Kawahara et al./Breeding Science
doi: 10.1270/jsbbs.19097

Supplemental Table 3. C. clementina specific gene groups
i

Num.in C._celementine  Numin C. unshiu

Numin Prifoliata Note

GO

TnterPro

Members in C clementine

Members in C.unshiu

Members in P.trifoliata.

GF0000787 7 0
GF0004025 4 0
GF0009842 3 0
GF0005687 3 0
GF0033628 1 0
GF0033627 1 0
GF0033626 1 0
GF0033625 1 0
GF0033624 1 0
GF0033623 1 0
GF0033622 1 0
GF0033621 1 0
GF0033620 1 0
GF0033619 1 0
GF0033618 1 0
GF0033617 1 0
GF0033616 1 0
GF0033615 1 0
GF0033614 1 0
GF0033613 1 0
GF0033612 1 0
GF0033611 1 0
GF0033610 1 0
GF0033609 1 0
GF0033608 1 0
GF0033607 1 0
GF0033606 1 0
GF0033605 1 0
GF0033604 1 0
GF0033603 1 0
GF0033602 1 0
GF0033601 1 0
GF0033600 1 0
GF0033599 1 0
GF0033598 1 0
GF0033597 1 0
GF0033596 1 0
GF0033595 1 0
GF0033594 1 0
GF0033593 1 0
GF0033592 1 0
GF0033591 1 0
GF0033590 1 0
GF0033589 1 0
GF0033588 1 0
GF0033587 1 0
GF0033586 1 0
GF0033585 1 0
GF0033584 1 0
GF0033583 1 0
GF0033582 1 0
GF0033581 1 0
GF0033580 1 0
GF0033579 1 0
GF0033578 1 0
GF0033577 1 0

0 Integrase (5); Hypothetical protein (2)

0 Hypothetical protein (4)

0 Monosacharide transport protein (3)

0 Monosacharide transport protein (3)

0 Hypothetical protein (1)

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

0 Hypothetical protein (1)

0 Caleosin (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Peptide transporter PTR3-A (1)

0 Hypothetical protein (1)

0 Putative retroelement pol polyprotein (1)

0 Hypothetical protein (1)

0 Exosome complex component RRP4 (1)

0 Desiccation PCC13-like protein (1)

0 Thioesterase family protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)
0 Hypothetical protein (1)
U]
0 Hypothetical protein (1)

0 Hypothetical protei

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

0 Hypothetical protein (1)
0 Tau class glutathione S-transferase (1)

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

1-aminocyclopropane-1-carboxylate

© oxidase like 12 (1)

1-aminocyclopropan

o L-carboxylate
oxidase like 12 (1)

Desacetoxyvindoline 4-hydroxylase,
putative (1)

0 Hypothetical protein (1)

o aminocyelopropane- -carboxylate
nxldase homolog 11 (1)

Cytokinin riboside S'monophosphate
phosphoribohydrolase (1)
0 Hypothetical protein (1)

0

0 Hypothetical protein (1)

0 DNA repair protein XRCC4 (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

Enoyl-CoA delta isomerase 2,
peroxisomal (1)

Enoyl-CoA delta isomerase 2,
peroxisomal (1)

carotenoid biosynthetic process
1GO:0016117 biologial proces] (4:
carotene 7.8-desatu

Aspartic peptidase domain [IPR021109]
W)

d [IPR014103]

[GO:0016719 mnln,cularjunc
oxidoreductase acti
molecular_function] (4); oxidation-
reduction process [GO:00551 14
biological_process] (4)

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

translation [GO:0006412
iological_process] (1); structural
constituent of ribosome [GO:0003735
molecular_function] (1); ribosome
[GO:0005840 cellular_component] (1)

nucleic acid binding (GO:0003676
molecular_function] (1); zinc ion binding
[GO:0008270 molecular_function] (1)

nucleic acid binding [GO:0003676
molecular_function] (1)
transport [GO:0006810
biological_process] (1); membrane
[G0:0016020 cellular_component] (1);
transporter activity [GO:0005215
molecular_function] (1)
cyanate hydratase activity [GO:0008824
molecular_function] (1); DNA binding
[G0:0003677 molecular_fanction] (1);
cyanate metabolic process [GD 10009439
biological_process] (1); sequer
specific DNA binding [GO: o0s3565
molecular_function] (1)

exosome (RNase complex) [GO:0000178
cellular_component] (1); RNA binding
[G0:0003723 molecular_function] (1)

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

protein binding [GO:0005515
molecular_function] (1)

oxidation-reduction process

[GO:0055114 biological_process] (1);
xidoreductase activity [GO:0016491

molecular_function] (1)

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

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

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

zine ion binding [GO:0008270
molecular_function] (1); nucleic acid
binding [GO:0003676
molecular_function] (1)

DNA binding [GO:0003677
molecular_function] (1); nucleus
[GO:0005634 cellular_component] (1);
DNA recombination [GO:0006310
biological_process] (1; double-strand
break repair [GO:0006302
biological_process] (1)

hydrolase activity [GO:0016787
molecular_function] (1); metabolic
process [GO:0008152
biological_process] (1)

response to wounding [GO:0009611
biological_process] (1); serine-type
endopeptidase inhibitor activity
[G0:0004867 molecular_function] (1)

catalytic activity [G0:0003824
molecular_function] (1); metabolic
process [GO:0008152
biological_process] (1)

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

(4); Amine oxidase [IPR002937] (4);
FAD/NAD(P)-binding domain
[IPRO23753] (4)

Aspartic peptidase domain [ll’kﬂ"l 109)
(1); Ribonuclease H-like domai
[IPRO12337] (1)

Ribosomal protein L14P [IPR000218]

(1); Ribosomal protein LI4P, conserved s

site [IPRO19972] (1)

Caleosin-related [IPRO0TT36] (1)
Aspartic peptidase domain [IPR021109]
1

m

Domain of unknown function DUF4219
[IPR025314] (1); Zinc finger, CCHC-
type [IPROOISTS] (1)

Ribonuclease H-like domain
[IPRO12337] (1)

Major facilitator superfamily domain
[IPR020846] (1); Proton-dependent
oligopeptide transporter family
[IPR000109] (1)

(‘)sna\c hydratase [IPROOS076] (1);
repressor-like, DNA-binding

dnnmm [IPR010982] (1); Cyanate Iyas&
C-terminal [IPR003712] (1; Cro/Cl-t

helix-turn-helix domain [IPR001387] (n

Exosome complex RNA-binding protein
1/RRP4O/RRP4 [IPRO26699] (1): K
Homology domain, type 1 [IPR004088]
m

Ferritin-related [IPR012347] (1)
Phenylacetic acid degradation-related
domain [IPRO03736] (1); Thioesterase
domain [IPR006683] (1); HotDog
domain [TPR029069] (1)

Ulp! protease family, C-terminal
catalytic domain [IPR003653] (1)

Transposase-associated domain
[IPR029480] (1)

Ubiguitin-related domain [IPR029071]
a

LOG family [IPR031100] (1)
Domain of unknown function DUF4216
[IPRO25312] (1)

Thioredoxin-like fold [TPR012336] (1);
Glutathione S-transferase, C-terminal-like
[IPRO10987] (1); Glutathione S-
transferase, N-terminal [IPR004045] (1)

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

ding

Oxoglutaratefiron-dependent dioxygenase
[IPR005123] (1); Isopenicillin N
synthase-like [IPR027443] (1); Non-
haem dioxygenase N-terminal domain
[IPR026992] (1)

Non-haem dioxygenase N-terminal
domain [TPR026992] (1); Isopenicillin N
synthase-like [IPR027443] (1);
Oxoglutarate/iron-dependent dioxygenase
[IPRO0S123] (1)
Oxoglutarateiron-dependent dioxygenase
[IPR005123] (1); Non-haem dioxygenase
N-terminal domain [IPR026992] (1);
Isopenicillin N synthase-like
[IPR027443] (1)

Isopenicillin N synthase-like
[IPR027443] (1); Non-haem dioxygenase
N-terminal domain [IPR026992] (1);
Oxoglutaratefiron-dependent dioxygenase
[IPR005123] (1)

LOG family [IPRO31100] (1)

Zine finger, CCHC-type [IPRO0ISTS] (1)

DNA repair protein XRCC4
[IPROTOSSS] (1)

Peptidase M20 [IPR002933] (1)

Pentatricopeptide repeat [IPRO02SSS] (1) s

Proteinase inhibitor 113, potato inhibitor I
[IPRO00864] (1)

Crotonase superfamily [IPR001753] (1);
ClpP/crotonase-like domain [IPR029045]
[0}

ClpPlerotonase-like domain [IPR029045]
(1); Crotonase superfamily (IPR001753]
(0]

scaffold_I_mRNA_1802.1,scaffold_3_m

RNA_1921.1scaffold_3_mRNA_815.1,5

caffold_S_mRNA_4186.1scaffold 8 m -
RNA_1156.1scaffold_9_mRNA_1777.1,

scaffold_9_mRNA_1997.1

scaffold_S_mRNA_3317.1scaffold_S_m
RNA_3333.1,scaffold_S_mRNA_3335.1, -
scaffold_S_mRNA_3340.1

scaffold_3_mRNA_4804.1 scaffold_3
RNA_5074.1,scaffold_S_mRNA_3631. 3
scaffold_I_mRNA_2569.1.scaffold
RNA_I1391.1 scaffold_3_mRNA_42:

scaffold_9_mRNA_996.1 -

scaffold_9_mRNA_995.1 -
scaffold_9_mRNA_994.1 -
scaffold_9_mRNA_993.1 -

scaflold_9_mRNA_970.1 -

scaffold_9_mRNA_967.1 -

scaffold_9_mRNA_948.1 -

scaffold_9_mRNA_945.1 -

scaffold_9_mRNA_943.1 -

scaffold_9_mRNA_938.1 -

scaffold_9_mRNA_931.1 -

scaffold_9_mRNA_924.1 -

scaffold_9_mRNA_908.1 -

scaffold_9_mRNA_904.1 -

scaffold_9_mRNA_901.1 -

scaffold_9_mRNA_90.1 -

scaffold_9_mRNA_9.1 -

scaffold_9_mRNA_897.1 -
scaffold_9_mRNA_895.1 -
scaffold_9_mRNA_894.1 -
scaffold_9_mRNA_893.1 -
scaffold_9_mRNA_891.1 -
scaffold_9_mRNA_890.1 -

scaffold_9_mRNA_889.1 -
scaffold_9_mRNA_886.1 -

scaflold_9_mRNA_884.1 -
scaffold_9_mRNA_880.1 -

scaffold_9_mRNA_878.1 -

scaffold 9 mRNA_843.2 -

scaffold_9_mRNA_828.1 -
scaffold_9_mRNA_827.1 -

scaffold_9_mRNA_§25.1 -
scaffold_9_mRNA_§23.1 -
scaffold_9_mRNA_820.1 .
scaffold_9_mRNA_817.1 .
scaffold_9_mRNA_813.1 .
scaffold_9_mRNA_809.1 .

scaffold_9_mRNA_799.1 -

scaffold_9_mRNA_797.1 -

scaffold_9_mRNA_795.1 -

scaffold_9_mRNA_794.1 .

scaffold_9_mRNA_791.1 -

scaffold_9_mRNA_790.1 -

scaffold_9_mRNA_789.1 -

scaffold_9_mRNA_780.1 -

scaffold 9 mRNA_778.1 -

scaffold_9_mRNA_775.1 -

scaffold_9_mRNA_768.1 -

scaffold_9_mRNA_764.1 -

scaflold_9_mRNA_744.1 -

scaflold_9_mRNA_743.1 -

scaffold_9_mRNA_742.1 -



T NamnC celementine  NuminC. urshiu Note co ToterPro Member Members in P oA
regulation of defense response
[GO:0031347 biological_procass] (1);
regulation of salieylic acid mediated
signaling pathway [GO:2000031 Ankytin repeat [IPRO02110] (1); Ankyrin
biological_process] (1);cellular response. repeat-containing domain [IPR020633]
GF0033576 ! 0 0 Hypothetical protein (1) to salicylic acid stimulus [GO:0071446  (1); Protein accelerated cell death 6 scaffold_9_mRNA_740.1
biological_process] (1); integral [IPRO32846] (1)
component of membrane [GO:0016021
cellular_component] (1); protein binding
[GO:0005515 molecular_function] (1)
GF0033575 1 0 0 Hypothetical protein (1) scaffold_9_mRNA_739.1
tegral component of membrane
(GO:0016021 cellular_component] (1):
el esporse o syl sid
stimulus [GO:007 144 Ankyrin tepeat [IPR02110] (1): Protein
T biological_process|] (w ): protein binding  accelerated cell death 6 [IPR032846] (1);
GF0033574 1 0 0 ﬁ’;ky“" repeat family protein, put [GO:0005515 molecular_function] (1); ~ PGG domain [IPR026961 (1); Ankyrin  scaffold_9_mRNA_738.1
regulation of defense response repeat-containing domin [IPR020683]
[GO:0031347 biological_process] (1 (1)
regulation of salieylic acid mediated
signaling pathway [GO:2000031
biological_process] (1)
GF0033573 1 0 0 Hypothetical protein (1) scaffold_9_mRNA_732.1
GF0033572 1 0 0 Hypothetical protein (1) scaffold_9_mRNA_726.1
GF0033571 1 0 0 Hypothetical protein (1) scaffold_9_mRNA_721.1
GF0033570 1 0 0 Hypothetical protein (1) scaffold_9_mRNA_718.1
regulation of salieylic acid mediated
signaling pathway [GO:2000031
biological_process] (1): egulation of
defense response [GO:0031347 — -
biological_process] (1); protein binding A“:z::;f&::““zi?‘?jé‘[?;;{‘Ji:é';:’]"
GF0033569 1 0 0 Hypothetical protein (1) [GO:0005515 molecular_function] (1); 10" e scaffold 9 mRNA_715.1
(1): Protein accelerated cell death 6
integral component of membrane .
[GO:0016021 cellular_component] (1):
cellular response to salicylic acid
stimulus [GO:0071446
biological_process] (1)
GF0033568 1 0 0 Hypothetical protein (1) scaffold_9_mRNA_713.1
Domain of unknown function DUF4219
GF0033567 1 0 0 Hypothetical protein (1) o, scaffold_9_mRNA_688.1
GF0033566 1 0 0 Monosacharide transport protein (1) scaffold_9_mRNA_686.1
sical prote Retrotransposon gag domain )
GF0033565 1 0 0 Hypothetical protein (1) HPRO0S O] () scaffold_9_mRNA_685.1
catalytic activity [GO:0003824
molecular_function] (1);faty acid
biosynthetic process [GO:0006633  FAE1/Type Il polyketide synthase-like
biological_process] (I); transferase ~ protein [IPRO13601] (1): Thiolase-like.
i . activity, transferring acyl groups other  [IPRO16039] (1): Chalcone/stbene
GF0033564 1 0 0 3-ketoacyl-CoA synthase 2 (1) T aminacsTaroume [GO001ET47  ymihase, Cermnal IPRO12328] (1, Sc4To14 9 mRNA_682.1
molecular_finction) (1): membrane  Very-long-chain 3-ketoacyl-CoA
[GO:0016020 cellular_component] (1): ~ synthase [IPROI2392] (1)
metabolic procss [GO:0008152
biological_process] (1)
;'““"g"“c‘:' '\:::‘C’g::;“f )[GD o‘l‘;&p}:x SWUSNF-like complex subunit
el ot N BAF250/0sa [IPR021906] (1): .
GF0033563 1 0 0 Hypothetical protein (1) comples G = [Coumses :‘ oniine il pe fld (PR T6084] 1 S4TI9 MRNA_681.1
{00058 metemsin oncta) (1 Ammadilo-ike heical [IPROT1989] (1)
membrane [GO:0016020
cellular_component] (1); metabolic
process [GO:0008152
biological_process] (1); transferase hiolase-like [IPROI603] (1); Very-
ity rantoring syl aroups ey one-ehain -keoaeyCoA synthase
GF0033562 1 0 0 3-ketoacyl-CoA synthase 11 (1) (IPRO12392] (1): FAE1Type Il scaffold_9_mRNA_678.1
than amino-acyl groups [GO:0016747
polyketide synthase-like protein
molecular_function] (1) faty acid Beotsgom ()
biosynthetic process [GO:0006633
biological_process] (1); catalytc activity
[GO:0003824 molecular_function] (1)
GF0033561 1 0 0 Hypothetical protein (1) scaffold_9_mRNA_670.1
Sulphate adenylyltransferase catalytic
TSA: Mol iy ezecrbl RNA. e sdcyyirosens (ATF) acivey domsi [FRO24951) 1) Rosann. e
GFO033560 ! 0 sequence (1) [GO:0004781 molecular_function] (1) alpha/beta/alpha sandwich fold scaffold_5_mRNA,_664.1
[IPRUI4729] [0}
Cation-transporting P-type ATPase, N-
terminal [IPRO04014] (1): P-type
integral component of membrane M. i 0200
[GO:0016021 cellular_component] (1); '
o it [0 c ATPue, i dotin
GF0033559 1 0 0 Cation transport ATPase (1) me [lrkumvx] (1); P-type A scaffold_9_mRNA_663.1
molecular_function] (1: nuclcotide
cytoplasmic domain N [uzmmzvs] 05
binding [GO:0000166
e tmeton) (1) P-type ATPase [IPROOI7S7] (1) P-type
mol ! ATPase, phosphorylation site
(IPROIS303] (1)
GF0033558 1 0 0 Glutaminase (1) scaffold_9_mRNA_661.1
HAD-lke domain [IPR023214] (1);
Cation-transporting P-type ATPase, N-
integral component of membrane terminal [IPRO04014] (1): P-type
[GO:0016021 cellular_component] (1): ~ ATPase, A domain [IPR00S250] (1); P-
. . . metal on binding [GO:0046872 type ATPase, phosphorylation .
GFO033557 ! 0 0 Cation transport ATPase (1) molecular_function] (1); nucleotide [IPROIS303] (1): Cation-transporting p-**T01d_9_mRNA_660.1
binding [GO:0000166 type ATPase, C-terminal IPR00G06S]
molecular_function] (1) (1): Ptype ATPase, transmembrane
domain [IPR023298] (1); P-type ATPase
(IPRO01757) (1)
protcolysis [GO:0006508
3 . i biological_procass] (1); cysteinc-type  Ulpl protcase family, C-terminal )
GFO033556 ! 0 0 Hypothetical protein (1) peptidase activity [GO:0008234 catalytic domain [IPR003653] (1) scaffold_9_mRNA_653.1
molecular_finction) (1)
GF0033555 1 0 0 Hypothetical protein (1) scaffold_9_mRNA_629.1
. i FARI DNA binding domain .
GF0033554 1 0 0 Hypothetical protein (1) PROBA330) 1) scaffold_9_mRNA_625.1
TP mediared o P-loop containing nucleoside triphosphate
small GTPase mediated signal hydrolase [IPR027417] (1); Small GTP-
transduction [GO:0007264 !
Fiogiel mscees) (1 TP binging  indingprotcin dorain [IPRO0S225] (1)
GF0033553 1 0 0 ADP-ribosylation factor ATF (1) | process] (1); GTP b Small GTPase superfumily, ARF type  scaffold_9_mRNA_62.1
[GO:0005525 molecular_function] (1); - AL
! [IPRO24156] (1): Small GTPase
intracellular [GO:0005622
cellular_component] (1) superfamily, ARF/SAR type
~ [IPRO06689] (1)
GF0033552 1 0 0 Hypothetical protein (1) scaffold_9_mRNA_6.1
GF0033551 1 0 0 Monosacharide transport protein (1) scaffold_9_mRNA_599.1
Glyoxalaselfosfomycin
resistance/dioxygenase domain
GF0033550 1 0 0 Hypothetical protein (1) [IPR004360] (1): Glyoxalase/Bleomycin scaffold_9_mRNA_S86.1
resistance protein/Dihydroxybipheny]
dioxygenase (IPR02906] (1)
GF0033549 1 0 0 Hypothetical protein (1) scaffold_9_mRNA_584.1
Glyoxalase/Bleomycin resistance
GFO033548 1 0 0 Hypothetical protein (1) protein/Dihydroxybiphenyl dioxygenase  scaffold_9_mRNA_S583.1
[IPRO29068] (1)
GF0033547 1 0 0 Exfﬁm‘ﬁ"”w"“" abundant D-like Seed maturation protein [IPRO07011] (1) scaffold 9_mRNA_582.1
cysteine-type peptidase activity Domain of unknown function DUF1985
[GO:0008234 molecular_function] (1; ~ [IPRO15410] (1); Ulp! protease farily.
GF0033546 1 0 0 Hypothetical protein (1) ool [GO:K006508  temmina chsyie ormin [IPR003 437 ATId_9_MRNA_S63.1
biological_process] (1) 0
MULE transposase domain [IPRO18289]
GF0033545 1 0 0 Hypothetical protein (1) (1): Transposase, MuDR, plant scaffold_9_mRNA_562.1
[IPRO04332] (1)
. ) nucleic acid binding [GO:0003676 Ribonuclease H-like domain .
GF0033544 1 0 0 Transposable element Ac (1) etocdas function (1) [PROIZI37] 1) scaffold_9_mRNA_S51.1
Cyelin, Neterminal [IPRO06671] (1):
GF0033543 1 0 0 Amino-terminal domain cyclin (1) el ke RO S7681 (1 scaffold_9_mRNA_534.1
m‘fc'“ I:f“:_ l:"":")""g] {f‘o ?2:2:76 HAT, C-terminal dimerisation domain
GF0033542 1 0 0 Hypothetical protein (1) tecular_func ) pr [IPRO0890G] (1; Ribonuclease H-like  scaffold_9_mRNA_527.1
dimerization activity [GO:0046983
domain [IPRO12337] (1)
molecular_function] (1)
GF0033541 1 0 0 Hypothetical protein (1) scaffold_9_mRNA_521.1
xﬁ‘l’:ﬁ:‘;:;‘:‘;l :‘ly'[i’:l’l ‘:’J;’:‘" Thioredoxin domain [IPRO13766] (1);
GF0033540 1 0 0 Type Il peroxiredoxin (1) o . Thioredoxin-like fold [IPRO12336] (1): ~ scaffold_9_mRNA_S02.1
Homeostasis [GO:0045454
Redoxin [IPRO13740] (1)
biological_proccss] (1)
 Bidirectonal sugar transporter SWEETGb itegral component of membrane SWEET sugar transporter [IPR004316]
GF0033539 1 0 [GO:0016021 cellular_component] (1) (1) scaffold_9_mRNA_S0.1
GF0033538 1 0 0 Hypothetical protein (1) scaffold_9_mRNA_495.1
GF0033537 1 0 0 Hypothetical protein (1) scaffold_9_mRNA_489.1
Gr0033536 , o o Hspotheialprorein (1) nucleic acid binding (GO:0003676 Ribonuclease H-like domain caffold 0 mRNA 4571

molecular_function] (1

[IPRO12337] (1)



D Num. in C. celementine

Numin C. unshiu

Note GO

TaterPro

Members in P.trifoliata

GF0033535 1

GF0033534 1

GF0033533 1

GF0033532 1

GF0033531 1

GF0033530 1

GF0033529 1

GF0033528 1

GF0033527 1

GF0033526 1

GF0033525 1

GF0033524 1
GF0033523 1
GF0033522 1
GF0033521 1

GF0033520 1

GF0033519 1
GF0033518 1

GF0033517 1

GF0033516 1
GF0033515 1

GF0033514 1

GF0033513 1

GF0033512 1

GF0033511 1

GF0033510 1

GF0033509 1

GF0033508 1

GF0033507 1
GF0033506 1

GF0033505 1

GF0033504 1

GF0033503 1

GF0033502 1
GF0033501 1
GF0033500 1
GF0033499 1
GF0033498 1

GF0033497 1

GF0033496 1

s o oo o

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

0 Basic 7S globulin (1)

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

0 Basic 7S globulin (1)

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

0 Basic 7S globulin (1)

0 Hypothetical protein (1)

calcium ion binding [GO:0005509

0 Hypothetical protein (1) molecular_function] (1)

calcium fon binding [GO:0005509
0 Hypothetical protein (1) molecular_function] (1)

0 Hypothetical protein (1)

 Dienclactone hydrolase family, putative  hydrolase activity [GO:0016787
molecular_function] (1)

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

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Ankyrin repeat plant-like protein (1) p'°|'e'" binding [GO:0005515

molecular_function] (1)

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

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

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

ATP binding [GO:0005524
molecular_function] (1); unfolded protein
0 T-complex protein 1 subunit gamma (1) binding [GO:0051082
molecular_function] (1); protein folding
[GO:0006457 biological_process] (1)

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

o Polynucleotidyl transferase, Ribonuclease nucleic acid binding [GO:0003676
O H fold (1) molecular_function] (1)

ribosome [GO:0005840
cellular_component] (1); translation
[GO:0006412 biological_process] (1)
racellular [GO:0005622
cellular_component] (1); structural
constituent of ribosome [GO:000373:
molecular_function] (1)

