO043291 0 0 1 Hypothetical protein (1) - P_trifoliata_00001_mRNA_279.1
GF0043290 0 0 1 Hypothetical protein (1) - P_tifoliata 00001 mRNA 244.1
membrane [GO:0016020
celllar_component] (1) ranserse —y L
activity, transferring acyl groups other 05 (1L E
GFO043289 0 0 1 Hypothetical protein (1) than amino-acyl groups [GO:0016747  SYUhase [IPRO12392] (1); FAE1 Type P._tifoliata_00001_mRNA_242.1
: ; 111 polyketide synthase-like protein
olecular_functon] (1) ay scid 11 PO O
biosynthatic process [GO:0006633
biological process] (1)
GFO043288 0 0 1 Hypothetical protein (1) - P_trifoliata_00001_mRNA_240.1
protein kinase actvity [GO:0004672  Serine-threonina/yrosine-protein kinase
molccular_function] (1): protein catalytic domain [IPROD1245] (1);
GFO043287 0 0 1 Hypothetical protein (1) phosphorylation [GO:000646% Protein kinsse domain [IPR000719] (1); - P_tifoliata 00001 mRNA 238.1
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