0 Ribosomal protein L33 family protein (1)

0 Hypothetical protein (1)
‘nucleic acid binding [GO:0003676
molecular_function] (1); protein
dimerization activity [GO:0046983
molecular_function] (1); DNA binding
1GO:0003677 molecuar_funcio) (1;
regulation of transcription,

templated [GO:0006355
biological_process] (1)

0 Hypothetical protein (1)

GTPase activity [G0:0003924
molecular_function] (1); GTP binding
[G0:0005525 molecular_function] (1)

0 Elongation factor 2 (1)

0 Hypothetical protein (1)

0 Cyclic nucleotide-gated ion channel 1 (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

Cyelic nucleotide-gated ion channel,
putative (1)

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

0 Hypothetical protein (1)

Cytokinin riboside S-monophosphate
phosphoribohydrolase (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

nucleic acid binding [GO:0003676
molecular_function] (1); RNA-DNA
hybrid ribonuclease activity
[G0:0004523 molecular_function] (1);
DNA integration [GO:0015074
biological_process] (1)

0 Hypothetical protein (1)

o LRR receptor-like kinase family protein —protein binding [GO:0005515
a molecular_function] (1)

Aspartic peptidase Al family
[IPRO01461] (1); Xylanase inhibitor, N-
terminal [IPRO32861] (1; Xylanase
inhibitor, C-terminal [IPR032799] (1);
Xylanase inhibitor I-like [IPR033868]
(1); Aspartic peptidase domain
[IPRO21109] (1); Peptidase family Al
domain [IPRO33121] (1)

Peptidase family A1 domain
[IPRO33121] (1); Aspartic peptidase
domain [IPRO21109] (1); Xylanase
inhibitor I-like [IPRO33868] (1); Aspartic
peptidase Al family [IPRO0I461] (1);
Xylanase inhibitor, C-terminal
[IPR032799] (1); Xylanase inhibitor, N-
terminal [IPRO32861] (1)

Xylanase inhibitor I-like [IPR033868]
(1); Xylanase inhibitor, C-terminal
[IPR032799] (1); Xylanase inhibitor, N-
terminal [IPRO32861] (1); Aspartic
peptidase Al family [IPRO0I461] (1);
Aspartic peptidase domain [IPR021109]
(1); Peptidase family Al domain
[IPRO33121] (1)

EF-hand domain pair [IPRO11992] (1);
EF-hand domain [IPR002048] (1); EF-
Hand 1, calcium-binding site
[IPRO18247] (1)

EF-hand domain [mzomm] (1); EF-

Hand 1, calcium-bindin

[IPROI8247] (1); EF- . domsm pair
[IPRO11992] (1)

Dienelactone hydrolase [IPR002925] (1);
Alpha/Beta hydrolase fold [IPR029058]
m

UDP-glucuronosy/UDP-
elucosyltransferase [IPR002213] (1)

Ankyrin repeat [IPR002110] (1); Ankyrin
repeat-containing domain [IPR020683]
)

F-box associated interaction domain
[IPRO17451] (1)

Retrotransposon gag domain
[IPRO05162] (1)

Pectin lyase fold [IPRO12334] (1);
Pectate lyase superfnmll o Iein
[IPR024535] (1); Pectin lya:
fold/virulence factor [IPRQI mso] 0}

Chaperonin TCP-1, conserved site
[IPR002194] (1); Chaperone tailless
complex polypeptide 1 (TCP-1)
[IPRO17998] (1); T-complex protein I,
‘gamma subunit [IPRO12719] (1); GroEL-
like equatorial domain [IPR027413] (1);
Chaperonin Cpn60/TCP-1 family
[IPR002423] (1); GroEL-like apical
domain [IPR027409] (1)

Reverse transcriptase zinc-binding
domain [IPR026960] (1; Ribonuclease
Helike domain [IPR012337] (1)

Zinc-binding ribosomal protein
[IPRO11332] (1); Ribosomal protein L33
[IPR001705] (1)

NAC domain [IPR003441] (1; Zine
finger, BED-type [IPR003656] (1); hAT-
like transposase, RNase-H fold
[IPR025525] (1); Ribonuclease H-like
domain [IPRO12337] (1); Zinc finger
C2H2-type [IPROI3087] (1); HAT, C-
terminal dimerisation domain
[IPRO08906] (1)

Small GTP-binding protein domain
[IPR005225] (1); P-loop containing
nucleoside triphosphate hydrolase
[IPRO27417] (1); Tmmlxunn elongation
factor EFG/EF2, domain IV [IPR005517]
(1); Translation protein, betarbanel
domain [IPR009000] (1; Translation
elongation factor EFG, V' domain
[IPR000640] (1); Ribosomal protein S5
domain 2-type fold, subgroup
[IPRO14721] (1); Tr-type G domain,
conserved site [IPRO31157] (1);
Translation elongation factor EFTu-like,
domam 2 (IPRO04161] (1); Transcription
fact inding domain [IPR000795]
(n, Erortosin ke [IPRDMZ 31 (1):
Elongation factor G, I11-V domain
[IPR009022] (1); Ribosomal protein S5
domain 2-type fold [IPR020568] (1)

Cyelic nucleotide-binding-like
[IPRO18490] (1); RmIC-like elly roll
fold [IPRO14710] (1); Cyclic nucleotide-
binding domain [IPR000395] (1)
Tsopenicillin N synthase-like
[IPR027443] (1)

RmiC-like jelly roll fold [IPR014710]
(1); Cyclic nucleotide-binding-like
[IPRO18490] (1); Cyclic nucleotide-
binding domain [IPR000S95] (1)

Ulp! protease family, C-terminal
catalytic domain [IPR003653] (1)

LOG family [IPRO31100] (1); Cytokinin

riboside S-monophosphate

phosphoribohydrolase LOG [IPR005269]
1

Domain of unknown function DUF1985
[IPROI5410] (1)

LOG family [IPRO31100] (1)

Retrotransposon gag domain
[IPRO0S162] (1); Integrase, catalytic core
[IPRO01584] (1); Ribonuclease H-like
domain [IPRO12337] (1); Ribonuclease H
domain [IPR002156] (1)

Leucine-rich repeat, typical subtype
[IPRO03591] (1); Leucine-rich repeat
domain, L doma PRO32675] (1);
Leucine-rich repeat [lmmmsl 170
Leucine-rich repeat-containing N-
terminal, plant-type [IPRO13210] (1)
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scaffold_9_mRNA_3690.1 -

scaffold_9_mRNA_3689.1 -

scaffold_9_mRNA_3688.1 -

scaflold_9_mRNA_3670.1 -
scaflold_9_mRNA_3662.1 -
scaflold_9_mRNA_3642.1 -
scaflold_9_mRNA_3641.1 -

scaffold_9_mRNA_3638.1 -

scaffold_9_mRNA_3636.1 -



D Num. in C. celementine

Numin C. unshiu

Note

GO

TaterPro

Members in P.trifoliata

GF0033495 1

GF0033494 1

GF0033493 1

GF0033492 1

GF0033491 1

GF0033490 1

GF0033489 1

GF0033488 1

GF0033487 1
GF0033486 1

GF0033485 1
GF0033484 1
GF0033483 1

GF0033482 1

GF0033481 1

GF0033480 1

GF0033479 1

GF0033478 1

GF0033477 1

GF0033476 1

GF0033475 1

GF0033474 1

GF0033473 1

GF0033472 1

GF0033471 1

GF0033470 1

GF0033469 1

GF0033468 1
GF0033467 1
GF0033466 1
GF0033465 1

GF0033464 1

GF0033463 1
GF0033462 1
GF0033461 1

GF0033460 1
GF0033459 1
GF0033458 1
GF0033457 1
GF0033456 1

GF0033455 1

GF0033454 1
GF0033453 1
GF0033452 1
GF0033451 1
GF0033450 1

GF0033449 1

GF0033448 1

GF0033447 1

GF0033446 1

GF0033445 1
GF0033444 1

GF0033443 1

GF0033442 1
GF0033441 1

GF0033440 1
GF0033439 1
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o Anthocyanidin 5,3-O-glucosylransferase

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

3-isopropylmalate dehydratase large

© Subunit (1)

0 Hypothetical protein (1)

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

0 Retinol dehydrogenase 14 (1)

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

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

0 Monosacharide transport protein (1)

Heavy metal-associated domain protein,
putative (1)

0 Hypothetical protein (1)

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

Putative non-LTR retrolelement reverse
transcriptase (1)

0 Gibberellin receptor GID1, putative (1)

0 Gibberellin receptor GIDI, putative (1)

Proline-rich receptor-like protein kinase

O PERKIS (1

Basic helix-loop-helix DNA-bi
superfamily protein, putative (1)

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

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

0 Hypothetical protein (1)

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

0 Hypothetical protein (1)
0 Hypothetical protein (1)
0 Heat stress transeription factor B-2b (1)
0 Hypothetical protein (1)

0 Hypothetical protein (1)
0 DUF1680 domain protein (1)

o Cytokinin riboside S-monophosphate
© phosphoribohydrolase (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)

 Oxidoreductase 2-oxoghiarate-lron(Il)-
© gependent oxygenase (1)

0 Hypothetical protein (1)

0 Wall-associated receptor kinase-like 9 (1)

2-oxoglutarate and Fe(IT)-dependent
0 oxygenase superfamily protein, putative
[0}

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

0 Hypothetical protein (1)

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

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

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

biological process] (1)

DNA binding [GO:0003677
molecular_function] (1)

protein binding [GO:0005515
molecular_function] (1)

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

metal ion binding [GO:0046872
molecular_function] (1); metal ion
transport [GO:0030001
biological_process] (1)

cysteine-type peptidase activity
[GO:0008234 molecular_function] (1);
proteolysis [GO:0006508
biological_process] (1)
cysteine-type peptidase activity
[G0:0008234 molecular_function] (1);
proteolysis [GO:0006508
biological_process] (1)

nucleic acid binding [GO:0003676
molecular_function] (1); zinc ion bindin
[GO:0008270 molecular_function] (1)

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

hydrolase activity [GO:0016787
molecular_function] (1); metabolic
process [GO:0008152
biological_process] (1)

hydrolase activity [GO:0016787
molecular_function] (1); metabolic
process [GO:0008152
biological_process] (1)

protein phosphorylation [GO:0006468
biological_process] (1); protein kinase
activity [GO:0004672
molecular_function] (1): ATP binding
[G0:0005524 molecular_function] (1)
DNA binding [GO:0003677
molecular_function] (1); protein
dimerization activity [GO:0046983
molecular_function] (1)

RNA-DNA hybrid ribonuclease activity
[GO:0004523 molecular_function] (1);
nucleic acid binding [GO:000367¢
molecular_function] (1)

zine ion binding [GO:0008270
molecular_function] (1); DNA binding
[GO:0003677 molecular_function] (1)

iron ion binding [GO:0005506
molecular_function] (1); heme bi

ing
[G0:0020037 molecular_function] (1);
oxidation-reduction process

[GO:0055114 biological_process] (1);

of molecular oxygen [GO:00
molecular_function] (1)

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

UDP-glucuronosy/UDP-
elucosyltransferase [IPR002213] (1)

Retrotransposon gag domain
[IPRO0S162] (1); Aspartic peptidase
domain [IPRO21109] (1)

NAD(P)-binding domain [IPR016040]
(1); B3 DNA binding domain
[IPR003340] (1); Short-chain
dehydrogenase/reductase SDR
[IPR002347] (1); DNA-binding
pseudobarrel domain [IPRO15300] (1)
Gag-polypeptide of LTR copia-type
[IPR029472] [0}
Leucine-rich repeat [IPRO01611] (1);
Leucine-rich repeat domain, L domain-
like [IPRO32675] (1)
Short-chain dehydrogenase/reductase
SDR [IPR002347] (1): NAD(P)-binding
domain [IPROT6040] (1)

Zine finger, GRF-type [IPRO10666] (1)

Heavy metal-associated domain, HMA
[IPRO06121] (1)

Domain of unknown function DUF1985
[IPROI5410] (1); Ulp] protease family,
C-terminal catalytic domain [IPR003653]
[0}

Ulp! protease family, C-terminal
catalytic domain [IPR003653] (1):
Domain of unknown function DUF1985
[IPRO15410] (1)

Domain of unknown function DUF4283
[IPRO25558] (1); Zinc knuckle
CX2CX4HXAC [IPRO25836] (1): Zine
finger, CCHC-type [IPRO0IS7S] (1)
Ribonuclease H-like domain
[IPRO12337] (1)

Alpha/Beta hydrolase fold (IPR029058]
(1); Lipase, GDXG, putative histidine
active site [IPR002168] (1); Alpha/beta
hydrolase fold-3 [IPR013094] (1)

Alpha/Beta hydrolase fold [IPR029058]
(1); Alpharbeta hydrolase fold-3
[IPRO13094] (1)

Protein kinase domain [IPR000719] (1);
Protein kinase-like domain [IPRO11009]
(1); Serine-threonine/tyrosine-protein
kinase, catalytic domain [IPR001245] (1)
Achaete-scute transcription factor-related
[IPRO15660] (1): Myc-type, basic h
loop-helix (bHLH) domain [xPlem]
(0]

Ribonuclease H domain [IPR002156] (1);
Ribonuclease H-like domain
[IPRO12337] (1); Domain of unknown
function DUF4283 [IPR025558] (1)

Zine finger, A20-type [IPR002653] (1);
Zine finger, ANI-type [IPR0000SS] (1);
Eukaryotic rRNA processing
[IPROOSG10] (1)

Cytochrome P450 [IPR001128] (1)

Pectinesterase inhibitor domain
[IPRO06501] (1)

Heat shock transcription factor family
[IPRO27725] (1)
Protein of unknown function DUF$94
[IPRO0T658] (1)

HI127

[co nmssss molecular ﬁmcuon](l) L
arabinose metabolic pr
[GO:0046373 bwm o J)roues:] a

oxidoreductase activity [GO:0016491
molecular_function] (1); oxidation-
reduction process [GO:00551 14
biological_process] (1)

oxidoreductase activity [GO:0016491

molecular_function] (1); oxidation-
luction process [GO:0055114

biological_process] (1)

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

oxidoreductase activity [GO:0016491
molecular mmmn] (1; oxidation-
55114

bmlagxcnl pmcc:t] a

protein kinase activity [GO:0004672
molecular_function] (1); protein
phosphorylation [GO:0006468
biological_process] (1); polysaccharide
binding [GO:0030247
molecular_function] (1); ATP binding
[G0:0005524 molecular_function] (1)

Beta-L-
[IPRO12878] (1); Alpha-L-
arabinofuranosidase B, arabinose-binding
domain [IPR007934] (1)

LOG family [IPRO31100] (1)

Tsopenicillin N synthase-like
[IPR027443] (1); Oxoglutarateiron-
dependent dioxygenase [IPR005123] (1)

Tsopenicillin N synthase-like
[IPR027443] (1); Non-haem dioxygenase
N-terminal domain [IPR026992] (1);
Oxoglutarate/iron-dependent dioxygenase
[IPRO05123] (1)

Protein kinase-like domain [IPRO11009]
(1); Protein kinase domain [IPR000719]
(1); Serine/threonine-protein kinase,
active site [IPR00S271] (1)

Oxoglutarate/iron-dependent dioxygenase
[IPRO05123] (1); Isopenicillin N
synthase-like [IPR027443] (1); Non-
haem dioxygenase N-terminal domain
[IPR026992] (1)

Serine/threonine-protein kinase, active
site [IPRO0S271] (1); Protein kinase-like
domain [IPROT1009] (1); Wall-
associated receptor kinase, galacturonan-
binding domain [IPR025287] (1); Protein
Kinase domain [IPR000719] (1)

Nucleic acid-binding, OB-fold
[IPRO12340] (1)
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GF0033438 1

GF0033437 1

GF0033436 1

GF0033435 1
GF0033434 1

GF0033433 1

GF0033432 1

GF0033431 1

GF0033430 1

GF0033429 1
GF0033428 1

GF0033427 1

GF0033426 1
GF0033425 1
GF0033424 1

GF0033423 1
GF0033422 1

GF0033421 1

GF0033420 1

GF0033419 1

GF0033418 1

GF0033417 1

GF0033416 1
GF0033415 1
GF0033414 1

GF0033413 1

GF0033412 1

GF0033411 1
GF0033410 1
GF0033409 1

GF0033408 1

GF0033407 1

GF0033406 1

GF0033405 1

GF0033404 1

GF0033403 1

GF0033402 1
GF0033401 1

GF0033400 1

GF0033399 1

GF0033398 1

GF0033397 1

GF0033396 1

GF0033395 1

GF0033394 1
GF0033393 1

GF0033392 1

GF0033391 1
GF0033390 1
GF0033389 1
GF0033388 1
GF0033387 1
GF0033386 1
GF0033385 1
GF0033384 1

GF0033383 1
GF0033382 1
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transferase activity, transferring acyl
‘2roups other than amino-acyl groups
[GO:0016747 molecular_function] (1)

o Anthocyanin S-aromatic acyliransferase:

0 Hypothetical protein (1)
o Cytokinin riboside S-monophosphate
© phosphoribohydrolase (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)
ATPase activity [GO:0016887
0 Hypothetical protein (1) molecular_function] (1); ATP binding
[G0:0005524 molecular_function] (1)
transporter activity [GO:0005215
molecular_function] (1); transmembrane
transport [GO:0055085
biological_process] (1); substrate-specific
transmembrane transporter activity
[G0:0022891 molecular_function] (1);
integral component of membrane
[GO:0016021 cellular_component] (1);
transmembrane transporter ac
[G0:0022857 molecular_function] (1);
membrane [GO:0016020
cellular_component] (1)

0 Hypothetical protein (1)

0 Hypotelprcn (1 s el nding [GO0003675
transporter activity [GO:0005215
molecular_function] (1); transmembrane
transport [GO:0055085
biological_process] (1); substrate-specific
transmembrane transporter activity
[GO:0022891 molecular_function] (1);
regral component of membrane
[GO:0016021 cellular_component] (1);
transmembrane transporter activity
[GO:0022857 molecular_function] (1);
membrane [GO:0016020
cellular_component] (1)

0 Hypothetical protein (1)

Retrotransposon protein, putative,
unclassified (1)
0 Hypothetical protein (1)
integral component of membrane
[GO:0016021 cellular_component] (1);
substrate-specific transmembrane
transporter activity [GO:0022891
molecular_function] (1); membrane
[GO:0016020 cellular_component] (1);
transmembrane transporter ac
[G0:0022857 molecular_function] (1);
transmembrane transport [GO:0055085
biological_process] (1)

0 Hexose carrier protein HEX6 (1)

0 DUF4283 domain protein (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)

0 Hypothetical protein (1)
0 Hypothetical protein (1)
Cytokinin riboside S-monophosphate

© phosphoribohydrolase (1)

0 Hypothetical protein (1)
response to wounding [GO:0009611
0 Protcinase inhibitor (1) biological_process] (1); serine-type

endopeptidase inhibitor activity
[G0:0004867 molecular_function] (1)

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

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

0 Hypothetical protein (1)

o Ankyrin repeat family protein, putative  protein binding [GO:0005515
ay molecular_function] (1)

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

0 Hypothetical protein (1)

protein binding [GO:0005515

0 F-box protein At5g07610 (1) molecular function] (1)

zinc ion binding [GO:0008270

0 Mutator-like transposase (1) olecular function] (1)

0 Serine esterase family protein (1)

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

0 Hypothetical protein (1)

0 Hypotetilprcn (1 clstron it vty [GO.00VS3
0 Hypothetical protein (1)

0 Hypothetical protein (1)

electron carrier activity [GO:0009055
molecular_function] (1): cell redox
homeostasis [GO:0045454
biological_process] (1); protein disulfide
oxidoreductase activity [GO:0015035
molecular_function] (1)

DNA ligase activity [GO:0003909
molecular_function] (1): DNA ligation
olved in DNA repair [GO:0051103
biological_process] (1

protein binding [GO:0005515
molecular_function] (1)

0 Glutaredoxin (1)

0 Hypothetical protein (1)

0 Protein SRC2 (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)
carbohydrate metabolic process

. jase family [GO:0005975 biological process] (1);

0 Glyeoside hydrolase family 28 protein (1) Lo iy [GO-0004650
molecular_function] (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

Non-LTR retroelement reverse. nucleic acid binding [GO:0003676
transcriptase (1) molecular_function] (1)

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

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

Transferase [IPRO03480] (1)

LOG family [IPR031100] (1)

Retrotransposon gag domain
[IPRO0S162] (1)

ABC transporter-like [IPR003439] (1);
P-loop conta
hydrolase [IPR027417] (1)

Sugar/inositol transporter [IPR003663]

1); Major facilitator, sugar transporter-
like [IPRO0S828] (1): Major facilitator
superfamily domain [IPR020846] (1)
Sugar transporter, conserved site
[IPRO0S829] (1)

Ribonuclease H-like domain
[IPRO12337] (1); Domain of unknown
function DUF4283 [IPR025558] (1)

Sugar/inositol transporter [IPR003663]
(1): Major facilitator, sugar transporter-
like [IPRO0S828] (1); Major facilitator
superfamily domain [IPR020846] (1);
Sugar transporter, conserved site.
[IPR005829] (1)

Aspartic peptidase domain [IPR021109]
m

Major facilitator, sugar transporter-like
[IPRO0S828] (1); Sugar/inositol
transporter [IPR003663] (1); Major
facilitator superfamily domain
[IPR020846] (1)

Domain of unknown function DUF4283
[IPRO25558] (1)

Aspartic peptidase domain [IPR021109]
ay

LOG family [IPRO31100] (1)

Tubulin/FtsZ, 2-layer sandwich domain
[IPROIS316] (1)

Proteinase inhibitor 113, potato inhibitor I
[IPR000864] (1)

Retrotransposon gag domain
[IPRO0S162] (1); Aspartic peptidase
domain [IPRO21109] (1)

Ankyrin repeat-containing domain
[IPRO20683] (1)

Ankyrin repeat [IPR002110] (1):; Ankyrin

repeat-containing domain [IPR020683]
[0}

Transposase, MuDR, plant [IPR004332]
M

F-box associated interaction domain
[IPRO17451] (1); F-box domain
[IPRO01810] (1); Kelch-type beta
propeller [IPRO15915] (1)
Zine finger, SWIM-type [IPR007527]
(1); Transposase, MuDR, plant
[IPR004332] (1); Zinc finger, PMZ-type
[IPR006564] (1): MULE transposase
domain [mml §289] (1)

of unknown function DUF676,
hpa;c e [IPR007751] (1); Alpha/Beta
hydrolase fold [IPR029058] (1)
Blue (type 1) copper protein, binding sit
[IPRO28871] (1); Phytocyanin dom
[IPR003245] (1); Cupredoxin
[IPR008972] (1)

Cupredoxin [IPR008972] (1); Blue (type
1) copper protein, binding site
[IPRO28871] (1); Phytocyanin domain
[IPR003245] (1)

Glutaredoxin subgroup [IPR014025] (1);
Glutaredoxin [IPR002109] (1);
Glutaredoxin, eukaryotic/virial
[IPRO11899] (1); Thioredoxin-like fold
[IPRO12336] (1)

Domain of unknown function DUF4283
[IPRO25558] (1): DNA ligase, ATP-
dependent, conserved site [IPRO16059]
M

C2 domain [IPR00000S] (1)
Aspartic peptidase domain [IPR021109]
m

Pectin lyase fold [IPR012334] (1); Pectin
Iyase fold/virulence factor [IPRO11050]
(1); Glycoside hydrolase, family 2§
[IPR000743] (1)

Ribonuclease H-
IPROI2337] (1) Reverse transcrptas
zine-binding domain [IPR02696 ](I)
TBYDPI/HVA22-related protein
[IPR004345] (1)

Aspartic peptidase domain [IPR021109]
)

scaffold_9_mRNA_3249.1

scaflold_9_ mRNA_3248.1
scaffold_9_mRNA_3246.1
scaffold_9_mRNA_3244.1

scaflold_9_mRNA_323.1

ing nucleoside triphosphate scaffold_9_mRNA_3228.1

scaffold_9_mRNA_3218.1

scaffold_9_mRNA_3214.1

scaflold_9_mRNA_3211.1

scaffold_9_mRNA_3210.1

scaffold_9_mRNA_321.1

scaffold_9_mRNA_3207.1

scaffold_9_mRNA_3206.1
scaffold_9_mRNA_3194.1
scaflold_9_mRNA_3190.1

scaffold_9_mRNA_3189.1
scaffold_9_mRNA_3188.1

scaffold_9_mRNA_3187.1

scaflold_9_mRNA_3185.1

scaffold_9_mRNA_3184.1

scaflold_9_mRNA_3177.1
scaffold_9_mRNA_3173.1

scaffold_9_mRNA_3172.1
scaffold_9_mRNA_3165.1
scaffold_9_mRNA_3159.1

scaffold_9_mRNA_3156.1
scaffold_9_mRNA_3155.1

scaffold_9_mRNA_3149.1
scaffold_9_mRNA_3145.1

scaflold_9_mRNA_3141.1

scaffold_9_mRNA_3138.1

scaffold_9_mRNA_3131.1

scaffold_9_mRNA_3130.1

scaffold_9_mRNA_3123.1

scaflold_9_mRNA_3122.1

scaffold_9_mRNA_3121.1

scaffold_9_mRNA_3110.1
scaffold_9_mRNA_3107.1

scaffold_9_mRNA_3094.1

scaflold_9_mRNA_3089.1

scaffold_9_mRNA_308.1

scaffold_9_mRNA_3079.1

scaffold_9_mRNA_3066.1

scaffold_9_mRNA_3063.1

scaffold_9_mRNA_3055.1
scaffold_9_mRNA_3048.1

scaffold_9_mRNA_3040.1

scaffold_9_mRNA_3032.1
scaffold_9_mRNA_3030.1
scaffold_9_mRNA_3028.1
scaffold_9_mRNA_3027.1
scaffold_9_mRNA_3019.1
scaffold_9_mRNA_3015.1
scaffold_9_mRNA_3008.1
scaffold_9_mRNA_2999.1

scaffold_9_mRNA_2997.1
scaffold_9_mRNA_2985.1
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GF0033381 1

GF0033380 1
GF0033379 1
GF0033378 1
GF0033377 1

GF0033376 1

GF0033375 1

GF0033374 1

GF0033373 1
GF0033372 1

GF0033371 1

GF0033370 1
GF0033369 1
GF0033368 1

GF0033367 1

GF0033366 1

GF0033365 1
GF0033364 1
GF0033363 1

GF0033362 1

GF0033361 1
GF0033360 1
GF0033359 1

GF0033358 1

GF0033357 1
GF0033356 1

GF0033355 1

GF0033354 1
GF0033353 1
GF0033352 1
GF0033351 1

GF0033350 1

GF0033349 1

GF0033348 1

GF0033347 1

GF0033346 1

GF0033345 1

GF0033344 1
GF0033343 1
GF0033342 1
GF0033341 1
GF0033340 1
GF0033339 1

GF0033338 1

GF0033337 1

GF0033336 1

GF0033335 1
GF0033334 1

GF0033333 1

GF0033332 1
GF0033331 1
GF0033330 1

GF0033329 1

GF0033328 1

GF0033327 1

GF0033326 1

GF0033325 1
GF0033324 1

GF0033323 1

GF0033322 1

GF0033321 1

°
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0 DUF642 family protein (1)

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

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

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

0 Hypothetical protein (1)

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

0 Putative disease resistance RGAI (1)

NB-ARC domain disease resistance
protein (1)

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

0 Hypothetical protein (1)

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

0 Hypothetical protein (1)

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

0 Hypothetical protein (1)

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

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Fragile histidine triad isoform 1 (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

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

0 Polygalacturonase (1)

0 Hypothetical protein (1)

MADS-box transcription factor far
protein (1)

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

MADS-box transcription factor family
protein (1)

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

MADS-box transcription factor family
protein (1)

o Polypepeide with reverse transcriptase:
© and RNaseH domains (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)

0 Hypothetical protein (1)

o Putative wall-associated receptor kinase-
©like 16 (1)

0 Hypothetical protein (1)

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

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

protein binding [GO:0005515
molecular_function] (1): ATP binding
[GO:0005524 molecular_function] (1
protein phosphorylation [GO:0006468
biological )rﬂce:a] (1), protein kinase
activity [G

molcculnrj\mcnou] m

protein kinase activity [GO:0004672
molecular_function] (1); pmlem
phosphorylation [GO:0006468
biological_process] (1): ATP binding
[G0:0005524 molecular_function] (1)

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

ADP binding [G0:0043531
molecular_function] (1)

DNA binding [GO:0003677
molecular_function] (1); regulation of
transcription, DNA-templated
[GO:0006355 biological_process] (1)
transeription factor activity, sequence-
specific DNA binding [GO:0003700
molecular_function] (1)

nucleic acid binding [GO:0003676
molecular_function] (1); DNA integration
[GO:0015074 biological_process] (1)

zine ion binding [GO:0008270
molecular funuion] (| ): regulation of
transcription, DNA-templated

[G0:0006355 bmloglcal |_process] (1)

catalytic activity [G0:0003824
molecular_function] (1)

protein dimerization activity
[GO:0046983 molecular ﬁmcnon] .
nucleic acid binding [GO:000367¢
molecular_function] (1)

DNA binding [GO:0003677
molecular_function] (1); protein
dimerization activity [GO:0046983
molecular_function] (1)

carbohydrate metabolic process
[GO:0005975 biological_process] (1);
polygalacturonase activity [GO:0004650
molecular_function) (1)

DNA binding [GO:0003677
molecular_function] (1); protein
dimerization activity [GO:0046983
molecular_function] (1)

RNA polymerase Il regulatory region
sequence-specific DNA binding
[G0:0000977 molecular_function] (1);
DNA binding [GO:0003677
molecular_function] (1); protein
dimerization activity [GO:0046983
molecular_function] (1); MAPK cascade
[GO:0000165 biological_process] (1);
positive regulation eﬂmn:criplion from
RNA polymerase Il p

[G0:0045944 bxolngmal pmm;] 0}

DNA binding [GO:0003677
molecular_function] (1); protein
dimerization activity [GO:0046983
molecular_function] (1)

‘nucleic acid binding [GO:0003676
molecular_function] (1); zinc ion binding
[G0:0008270 molecular_function] (1)
protein phosphorylation [GO:0006468
biological_process] (1); protein kinase
activity [GO:0004672
molecular_function] (1); ATP binding
[GO:0005524 molecular_function] (1)

Domain of unknown function DUF642

[IPRO06946] (1); Galactose-binding  scaffold_9_mRNA _2982.1

domain-like [IPRO0S979] (1)

ﬁf:g“‘gl;";; (l"';"'“ domain scaffold_9_mRNA _2981.1
scaffold_9_mRNA_2979.1

;;;’5;;:’;;‘;?‘;‘)"““ domain scaffold_9_mRNA_2978.1
scaflold_9_mRNA_2977.1

Ribonuclease H-like domain

[IPRO12337] (1)

Serine/threonine-protein kinase, active

site [IPRO0S271] (1); Protein kinase,

TP binding site [IPRO17441] (1);

Leucine-rich repeat-containing N-

terminal, plant-type [IPRO13210] (1);

Leucine-rich repeat [IPROOI611] (1);  scaffold 9_mRNA_2961.1

Protein kinase domain [meum] [0

Leucine-rich repeat domain, L domain-

like [IPRO32675] (1); prten kinsse-lke

domain [IPROT1009] (1; Leucine-rich

repeat, typical subtype [IPRO03591] (1)

scaffold_9_mRNA_2967.1

Serine/threonine-protein kinase, active
site [IPRO0S271] (1); Protein kinase-like
domain [IPROT1009] (1; Protein kinase
domain [IPR000719] (1)

scaffold_9_mRNA_2960.1

scaffold_9_mRNA_2958.1
scaffold_9_mRNA_2957.1

Aspartic peptidase domain [IPR021109]

(1); Ribonuclease H-like domai

[IPRO12337] (1); Ribonuclease H domain

[IPR002156] (1)

scaffold_9_mRNA_2955.1

scaffold_9_mRNA_2954.1
scaffold_9_mRNA_2946.1
scaffold_9_mRNA_2943.1

Leucine-rich repeat domain, L domain-

like [IPR032675] (1)

NE-ARC [IPRO02IS2] (1 P-oop

nucleoside triphosphate

hydmlase [IPR027417) (1); Winged  scaffold_9_mRNA_2940.1

helix-turn-helix DNA-binding domain
[IPRO11991] (1)

scaffold_9_mRNA_2942.1

scaffold_9_mRNA_2937.1
scaffold_9_mRNA_2936.1
scaffold_9_mRNA_2933.1
Retrotransposon gag domain
[IPRO0S162] (1); Aspartic peptidase  scaffold_9_mRNA_2928.1
domain [IPRO21109] (1)
scaffold_9_mRNA_2927.1
scaffold_9_mRNA_2926.1
scaffold_9_mRNA_2920.1

DNA-binding domain [IPRO16177] (1);

AP/ERF domain [IPR001471] (1) seaffold_9_mRNA_2917.1

scaffold_9_mRNA_2915.1
scaffold_9_mRNA_2913.1

Integrase, catalytic core [IPRO01584] (1);
Ribonuclease H-like domain
[IPRO12337] (1)

scaffold_9_mRNA_2909.1

scaflold_9_mRNA_2907.1
scaflold_9_mRNA_2901.1
scaffold_9_mRNA_2900.1
scaflold_9_mRNA_2896.1
FHY3/FARI family [IPR031052] (1);
FAR1 DNA binding domain
[IPRO04330] (1); Zinc finger, SWIM-  scaffold_9_mRNA_2895.1
type [IPR007527) (1); MULE
transposase domain [IPRO18289] (1)
scaflold_9_mRNA_2894.1
Histidine triad (HIT) protein
[IPRO01310] (1); HIT-like domain
[IPRO11146] (1); Histidine triad,
conserved site [IPROT9808] (1)

scaffold_9_mRNA_2890.1

scaffold_9_mRNA_2887.1
Ribonuclease H-like domain
[IPRO12337] (1); HAT, C-terminal scaflold_9_mRNA_2883.1
dimerisation domain [IPRO0S906] (1)

Transcription factor, MADS-box

IPROTZI00) ) scaffold_9_mRNA_2877.1

scaffold_9_mRNA_2875.1
scaffold_9_mRNA_2871.1
scaffold_9_mRNA_2870.1
scaffold_9_mRNA_2869.1
scaffold_9_mRNA_2862.1
scaffold_9_mRNA_2861.1

Pectin lyase fold/virulence factor
[IPRO11050] (1); Pectin lyase fold
[IPRO12334] (1); Parallel beta-helix  scaffold 9_mRNA_2856.1
repeat [IPR006626] (1; Glycoside
hydrolase, family 28 [IPR000743] (1)
scaffold_9_mRNA_2855.1

Transcription factor, MADS-box
[IPRO02100] (1) scaffold_9_mRNA_2852.1
scaflold_9_mRNA_2850.1
scaflold_9_mRNA_2849.1

MADS MEF2-like [IPR033896] (1);
Transcription factor, MADS-box
[IPR002100] (1)

scaffold_9_mRNA_2847.1

scaflold_9_mRNA_2846.1

ﬁ;'pamc peptidase domain [IPRO21109] 1 o agas 1

scaffold_9_mRNA_2842.1
main of unknown function DUF4218

[IPROZSASZ] [0}

Retrotransposon gag domain

[IPRO05162] (1)

scaffold_9_mRNA_2838.1

scaffold_9_mRNA_2837.1

Transcription factor, MADS-box

IPROTZI00) 1) scaffold_9_mRNA_2834.1

Reverse transcriptase, RNA-dependent

DNA polymerase [IPRO13103] (1) scaffold_9_mRNA_2833.1

scaffold_9_mRNA_2832.1
scaffold_9_mRNA_2830.1

Zine finger, CCHC-type [IPRO0IS7S] (1) scaffold_9_mRNA_2829.1
Protein kinase domain [IPR000719] (1);

Protein kinase-like domain [IPR011009] ~scaffold_9_mRNA_2822.1
m

scaffold_9_mRNA_2821.1
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GF0033320 1

GF0033319 1

GF0033318 1

GF0033317 1

GF0033316 1

GF0033315 1

GF0033314 1

GF0033313 1

GF0033312 1
GF0033311 1

GF0033310 1

GF0033309 1

GF0033308 1

GF0033307 1

GF0033306 1
GF0033305 1

GF0033304 1

GF0033303 1

GF0033302 1

GF0033301 1

GF0033300 1

GF0033299 1
GF0033298 1
GF0033297 1
GF0033296 1

GF0033295 1

GF0033294 1

GF0033293 1

GF0033292 1
GF0033291 1

GF0033290 1

GF0033289 1
GF0033288 1
GF0033287 1
GF0033286 1
GF0033285 1

GF0033284 1

GF0033283 1
GF0033282 1

GF0033281 1
GF0033280 1
GF0033279 1

GF0033278 1

GF0033277 1

GF0033276 1
GF0033275 1
GF0033274 1
GF0033273 1

GF0033272 1

GF0033271 1

GF0033270 1

GF0033269 1

GF0033268 1

GF0033267 1

GF0033266 1
GF0033265 1

GF0033264 1

GF0033263 1

GF0033262 1
GF0033261 1

GF0033260 1
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MADS-box transcription factor famil
protein (1)

 Copia-like retrotransposon Hopscotch
)

polyprotein (1

o Cytokinin riboside S-monophosphate
phosphoribohydrolase (1)
0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

o F-box protein iteraction domain protin
(1)

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

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 MuDR family transposase isoform 1 (1)

0 Hypothetical protein (1)

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

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Embryonic abundant protein-like (1)

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

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

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

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

0 Hypothetical protein (1)
o Putative muDR family transposase

0 Hypothetical protein (1)

0 Hypothetical protein (1)

U3 small nucleolar ma-associated protein

RRTY)

0 Hypothetical protein (1)

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

o Ausin-induced in root cultures protein 12

0 Ribonuclease H protein, putative (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)

o Ausin-induced in root cultures protein 12
m

SLG-Sc and SLA-Sc genes and Melmoth
retrotransposon sequence (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)
0 Putative retroelement pol polyprotein (1)

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

0 Hypothetical protein (1)

DNA binding [GO:0003677
molecular_function] (1); protein
dimerization activity [GO:0046983
molecular_function] (1)

nucleic acid binding [GO:0003676

molecular_function] (1); DNA integration
[GO:0015¢

074 biological_process] (1)

DNA binding [GO:0003677
molecular_function] (1); protein
dimerization activity [GO:0046983
molecular_function] (1)

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

protein binding [GO:0005515
molecular_function] (1)

‘nucleic acid binding [GO:0003676
molecular_function] (1); regulation of
transcription, DNA-templated
[GO:0006355 biological process] (1)
DNA binding [GO:0003677
molecular_function] (1); nucleic acid
binding [GO:0003676
molecular_function] (1)

DNA binding [GO:0003677
molecular_function] (1); transposition,
DNA-mediated [GO:0006313
biological_process] (1); zinc ion binding
[G0:0008270 molecular_function] (1);
transposase activity [GO:0004803
molecular_function] (1)

calmodulin binding [GO:0005516
molecular_function] (1

metabolic process [GO:0008152
biological_process] (1);
activity [GO:00081

Transcription factor, MADS-box
[IPR002100] (1)

GAG-pre-integrase domain [IPR025724]

(1); Integrase, catalytic core [IPR001584]
1); Reverse tmnscripta:e RNA-

dependent DNA

[IPROI3103] (1); Ribomclese Hoke

domain [IPRO12337] (1)

LOG family [IPRO31100] (1)

Transcription factor, MADS-box
[IPRO02100] (1)

Ribonuclease H-like domain

[IPRO12337] (1)

Kelch-type beta propeller [IPRO15915]
(1; F-box associated interaction domain
[IPRO17451] (1); Galactose
oxidase/kelch, beta-propeller
[IPRO11043] (1)

Carlavirus nucleic acid-binding protein
[IPRO02568] (1)

Zine finger, BED-type [IPR003656] (1);
Zine finger C2H2-type [IPRO13087] (1)

Zine finger, SWIM-type [IPR007527]
(1); Transposase, mutator type
[IPRO01207] (1); Transposase, MuDR,
plant [IPR004332] (1); Zinc finger, PMZ~
type [IPRO06564] (1); MULE
transposase domain [IPRO18289] (1)

Probable transposas, Pra/EnSpm, plant
[IPR004252] (1); Calcium-transporting
P-type ATPase, N-terminal amomhlbl\ary
domain [IPR02475 ] (1); Transposase,
Top!/En/Spm-like [IPR004264] (1)

Methyltransferase type 11 [IPRO13216]
(1); S-adenosyl-L- melhmnme dependent
[IPR029063] (1); Viral

molecular_fnction) (1)

nucleic acid binding [GO:0003676
molecular_function] (1); zinc ion binding
[GO:0008270 molecular_function] (1)

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

regulation of transcription, DNA-
templated [GO:0006355
biological_process] (1); nucleic acid
binding [GO:0003676
molecular_function] (1)

proteolysis [GO:0006508
biological_process] (1); cvsinetype
peptidase activity [GO:00082:
molecular_function] (1)

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

protein binding [GO:0005515
molecular_function] (1)

zine ion binding [GO:0008270
molecular_function] (1); nucleic acid
binding [GO:0003676
molecular_function] (1)

DNA integration [GO:0015074

blologlcal |_process] (1); nucleic acid
ing [GO:0003676

mulwular’fumuon] ay

zine ion binding [GO:0008270
molecular_function] (1); nucleic acid
binding [GO:0003676
molecular_function] (1)

movement prot [II’RDZX'}W] a

Zine finger, CCHC-type [IPROOIS7S] (1) s

Retrotransposon gag domain

[IPRO05162] (1)

HAT, C-terminal dimerisation domain

[IPRO0SO0G] (1; S-adenosyl-L-
‘methionine-dependent methyliransferase

[IPR029063] (1)

Carlavirus nucleic acid-binding protein
[IPRO02568] (1)

Ulp! protease family, C-terminal
catalytic domain [IPR003653] (1)

Peptidase CS7, Vaccinia virus protein 17 s

[IPRO04970] (1); Transposase-associated
domain [IPR029480] (1)

Aspartic peptidase domain [IPR021109]
)

Transposon, En/Spm-like [IPR004242]
(1); Probable transposase, Ptta/En/Spm,
plant [IPR004252] (1); Transposas
associated domain [IPR029480] (1)

MULE transposase domain [IPR0158289)
m

RNA recognition motif domain
[IPR000504] (1)

WD40/YVTN repeat-like-containing
domain [IPROTS943] (1); WD40 repeat
[IPRO01680] (1); WD40-repeat-
containing domain [IPRO17986] (1)
Zine finger, CCHC-type [IPRO01878]
(1); Zine finger, PMZ-type [IPR006564]
(1; Zine finger, SWIM-type
[IPR007527] (1)

DOMON domain [IPRO0SOIS] (1);
Cytochrome b361/ferric reductase
transmembrane [IPR006593] (1);
Cytochrome bS61 and DOMON dom
containing protein [IPRO17214] (1)
Reverse transcriptase zinc-binding
domain [IPR026960] (1)
LOG family [IPR031100] (1);
Endonuclease/exonuclease/phosphatase
[IPROUSUS] (1); Cytokinin riboside 5-
ophosphate phowhonhohydm!m:

106 [IPRO0S26¢

Domain of unknown funelmn DUF4283
[IPRO25558] (1)
Cytochrome bS61 and DOMON domain-
containing protein [IPRO17214] (1);
Cytochrome b361 ferric reductase
transmembrane [IPRO06593] (1);
DOMON domain [IPRO0S018] (1)

GAG-pre-integrase domain [IPR025724]
(1); Integrase, catalytic core [IPR001584]
(1); Ribonuclease H-like domain
[IPRO12337] (1)

Retrotransposon gag domain
[IPRO05162] (1)

Zine finger, CCHC-type [IPROOIS7S] (1)

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

scaffold_9_mRNA_2818.1

scaffold_9_mRNA_2816.1

scaffold_9_mRNA_2815.1

scaffold_9_mRNA_2814.1

scaflold_9_mRNA_2808.1

scaffold_9_mRNA_2807.1

scaflold_9_mRNA_2803.1

scaflold_9_mRNA_280.1

scaflold_9_mRNA_2792.1
scaflold_9_mRNA_2787.1

scaffold_9_mRNA_2786.1

scaflold_9_mRNA_2779.1

scaffold_9_mRNA_2777.1

scaffold_9_mRNA_2770.1

scaffold_9_mRNA_2769.1
scaffold_9_mRNA_2763.1

scaffold_9_mRNA_2761.1

scaffold_9_mRNA_2759.1

scaffold_9_mRNA_2756.1

scaffold_9_mRNA_2751.1

scaffold_9_mRNA_2750.1

scaffold_9_mRNA_2748.1
scaffold_9_mRNA_2747.1
scaffold_9_mRNA_2745.1
scaffold_9_mRNA_2744.1

scaffold_9_mRNA_2718.1

scaffold_9_mRNA_2712.1

scaffold_9_mRNA_2709.1

scaffold_9_mRNA_2708.1
scaffold_9_mRNA_2707.1

scaffold_9_mRNA_2706.1

scaffold_9_mRNA_2696.1
scaffold_9_mRNA_2694.1
scaffold_9_mRNA_2693.1
scaffold_9_mRNA_2681.1
scaffold_9_mRNA_2679.1

scaflold_9_mRNA_2678.1
scaffold_9_mRNA_2677.1
scaffold_9_mRNA_2670.1
scaffold_9_mRNA_2666.1

scaflold_9_mRNA_2663.1

scaffold_9_mRNA_2660.1

scaffold_9_mRNA_2657.1

scaffold_9_mRNA_2655.1
scaflold_9_mRNA_2649.1
scaflold_9_mRNA_2645.1

scaflold_9_mRNA_2641.1
scaffold_9_mRNA_2635.1

scaflold_9_mRNA_2630.1

scaffold_9_mRNA_2629.1

scaffold_9_mRNA_2627.1

scaffold_9_mRNA_2626.1

scaflold_9_mRNA_2622.1

scaffold_9_mRNA_2621.1

scaffold_9_mRNA_2616.1
scaflold_9_mRNA_2615.1

scaffold_9_mRNA_2602.1

scaffold_9_mRNA_2598.1

scaflold_9_mRNA_2597.1
scaffold_9_mRNA_2596.1

scaffold_9_mRNA_2592.1
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GF0033259 1 0 0 Hypothetical protein (1) scaffold_9_mRNA_2591.1
Domain of unknown function DUF4216
GF0033258 1 0 0 Hypothetical protein (1) [IPRO25312] (1; Transposase-associated scaffold 9_mRNA_2589.1
domain [IPR029480] (1)
single-stranded DNA binding
[GO:0003697 molecular_function] 0
DNA metabalic process [GO:0006 A recombination and repair protein
1:?:5‘21:{;“;2(;10) ‘;’;A ‘“”"‘d‘“‘ kccA [IPRO13765] (1); DNA
GF0033257 1 0 0 Hypothetical protein (1) . Yy recombination and repair protein RecA,  scaffold 9 mRNA_2588.1
molecular_finction] (1); DNA repair !
[GO:0006281 biological_process] (1), Monemer-monomer interface
DNA binding [GO:0003677 [IPRO20S87] (1)
molecular_function] (1); ATP bindi
[GO:0005524 molecular_function) (1)
GFO033256 1 0 0 Hypothetical protein (1) scaffold_9_mRNA_2583.1
GFO033255 1 0 0 Hypothetical protein (1) LOG family [IPRO31100] (1) scaffold_9_mRNA_2579.1
EF-Hand 1, cz\lclum hindin i
< i i calcium ion binding [GO:0005509 [IPROI8247] .
GF0033254 1 0 0 Hypothetical protein (1) molecula function (1) [PRO02048] (‘) EF-hand domm pair | SATOH9_RNA 25621
[IPRO11992] (1)
GF0033253 1 0 0 Hypothetical protein (1) scaffold_9_mRNA_2555.1
GF0033252 1 0 0 Hypothetical protein (1) scaffold_9_mRNA_2553.1
proteolysis [GO:0006508 Ulp! protease family, C-terminal
. . biological_process] (1); cysteine-type  catalytic domain [IPR003653] (1); }
(Fo033231 ! o © Hypothetcal protein (1) peptidase activity [GO:0008234 Transposon, EnSprm-like [IPR004242]  $¢2TOI9_MRNA_2551.1
molecular_fnction] (1)
GF0033250 1 0 0 Hypothetical protein (1) scaffold_9_mRNA_2550.1
GF0033249 1 0 0 Hypothetical protein (1) scaffold_9_mRNA_2542.1
GF0033248 1 0 0 Hypothetical protein (1) scaffold_9_mRNA_2537.1
Refrotransposon gag domain
GF0033247 1 0 0 Hypotheical protein (1) PROGS163] (1) scaffold_9_mRNA_2536.1
Leucine-rich repeat [IPRO01611] (1);
LRR receptor-like kinase family protein ~ protein binding [GO:0005515 Leucine-rich repeat, typical subtype
GFo033240 ! 0 Oy molecular_function] (1) [IPRO035911 (1: Leucine-rich repeat 40149 mRNA_2535.1
domain, L domain-like [IPR032675] (1)
GFO033245 1 0 0 Monosacharide transport protein (1) scaffold_9_mRNA_2533.1
GFO033244 1 0 0 Hypothetical protein (1) scaffold_9_mRNA_2532.1
GFO033243 1 0 0 Hypotheical protein (1) scaffold_9_mRNA_2531.1
GFO033242 1 0 0 Hypothetical protein (1) scaffold_9_mRNA_2530.1
. Leucine-rich repeat receptor protein Leucine-rich repeat domain, L domain-
GFO033241 1 0 e EXS (1) ke (IPRO32679) (1) scaffold_9_mRNA_2525.1
metabolic process [GO:0008152 o o
GFO033240 1 0 0 Hypothetical protein (1) biological_process] (1); ca [PROLZI ) scaffold_9_mRNA_252.1
[GO:0003824 molecular_function] (1)
GF0033239 1 0 0 Hypothetical protein (1) scaffold_9_mRNA_2512.1
GFO033238 1 0 0 Hypothetical protein (1) scaffold_9_mRNA_2510.1
GF0033237 1 0 0 Hypothetical protein (1) scaffold_9_mRNA_2508.1
GF0033236 1 0 0 H»pomeucal protein (1) scaffold_9_mRNA_2507.1
GF0033235 1 0 ylokinin riboside 3'-monophosphate LOG family [IPR031100] (1) scaffold_9_mRNA_2503.1
plmsphonbonydlolz\s: 0}
Zinc finger, PMZ-type [IPR006564] (1);
J— . N  Putative muDR family transposase-like zinc ion binding [GO:0008270 MULE transposase domain [IPROIS289] oo oo o0
molecular_function] (1) (1): Zine finger, SWIM-type L9_mRNA
[IPRO07527] (1)
GFO033233 1 0 0 Hypothetical protein (1) HSP20-like chaperone [IPROOSITS] (1) scaffold_9_mRNA_2495.1
GFO033232 1 0 0 Hypothetical protein (1) HSP20-like chaperone [IPROOSITS] (1) scaffold_9_mRNA_2494.1
GFO033231 1 0 0 Hypothetical protein (1) scaffold_9_mRNA_2492.1
Cytokinin riboside S-monophosphate .
GFO033230 1 0 shosphoribobydrolase (1) LOG family [IPRO31100] (1) scaffold_9_mRNA_2491.1
Small heat shock protein HSP20
[IPRO31107] (1): Alpha erystallin/Hsp20
GF0033229 1 0 0 Hypothetical protein (1) domain LIPROD3068] (1, 115P20.1ke  SCATO1_9_mRNA 2459.1
chaperone [IPRO0SOTS] (1)
GF0033228 1 0 0 Hypothetical protein (1) scaffold_9_mRNA_2487.1
GF0033227 1 0 0 Hypothetical protein (1) scaffold_9_mRNA_2484.1
GF0033226 1 0 0 Hypothetical protein (1) scaffold_9_mRNA_2483.1
Ribonuclease H-like domain
[IPRO12337] (1); Domain of unknown
GF0033225 1 0 0 Ribonuclease H (1) nucleie acid binding [GO:0003676 function DUF4283 [IPR025558] (1);  scaffold 9 mRNA_2481.1
molecular_fnction] (1) O mIRA
Reverse transeriptase zinc-binding
domain [IPR026960)] (1)
GF0033224 1 0 0 Hypothetical protein (1) scaffold_9_mRNA_2480.1
GF0033223 1 0 0 Hypothetical protein (1) scaffold_9_mRNA_2478.1
GF0033222 1 0 0 Hypothetical protein (1) scaffold_9_mRNA_2477.1
GF0033221 1 0 0 Hypothetical protein (1) scaffold_9_mRNA_2475.1
GF0033220 1 0 0 Hypothetical protein (1) HSP20-like chaperone [IPRO0S97S] (1) scaffold_9_mRNA _2474.1
GF0033219 1 0 0 Hypothetical protein (1) scaffold 9_mRNA_247.1
DNA binding [GO:0003677 Achaete-seute transeription factor-related
molecular_function] (1); protein [IPROIS660] (1): Myc-type, basic helix-
GF0033218 ! 0 0 Transcription factor ORG2 (1) dimerization activity [GO:0046983 loop-helix (bHLH) domain [IPRO11508] ¢TI0 mRNA _2467.1
molecular_function] (1) [0
GFO033217 1 0 0 Hypothetical protein (1) scaffold_9_mRNA_2462.1
GF0033216 1 0 0 Hypothetical protein (1) :‘I“"““" peptidase domain [IPRO2T10) (o, vt o A 2453.1
GFO033215 1 0 0 Hypothetical protein (1) scaffold_9_mRNA,_2452.1
Cytokinin riboside S-monophosphate
GFO033214 1 0 0 rosphoribobydrolase (1) LOG family [IPRO31100] (1) scaffold_9_mRNA_2450.1
GFO033213 1 0 0 Hypothetical protein (1) scaffold_9_mRNA_2449.1
2 Cytokinin riboside S-monophosphate ' )
GF0033212 1 0 shosphoribobydrolase (1) LOG family [IPRO31100] (1) scaffold_9_mRNA_2433.1
GFRO033211 1 0 0 Hypothetical protein (1) scaffold_9_mRNA_2431.1
Refrotransposon gag domain
GF0033210 1 0 0 Hypothetical protein (1) PROGS163] 1y scaffold_9_mRNA_2430.1
Cytokinin riboside S-monophosphate . .
GFO0033209 1 0 shosphoribobydrolase (1) LOG family [IPRO31100] (1) scaffold_9_mRNA_2429.1
GF0033208 1 0 0 Hypothetical protein (1) scaffold_9_mRNA_2428.1
GF0033207 1 0 0 Hypothetical protein (1) m"“"” peptidase domain [IPROZH09] (.14 o mRNA_2427.1
GFO033206 1 0 0 Hypothetical protein (1) scaffold_9_mRNA_2425.1
GF0033205 1 0 0 Hypothetical protein (1) scaffold_9_mRNA_2424.1
GFO033204 1 0 0 Hypothetical protein (1) scaffold_9_mRNA_2420.1
et i Retrotransposon gag domain .
GFO0033203 1 0 0 Hypothetical protein (1) (PRO0SIGE () scaffold_9_mRNA_2416.1
LOG family [IPRO31100] (1);
Cytokinin riboside S-monophosphate riboside S-monophosphate
GF0033202 ! 0 phosphoribohydrolase (1) phosphoribohydrolase LOG [IPR005269] S°AT014-9_MRNA 24151
GF0033201 1 0 0 Hypothetical protein (1) scaffold_9_mRNA_2414.1
zine ion binding [GO:0008270 Domain of unknown function DUF4283
molecular_function] (1); nucleic acid  [IPR025558] (1); Zine knuckle
GF0033200 1 0 0 Gag non-LTR retrotransposase (1) Fiding (600003676 CXOCKAINAC IPRO2S856] (1 Zine ST 9, mRNA 2412.1
molecular_function] (1) finger, CCHC-type [IPROOISTS] (1)
GFO033199 1 0 0 Hypothetical protein (1) scaffold_9_mRNA_2406.1
Cytokinin riboside S-monophosphate . .
GF0033198 1 0 shosphoribobydrolase (1) LOG family [IPRO31100] (1) scaffold_9_mRNA_2405.1
GF0033197 1 0 0 Hypothetical protein (1) scaffold_9_mRNA_2401.1
GF0033196 1 0 0 Hypothetical protein (1) scaffold_9_mRNA._2399.1
RNA-directed DNA polymerase Reverse transcriptase domain
GF0033195 1 0 (Reverse rnscptasey (1) PROO4TT] (1) scaffold_9_mRNA_2392.1
GFO033194 1 0 0 Hypothetical protein (1) scaffold_9_mRNA_2386.1
GFO033193 1 0 0 Hypothetical protein (1) scaffold_9_mRNA_2385.1
GFO033192 1 0 0 Hypothetical protein (1) scaffold_9_mRNA_2377.1
) Cytokinin riboside 5-monophosphate
GF0033191 1 0 0 cﬁ:fk;';‘:l::l"i‘:’:]:‘;"(“:')‘°""”pm'e phosphoribohydrolase LOG [IPR005269] scaffold_ 9 mRNA_2373.1
phospl tydrolas (1): LOG family [IPRO31100] (1)
GF0033190 1 0 0 Hypothetical protein (1) scaffold_9_mRNA_2372.1
Ribonuclease H-like domain
5‘ z‘: :‘ZEEIYQZ::E(]Eg;)TuS:?Z: g [PROI2337] (1): Integrase, catalytic core
GF0033189 1 0 0 Hypothetical protein (1) gioal_prosesd] (1 [IPROO1S84] (1); Reverse transcriptase  scaffold_ 9_mRNA_2371.1
binding [GO:0003676 1PROO
et 1) domain [IPR000477] (1); Aspartic
- peptidase domain [IPRO21109] (1)
GFO033188 1 0 0 Hypothetical protein (1) scaffold_9_mRNA_2370.1
GFO033187 1 0 0 Hypothetical protein (1) scaffold_9_mRNA_2367.1
GFO033186 1 0 0 Hypothetical protein (1) scaffold_9_mRNA_2364.1
GFO033185 1 0 0 Hypothetical protein (1) scaffold_9_mRNA_2363.1
GFO033184 1 0 0 Hypothetical protein (1) Viral movement protein [IPR028919] (1) scaffold_9_mRNA_2358.1
GF0033183 1 0 0 Hypothetical protein (1) scaffold_9_mRNA,_2345.1
GFO033182 1 0 0 Hypothetical protein (1) scaffold_9_mRNA_2342.1
GFO033181 1 0 0 Hypothetical protein (1) scaffold_9_mRNA_2340.1
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GF0033180

GF0033179
GF0033178

GF0033176
GF0033175
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GF0033173
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GF0033119
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GF0033116
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GF0033112
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GF0033110
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0 Hypothetical protein (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)

o Putative RNA-dirccted DNA polymerase

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

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

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

0 Hypothetical protein (1)

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

o Cytokinin riboside S-monophosphate
© phosphoribohydrolase (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

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

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Phosphoglucan, water dikinase (1)

0 Hypothetical protein (1)

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

0 Hypothetical protein (1)

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

0 Hypothetical protein (1)

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

0 Transposase (1)

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

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)
Cytokinin riboside S-monophosphate
phosphoribohydrolase (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)
Cytokinin riboside S-monophosphate
phosphoribohydrolase (1)

protein dimerization activity
(GO:0046983 molecular_function] (1)
nucleic acid binding [GO:000367¢
molecular_function] (1)

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

‘nucleic acid binding [GO:0003676
molecular_function] (1); zinc ion binding
[G0:0008270 molecular_function] (1)

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

Reverse transcriptase domain
[IPRO00ATT] (1)

Reverse transcriptase domain
[IPR000477] (1)

Reverse transcriptase domain
[IPRO00ATT] (1)

Ribonuclease H-like domain
[IPRO12337] (1); HAT, C-terminal
dimerisation domain [IPR00S906] (1)

Ribonuclease H-like domain
[IPROI2337) (1)

Reverse transcriptase domain
[IPR000477] (1)

Zine finger, CCHC-type [IPROOIS7S] (1)

Viral movement protein [IPR028919] (1)

LOG family [mw;] 100] (\)
riboside S-monophosphat
pnosphunbulndmlase LoG [IPR005269]
m

yiok

Parancoplastic antigen Ma [IPR026523]
(1): Reverse transcriptase domain
[IPRO00ATT] (1)

Peptidase A2A, retrovirus, catalytic
[IPR001995] (1)

aspartic-type "
[GO:0004190 molecular mnmon] ay
proteolysis [GO:0006508
biological_process] (1)

nucleic acid binding [GO:0003676
molecular_function] (1); DNA integration
[GO:0015074 biological_process] (1)

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

ATP binding [GO:0005524
molecular_function] (1); catalytic activity
[G0:0003824 molecular_function] (1);
phosphorylation [GO:0016310
biological_process] (1); kinase activity
[GO:0016301 molecular_function] (1)

zinc ion binding [GO:0008270
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)

protein dimerization activity
[GO:0046983 molecular ﬁmcnon] .
nucleic acid binding [GO:000367

molecular_function] (1); DNA bmdmg
[G0:0003677 molecular_function] (1)

regulation of transcription, DNA-
templated [GO:0006355
biological_process] (1)

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

nucleic acid binding [GO:0003676
molecular_function] (1); zinc ion binding
GO:0008270 molecular_function] (1)

partic pep [IPR021109]
(1); Reverse transcriptase domain
[IPR000477] (1); Peptidase A2A,
retrovirus, catalytic [IPR001995] (1)
Integrase, catalytic core [IPR001584] (1);
Ribonuclease H-like domain
[IPROI2337] (1)

Reverse transcriptase domain
[IPR000477] (1)
Ribonuclease H-like domain
[IPRO12337] (1)

Pyruvate phosphate dikinase,
PEP/pyruvate-binding [IPR002192] (1);
ATP-grasp fold, subdomain |
[IPROI3815] (1)

LOG family [IPRO31100] (1);
Retrotransposon gag domain
[IPRO05162] (1)

Zine knuckle CX2CX4HX4C
[IPRO25836] (1): Zine finger, CCHC-
type [IPRO0ISTS] (1)

Endonuclease/exonuclease/phosphatase:
[IPRO05135] (1)

Ulp! protease family, C-terminal
catalytic domain [IPR003653] (1)

Zine finger, BED-type [IPR003656] (1);
Ribonuclease H-like domain
[IPRO12337] (1); Zine finger C2H2-type
IPROI3087] (1); HAT, C-terminal
dimerisation domain [IPR00S906] (1)

FHY3/FARI family [IPR031052] (1)

Zinc finger, PMZ-type [IPR006564] (1)

LOG family [IPR031100] (1)

LOG family [IPRO31100] (1)

Zine knuckle CX2CX4HX4C
[IPRO25836] (1): Zine finger, CCHC-
type [IPRO0ISTS] (1)

LOG family [IPR031100] (1)

scaffold_9_mRNA_2333.1
scaflold_9_mRNA_2323.1
scaflold_9_mRNA_2320.1
scaflold_9_mRNA_232.1

scaflold_9_mRNA_2317.1
scaflold_9_mRNA_231.1

scaffold_9_mRNA_2305.1
scaffold_9_mRNA_2301.1
scaffold_9_mRNA_230.1

scaffold_9_mRNA_2299.1

scaflold_9_mRNA_2288.1

scaffold_9_mRNA_2284.1

scaffold_9_mRNA_2283.1
scaffold_9_mRNA_2282.1
scaffold_9_mRNA_2281.1
scaflold_9_mRNA_2278.1
scaffold_9_mRNA_2275.1
scaffold_9_mRNA_2269.1
scaffold_9_mRNA_2267.1
scaffold_9_mRNA_2265.1
scaffold_9_mRNA_2263.1
scaffold_9_mRNA_2262.1
scaffold_9_mRNA_2261.1

scaffold_9_mRNA_226.1

scaffold_9_mRNA_2254.1
scaffold_9_mRNA_2253.1
scaffold_9_mRNA_2251.1
scaffold_9_mRNA_2250.1
scaffold_9_mRNA_2248.1
scaffold_9_mRNA_2247.1
scaffold_9_mRNA_2246.1
scaffold_9_mRNA_2245.1

scaffold_9_mRNA_2244.1

scaflold_9_mRNA_2243.1

scaffold_9_mRNA_2240.1

scaffold_9_mRNA_2236.1

scaffold_9_mRNA_2235.1
scaffold_9_mRNA_2232.1
scaffold_9_mRNA_2231.1
scaffold_9_mRNA_2227.1
scaffold_9_mRNA_2226.1
scaffold_9_mRNA_2225.1
scaffold_9_mRNA_2224.1

scaffold_9_mRNA_2223.1

scaffold_9_mRNA_2222.1

scaffold_9_mRNA_2221.1

scaffold_9_mRNA_2220.1

scaffold_9_mRNA_2216.1

scaflold_9_mRNA 2214.1

scaffold_9_mRNA_2210.1

scaflold_9_mRNA_2207.1
scaflold_9_mRNA_2202.1
scaflold_9_mRNA_2201.1

scaffold_9_mRNA_2200.1

scaflold_9_mRNA_2199.1
scaffold_9_mRNA_2189.1
scaffold_9_mRNA_2187.1
scaffold_9_mRNA_2181.1

scaffold_9_mRNA_2164.1

scaflold_9_mRNA 2159.1
scaflold_9_mRNA 2153.1

scaflold_9_mRNA_2144.1

scaflold_9_mRNA 21431
scaflold_9_mRNA 2141.1
scaflold_9_mRNA_2140.1
scaflold_9_mRNA_2136.1
scaflold_9_mRNA 2132.1

scaffold_9_mRNA_2129.1

scaffold_9_mRNA_2122.1
scaffold_9_mRNA_2121.1
scaflold_9_mRNA_2099.1
scaflold_9_mRNA_2098.1
scaffold_9_mRNA_2097.1
scaffold_9_mRNA_2095.1
scaffold_9_mRNA_2094.1
scaffold_9_mRNA_2088.1
scaffold_9_mRNA_2087.1
scaffold_9_mRNA_2084.1

scaffold_9_mRNA_2082.1

scaflold_9_mRNA_2080.1
scaflold_9_mRNA_2074.1
scaflold_9_mRNA_2058.1
scaflold_9_mRNA_2053.1
scaflold_9_mRNA_2051.1

scaffold_9_mRNA_2049.1



D Num. in C. celementine

Numin C. unshiu
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GO

TaterPro

Members in P.trifoliata

GF0033095 1

GF0033094 1

GF0033003 1
GF0033092 1

GF0033091 1
GF0033090 1
GF0033089 1

GF0033088 1

GF0033087 1

GF0033086 1

GF0033085 1

GF0033084 1

GF0033083 1

GF0033082 1
GF0033081 1
GF0033080 1

GF0033079 1

GF0033078 1

GF0033077 1

GF0033076 1
GF0033075 1

GF0033074 1

GF0033073 1

GF0033072 1

GF0033071 1
GF0033070 1
GF0033069 1
GF0033068 1
GF0033067 1
GF0033066 1

GF0033065 1

GF0033064 1

GF0033063 1
GF0033062 1

GF0033061 1

GF0033060 1

GF0033059 1
GF0033058 1
GF0033057 1

GF0033056 1

GF0033055 1

GF0033054 1

GF0033053 1

GF0033052 1
GF0033051 1
GF0033050 1
GF0033049 1

GF0033048 1
GF0033047 1
GF0033046 1

GF0033045 1

GF0033044 1
GF0033043 1

GF0033042 1

GF0033041 1

GF0033040 1

GF0033039 1

GF0033038 1
GF0033037 1
GF0033036 1
GF0033035 1
GF0033034 1

GF0033033 1

GF0033032 1

c o oo

c oo o

c o oo oo

coo o o

°

oo oo

°

c oo oo

Cytokinin riboside 5'-monophosphate
phosphoribohydrolase (1)

0 Isoflavone 7-O-methyltransferase (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)
Cytokinin riboside S-monophosphate
phosphoribohydrolase (1)

0 Hypothetical protein (1)

Cwil-like family protein, putative
isoform 3 (1)

0 Hypothetical protein (1)
0 Hypothetical protein (1)
Cytokinin riboside S'monophosphate

phosphoribohydrolase (1)
0 Hypothetical protein (1)

0

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

Disease resistance family protein / LRR

© family protein, putative (1)

0 Hypothetical protein (1)

Cytokinin riboside S-monophosphate

© phosphoribohydrolase (1)

0 Hypothetical protein (1)

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

0 Hypothetical protein (1)

0 Hypothetical protein (1)

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

0 LRR receptor-like kinase (1)

0 Caffeic acid O-methyltransferase (1)

0 Hypothetical protein (1)
Cytokinin riboside S-monophosphate
phosphoribohydrolase (1)

0 Hypothetical protein (1)

o Polymucleortidyl transferase, ribonueclease
© Hefike superfamily protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 vaomeucal protein (1)
ytokinin riboside S-monophosphate
plmsphonbonydlok\se ay

0 Hypothetical protein (1)

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

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

0 Hypothetical protein (1)

0 60S ribosomal protein L14 (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

Cytokinin riboside S-monophosphate
phosphoribohydrolase (1)

0 Hypothetical protein (1)

Cytokinin riboside S-monophosphate
phosphoribohydrolase (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

BED zinc fingerhAT family dimerization
domain isoform 1 (1)

o

0 Hypothetical protein (1)

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

catalytic activity [G0:0003824
molecular_function] (1)

response to wounding [GO:0009611
biological_process] (1); serine-type
endopeptidase inhibitor activity
(GO:0004867 molecular_function] (1)

cysteine-type peptidase activity
[G0:0008234 molecular_function] (1);
protein binding [GO:000515
molecular_function] (1); proteolysis
[GO:0006508 biological_process] (1)

nucleic acid binding [GO:0003676
molecular_function] (1); zinc ion binding
[G0:0008270 molecular_function] (1)

nucleic acid binding [GO:0003676
molecular_function] (1); regulation of
transcription, DNA-templated
[GO:0006355 biological_process] (1);
zine ion binding [GO:0008270
molecular_function] (1)

protein binding [GO:0005515
molecular_function] (1)

O-methyltransferase activity
[GO:0008171 molecular_function] (1);
protein dimerization activity
GO:0046983 molecular_function] (1);
methyltransferase activity [GO:0008168
molecular_function] (1)

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

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

nucleic acid binding [GO:0003676
molecular_function] (1); zinc ion binding
[GO:0008270 molecular_function] (1)

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

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

protein binding [GO:0005515
molecular_function] (1)

regulation of transcription, DNA-
templated [GO:0006355
biological_process] (1); nucleic acid
binding [GO:0003676
molecular_function] (1)

DNA binding [GO:0003677
molecular_function] (1); nucleic acid
binding [GO:0003676
molecular_function] (1); protein
dimerization activity [GO:0046983
molecular_function] (1)

LOG family [IPR031100] (1); Cytokinin
riboside S-monophosphate
phosphoribohydrolase LOG [IPR005269]
[0}
O-methyliransferase COMT-type
[IPRO16461] (1); O-methyltransferase,
famllyl [IPR001077] (1); S-adeno:
jonine-dependent methyliransferase
[IPRUZ')U()}] [0}

=

Harbinger transposase-derived nuclease
domain [IPRO27806] (1)

LOG family [IPRO31100] (1)

Cwf19-like protein, C-terminal domain-2
[IPRO0GT67) (1); Crwf19-like, C-terminal
domain-1 [TPRO0768] (1 HIT-like
domain [IPRO11146] (1)

Proteinase inhibitor 113, potato inhibitor I
[IPRO00864] (1); Reverse transcriptase
domain [IPRO00477] (1)

Leucine-rich repeat domain, L domain-
like [IPR032675] (1); Leucine-rich
repeat, typical subtype [IPRO03591] (1):
Leucine-rich repeat [IPRO01611] (1);
Leucine-rich repeat-containing N-
terminal, plant-type [IPRO13210] (1);
Ulpl protease family, C-terminal
catalytic domain [IPR003653] (1)

Cytokinin riboside S-monophosphate
phosphoribohydrolase LOG [IPR005269]
(1): LOG family [IPRO31100] (1)
Retrotransposon gag domain
[IPRO05162] (1)

Zine finger, CCHC-type [IPROOIS7S] (1)
PGG domain [IPR026961] (1)

FAR1 DNA binding domain
[IPR004330] (1); Zinc finger, CCHC-
type [IPROOIS7S] (1); FHY3/FARI
family [IPR031052] (1)

Bud!3 [IPROIS609] (1)

Leucine-rich repeat domain, L domain-
like [IPR032675] (1); Leucine-rich
repeat, typical subtype [IPRO03591] (1);
Leucine-rich repeat [IPRO01611] (1)
S-adenosyl-L-methionine-dependent
‘methyltransferase [IPR029063] (1); Plant
‘methyltransferase dimerisation
IIPROI2967] 1): O-methylransferase
COMT-type [IPRO16461] (1);
methylgansterase, family 2 [IPRO01077]
(1); Winged helix-turn-helix DNA-
binding domain [IPRO11991] (1)

LOG family [IPRO31100] (1)

Metallo-dependent phosphatase-like
[IPR029052] (1)

Ribonuclease H-like domain
[IPROI2337] (1)

LOG family [IPR031100] (1)
Ribonuclease H-like domain
[IPRO12337] (1); Reverse transcriptase
zinc-binding domain [IPR026960] (1)

LOG family [IPRO31100] (1)

Zine knuckle CX2CX4HX4C
[IPRO25836] (1); Zinc finger, CCHC-
type [IPROOIS7S] (1); Aspartic pc'mdnst
domain [IPR021109] (1); Domain
unknown function DUF4283
[IPRO25558] (1); Reverse transcriptase
domain [IPRO00477] (1)

Ribonuclease H-like domain
[IPRO12337] (1)

NAD(P)-binding domain [IPR016040]
(1); NmrA-like domain [IPR00S030] (1)

Translation protein SH3-like domain
[IPRO08991] (1); Ribosomal protein
Lide domain [IPR002784] (1)
Ribosomal protein L2 domain 2
[IPRO14722] (1)

F-box domain [IPRO0IS10] (1); Phloem
protein 2-like [IPR025886] (1)

LOG family [IPR031100] (1)

Carlayirus nucleic acid-binding protein
[IPR002568] (1)

Cytokinin riboside S-monophosphate
phosphoribohydrolase LOG [IPR005269]
(1): LOG family [IPRO31100] (1)

HAT, C-terminal dimeri
[IPRO08906] (1); Zinc ype
[IPROI3087] (1); hAT- Jike transposase,
RNase-H fold [IPR025525] (1);
Ribonuclease H-like domain
[IPRO12337] (1); Zinc finger, BED-type
[IPRO03656] (1)

scaffold_9_mRNA_2048.1

scaffold_9_mRNA_2046.1

scaffold_9_mRNA_2044.1
scaffold_9_mRNA_2031.1

scaffold_9_mRNA_2010.1
scaffold_9_mRNA_2005.1
scaffold_9_mRNA_1999.1

scaflold_9_mRNA_1998.1

scaffold_9_mRNA_1996.1

scaffold_9_mRNA_1995.1

scaflold_9_mRNA_1992.1

scaffold_9_mRNA_1991.1

scaflold_9_mRNA_1987.1
scaffold_9_mRNA_1986.1
scaffold_9_mRNA_1985.1
scaffold_9_mRNA_1983.1

scaflold_9_mRNA_1982.1

scaffold_9_mRNA_1980.1
scaffold_9_mRNA_1979.1
scaffold_9_mRNA_1978.1
scaffold_9_mRNA_1970.1
scaffold_9_mRNA_1969.1

scaffold_9_mRNA_1968.1

scaffold_9_mRNA_1967.1

scaffold_9_mRNA_1965.1
scaffold_9_mRNA_1962.1
scaffold_9_mRNA_1961.1
scaffold_9_mRNA_1953.1
scaffold_9_mRNA_1949.1
scaffold_9_mRNA_1947.1

scaffold_9_mRNA_1944.1

scaffold_9_mRNA_1941.1

scaffold_9_mRNA_1940.1

scaffold_9_mRNA_1939.1
scaffold_9_mRNA_1937.1

scaffold_9_mRNA_1933.1

scaflold_9_mRNA_1923.1
scaflold_9_mRNA_1919.1
scaflold_9_mRNA_1915.1

scaffold_9_mRNA_1912.1

scaffold_9_mRNA_1900.1

scaffold_9_mRNA_1897.1

scaflold_9_mRNA_1895.1

scaffold_9_mRNA_1894.1
scaffold_9_mRNA_1888.1
scaffold_9_mRNA_1883.1
scaffold_9_mRNA_1882.1

scaffold_9_mRNA_1874.1
scaffold_9_mRNA_1873.1

scaflold_9_mRNA_1872.1

scaffold_9_mRNA_1871.1

scaffold_9_mRNA_1870.1
scaffold_9_mRNA_1868.1

scaffold_9_mRNA_1859.1

scaffold_9_mRNA_1853.1

scaffold_9_mRNA_1852.1

scaffold_9_mRNA_1841.1

scaflold_9_mRNA_1840.1
scaflold_9_mRNA_1830.1
scaflold_9_mRNA_1827.1
scaflold_9_mRNA_1823.1
scaflold_9_mRNA_1821.1

scaflold_9_mRNA_1812.1

scaffold_9_mRNA_1811.1
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GO

TaterPro ‘Member
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GF0033031 1

GF0033030 1

GF0033029 1
GF0033028 1
GF0033027 1

GF0033026 1
GF0033025 1

GF0033024 1

GF0033023 1

GF0033022 1

GF0033021 1
GF0033020 1
GF0033019 1

GF0033018 1
GF0033017 1
GF0033016 1

GF0033015 1
GF0033014 1
GF0033013 1

GF0033012 1

GF0033011 1
GF0033010 1
GF0033009 1
GF0033008 1
GF0033007 1
GF0033006 1
GF0033005 1

GF0033004 1

GF0033003 1
GF0033002 1
GF0033001 1

GF0033000 1

GF0032999 1

GF0032998 1

GF0032997 1

GF0032996 1

GF0032995 1

GF0032994 1
GF0032993 1
GF0032992 1
GF0032991 1
GF0032990 1

GF0032989 1

GF0032988 1

GF0032987 1
GF0032986 1
GF0032985 1
GF0032984 1
GF0032983 1
GF0032982 1
GF0032981 1

GF0032980 1

GF0032979 1

GF0032978 1
GF0032977 1

GF0032976 1

GF0032975 1

GF0032974 1

GF0032973 1

GF0032972 1

GF0032971 1
GF0032970 1
GF0032969 1

GF0032968 1

GF0032967 1
GF0032966 1

°

cooo o

c ccooooo

°

0 Hypothetical protein (1)

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

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

0 Zine finger family protein (1)
Cytokinin riboside S-monophosphate
phosphoribohydrolase (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 vaomeucal protein (1)

ytokinin riboside S-monophosphate
plmsphonbonydlok\s e (1)

0 Hypothetical protein (1)

Cytokinin riboside S-monophosphate
phosphoribohydrolase (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

Cytokinin riboside S-monophosphate
phosphoribohydrolase (1)

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

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

0 SOUL heme-binding family protein (1)

0 Hypothetical protein (1)

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

0 Uridine 5monophosphate synthase (1)

0 Hypothetical protein (1)

Cytokinin riboside 5'-monophosphate
phosphoribohydrolase (1)

0 Hypothetical protein (1)

Putative non-LTR retroclement reverse
transcriptase (1)

RNA-directed DNA polymerase
(Reverse transcriptase) (1)

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

0 Hypothetical protein (1)

0 Zine knuckle family protein (1)

0 Hypothetical protein (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)
o Cytokinin riboside -monophosphate
phosphoribohydrolase (1)

0 Hypothetical protein (1)

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

0 Hypothetical protein (1)

Non-lir retrotransposon reverse
transcriptase-like protein (1)

0 Hypothetical protein (1)

0 E3 ubiquitin-protein ligase RBBPG (1)

0 Hypothetical protein (1)

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

0 Hypothetical protein (1)

0 Hypothetical protein (1)

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

nucleic acid binding [GO:0003676
molecular_function] (1); zinc ion binding
[GO:0008270 molecular_function] (1)

nucleic acid binding [GO:0003676
molecular_function] (1

glycine-RNA ligase activity
[G0:0004820 molecular_function] (1);
nucleotide binding [GO:0000166
molecular_function] (1); ATP bindi
[GO:0005524 molecular_function] (1);
cytoplasm [GO:0005737
cellular_component] (| ;, glycyl RNA
aminoacylation [GO:

biological_process] (1)

regulation of transcription, DNA-
templated [GO:0006355
biological_process] (1)

de novo' UMP biosynthetic process
[GO:0044205 biological_process] (1)
orotate phosphoribosyltransferase activity
[GO:0004588 molecular_function] (1);
orotidine-5*phosphate decarboxylase
activity [GO:0004590
molecular_function] (1); metabolic
process [GO:0008152
iological_process] (1); nucleoside
metabolic process [GO:0009116
biological_process] (1); catalytic acti
[GO:0003824 molecular_function] (1);
*de novo' pyrimidine nucleabase
biosynthetic process [GO:0006207
biological process] (1)
nucleic acid binding [GO:0003676
molecular_function] (1); regulation of
transeription, DNA-templated
[GO:0006355 biological_process] (1)

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

zinc ion binding [GO:0008270
molecular_function] (1); nucleic acid
binding [GO:0003676
molecular_function] (1)

nucleic acid binding [GO:0003676
molecular_function] (1); DNA integration
[GO:0015074 biological_process] (1)

protein binding [GO:0005515
molecular_function] (1)

nucleic acid binding [GO:0003676
molecular_function] (1); zinc ion binding
[GO:0008270 molecular_function] (1)
heme binding [GO:0020037
molecular_function] (1); response to
oxidative stress [GO:0006979
biological_process] (1); peroxidase
activity [GO:0004601
molecular_function] (1); oxidation-
reduction process [GO:0055114
biological_process] (1)

nucleic acid binding [GO 0003676
molecular_function] (

peroxidase activity [GO:0004601
molecular_function] (1; oxidation-
reduction process [Gi
biological_process] (1); heme binding
[GO:0020037 molecular_function] (1);
response to oxidative stress
[GO:0006979 biological_process] (1)

Retrotransposon gag domain
[IPRO0S162] (1; Zine finger, CCHC-  scaffold_9_mRNA_1804.1
type [IPROOISTS] (1)
[IE‘R'?)‘I;;";PZ?(Q“; gag domain scaffold 9 mRNA_1803.1
scaffold_9_mRNA_1802.1
scaffold_9_mRNA_I801.1
scaffold_9_mRNA_I8.1

;;‘;Z‘;;’;’s';‘;’ﬁ“) g domain scaffold_9_mRNA_1799.1
scaffold_9_mRNA_1798.1

Aspartic peptidase domain [IPR021109]

(1): Arabidopsis retrotransposon Orfl  scaffold_9_mRNA_1797.1

[IPRO04312] (1)

Zine finger C2H2-type [IPROI3087] (1) scaffold_9_mRNA_1794.1

LOG family [IPR031100] (1) scaffold_9_mRNA_1776.1
scaffold_9_mRNA_1772.1
scaffold_9_mRNA_1769.1

scaffold_9_mRNA_1756.1

LOG family [IPRO31100] (1) scaffold_9_mRNA_1755.1

scaflold_9_mRNA_1754.1
LOG family [IPR031100] (1) scaffold_9_mRNA_1748.1
scaffold_9_mRNA_1747.1
scaffold_9_mRNA_1746.1
scaffold_9_mRNA_1731.1

GlyeylRNA synthetase/ DNA

lymerase subunit gamma-2
[IPR027031] (1); GlyeyRNA
synthetase [IPR002315] (1); Anticodon-
binding [IPRO04154] (1)

scaffold_9_mRNA_1730.1

scaflold_9_mRNA_1729.1

Cytokinin riboside 5™-monophosphate
phosphoribohydrolase LOG [IPR005269] scafiold_9_mRNA_1728.1
(1); LOG family [IPRO31100] (1)
scaffold_9_mRNA_1718.1
scaffold_9_mRNA_1711.1
;;‘;‘g‘;“s";’s"z‘;’fl") eag domain scaffold_9_mRNA_1710.1
scaflold_9_mRNA_1697.1
SOUL haem-binding protein
[IPRO0GO1T] (1)
FHY3/FARI family [IPR031052] (1);
MULE transposase domain [IPRO18289] scaffold_9_mRNA_1690.1
m

scaffold_9_mRNA_1695.1

scaflold_9_mRNA_1689.1
scaflold_9_mRNA_1682.1
scaflold_9_mRNA_1677.1

Phosphoribosyltransferase domain
[IPRO00836] (1); Aldolase-type TIM
barrel [IPRO13785] (1); Orotidine 5~
phosphate decarboxylase, active site
[IPRO18089] (1); Orotidine S'-phosphate
decarboxylase domain [wknm 7541 (1);

Phosphoribosyliransferase-
[IPR029057] (1); Orotidine o phosphate
decarboxylase [IPRO14732] (1); Orotate
phosphoribosyl transferase domain
[IPR004467] (1); Ribulose-phosphate
binding barrel [IPRO11060] (1)

scaffold_9_mRNA_1670.1

Carlavirus nucleic acid-binding protein
IPRO02568] (1) scaflold_9_mRNA_1668.1
LOG family [IPR031100] (1); Cytokinin
riboside S-monophosphate
phosphoribohydrolase LOG [IPR005269]
m

Myb domain, plants [IPR006447] (1) scaffold_9_mRNA_1666.1
Endonuclease/exonuclease/phosphatase
[IPRO0S135] (1); Ribonuclease H-like
domain [IPRO12337] (1); Reverse
transcriptase domain [IPR000477] (1)
Reverse transcriptase domain
[IPR000477) (1); Reverse transcriptase  scaffold_9_mRNA_1663.1
zinc-binding domain [IPR026960] (1)

scaffold_9_mRNA_1667.1

scaffold_9_mRNA_1665.1

scaffold_9_mRNA_1660.1
scaffold_9_mRNA_1658.1
scaffold_9_mRNA_1657.1
scaffold_9_mRNA_1652.1
scaffold_9_mRNA_1650.1

Reverse transcriptase, RNA-dependent

DNA polymerase [IPRO13103] (1) scaffold_9_mRNA_1647.1

Zine finger, CCHC-type [IPRO0IS7S] (1) scaffold_9_mRNA_1645.1

scaffold_9_mRNA_1641.1
scaffold_9_mRNA_1637.1
scaffold_9_mRNA_1635.1
scaffold_9_mRNA_1634.1
scaffold_9_mRNA_1628.1
scaffold_9_mRNA_1625.1
scaffold_9_mRNA_1624.1

scaflold_9_mRNA_1621.1

Cation efflux protein, cytoplasmic

dormain IPROTAT0 (1 scaffold_9_mRNA_1619.1
scaffold_9_mRNA_1603.1
scaffold_9_mRNA_1602.1

Ribonuclease H-like domain

[IPRO12337] (1); Integrase, catalytic core scaffold_9_mRNA_1595.1

[IPRO0IS84] (1)

Endonuclease/exonuclease/phosphatase

[IPRO0S135] (1); Reverse transcriptase ~ scaffold_9_mRNA_1585.1

domain [IPRO00477] (1)

UBX domain [IPR001012] (1) scaffold_9_mRNA_1581.1

Zine finger, CCHC-type [IPROOIS7S] (1) scaffold_9_mRNA_1568.1

Haem peroxidase, plant/fungal bacterial
[IPR002016] (1); Plant peroxidase
[IPR000823] (1); Haem peroxidase
[IPRO10255] (1)

scaffold_9_mRNA_1558.1

;;:":g‘l‘;?;:]' (l'l';"kc domain scaffold_9_mRNA_1554.1
scaffold_9_mRNA_1552.1
ﬁ;f‘;&i‘;‘;';m’,‘m"""s"" orft scaffold_9_mRNA_1543.1
Haem peroxidase [IPRO10255] (1); Plant
peroxidase [IPRO00823] (1; Peroxidases
heamligand hmdmg site [IPRO19793]  scaffold_9_mRNA_1542.1
(1): Haem peroxi
plant/ ﬁm@]/bacleml [1PRO02016] (1)

scaffold_9_mRNA_1534.1
scaffold_9_mRNA_1533.1
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N Cytokinin riboside S-monophosphate . .
GF0032965 1 0 shcephoribohydolare () LOG family [IPRO31100] (1) scaffold_9_mRNA_1532.1
P-loop nucleoside triphosphate hydrolase P-loop containing nucleoside triphosphate .
Gro032964 ! 0 superfamily protein (1) hydrolase [IPR027417] (1) scaffold 9 mRNA_1527.1
lipid catabolic process [GO:0016042
bilogcal grocss] (1 cliuion
binding [GO:00035(
molecuhr)unclmn] u ): phospholipid  Phospholipase A2 domain [IPRO16090]
metabolic process [GO:0006644 (1): Phospholipase A2, histidine active N
GF0032963 ! 0 0 Phospholipase A2 family protein (1) 5010 ol process] (1); arachidonic acid site [IPR033113] (1); Phospholipase A2 S4T01d_9_mRNA_1526.1
secretion [GO:0050482 [IPROOI211] (1)
biological_process] (1): phospholipase
A2 activity [GO:0004623
molecular_function] (1)
GF0032962 1 0 0 Monosacharide transport protein (1) scaffold_9_mRNA_1525.1
cysteine-type peptidase activity Ulpl protease family, C-terminal
[GO:0008234 molecular_function] (1); ~ catalytic domain [IPR003653] (1);
GF0032961 ! 0 0 Hypothetical protein (1) proteolysis [GO:0006508 Domain of unknown function DUF19g5 620149 mRNA_I521.1
biological_process] (1) [IPROIS410] (1)
GF0032960 1 0 (Rice Genome Annotation Project) scaffold_9_mRNA_1520.1
transposon protein (1) 0 mENA
GF0032959 1 0 0 Hypothetical protein (1) scaffold_9_mRNA_ISI8.1
GF0032958 1 0 0 Hypothetical protein (1) scaffold_9_mRNA_I514.1
proteolysis [GO:0006508 Domain of unknown function DUF1985
. . biological_process] (1); cysteine-type  [IPROIS410] (1); Ulpl protease fa .
(F0032957 ! o © Hypothetcal protein (1) peptidase activity [GO:0008234 C.teninalcatalytic domain (IPRO03653] *EI_9_MRNA_IS12.1
molecular_fnction] (1) o)
GF0032956 1 0 0 Hypothetical protein (1) scaffold_9_mRNA_1504.1
GF0032955 1 0 0 Hypothetical protein (1) scaffold_9_mRNA_1497.1
GF0032954 1 0 0 Hypothetical protein (1) scaffold_9_mRNA_1493.1
:tm:mm] constituent of ribosome
molecular_funcion] (1);
GF0032953 1 0 0 Hypothetical protein (1) aion [GO:0006412 Ribosomal protein L14P [IPR000218] (1) scaffold_9_mRNA_1492.1
biological_process] (1); ribosome
[GO:0005840 cellular_component] (1)
GF0032952 1 0 0 Hypothetical protein (1) scaffold_9_mRNA_1488.1
Reverse transeriptase domain
GF0032951 1 0 0 Hypothetical protein (1) PROO4TT] (1) scaffold_9_mRNA_1487.1
GFO032950 1 0 0 Hypothetical protein (1) scaffold_9_mRNA_1481.1
base-excision repair [GO:0006284
biological_process] (1); DNA repair . i} e site
[GO:0006281 biological process] (1), UilrDNA glycosylase, active site
Amino Acid-Polyamine-Organocation  hydrolase activity, hydrolyzing N- UPROI08S) (1); Ur
GF0032949 1 0 ly L 4 lty. hydrolyzing glycosylase-like [IPR005122] (1; Uracil- scaffold_9_mRNA_1480.1
(APC) Family (1) glycosyl compounds [GO:0016799 DA slvconylost family | [PR062043]
molecular_function] (1) uracil DNAN- glycosylas Y
glycosylase activity [GO:0004844
molecular_function] (1)
GF0032948 1 0 0 Hypothetical protein (1) scaffold_9_mRNA_1475.1
GF0032947 1 0 0 Hypothetical protein (1) scaffold_9_mRNA_1472.1
magnesium ion bi Terpene synthase, N-terminal domain
molecular_finction] (1); terpene synthase [IPRO01906] (1); Terpene synthase,
activity [GO:0010333 ‘metal-binding domain [IPR005630] (1);
GF0032946 1 0 0 Limonene synthase (1) molecular_function] (1); lyase activity  Terpenoid eyclases/protein scaffold_9_mRNA_1470.1
[GO:0016829 molecular_function] (1); ~ prenyltransferase alpha-alpha toroid
metabolic process [GO:0008152 [IPRO08930] (1; Isoprenoid synthase
biological_process] (1) domain [IPRO0949] (1)
GF0032945 1 0 0 Hypothetical protein (1) scaffold_9_mRNA_1468.1
GFO032944 1 0 0 Hypothetical protein (1) scaffold_9_mRNA_1467.1
. Reverse transeriptase domain .
GFO0032943 1 0 0 Hypothetical protein (1) TPRODATT] 1) scaffold_9_mRNA_1466.1
. (G Reverse transcriptase zine-binding
GF0032942 1 0 0 Hypothetical protein (1) “m“;‘:;‘““::“’m‘:“::“"}] mo.wumo domain [IPRO26960] (1; Ribonuclease  scaffold_9_mRNA_1465.1
- H-like domain [IPRO12337) (1)
GFO032941 1 0 0 Hypothetical protein (1) scaffold_9_mRNA_1460.1
GF0032940 1 0 0 Hypothetical protein (1) scaffold_9_mRNA_1457.1
GF0032939 1 0 0 Hypothetical protein (1) scaffold_9_mRNA_1456.1
. RNA-directed DNA polymerase Reverse transeriptase domain .
GFO0032938 1 0 © (Reverse transcripase) (1 PROATT] ) scaffold_9_mRNA_1454.1
Retrotransposon gag domain
GF0032937 1 0 0 Hypothetical protein (1) [IPRO0S162] (1); Chromo domain scaffold_9_mRNA_1453.1
[IPRO23780] (1)
GF0032936 1 0 Hypothetical protein (1) scaffold_9_mRNA_1452.1
GF0032935 1 0 0 Hypothetical protein (1) scaffold_9_mRNA_1449.1
. . nucleic acid binding (GO:0003676 Ribonuclease Helike domain .
GFO032934 1 0 0 Hypothetical protein (1) oloeules Tancton] (1) IPROIZ397] (1) scaffold_9_mRNA_1447.1
GF0032933 1 0 0 Hypothetical protein (1) scaffold_9_mRNA_1440.1
GF0032932 1 0 0 Hypothetical protein (1) scaffold_9_mRNA_1436.1
GF0032931 1 0 0 Hypothetical protein (1) scaffold_9_mRNA_1433.1
GF0032930 1 0 0 Hypothetical protein (1) scaffold_9_mRNA_1432.1
NOG, C-terminal (IPRO12973] (1);
OBG-type guanine nucleotide-binding
nucleolus [GO:0005730 (G) domain [IPR031167] (1); Nucleolar
GF0032929 1 0 0 Nucleolar GTP-binding protei cellular_component] (1); GTP binding  GTP-binding protein | [IPR024926] (1); scaffold_9_mRNA_1426.1
[GO:0005525 molecular_function] (1)~ GTP binding domain [IPR006073] (1); P-
loap containing nucleoside triphosphate
hydrolase [IPR027417] (1)
protein binding [GO:0005515 Phloem protein 2-like [IPRO25886] (1);
GF0032928 1 0 0 Phioem protein 2-BI3 (1) Tcloculo fimgtion] (1 F-boe dornin IPRODIS10] (1) scaffold_9_mRNA_1418.1
GFO032927 1 0 0 Hypothetical protein (1) scaffold_9_mRNA_1415.1
i . Gag-polypeptide of LTR copia-type
GF0032926 1 0 0 Hypothetical protein (1) TPRG29472] (1) scaffold_9_mRNA_1414.1
o o) e a4, CCHC e PRO01873)
GF0032925 1 0 0 Hypothetical protein (1) 5 g (1): GAG-pre-integrase domain scaffold_9_mRNA_1413.1
binding [GO:0003676 {PR02$ 124 1y
molecular_function] (1)
GF0032924 1 0 0 Hypothetical protein (1) scaffold_9_mRNA_1409.1
regulation of transeription, DNA-
GFO0032923 1 0 0 Hypothetical protein (1) templated [GO:0006355 FHY3/FARI family [IPR031052] (1) scaffold_9_mRNA_1407.1
biological_process] (1)
GF0032922 1 0 0 Hypothetical protein (1) scaffold_9_mRNA_1406.1
protein dimerization activity - terminal di
. HAT, C-terminal dimerisation domain
GF0032921 1 0 0 Hypothetical protein (1) [GO:0046953 molecular_function] (1): - 1p G0s906] (1); Ribonucease Holike  scaffold 9 mRNA_1395.1
nucleic acid binding (GO:0003676
domain [IPRO12337] (1)
molecular_function] (1)
GF0032920 1 0 0 Hypothetical protein (1) scaffold_9_mRNA_1394.1
Protein of unknown function DUF247,
GF0032919 1 0 0 UPFO481 protein (1) plt TPRODA1SA] 1) scaffold_9_mRNA_1378.1
GFO032918 1 0 0 Hypothetical protein (1) scaffold_9_mRNA_1377.1
Zine knuekle CX2CX4HX4C .
GF0032917 1 0 0 Hypothetical protein (1) IPRO25836] (1) scaffold_9_mRNA_1376.1
protein dimerization activity
HAT, C-terminal dimerisation domain
GF0032916 1 0 0 Hypothetical protein (1) [GO:0046953 molecular ’““““”“] % 1pRO08906] (1); Ribonuclease Holike  scaffold_9_mRNA_1373.1
nucleic acid binding [GO:000367
domain [IPRO12337] (1)
molecular_function] (
Protein of unknown function DUF247,
GF0032915 1 0 0 UPFO481 protein (1) s IPROOAISS] (1) scaffold_9_mRNA_1372.1
protein dimerization activity
. Ribonuclease H-like domain
GF0032914 1 0 0 Hypothetical protein (1) Eﬁg:f:ﬁf;‘m‘”[“x&x‘:“:’;z O3 (1PRO12337] (1): HAT, C-terminal scaffold_9_mRNA_I371.1
& [G0:0003 dimerisation domain [IPR00S906] (1)
molecular_function] (1)
protein dimerization activity
iy - Ribonuclease Helike domain
GF0032913 1 0 0 Hypothetical protein (1) ﬁ‘:gg?:’:z:gslm:fc‘[’gg’o‘g‘gg‘g @: " [IPRO12337) (1); HAT, C-terminal scaffold_9_mRNA_1359.1
& [0 dimerisation domain [IPR00S906] (1)
molecular_function] (1)
Protein of unknown function DUF247,
GF0032912 1 0 0 UPFO481 protein (1) plm [wm)n PR scaffold_9_mRNA_1353.1
. of unknown function DUF247,
GFO032911 1 0 0 Hypothetical protein (1) plam IPRo04158] () scaffold_9_mRNA_1352.1
Protein of unknown function DUF247,
GF0032910 1 0 0 Hypothetical protein (1) i IPROOAISS] (1) scaffold_9_mRNA_1350.1
GF0032909 1 0 0 Hypothetical protein (1) scaffold_9_mRNA_1344.1
Reverse transcriptase domain
y [IPRO00477] (1; Ribonuclease H-like
GF0032908 1 0 RNA-directed DNA polymerase nucleic acid binding [GO:0003676 domain [IPRO12337] (1); Reverse scaffold 9_mRNA_1343.1
(Reverse transeriptase) (1) molecular_function] (1)
transcriptase zine-binding domain
[IPRO26960] (1)
nucleic acid binding [GO:0003676
GF0032907 1 0 0 Zine knuckle family protein (1) molecular_function] (1); zinc ion binding Zine finger, CCHC-type [IPRO0ISTS] (1) scaffold_9_mRNA._1342.1
[GO:0008270 molecular_function] (1)
Protein of unknown function DUF247,
GF0032906 1 0 0 Hypothetical protein (1) s IPROOAISS] (1) scaffold_9_mRNA_1336.1
. Protein of unknown function DUF247,
GF0032905 1 0 0 DUF247 domain protein (1) plant [PROOA1S8] ) scaffold_9_mRNA_1335.1
GF0032904 1 0 0 Hypothetical protein (1) scaffold_9_mRNA_1323.1
GF0032903 1 0 0 Hypothetical protein (1) scaffold_9_mRNA_1322.1
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GF0032902 1 0 0 Hypothetical protein (1) scaffold_9_mRNA_1316.1
GF0032901 1 0 0 Hypothetical protein (1) LOG family [IPRO31100] (1) scaffold_9_mRNA_I315.1
ki g GOWONTS e e domain
GF0032900 1 0 0 Hypothetical protein (1) tecular_func )P [IPRO12337] (1); HAT, C-terminal scaffold_9_mRNA_1313.1
dimerization activity [GO:0046983
dimerisation domain [IPR00S906] (1)
molecular_function] (1)
Plant sel-incompatibility S1
GF0032899 1 0 0 Hypothetical protein (1) PROYO264] (1) scaffold_9_mRNA_1309.1
heme binding [GO:0020037
molecular_function] (1); iron on binding
[GO:0005506 molecular_function] (1);
oxidoreductase activity, acting on paired
GFO032898 1 0 0 Cytochrome P450 (1) donors, with incorporation or reduction  Cytochrome P4s0 [IPRO0T128] (1) scaffold_9_mRNA_1308.1
of molecular oxygen [GO:0016705
molecular_function] (1); oxidation-
reduction process [GO:0055114
biological_process] (1)
GF0032897 1 0 0 Hypothetical protein (1) scaffold_9_mRNA_1307.1
Plan sel-incompatibility S1
GF0032896 1 0 0 Hypothetical protein (1) HPROYO264] (1) scaffold_9_mRNA_1304.1
GF0032895 1 0 0 Hypothetical protein (1) scaffold_9_mRNA_1302.1
GFO032894 1 0 0 Hypothetical protein (1) scaffold_9_mRNA_1300.1
regulation of ranseription, DNA-
templated [GO:0006355 Carlavirus nueleic acid-binding protein
GF0032893 1 0 0 Hypothetical protein (1) biological_process] (1 mucleicacid | pec Y g P! scaffold_9_mRNA_1295.1
binding [GO:0003676
molecular_function] (1)
GFO032892 1 0 0 Hypothetical protein (1) scaffold_9_mRNA_1294.1
Cytokinin riboside S-monophosphate . .
GF0032891 1 0 shosphoribobydrolase (1) LOG family [IPRO31100] (1) scaffold_9_mRNA_1293.1
GF0032890 1 0 0 Hypothetical protein (1) scaffold_9_mRNA_1292.1
GF0032889 1 0 0 Hypothetical protein (1) scaffold_9_mRNA_1289.1
GF0032888 1 0 0 Hypothetical protein (1) scaffold_9_mRNA_1280.1
nucleic acid binding [GO:0003676 N ’
GF0032887 1 0 0 Hypothetical protein (1) molecular_function] (1); DNA binding ;’“‘ ?"W' L';FH';""“C [[11’::{%?3?;&% ‘(’]’)‘ scaffold_9_mRNA_1279.1
[GO:0003677 molecular_function] (1) ~ Zn° finger C2H2-type
GFO032886 1 0 0 Hypothetical protein (1) scaffold_9_mRNA_1278.1
regulation of ranseription, DNA-
templated [GO:0006353 Carlavirus nucleic ac
GFO032885 1 0 0 Hypothetical protein (1) biological )mce::] (1); nucleic acid scaffold_9_mRNA_1277.1
[IPRO02568] (1)
binding [GO:0003
moleculnrj\mcnon] o)
GF0032884 1 0 ¢ Cyokinin riboside 5" monophosphate LOG family [IPRO31100] (1) scaffold 9_mRNA_1276.1
phosphoribohydrolase (1) O mIRA
GF0032883 1 0 0 Hypothetical protein (1) scaffold_9_mRNA_1275.1
GF0032882 1 0 0 Hypothetical protein (1) scaffold_9_mRNA_127.1
Cytokinin riboside S-monophosphate
GFO032881 1 0 0 rosphoribohydrolase (1) LOG family [IPRO31100] (1) scaffold_9_mRNA_1259.1
Transposon, En/Spm-like [IPR004242]
GF0032880 1 0 0 Hypothetical protein (1) 1): Transposase-associated domain  scaffold_9_mRNA_1258.1
[IPRO29480] (1)
GF0032879 1 0 0 Hypothetical protein (1) scaffold_9_mRNA_1250.1
GF0032878 1 0 0 Hypothetical protein (1) scaffold_9_mRNA_1246.1
GF0032877 1 0 0 Hypothetical protein (1) scaffold_9_mRNA_1244.1
GF0032876 1 0 0 Hypothetical protein (1) scaffold_9_mRNA_1243.1
GF0032875 1 0 0 Hypothetical protein (1) scaffold_9_mRNA_1242.1
GF0032874 1 0 0 Hypothetical protein (1) scaffold_9_mRNA_1237.1
GF0032873 1 0 0 Hypothetical protein (1) scaffold_9_mRNA_1236.1
nucleic acid binding (GO:0003676 Ribonuclease H-like domain
. molecular_function] (1); protein [IPROI12337] (1); hAT-like transposase,
GF0032872 1 0 0 ﬁfx:':::gi:’fm family dimerization i ization activity [GO:0046983 RNase-H fold [IPR025525] (1); HAT, C- scaffold 9 mRNA_1234.1
molecular_function] (1); DNA binding  terminal dimerisation domain
[GO:0003677 molecular_function] (1)~ [IPR00906] (1)
GF0032871 1 0 0 Hypothetical protein (1) scaffold_9_mRNA_1233.1
GF0032870 1 0 0 Hypothetical protein (1) scaffold_9_mRNA_1231.1
Cytokinin riboside S-monophosphate
GF0032869 1 0 0 rosphoribobydrolase (1) scaffold_9_mRNA_1230.1
GFO032868 1 0 0 Hypothetical protein (1) scaffold_9_mRNA_1228.1
i . Retrotransposon gag domain .
GFO032867 1 0 0 Hypothetical protein (1) (PRODSICE () scaffold_9_mRNA_1227.1
Winged helix-tum-helix DNA-binding
signal transduction [GO:0007165 domain [IPRO11991] (1); DDRGK.
GF0032866 1 0 0 Hypothetical protein (1) biological_process] (1); protein binding  domain conaining protein [IPRO19153]  scaffold_9_mRNA_1222.1
[GO:0005515 molecular_function] (1)~ (1: Tollinterleukin-1 receptor homology
(TIR) domain [IPR0001S7] (1)
GF0032865 1 0 0 Hypothetical protein (1) scaffold_9_mRNA_1215.1
nucleic acid binding [GO:0003676 F-box domain [IPRO01810] (1);
GFO032864 1 0 0 Hypothetical protein (1) molecular_function] (1); protein binding ~ Ribonuclease H-like domain scaffold_9_mRNA_1197.1
[GO:0005515 molecular_function] (1)~ [IPROI2337] (1)
i . nucleic acid binding [GO:0003676 Ribonuclease H-like domain .
GFO0032863 1 0 0 Hypothetical protein (1) ctecuar functions (1) (PROIZ3371 1) scaffold_9_mRNA_1195.1
GF0032862 1 0 0 Hypothetical protein (1) Chromo domain-like [IPROI6197] (1) scaffold_9_mRNA_1190.1
Refrotransposon gag domain
GFO032861 1 0 0 Hypothetical protein (1) PROGS163] (1) scaffold_9_mRNA_1183.1
GFO032860 1 0 0 Monosacharide transport protein (1) scaffold_9_mRNA_1182.1
. i . protein binding [GO:0005515 box doma .
GFO0032859 1 0 0 Hypothetical protein (1) Pckecuar fungtion] 1) F-box domain [IPROOIS10] (1) scaffold_9_mRNA_1181.1
regulation of defense response
[GO:0031347 biological_process] (1);
regulation of salieylic acid mediated
signaling pathway [GO:2000031 .
GF0032858 1 0 0 Hypothetical protein (1) biological_process] (1); cellular response zgix:::’:ﬁ:‘igf::ﬁ:;gz ;X‘:::]"(‘l) scaffold_9_mRNA_1180.1
10 salieylic acid stimulus [GO:0071446
biological_process] (1; integral
component of membrane [GO:0016021
cellular_component] (1)
regulation of salieylic acid mediated
signaling pathway [GO:2000031
biological_process] (1); regulation of
defense response [GO:0031347 Ankyrin repeat [IPR002110] (1); Protein
Ankyrin epeat family protein. putative _ Pi0l0gical_process] (1): protein binding accelerated cell death 6 [IPRO32846] (1);
GF0032857 1 0 0 yrin reps 'y protein, p! [GO:0005515 molecular_function] (1),  PGG domain [IPR026961] (1); Ankyrin  scaffold 9 mRNA_1179.1
@ integral component of membrane repeat-containing domain [IPR020683]
[GO:0016021 cellular_component] (1): (1)
cellular response to salicylic acid
stimulus [GO:0071446
biological_process] (1)
GFO032856 1 0 0 Hypothetical protein (1) scaffold_9_mRNA_1177.1
transport [GO:0006810
biological_process] (1); membrane A
GF0032855 1 0 0 Hypothetical protein (1) [GO:0016020 cellular_component] (1); L‘f‘"‘s““ﬁ:f‘f'a“'m‘;;“ ?:;,gl;’g;gt'g;] @ el 9_mRNA_II67.
transporter activity [GO:0005215 ol ¥
molecular_function] (1)
[N e i i
GF0032854 1 0 0 Hypothetical protein (1) gical_process] (1): asparic-ide1pR001969] (1); Aspartic peptidase  scaffold_9_mRNA_1165.1
endopeptidase activity [GO:0004190 OmRNA
e ac domain [IPRO21109) (1)
molecular_function] (1)
GF0032853 1 0 0 Hypothetical protein (1) scaffold_9_mRNA_1164.1
Ribonuclease H-like domain
GF0032852 1 0 0 Reverse transcriptase, related (1) nueleic acid binding [GO:0003676 [IPRO12337] (1); scaffold_9_mRNA_1163.1
molecular_function] (1) Endonuclease/exonuclease/phosphatase
[IPRO0S135] (1)
antiporter activity [GO:0015297
molecular_function] (1); drug
transmembrane transporter activity
[GO:0015238 molecular_function] (1);
N i membrane [GO:0016020 Muli antimicrobial exirusion protein
GF0032851 1 0 0 MATE efflux family protein 9 (1) celluar component (1);drug IPRO02528] (1) scaffold_9_mRNA_1155.1
transmembrane transport [GO:0006855
biological_process] (1); transmembrane
transport [GO:0055085
biological_process] (1)
Isopenicillin N synthase-like
GF0032850 1 0 0 Hypothetical protein (1) IPRO23] (1) scaffold_9_mRNA_1149.1
drug transmembrane transport
[GO:0006855 biological_process] (1);
antiporter activity [GO:0015297
molecular ﬁmcuon] u X dm
R334 . N  Putative MATE efffux family protein 5~ transmermbrane tra Multantimicrobial exrusion protein v 1o eNa 11431

ke (1)

00015238 meeutr f\mcnon] .
membrane [GO:0016020
cellular_component] (1); transmembrane
transport [GO:0055085
biological_process] (1)

[IPR002528] (1)
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Thioredoxin-like fold (IPR012336] (1);
Glutathione S-iransferase, C-terminal
dutathione - Ly protein binding [GO:0005515 [IPRO04046] (1); Glutathione § .
GFO032848 1 0 0 Tau class ghtathione S-ransferase (1) P TR ransrase, Netorminal [IPRO0A045] (1); S04TOH9_MRNA_ 11421
Glutathione S-transferase, C-terminal-like
[IPROI0987] (1)
Glutathione S-transferase, N-terminal
[IPRO04045] (1); Gilutathione -
GF0032847 1 0 0 Tau class glutathione S-transferase (1) ﬁq':l‘::"“:‘r"‘:“:;i‘[‘g‘] f Io)oss 15 transferase, C-terminal-like [IPRO10987] scaffold 9 mRNA_1141.1
= (1): Thioredoxin-like fold [IPRO12336]
[0
GFO032846 1 0 Hypothetical protein (1) scaffold_9_mRNA_1139.1
GFO032845 1 0 0 Hypothetical protein (1) scaffold_9_mRNA_1138.1
. . Retrotransposon gag domain .
GFO032844 1 0 0 Hypothetical protein (1) PROVSIEZ] () scaffold_9_mRNA_1137.1
GF0032843 1 0 0 Hypothetical protein (1) scaffold_9_mRNA_1136.1
GF0032842 1 0 0 Hypothetical protein (1) scaffold_9_mRNA_1133.1
GF0032841 1 0 0 Hypothetical protein (1) scaffold_9_mRNA_1131.1
‘Thioredoxin-like fold [IPR012336] (1);
Glutathione S-transferase, C-terminal
" g protein binding [GO:0005515 [IPRO04046] (1; Glutathione -
GF0032840 1 0 0 Tau class lathione S-ransterase (1) P P R ramsrase, Netenminal IPRO0I04S] (1), SO MRNA_1129.1
Glutathione S-transferase, C-terminal-like
[IPROI0987] (1)
e Glutathione S-transferase, C-terminal-like
GF0032839 1 0 0 H')““"“”“’ S-transferase tau 7, putative [IPRO10987) (1); Glutathione S- scaffold_9_mRNA_1124.1
transferase, C-terminal [IPRO04046] (1)
nucleic acid binding [GO:0003676
GF0032838 1 0 0 Hypothetical protein (1) molecular_function] (1); DNA binding 2" €€ BED,"“’“ [IPROOIGSG] (1): 14 9 mRNA_1119.1
[GO:0003677 molecular_function] (1) 2" finger C2H2-ype [IPRO13087] (1)
transport [GO:0006810
biological_process] (1); membrane proton-dependent aligopeptide
GF0032837 1 0 0 Hypothetical protein (1) [GO:0016020 cellular_component] (1); “::\:’ 'ni'r’”ﬁ m°n“v ‘[’l;,i’(‘;;gl'u;] » scaffold_9_mRNA_1113.1
transporter activity [GO:0005215 o Y
molecular_function] (1)
. § ‘Thioredoxin-like fold [IPR012336] (1);
GF0032836 1 0 0 Hypothetical protein (1) "’;:I':"‘“:""‘;“"“‘bﬂ[:”sm‘m 15 Glutathione S-transferase, N-terminal | scaffold_9_mRNA_1109.1
- [IPRO04045] (1)
transmembrane transport [GO:0055085
biological_process] (1); drug
transmembranc transporter activity
[GO:0015238 molecular_function] (1): 11 anincrobial extrusion protein
GF0032835 1 0 0 MATE efflux family protein 9 (1) antiporter activity [GO:0015297 TPROD328] (1) P scaffold_9_mRNA_1108.1
molecular_function] (1); membrane
[GO:0016020 cellular._component] (1);
drug transmembrane transport
[GO:0006855 biological_process] (1)
Glutathione S-transferase, N-terminal
[IPRO04045] (1); Glutathione -
" g protein binding [GO:0005515 transferase, C-terminal-like [IPRO10987]
GFO032834 1 0 0 Tau class lathione Saransterase (1) PO N R O Thoraloximke o1 [PRO12336)  SCATOH_9_ mRNA_1107.1
(1):; Glutathione S-transferase, C-terminal
[IPRO04046] (1)
Glutathione S-transferase, C-terminal-like
[IPRO10987] (1; Glutathione S-
GF0032833 1 0 0 Tau class gluathione S-transferase (1) PO binding [GO:0005515 transferase, N-terminal [IPRO04045] (1): (014 o mRNA_1105.1
> molecular_function] (1) Glutathione S-iransferase, C-terminal - mRNA
[IPRO04046] (1); Thioredoxin-like fold
[IPROI2336] (1)
Domain of unknown function DUF4216
GFO032832 1 0 0 Transposon-like ORF protein (1) [IPRO25312] (1; Transposon, En/Spm-  scaffold_9_mRNA_1104.1
Tike [IPRO04242] (1)
‘Thioredoxin-like fold [IPR012336] (1);
Glutathione S-transferase, N-termina
GF0032831 1 0 0 Tau class glutathione S-transferase (1) ﬁ:::::\‘,|:‘,m::;i‘[s.3:’|o)oss 15 [IPR004045] (1); Glutathione S- scaffold_9_mRNA_1103.1
= transferase, C-terminal-like [IPRO10987]
[0
GF0032830 1 0 0 Hypothetical protein (1) scaffold_9_mRNA_1099.1
DNA binding [GO:0003677 B3 DNA binding domain (IPR003340]
. i molecular_function] (1); regulation of  (1); NAC domain [IPR003441] (1); .
GF0032829 1 0 0 Hypothetical protein (1) Tonectipton, DNAtemplaicd DNA-binding pocudobarel domaiy €049 mRNA_1098.1
[GO:0006355 biological process] (1) [IPROI5300] (1)
Glutathione S-transferase fau 7, putative Glutathione S-transferase, C-terminal-like
GFO032828 1 0 [ PROIOOS7] (1) scaffold_9_mRNA_1096.1
Domain of unknown function DUF4283
GF0032827 1 0 0 Hypothetical protein (1) IPRO258581 1) scaffold_9_mRNA_1090.1
GF0032826 1 0 0 Hypothetical protein (1) scaffold_9_mRNA_1088.1
LOG family [IPRO31100] (1); Cytokinin
Cytokinin riboside S'-monophosphate riboside S-monophosphate
GF0032825 ! 0 phosphoribohydrolase (1) phosphoribohydrolase LOG [IPR005269] S°4T014-9_MRNA_I087.1
Reverse transeriptase zinc-binding
GF0032824 1 0 0 Hypothetical protein (1) o L1PR026060) (1) scaffold_9_mRNA_1084.1
GF0032823 1 0 0 Hypothetical protein (1) scaffold_9_mRNA_1083.1
’ Pentatricopeptide repeat (IPR002885]
GF0032822 1 0 0 Hypothetical protein (1) :z‘:xll:‘"‘;“‘"gu[sﬁ (““)‘055 15 (1); Tetratricopeptide-like helical domain scaffold 9 mRNA_1079.1
r_functi [IPRO11990] (1)
y P-loop containing nucleoside triphosphate
GF0032821 1 0 0 Hypothetical protein (1) QODI';:;'I’;‘:"‘“K‘“[;;';‘:‘:’:”' hydrolase [IPR027417) (1); NB-ARC  scaffold_9_mRNA_1065.1
- [IPRO02182] (1)
GF0032820 1 0 0 Hypothetical protein (1) scaffold_9_mRNA_1064.1
. Retrotransposon gag domain .
GFO032819 1 0 0 Hypothetical protein (1) PROVSIEZ] () scaffold_9_mRNA_1063.1
GF0032818 1 0 0 Hypothetical protein (1) scaffold_9_mRNA_1062.1
GF0032817 1 0 0 Hypothetical protein (1) scaffold_9_mRNA_1060.1
GF0032816 1 0 0 Hypothetical protein (1) scaffold_9_mRNA_1054.1
RNA-dirccted DNA polymerase Reverse transcriptase domain
GFO032815 1 0 (Revese e (1 HPROO4TT] (1) scaffold_9_mRNA_1048.1
GFO032814 1 0 0 Hypothetical protein (1) scaffold_9_mRNA_1043.1
regulation of transcription, DNA-
templated [GO:0006355 Carlavirus nucleic acid-binding protein
GFO032813 1 0 0 Hypothetical protein (1) iological_proces] (1) muclic acid (iR CELS ep scaffold_9_mRNA_1042.1
binding [GO:0003676
molecular_function] (1)
. Reverse transeriptase, RNA-dependent
GFO032812 1 0 0 Hypothetical protein (1) DNA polymeenso [PROI3103] (1) scaffold_9_mRNA_1040.1
GF0032811 1 0 0 Hypothetical protein (1) scaffold_9_mRNA_1038.1
Reverse transeriptase zinc-binding
domain [IPR026960] (1); Ribonuclease
GF0032810 1 0 0 Hypothetical protein (1) nueleic acid binding [GO:0003676 H-like domain [IPRO12337] (1; scaffold_9_mRNA_1016.1
molecular_fnction] (1)
Endonuclease/exonuclease/phosphatase:
[IPRO0S135] (1)
GF0032809 1 0 0 Hypothetical protein (1) scaffold_9_mRNA_1013.1
nucleic acid binding [GO:0003676 ;;:":3‘:;1;;;]' (*;":"‘i“t’i""“':' -
GF0032808 1 0 0 Hypothetical protein (1) molecular_function] (1): DNA binding g & P¢ caffold_9_mRNA_1010.1
[GO:0003677 molecular_function] (1)~ 10130871 (1): Zine finger, BED-type
? = [IPRO03656] (1)
GFO032807 1 0 0 Hypothetical protein (1) scaffold_9_mRNA_101.1
GFO032806 1 0 0 Hypothetical protein (1) :»|4'ULF. transposase domain [IPROIS289] (uv 6 uNA._1007.1
GF0032805 1 0 0 Hypothetical protein (1) scaffold_9_mRNA_1006.1
GF0032804 1 0 0 Hypothetical protein (1) scaffold_9_mRNA_1001.1
GF0032803 1 0 0 Hypothetical protein (1) scaffold_9_mRNA_1000.1
proton-transporting two-scetor ATPase
complex, proton-transporting domain
[GO:0033177 cellular_component] (1):
) V-ATPase proteolipid subunit C,
5;:‘;’:"‘;2,"(5)"0"3257\; type ATPase, VO aryotic [IPRO11555] (1); V-ATPase
GF0032802 1 0 0 Hypothetical protein (1) " - proteolipid subunit [IPR000245] (1); V- scaffold_8_mRNA_998.1
cellular_component] (1); hydrogen ion " ' B miRA
transmembrane transporter activity ATPase prote “like
[GO:0015078 molecular_function] (1);  40™ain [IPRO02379] (1)
ATP hydrolysis coupled proton transport
[GO:0015991 biological process] (1)
GF0032801 1 0 0 Hypothetical protein (1) scaffold_8 mRNA_995.1
GFO032800 1 0 0 Hypothetical protein (1) scaffold_8 mRNA_993.1
nucleic acid binding [GO:0003676 Ribonuclease H-like domain N
GF0032799 1 0 0 Hypothetical protein (1) et funton (1 HPRO1337] (1) scaffold_8_mRNA_982.1
GF0032798 1 0 0 Hypothetial protein (1) scaffold_8_ mRNA_976.1
GF0032797 1 0 0 Hypothetical protein (1) scaffold_8_ mRNA_97.1
GF0032796 1 0 0 Hypothetical protein (1) scaffold_8_mRNA_969.1
GF0032795 1 0 0 Hypothetical protein (1) scaffold_8_ mRNA_968.1
DNA binding [GO:0003677 Zine finger, BED-type [IPR003656] (1);
molecular_function] (1: nucleic acid  Riponuelease Hlike domain
GF0032794 1 0 0 Hypothetical protein (1) 5 g [IPROI2337] (1): hAT-like transposase, ~ scaffold_8_mRNA_962.1

binding [GO:0003676
molecular_function] (1)

RNase-H fold [IPR025525] (1); Zine
finger C2H2-type [IPROI3087] (1)
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GF0032793 1 0 0 Hypothetical protein (1) (’}’;"a"” peptidase domain (IPRO2T109) (14 ¢ mrNA_059.1
GF0032792 1 0 0 Hypothetical protein (1) scaffold_8 mRNA_956.1
GF0032791 1 0 0 Hypothetical protein (1) scaffold_8 mRNA_955.1
GFO032790 1 0 0 Hypothetical protein (1) scaffold_8 mRNA_954.1
GF0032789 1 0 0 Monosacharide transport protein (1) scaffold_8 mRNA_952.1
GFRO032788 1 0 0 Hypothetical protein (1) LOG family [IPRO31100] (1) scaffold_8 mRNA_951.1
GF0032787 1 0 0 Hypothetical protein (1) scaffold_8 mRNA_949.1
» Ribonuclease Helike domain
Ezi‘c ::::l"f:i‘[cz(o’n]“?:’f ﬂdm acig IIPROI2337] (1) hAT-lke transposase,
. 5 g RNase-H fold [IPR025525] (1); Zine
GF0032786 1 0 BED zinc finger.hAT family dimerization binding [G0:0003676 i finger C2H2-type [IPROI3087] (1); Zine scaffold_§ mRNA_942.1
domain (1) molecular_function] (1); protein 8_mRNA.
ol ) finger, BED-type [IPR003656] (1); HAT,
dimerization actvity [GO:0046983 "o DEDIYPe FHEIAA
molecular_function] (1) PRO0SS06] (1)
GF0032785 1 0 0 Hypothetical protein (1) scaffold_8_mRNA_940.1
GF0032784 1 0 0 Hypothetical protein (1) scaffold_8_mRNA_939.1
GF0032783 1 0 0 fentancopepiide (1) repeat proten Pentatricopeptide repeat [IPRO02SSS] (1) scaffold 8 mRNA_938.1
GF0032782 1 0 0 Hypothetical protein (1) scaffold_8_mRNA_933.1
GF0032781 1 0 0 Hypothetical protein (1) scaffold_8 mRNA_932.1
. SH3 domain [IPRO01452] (1); Arfaptin
GF0032780 1 0 0 Hypothetical protein (1) protein binding [GO:0005515 homology (AH) domain/BAR domain  scaffold_§ mRNA_931.1
molecular_finction] (1) (FROZ6T) ) B miRA
GFO032779 1 0 0 Hypothetical protein (1) Viral movement protein IPR028919] (1) scaffold_8_mRNA_921.1
GFO032778 1 0 0 Hypothetical protein (1) scaffold_8_ mRNA_920.1
GFO032777 1 0 0 Hypothetical protein (1) scaffold_8_ mRNA_919.1
e activity, forming ammuacyl RNA e sptabetapha
I‘:;e'z";:d ;;'C':“’:"l‘]“(dls)[‘m A sandwich fold [IPR014729] (1)
GF0032776 1 0 0 Hypothetical protein (1) minascyation (CO0043039 Glutamylglutaminyl{RNA synthetase,  scaffold_8_mRNA_918.1
Bilogical process] (1, ATP binding €058 1o atalytic domain (IPR020058]
[GO:0005524 molecular_function] (1)
GFO032775 1 0 0 Hypothetical protein (1) scaffold_§_ mRNA_914.1
protein dimerization activity
HAT, C-terminal dimerisation domain
GF0032774 1 0 0 Hypothetical protein (1) [GO:0046983 molecular_function] (1); 1pp 08906 (1); Ribonuclease H-like  scaffold_§ mRNA_905.1
nucleic acid binding [GO:0003676 B miRA
. domain [IPROI2337) (1)
molecular_finction] (1)
GFO032773 1 0 0 Hypothetical protein (1) Pentatricopepride repeat [IPR002885] (1) scaffold_8_mRNA_892.1
GFO032772 1 0 0 Monosacharide transport protein (1) scaffold_8_ mRNA_891.1
GFO032771 1 0 0 Hypotheical protein (1) scaffold_8_ mRNA_890.1
GF0032770 1 0 0 Hypothetical protein (1) scaffold_8_ mRNA_874.1
GF0032769 1 0 0 Hypothetical protein (1) scaffold_8_ mRNA_870.1
. Retrotransposon gag domain .
GFO032768 1 0 0 Hypothetical protein (1) PROVSIEZ] () scaffold_8_ mRNA_867.1
ATPase, AAA-type, core [IPR003959]
(1): P-loop containing nucleoside
Putative mitochondrial chaperone bes!  ATP binding [GO:0005524 triphosphate hydrolase [IPR027417] (1);
GF0032767 ! 0 0 molecular_function] (1) AAA-type ATPase, N-terminal domain S T014_8_MRNA_849.1
[IPRO25753] (1); ATPase, AAA-type,
conserved site [IPR003960] (1)
AAA-type ATPase, N-terminal domain
GF0032766 1 0 0 Hypothetical protein (1) PROSI53] (1) scaffold_8 mRNA_844.1
Domain of unknown function DUF4283
nucleic acid binding [GO:0003676 E":f?“z:j f‘z];; ’L::‘[;;’n'z’gg‘:o’]“:‘l“f
GF0032765 1 0 0 Hypothetical protein (1) molecular_function] (1); zine ion binding e scaffold_§ mRNA_§37.1
1GO:0008270 moletula fmction] (1) Endonueleaseiexonuclease/phosphatase
- [IPRO0S135] (1); Zine finger, CCHC-
type [IPRODISTS] (1)
. . . zine ion binding [GO:0008270 .
GFO032764 1 0 0 Pollen-specific protein SF3 (1) ockocuar fumsion] (D Zine finger, LIM-type [IPRO0I781] (1) scaffold_8_mRNA_828.1
GF0032763 1 0 0 Hypothetical protein (1) scaffold_8 mRNA_826.1
GF0032762 1 0 o Cytokinin iboside 5 '“°"°”h"“’h‘““ LOG family [IPRO31100] (1) scaffold_8_mRNA_825.1
© phosphoribohydrolase
GFO032761 1 0 0 Hypothetical profein (1) scaffold_8_ mRNA_824.1
nucleic acid binding [GO:0003676
molecular_function] (1); RNA-DNA [“‘CETT °:“’f"l° S [IPRO01S84] (1);
GF0032760 1 0 0 Hypothetical protein (1) wbrid ribonuclease activity [IPRO12337] (1); Ribonuclease H domain scaffold_§_mRNA_§22.1
[GO:0004523 molecular_function] (1); § B miRA
[IPRO02156] (1: Refrotransposon gag
DNA integration [GO:0015074 domain IPRODSIE2) (1)
biological_process] (1)
. Phenylcoumaran benzylic ether reductase NAD(P)-binding domain [IPROI6040]
(F0032759 ! o o (1): NmrA-like domain [IPR008030] (1) S°T01d_S_MRNA_821.1
Phenylcoumaran benzylic ether reductase NAD(P)-binding domain [IPRO16040]
GF0032758 1 0 o U oAtk domaim (IPRO08OS0) (1) S48 mRNA_820.1
.  Phenylcoumaran benzylic ether reductase NAD(P)-binding domain [IPROI6040]
GRo032757 ! o O (1): NmrA-like domain [IPR008030] (1) S°T1d_S_mRNA_S19.1
Phensi bensylc ethr reduct NmrA-like domain [IPR00S030] (1);
GF0032756 1 0 o “E“y coumaran benzylic ether reductase NAD(P)-binding domain [IPR016040]  scaffold_8 mRNA_815.1
o)
metabolic process [GO:0008152
. . biological_process] (1); transferase  UDP-glucuronosy/UDP- }
GFO032755 1 0 0 UDP-glycosyltransferase 85AT (1) wetiviy, amsforing hexow groups glucomgiansiome [IPR002213] (1) S48 mRNA 8111
16758 molecular_function] (1)
GFO032754 1 0 0 Hypothetical protein (1) scaffold_8_mRNA_810.1
GF0032753 1 0 0 Hypothetical protein (1) scaffold_8_mRNA._806.1
GF0032752 1 0 0 Hypothetical protein (1) scaffold_8_mRNA_805.1
GF0032751 1 0 0 Hypothetical protein (1) scaffold_8_mRNA_804.1
Cytokinin riboside S-monophosphate
GF0032750 1 0 0 rosphoribobydrolase (1) scaffold_8_ mRNA_803.1
pectinesterase activity [GO:0030599  Pectinesterase, Asp active site
molecular_function] (1); cell wall [IPRO33131] (1); Pectinesterase,
GFO032749 1 0 0 Probable pectinesterase 67 (1) modification [GO:0042545 catalytic (IPRO00070] (1); Pectin lyase  scaffold_8_mRNA_800.1
biological_process] (1); cell wall fold [IPR012334] (1); Pectin lyase
[GO:0005618 cellular_component] (1) fold/virulence factor [IPRO11050] (1)
GFO032748 1 0 0 Hypothetical protein (1) scaffold_§_ mRNA_8.1
GFO032747 1 0 0 Hypothetical protein (1) scaffold_8_ mRNA_799.1
GFO032746 1 0 0 Hypothetical protein (1) scaffold_8_ mRNA_794.1
GFO032745 1 0 0 Glutaminase (1) scaffold_8_ mRNA_793.1
proteolysis [GO:0006508
i i biological_process] (1); cysteine-type  Ulp! protcase family, C-terminal .
GFRO032744 ! 0 0 Hypothetical protein (1) peptidase activity [GO:0008234 catalytic domain [IPR003653] (1) scaffold_§_mRNA_789.1
molecular_finction] (1)
Zine finger, SWIM-type [IPR007527]
y (1): Zin finger, PMZ-type [IPRO06564]
GF0032743 1 0 0 Mutator-like transposase (1) Iz\::fe‘::;::r‘“;‘"“i‘ﬁ?(’:’;m“70 (1): MULE transposase domain scaffold_8_mRNA_778.1
= [IPROI8289] (1; Transposase, MubR,
plant [IPRO04332] (1)
GFO032742 1 0 0 BURP domain-containing protein (1) BURP domain [IPRO04873] (1) scaffold_8_ mRNA_755.1
GFO032741 1 0 0 Hypothetical protein (1) scaffold_8_ mRNA_753.1
Reverse transeriptase zinc-binding
. Non-LTR retroelement reverse domain [IPR026960] (1); Domain of
GF0032740 ! 0 transcriptase-like (1) unknown function DUF4283 scaffold_§_ mRNA_749.1
[IPRO25558] (1)
transmembrane transport [GO:0055085  Oligopeptide transporier, OPT
GF0032739 1 0 0 Yellow siripe 1A transporter (1) Bilosienl process] () operhonily LIPROGSS 151 (1) scaffold_8_ mRNA_748.1
chitinase activity [GO:0004568
molecular_function] (1) it catabolie ¢y oty
GF0032738 1 0 0 Endochitinase (1) process [GO:0006032 [IPR000726] (1); Lysozyme-like domain scaffold 8 mRNA_74.1
biological_process] (1); cell wall PROY3546) (1)
macromolecule catabolic process
[GO:0016998 biological_process] (1)
GFO032737 1 0 0 Hypothetical protein (1) scaffold_8_ mRNA_739.1
protein serine/threonine kinase activity
[GO:0004674 molecular_function] (1);
nuclear transerbed mRNA :a\abom Amadillo-like helical [IPRUI wxs] (0
MGL
GF0032736 ! 0 0 Hypothetical protein (1) [(‘0 uooam bmlogmal pmms] (1 [IPRO31559] (1); Armadllln lype folg  Scaffold 8_mRNA_735.1
phosphorylation [GO:0016310 [IPRO16024] (1)
biological_process] (1); bmdmg
[GO:0005488 molecular_function] (1)
GF0032735 1 0 0 Monosacharide transport protein (1) scaffold_8_mRNA_732.1
GFO032734 1 0 0 Hypothetical protein (1) scaffold_8 mRNA_713.1
GF0032733 1 0 0 Hypothetical protein (1) scaffold_8 mRNA_712.1
GFO032732 1 0 0 Hypothetical protein (1) scaffold_8_mRNA_702.1
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GF0032731 1

GF0032730 1

GF0032729 1

GF0032728 1

GF0032727 1
GF0032726 1

GF0032725 1

GF0032724 1

GF0032723 1
GF0032722 1

GF0032721 1

GF0032720 1

GF0032719 1

GF0032718 1
GF0032717 1
GF0032716 1
GF0032715 1
GF0032714 1
GF0032713 1

GF0032712 1

GF0032711 1

GF0032710 1

GF0032709 1
GF0032708 1
GF0032707 1

GF0032706 1

GF0032705 1

GF0032704 1

GF0032703 1

GF0032702 1

GF0032701 1

GF0032700 1

GF0032699 1

GF0032698 1

GF0032697 1

GF0032696 1

GF0032695 1

GF0032694 1

GF0032693 1

GF0032692 1

GF0032691 1

GF0032690 1

GF0032689 1
GF0032688 1

GF0032687 1

GF0032686 1

GF0032685 1

GF0032684 1

GF0032683 1

GF0032682 1

cococooo o

°

dimethylallyl diphosphate biosynthetic
process [G0:0050992
biological_process] (1); isopentenyl
diphosphate biosynthetic process,
4-phosphate pathway
[GO:0019288 biological_process] (1);
metal ion binding [GO:0046872
molecular_function] (1); 4-hydroxy-3-
methylbut-2-en-1-yl diphosphate
reductase activity [GO:0051745
molecular_function] (1)

© diphosphate reductase (1)

0 Hypothetical protein (1)

zine ion binding [GO:0008270

0 Mutator-like transposase (1) olecular funeion] (1)

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

0 Hypothetical protein (1)

0 Hypothetical protein (1)

o Retrotransposon proein, putative, Tyl-
copia subclass (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

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

B3 domain-containing transcription factor DNA binding [GO:0003677
VRNI-like protein (1) molecular_function] (1)

ADP binding [G0:0043531

0 Hypothetical protein (1) molecular_function] (1)

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

‘nucleic acid binding [GO:0003676

0 Hypothetical protein (1) molecular function] (1)

0 Hypothetical protein (1)

 Discase resistance family protein /LR proiein binding [GO:0005515
family protein, putative (1) molecular_function] (1)

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

proteolysis [GO:0006508
biological_process] (1); serine-type
carboxypeptidase activity [GO:0004185
molecular_function] (1)
MEWOOIIC PrOcess [Uuuu 152
biological_process] (1); hydrolase
activity [GO:0016787

¥

0 Hypothetical protein (1)

0 Putative carboxylesterase 2 (1)

biological_process] (1); hydrolase
activity [GO:0016787

0 CXE carboxylesterase (1)

ribosome [GO:0005840
cellular_component] (1); metabolic
process [GO:0008152
biological process] (1); intracellular
[GO:0005622 cellular_component] (1);
0/60s ribosomal protein (1) translation [GO:0006412
biological_process] (1); structural
constituent of ribosome [GO:0003735
molecular_function] (1); hydrolase
activity [GO:0016787
molecular_function] (1)
hydrolase activity [GO:0016787
molecular_function] (1); metabolic
process [GO:0008152
biological process] (1)
HICDOIIC PIOCENS [UU-U0U010%
biological_process] (1); hydrolase
activity [GO:0016787

0 Hypothetical protein (1)

0 Putative carboxylesterase 2 (1)

DNA integration [GO:0015074
biological_process] (1); nucleic acid
binding [GO:0003676
molecular_function] (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

catalytic activity [GO:0003824
molecular_function] (1); metal ion
binding [GO:0046872
molecular_function] (1)

0 Hypothetical protein (1)

hydrolase activity [GO:0016787
molecular_function] (1); metabolic
process [GO:0008152
biological_process] (1)

0 CXE carboxylesterase (1)

0 Hypothetical protein (1)

DNA integration [GO:0015074
biological_process] (1); nucleic acid
binding [GO:0003676
molecular_function] (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)
hydrolase activity [GO:0016787
molecular_function] (1); metabolic
process [GO:0008152
biological_process] (1)

0 Hypothetical protein (1)

catalytic activity [GO:0003824

0 Hypothetical protein (1) molecular_fnction (1)

metabolic process [GO:0008152
biological_process] (1); hydrolase
activity [GO:0016787
molecular_function] (1)

0 CXE carboxylesterase (1)

0 Hypothetical protein (1)

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

0 Hypothetical protein (1)

vacuolar proton-transporting V-type
ATPase complex assembly [GO:0070072
biological_process] (1)

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

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

o Vacuolar ATPase asscmbly integral
membrane protein VMA21 homolog (1)

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

0 Hypothetical protein (1)

integral component of membrane
[GO:0016021 cellular_component] (1);
lipid transporter activity [GO:0005319
molecular_function] (1)

0 Patched family protein (1)

4-hydroxy-3-methylbut-2-eny!

diphosphate reductase [IPR003451 (1) SCToId_8_mRNA_701.1

scaffold_8_mRNA_697.1
Zine finger, SWIM-type [IPR007527]

(1); Transposase, MuDR, plant

[IPR004332] (1); MULE transposase ~ scaffold_§_mRNA_685.1
domain [IPROIS289] (1); Zine finger,
PMZ-type [IPR006564] (1)

Ulpl protease family, C-terminal
catalytic domain [IPR003653] (1):

in of unknown function DUF1985

g~ scaffold_8_ mRNA_684.1
[IPRO15410] (1)

scaffold_8_mRNA_683.1
scaffold_8_mRNA_678.1

scaffold_8_mRNA_676.1
Heat shock protein 70kD, peptide-
binding domain [IPR029047] (1); Heat
shock protein 70 family [IPRO13126] (1);
Heat shock protein 70, conserved site  scaffold_§_mRNA_675.1
[IPROISI81] (1); Heat shock protein
70kD, C-terminal domain [IPR02904]
m
scaflold_8_mRNA_667.1
Domain of unknown function DUF1985
IPROIS410) (1) scaffold_8_mRNA_665.1
scaffold_8_mRNA_647.1
B3 DNA binding domain [IPR003340]
(1); DNA-binding pseudobarrel domain ~ scaffold_8_mRNA_634.1
[IPRO1S300] (1)
P-loop containing nucleoside triphosphate
hydrolase [IPR027417) (1); NB-ARC  scaffold_8_mRNA_631.1
[IPR002182] (1)
scaffold_8_mRNA_626.1
scaffold_8_mRNA_621.1
scaffold_8_mRNA_617.1
scaffold_8_mRNA_615.1
scaffold_8_mRNA_607.1
scaffold_8_mRNA_596.1
Ribonuclease H-like domain
{IPROI2337) (1) scaffold_8_mRNA_595.1
scaflold_8_mRNA_591.1
Leucine-rich repeat domain, L domain-
like [IPR032675] (1); Leucine-rich
repeat, typical subtype [IPRO03591] (1);
Leucine-rich repeat [IPRO01611] (1)
Leucine-rich repeat-containing N-
terminal, plant-type [IPRO13210] (1)

scaffold_8_mRNA_589.1

scaflold_8_mRNA_586.1
scaflold_8_mRNA_58.1
scaflold_8_mRNA_572.1

Alpha/Beta hydrolase fold [IPR029058]

(1); Peptidase S10, serine

carboxypeptidase [IPRO0IS63] (1) scaffold_8_mRNA_566.1

Serine carboxypeptidases, histidine active

site [IPR033124] (1)

Alpharbeta hydrolase fold-3 [IPR013094]

(1); Alpha/Beta hydrolase fold

[IPR029058] (1)

Alpha/Beta hydrolase fold [IPR029058]

(1); Alpharbeta hydrolase fold-3

[IPRO13094] (1)

scaffold_8_mRNA_560.1

scaffold_8_mRNA_S57.1

Ribosomal protein L2 domain 2
[IPRO14722] (1); Alpha/Beta hydrolase

fold [IPR029058] (1); Alpha/beta

hydrolase fold-3 [IPRO13094] (1); scaffold_8_mRNA_552.1
Translation protein SH3-like domain

[IPRO08991] (1); Ribosomal protein

L14e domain [IPR002784] (1)

Alpha/beta hydrolase fold-3 [IPR013094]
(1); Alpha/Beta hydrolase fold
[IPR029058] (1)

Alpha/beta hydrolase fold-3 [IPR013094]
(1); Alpha/Beta hydrolase fold
[IPR029058] (1)

Integrase, catalytic core [IPR001584] (1);
Ribonuclease H-like domain
[IPRO12337] (1); GAG-pre-integrase
domain [IPRO25724] (1)

scaffold_8_mRNA_549.1

scaffold_8_mRNA_548.1

scaffold_8_mRNA_540.1

scaflold_8_mRNA_538.1
Peptidase M16, N-terminal [IPRO11765]

(1; Peptidase M16, C-terminal

[IPRO07863] (1); Metalloenzyme, scaflold_8_mRNA_534.1
Lux$/M16 peptidase-like [IPRO11249]

[0}

Alpha/beta hydrolase fold-3 [IPR013094]
(1); Alpha/Beta hydrolase fold
[IPR029058] (1)

scaffold_8_mRNA_532.1

Retrotransposon gag domain
[IPRO0S162] (1); Reverse transcriptase ~ scaffold_§_mRNA_S31.1
domain [IPR000477] (1)

Ribonuclease H-like domain
[IPRO12337] (1); Integrase, catalytic core scaffold_§_mRNA_528.1
[IPRO01584] (1)

Fumarase/histidase, N-terminal

IPRO2408] (1) scaffold_8_mRNA_527.1

Alpha/Beta hydrolase fold [IPR029058]
(1): Alpharbeta hydrolase fold-3
[IPRO13094] (1)

scaffold_§ mRNA_524.1

Gag-polypeptide of LTR copia-type
[IPR029472] (1); Aldolase-type TIM  scaffold_§ mRNA_522.1
barrel [IPRO13785] (1)

Alpha/Beta hydrolase fold [IPR029058]
(1); Lipase, GDXG, putative serine
active site [IPR033140] (1); Alpha/beta
hydrolase fold-3 [IPRO13094] (1)
Short-chain dehydrogenase/reductase
SDR [IPR002347] (1); NAD(P)-binding scaffold_§_mRNA_510.1
domain [IPROTG040] (1)

scaflold_8_mRNA_520.1

scaflold_8_mRNA_492.1
scaflold_8_mRNA_490.1
Retrotransposon gag domain
[IPRO05162] (1)
Vacuolar ATPase assembly integral
membrane protein Vma21 [IPRO19013]  scaffold_8_mRNA_474.1

scaffold_8_mRNA_478.1

Ribonuclease H-like domain
[IPRO12337] (1)

Mye-type, basic helix-loop-helix (bHLH)
domain [IPROT1598] (1)

Domain of unknown function DUF4219
[IPRO25314] (1)

Niemann-Pick C type protein
[IPRO04765] (1); Sterol-sensing domain
[IPRO00731] (1); Protein
patched/dispatched [IPR003392] (1);
Niemann-Pick C1, N-terminal
[IPR032190] (1)

scaffold_8_mRNA _473.1
scaffold_8_mRNA_465.1

scaffold_8_mRNA_452.1

scaflold_8_mRNA _45.1
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metabolic process [GO:0008152
. UDP-glucose flavonoid 3-0- biological_process] (1); transferase  UDP-glucuronosy/UDP- .
GFO032681 ! 0 glucosyltransferase 7 (1) activity, transferring hexosyl groups  glucosyltransferase [IPR002213] (1) SCT0ld_8 mRNA_449.1
[GO:0016758 molecular_function] (1)
metabolic process [GO:0008152
biological_process] (1); transferase  UDP-glucuronosy/UDP-
GF0032680 1 0 0 UDP-glucosyltransferase 73B2 (1) actvity trmsforng hexonyl gomps glucosylinsfonae [PRO02213] (1) *C2f0Id 8 mRNA 448.1
[GO:0016758 molecular_function] (1)
GF0032679 1 0 0 Hypothetical protein (1) scaffold_8_mRNA_44.1
zinc fon binding [GO:0008270 Zine finger, PMZ-type [IPR006564] (1);
GF0032678 1 0 0 Hypothetical protein (1) ocleouar functon] (1) Jine finger, SWIMLtype [IPRO07527] (1) S04 8 mRNA_43.1
proteolysis [GO:0006508
. . biological_process] (1); cysteine-type  Ulpl protease family, C-terminal .
GFO032677 1 0 0 Hypothetical protein (1) peptitane actiity [GO-0008234 catlyie domain IPR003653] 1) scaffold_8_ mRNA_432.1
molecular_function] (1)
. Pentatricopeptide repeat [IPR0028SS]
GF0032676 1 0 0 :c"“l‘"""(’”"‘:‘:j repeat-containing e :“"‘:;"g ‘[G(; :1]0:)55\5 (1): Tetratricopeptide-like helical domain scaffold_8_mRNA_43.1
family protein molecular_fnction (PROT1990] oy
GFO032675 1 0 0 Hypothetical protein (1) scaffold_§_ mRNA_429.1
i . Retrotransposon gag domain .
GF0032674 1 0 0 Hypothetical protein (1) (IPRODSIGE () scaffold_8 mRNA_413.1
GF0032673 1 0 0 Hypothetical protein (1) scaffold_8 mRNA_411.1
Protein kinase-like domain [IPRO11009]
GF0032672 1 0 0 Hypothetical protein (1) (1): Aminoglycoside phosphotransferase scaffold_§8_mRNA_401.1
[IPRO025T5] (1)
GFO032671 1 0 0 Hypothetical protein (1) scaffold_§_ mRNA_38.1
) Cytokinin riboside 5-monophosphate
GF0032670 1 0 0 cﬁ';fkl‘q"‘)‘:l::l"::’:]:‘;"(“:')‘°""‘“pm'e phosphoribohydrolase LOG [IPR005269] scaffold_8_mRNA_371.1
phosp! wrolus (1): LOG family [IPRO31100] (1)
GF0032669 1 0 0 Hypothetical protein (1) scaffold_8_mRNA_370.1
GF0032668 1 0 0 Hypothetical protein (1) scaffold_8_mRNA._366.1
GF0032667 1 0 0 Drought responsive protein 2 (1) A2¢23090-like [IPR026939] (1) scaffold_8_mRNA_357.1
GF0032666 1 0 0 Hypothetical protein (1) scaffold_8 mRNA_354.1
m:‘:\jﬁ ‘;‘;“C"‘fo &?ﬁ,”?{l:zahc Alpha/Beta hydrolase fold [IPR029058]
GF0032665 1 0 0 Hypothetical protein (1) S g (1): Alphabeta hydrolase fold-3 scaffold_8_ mRNA_352.1
process [GO:0008152
[IPRO13094] (1)
biological_process] (1)
Fibronectin type Ill-like domain
GFO032664 1 0 0 Hypothetical protein (1) [IPRO26891] (1); Immunoglobulin-like ~ scaffold_8_mRNA_335.1
fold [IPRO13783] (1)
GF0032663 1 0 0 Hypothetical protein (1) scaffold_8_ mRNA_332.1
GFO032662 1 0 0 Hypothetial protein (1) scaffold_8_ mRNA_331.1
GFO032661 1 0 0 Hypothetical protein (1) scaffold_8_ mRNA_330.1
GF0032660 1 0 0 Hypothetical protein (1) scaffold_8_mRNA_329.1
selton of rnscrion, DNA FHY3/FARI family [IPRO31052] (1):
GF0032659 1 0 0 Hypothetical protein (1) templated [GO:0006355 FAR1 DNA binding domain scaffold_8 mRNA_3249.1
biological JrocusS] 0 [IPRO04330] (1)
GFO032658 1 0 0 Hypothetical protein (1) scaffold_8_mRNA_3248.1
GF0032657 1 0 0 Hypothetical protein (1) scaffold_8 mRNA_324.1
metabolic process [GO:0008152
biological_process] (1); iransferase  UDP-glucuronosy /U N
GF0032656 ! 0 0 UDP-glycosylirnsferase 87A1 (1) activity, transferring hexosyl groups glucosyltransferase [mmnzz 3y Seafold 8 mRNA 32201
[GO:0016758 molecular_function] (1)
P-loop containing nucleoside triphosphate
o fctorike GTP binding [GO:0005525 hydrolase [IPR027417] (1); Small .
GF0032655 1 0 0 ADP-ribosylaton fctor-fike AID (1) ¢ SR R base supermly, ARFSAR type  S4T0Id_8_mRNA 319.2
[IPRO0GGS9] (1)
GFO032654 1 0 0 Hypothetical protein (1) scaffold_8_ mRNA_315.1
GF0032653 1 0 0 Hypothetical protein (1) scaffold_8_ mRNA_314.1
transmembrane transporter activity
[GO:0022857 molccular_function] (1)
membrane [GO:0016020
cellular_component] (1; integral oo
Comporent ol membrane [GO.0016021  SUgTinosiol ransporer (IPR003663)
(1): Major facilitator, sugar transporter-
cellular_component] (1); substrate- like [IPRO0SS28] (1); Major facilitator
GF0032652 1 0 0 Putative hexose transporter (1) transmembrane transporter i scaffold_8_mRNA_3133.1
superfamily domain [IPRO20846] (1); 8_mRNA._
activity [GO:0022891 . !
Sugar transporter, conserved site
molecular_funcion] (1): wansmenbrane 1S RS
transport [GO:0055085
biological_process] (1; transporter
activity [GO:0005215
molecular_fnction] (1)
" Serine/arginine-rich splicing factor nucleic acid binding [GO:0003676 RNA recognition motif domain .
GFO032651 ! 0 O SRasa (1) molecular_function] (1) [IPRO00S04] (1) scaffold_8_mRNA_3124.1
Alpha crystallin/Hsp20 domain
[IPRO02068] (1); HSP20-like chaperone
2
GF0032650 1 0 0/17.5 kDa class I heat shock protein (1) IPRO0SO7S] (1), Small heat shoch - S2Tokd_8_mRNA _3099.1
protein HSP20 [IPRO31107] (1)
GF0032649 1 0 0 Monosacharide transport protein (1) scaffold_8_mRNA_3098.1
GF0032648 1 0 0 Monosacharide transport protein (1) scaffold_8_mRNA_3092.1
Retrotransposon gag domain
GFO0032647 1 0 0 Hypothetical protein (1) [IPROS162] (1); Asparic peptidase  scaffold_8_mRNA_3090.1
domain [IPRO21109] (1)
(o o ‘;f;’;i‘z‘::::';:z‘l‘l")‘z] (1), Peptidase S8 propeptide/protinase
GFO032646 1 0 0 Subtilase famity proein, puatve (1) [ ERIEEE T " inhibitor 19 [IPR010259] (1); Peptidase ~ scaffold_8_mRNA_3073.1
proteoysi $8/553 domain [IPR000209] (1)
biological_process] (1)
GF0032645 1 0 0 Hypothetical protein (1) scaffold_8_mRNA._3068.1
o Ros NAD(P)-binding domain [IPRO16040]
GF0032644 1 0 :‘u"g‘f;: :'"“;:z:‘“";;"f‘j:: :""';" (1); Short-chain dehydrogenase/reductase scaffold_8 mRNA_3061.1
P P! SDR [IPR002347] (1)
Short-chain dehydrogenaselreductase,
e activity (G conserved site [IPR020904] (1)
GF0032643 1 0 0 Hypothetical protein (1) oxidoreductase activity (GO:0016491 b ) biving domain [IPRO16040]  scaffold_8_mRNA_3057.1
molecular_function] (1)
(1): Short-chain dehydrogenase/reductase
SDR [IPR002347] (1)
GFO032642 1 0 0 Hypothetical protein (1) scaffold_§_ mRNA_3054.1
GFO032641 1 0 0 Hypothetical protein (1) scaffold_8_ mRNA_3052.1
transporter activity [GO:0005215 N onenide
molecular_function] (1); membrane :ﬁ':’;:’“ﬁif::‘:;x ‘[’I'Pi’gzg‘l :;] o
GFO032640 1 0 0 Peptidehnitrate transporter plant (1) [GO:0016020 cellular_componen] (1); PO ¥ " scaffold_8_mRNA_305.1
Major facilitator superfamily domain
transport [GO:0006810 IPRO20846) (1)
biological_process] (1)
GF0032639 1 0 0 Hypothetical protein (1) scaffold_8_ mRNA_3039.1
ATP binding [GO:0005524
molecular_function] (1); protein kinase  Concanavalin A-like lectin/glucanase
activity [GO:0004672 domain [IPRO13320] (1); Protein kinase-
 Probable L-type lectin-domain containing molecular_function] (1); carbohydrate like domain [IPRO11009] (1); Legume
GF0032638 ! 0 O receptor kinase IL1 (1) binding [GO:0030246 Iectin domain [IPR001220] (1); Profein  C2T01d-8_MRNA_3038.1
molecular_function] (1); protein kinase domain [IPR000TI9] (1; Protein
phosphorylation [GO:0006468 kinase, ATP binding site (IPRO17441] (1)
biological_process] (1)
GF0032637 1 0 0 Hypothetical protein (1) scaffold_8_mRNA_3037.1
GF0032636 1 0 0 Hypothetical protein (1) scaffold_8_mRNA._3005.1
GF0032635 1 0 0 Hypothetical protein (1) scaffold_8_mRNA_2998.1
Actin family [IPR004000] (1);
Actinfactin-like conserved site
GFO032634 1 0 0 Actin (1) IPRO20902] (1 Actin, conserved ste _SCATold_8_mRNA 29831
[IPRO04001] (1)
Heat shock protein 70kD, peptide-
binding domain [IPR029047] (1); Heat
shock protein 70kD, C-terminal domain
GFO0032633 1 0 0 Heat shock protein 70 (1) [IPR029048] (1); Heat shock protein 70 scaffold_8_mRNA _2972.1
family [IPRO13126] (1); Heat shock
protein 70, conserved site [IPROISI81]
)
MULE transposase domain [IPR018289]
GF0032632 1 0 0 Mutator-like transposase (1) (1): Transposase, MuDR, plant scaffold_8_mRNA_2969.1
[IPRO04332] (1)
GFO032631 1 0 0 Hypothetical protein (1) scaffold_8_ mRNA_2964.1
serine-type carboxypeptidase activity N
) GO0 188 motomuta fuction)(1y;  Alph/Beta hydrolase fod [IPRO29055]
GFO032630 1 0 0 Serine carboxypeptidase 1 (1) (1): Peptidase S10, ser scaffold_§ mRNA_295.1
proteolysis [GO:0006308 carboxypeptidase [ll’RUﬂlSé}] m
biological_process] (1) YPep
Small heat shock protein HSP20
. < heat s . [IPRO31107] (1); Alpha crystallin/Hsp20
GF0032629 1 0 0/17.5 kDa class I heat shock protein (1) domain (IPRO02068) (1 FSP20- llke scaffold_8_ mRNA_2947.1
chaperone [IPRO0SITS] (1)
structuralconsiuen of ibosome
G 5 molecular_function] (1);
GF0032628 1 0 0408 ribosomal protein S15a (1) translation [GO:0006412 Ribosomal protein S8 [IPR000630] (1)~ scaffold_8_mRNA_2042.1
biological_process] (1); ribosome
[GO:0005840 cellular_component] (1)
GF0032627 1 0 0 Hypothetical protein (1) scaffold_8 mRNA_2941.1
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GF0032626 1

GF0032625 1

GF0032624 1

GF0032623 1

GF0032622 1

GF0032621 1

GF0032620 1

GF0032619 1

GF0032618 1
GF0032617 1

GF0032616 1

GF0032615 1

GF0032614 1
GF0032613 1

GF0032612 1

GF0032611 1

GF0032610 1

GF0032609 1

GF0032608 1

GF0032607 1

GF0032606 1

GF0032605 1

GF0032604 1

GF0032603 1

GF0032602 1

GF0032601 1

GF0032600 1

GF0032599 1
GF0032598 1
GF0032597 1

GF0032596 1

GF0032595 1

GF0032594 1

GF0032593 1

GF0032592 1

GF0032591 1

GF0032590 1

0 Ras-related protein RABEIc (1)

Disease resistance-responsive, dirigent

© gomain protein (1)

0 Hypothetical protein (1)

0 Histone H4 (1)

0 Hypothetical protein (1)

0 Serine carboxypeptidase-like 8 (1)

0 Hypothetical protein (1)

Cytokinin riboside S-monophosphate
phosphoribohydrolase (1)

o RNA-directed DNA polymerase ;

© Ribonuclease H, putative (1)

0 Hypothetical protein (1)

0

0 Elongation factor I-alpha (1)

0 Elongation factor 1-alpha (1)

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

0 F-box/kelch-repeat protein SKIP11 (1)
0 Ankyrin repeat plant-like protein (1)
0 Ankyrin repeat family protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Pleiotropic drug resistance protein 1 (1)

0 Hypothetical protein (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)
0 High-affinity nitrate transporter (1)

o Polynucleotidyl transferase, ribonuclease
© Helike superfamily protein (1)

Probable xyloglucan
0 endotransglucosylase/hydrolase protein
2(1)

o Ribonuclease H-like superfamily protein
M

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

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

0 Lysosoml Pro-Xaa carborypepidase (1)

0 Hypothetical protein (1)
0 Lysosomal Pro-Xaa carboxypeptidase (1)
0 Hypothetical protein (1)

0 Lysosomal Pro-Xaa carboxypeptidase (1)

0 Argonaute 1 (1)

GTPase activity [GO:0003924
molecular_function] (1); GTP binding
[G0:0005525 molecular_function] (1)

‘nucleosome [GO:0000786
cellular_component] (1); protein
heterodimerization activity [GO:0046982
molecular_function] (1); nucleosome
assembly [GO:0006334
biological_process] (1); nucleus
[G0:0005634 cellular_component] (1);
DNA binding [GO:0003677
molecular_function] (1)

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

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

GTP binding [GO:0005525
molecular_function] (1); translational
elongation [GO:0006414
biological_process] (1); GTPase activity
[G0:0003924 molecular_function] (1);
cytoplasm [GO:0005737
cellular_component] (1): translation
elongation factor activity [GO:0003746
molecular_function] (1)

GTPase activity [G0:0003924
molecular_function] (1); cytoplasm
[GO:0005737 cellular_component] (1);
translation elongation factor activity
[GO:0003746 molecular_function] (1);
translational elongation [GO:0006414
biological_process] (1); GTP binding
[G0:0005525 molecular_function] (1)

protein binding [GO:0005515
molecular_function] (1)

protein binding [GO:0005515
molecular_function] (1)

ADP binding [GO:0043531
molecular_function] (1)

membrane [GO:0016020
cellular_component] (1); ATPase activity
[GO:0016887 molecular_function] (1);
ATP binding [GO:0005524
molecular_function] (1)

catalytic activity [GO:0003824
molecular_function] (1)

integral component of membrane
[GO:0016021 cellular_component] (1);
transmembrane transport [GO:0055085
biological_process] (1)

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

cellular glucan metabolic process
[GO:0006073 biological_process] (1);
apoplast [GO:0048046
cellular_component] (1); carbohydrate
metabolic process [GO:( ouus«n
biological_process] (1); cell wall
[GO:0005618 cellular cnmpcncm] ay
hydrolase activity, hydrolyzing O-
glycosyl compounds [GO:0004553
molecular_function] (1);
xyloglucan:xyloglucosyl transferase
activity [GO:0016762
molecular_function] (1); cell wall
biogenesis [G0:0042546
biological_process] (1); xyloglucan
metabolic process [GO:0010411
biological_process] (1)

nucleic acid binding [GO 0003676
molecular_function] (

proteolysis [GO:0006508
biological_process] (1); serine-type
eptidase activity [GO:0008236
molecular_function] (1)

proteolysis [GO:0006508
biological_process] (1); serine-type
peptidase activity [GO:0008236
molecular_function] (1)

protein binding [GO:0005515
molecular_function] (1); zinc ion binding
[GO:0008270 molecular_function] (1);
nucleic acid binding [GO:0003676
molecular_function] (1)

Small GTPase superfamily [IPR001806]
(1); P-loop containing nucleoside:
triphosphate hydrolase [IPRO27417] (1);  scaffold_8_mRNA_2940.2 -
Small GTP-binding protein domain
[IPR005225] (1)

Plant disease resistance response protein
[IPR004265] (1)

Plant disease resistance response protein
[IPR004265] (1)

scaffold_8_mRNA_2926.1 -

scaffold_8_mRNA_2925.1 -

Histone H4 [IPR001951] (1); Histone-
fold [IPR009072] (1); Histone H4,
conserved site [IPRO19809] (1)

scaffold_8_mRNA_2910.1 -

scaflold_8_mRNA_289.1 -

Peptidase $10, serine carboxypeptidase:
[IPRO01563] (1); Alpha/Beta hydrolase  scaffold_§_mRNA_288.1 -
fold [IPR029058] (1)

Proton-dependent oligopeptide

transporter family [IPR000109] (1) scaffold_§_mRNA_2868.1 -

LOG family [IPR031100] (1) scaffold_8_mRNA_2860.1 -

Endonuclease/exonuclease/phosphatase
[PRO0S1381 (1) scaffold_8_mRNA_2856.1 -
scaffold_8_mRNA_2832.1 -

Transcription factor, GTP-binding
domain [IPRO00795] (1; Translation

elongation factor EF1 A/initiation factor

F2gamma, C-terminal [IPR009001] (1);

Translation elongation factor EFTu-like,

domain 2 [IPRO04161] (1); Tr-type G

domain, conserved site [IPRO31157] (1);

Translation elongation factor EFIA,  scaffold_8_mRNA_2826.1 -
eukaryotic/archaeal [IPR004539] (1);

Translation protein, beta-barrel domain

[IPR009000] (1); P-loop containing

nucleoside triphosphate hydrolase

[IPR027417] (1); Translation elongation

factor EFTWEFI A, C-terminal

[IPRO04160] (1)

Transcription factor, GTP-bindin
domain [IPRO00795] (1; Translation
elongation factor EF 1 A/initiation factor
F2gamma, C-terminal [IPR009001] (1):
Translation elongation factor EFTu-like,

domain 2 [IPRO04161] (1); Tr-type G

domain, conserved site [IPRO31157] (1);

Translation elongation factor EFIA,  scaffold_8_mRNA_2824.1 -
eukaryotic/archacal [IPR004539] (1);

Translation protein, beta-barrel domain

[IPR009000] (1); P-loop containing

nucleoside triphosphate hydrolase

[IPRO27417] (1); Translation clongation

factor EFTWEFIA, C-terminal

[IPR004160] (1)

scaffold_8_mRNA_282.1 -
scaffold_8_mRNA_2800.1 -

Kelch repeat type 1 [IPRO06652] (1)
Kelch-type beta propeller [IPRO15915]  scaffold_§8 mRNA_2799.1 -
ay

Ankyrin repeat [IPR002110] (1); Ankyrin
repeat-containing domain [IPR020683
(1): PGG domain [IPR026961] (1)
Ankyrin repeat-containing domain
[IPR020683] (1): PGG domain
[IPR026961] (1)

Winged helix-turn-helix DNA-binding
domain [IPROT1991] (1);; NB-ARC ~ scaffold_8_mRNA_2774.1 -
[IPRO02182] (1)

Domain of unknown function DUFS8§
[IPR006702] (1)

Plant PDR ABC transporter associated
[IPROI3581] (1); ABC-transporter
extracellular N-terminal domain
[IPR029481] (1); P-loop containing
nucleoside triphosphate hydrolase
[IPRO027417] (1): AAA+ ATPase domain scaffold_§_mRNA_2770.1 -
[IPRO03593] (1); ATP-binding cassetie

transporter, PDR-like subfamily G,

domain 1 [IPR034001] (1); ABC

transporter-like [IPR003439] (1); ABC-2

type transporter [IPRO13525] (1)

scaffold_8_mRNA_2783.1 -

scaflold_8_mRNA_2782.1 -

scaffold_8_mRNA_2771.1 -

scaffold_8_mRNA_2753.1 -
L-Aspartase-like [IPRO0S948] (
Fumarase/histidase, N-terminal
[IPR024083] (1); Aromatic amino acid
Iyase [IPRO01106] (1)

scaflold_8_mRNA_2750.1 -

scaffold_8_mRNA_2734.1 -

Major facilitator superfamily
IPRO11701] (1); Major facilitator scaffold_8_mRNA_2730.1 -
superfamily domain [IPR020846] (1)

Ribonuclease H-like domain

[PROI33T (1) scaffold_8_mRNA_2717.1 -

Xyloglue
cndmmnsgluca:ylau/hydmInse
[IPRO16455] (1); Concanavalin A-like
lectin/glucanase domain [IPR013320]
(1): Glycoside hydrolase family 16
[IPRO00757] (1); Xyloglucan endo-
transglycosylase, C-terminal
[IPROTOTI3] (1)

scaffold_8_ mRNA_2704.1 .

Reverse transcriptase zinc-binding
domain [IPR026960] (1; Ribonuclease  scaffold_8_mRNA_2703.1 -
Helike domain [IPR012337] (1)

scaffold_8_mRNA_270.1 -
Transposase, MuDR, plant [IPRO04332]__ coi ¢ pia 2696.1 R
scaffold_8_mRNA_2688.1 -
scaffold_8_mRNA_2675.1 -

Peptidase 528 [IPRO0S7S8] (1) scaffold_8_mRNA_2666.1 -

scaffold_8_mRNA_2663.1 -
scaffold_8_mRNA_2661.1 -
scaffold_8_mRNA_2655.1 -

Alpha/Beta hydrolase fold [IPR020058]
(1): Peptidase $28 [IPRO0STSg] (1) Sc2Told_8_mRNA_2653.1 -
Argonaute, linker 1 domain [IPROI4811]
(1): Ribonuclease H-like domain
[IPRO12337] (1); Zine finger, PMZ-type
[IPRO06564] (1); Argonaute linker 2
domain [IPR032472] (1; Zinc finger,  scaffold_8_mRNA_2648.1 -
SWIM-type [IPR007527] (1); PAZ

domain [IPR003100] (1); Piwi domain

[IPRO03165] (1; Protein argonaute, N-

terminal [IPR032474] (1)




T Nam inC.celementine  Numin C. unshia Note Go TaterPro Member Members in PArolaE
Piwi domain [IPR003165] (1); Protein
argonaute, N-terminal [IPR032474] (1);
protein binding [GO:0005515 Argonaute linker 2 domain [IPR032472]
molecular_function] (1); nucleic acid  (1); Argonaue, linker 1 domain
GFO032589 ! 0 0 Argonaute 1 (1) binding [GO:0003676 [IPROI4811] (1); Ribonuclease Holike  *4T01d-8_mRNA_2642.1
molecular_finction] (1) domain [IPROI2337] (1); Protein
argonaute, Mid domain [IPRO32473] (1;
PAZ domain [IPR003100] (1)
GF0032588 1 0 0 Hypothetical protein (1) scaffold_8_mRNA_2633.1
i kinase activit (G Protein kinase domain [IPR000TI9] (1);
‘;:I':"‘“:""‘;:‘:‘f::]“"IE"?Q?:’:":WZ Chitinase I [IPRO11583] (1); Protein
- : P kinase-like domain [IPRO11009] (1);
phosphorylation [GO:0006468
i . biological process] (1); ATP binding ~ C1yc0side hydrolase superfamily
J— | o  Cysteinerich RLK 34, ptative isoform 1 2 200 cton) (1, IPROIZES) (1) Serne/tmeonine: oo a6y
) protein kinase, active site [IPRO08271]
carbohydrate metabolic process O Chitinaes nseron domein
[GO:0003975 biological_process] (15 1p2020070] (1): Gilycoside hydrolase
chitin binding [GO:0008061 family 18, catalytic domain [IPR001223]
molecular_fnction] (1) o )
Protein of unknown function DUF3128 _
GF0032586 1 0 0 DUF3128 family protein (1) (PRO21475) () scaffold_8_mRNA_2616.1
terpene synthase activity [GO:0010333
molecular_function] (1); lyase activity  Terpene synthase, metal-binding domain
GF0032585 1 0 0 Hypothetical protein (1) [GO:0016829 molecular_function] (1); ~ [IPR005630] (1); Isoprenoid synthase  scaffold_8_mRNA,_2607.1
i 0287 domain [IPR00949] (1)
molecular_finction] (1)
transposase activity [GO:0004803
molecular_fimction] (1); transposition, o
Putative muDR family transposase-like - ediated [G0:0006313 (Tlx: i T :".‘»ﬁ'?fp Ec[[‘;i(ggezsz?]
GF0032584 1 0 0 amily transp biological_process] (1); zinc ion binding | er. P scaffold 8_mRNA_2601.1
! (1): Zine finger, SWIM-type
[GO:0008270 molecular_function] (1); (12 Gt X%
DNA binding [GO:0003677
molecular_function] (1)
GF0032583 1 0 0 Hypothetical protein (1) scaffold_8_mRNA_2588.1
y Reverse transeriptase zinc-binding
GF0032582 1 0 :‘:"fLT';’?‘I‘,’E{°m‘°“‘ feverse ““Cllf'“ I:C“:_l"f'?"r"g] {(‘;‘o 0003676 domain [IPR026960] (1; Ribonuclease ~ scaffold_§_mRNA_2582.1
ranseriptase-like (1) molecular_functior Hoike domain (IPRO12337) (1
GF0032581 1 0 0 Hypothetical protein (1) scaffold_8_mRNA_2580.1
transferase activity, transferring hexosyl
‘groups [GO:0016758 i
GF0032580 1 0 0 UDP-glycosyltransferase 91C1 (1) molecular_function] (1); metabolic lﬁ’;;‘:ﬁ:’;’;‘e‘;’:'f[’lﬁzwm sy TS mRNA 25781
process [GO:0008152 glucosy J
biological_process] (1)
heme binding [GO:0020037
molecular_function] (1);iron ion binding
[GO:0005506 molecular_function] (1);
oxidoreductase actvity, acting on paired  Cytochrome P450, E-class, group I
GF0032579 1 0 0 Unspecific monooxygenase (1) lonors, with incorporation or reduction ~[IPR002401] (1); Cytochrome P4S0  scaffold_8_mRNA_2554.1
of molecular oxygen [GO:0016705 [IPROOT128] (1)
molecular_function] (1); oxidation-
reduction process [GO:0055114
biological_process] (1)
GFO032578 1 0 0 Hypothetial protein (1) scaffold_8_ mRNA_2544.1
fatty-acyl-CoA reductase (alcohol- Male sterilty, NAD-binding
GF0032577 1 0 0 Fatty acyl-CoA reductase 3 (1) forming) activity [GO:0080019 [IPROI3120] (1; Faty acyl-CoA. scaffold_8 mRNA_2542.1
molecular_function] (1) reductase [IPRO2605] (1)
GF0032576 1 0 0 Hypothetical protein (1) LOG family [IPRO31100] (1) scaffold_8_mRNA_2540.1
GF0032575 1 0 0 Hypothetical protein (1) scaffold_8_mRNA_2539.1
GF0032574 1 0 0 Hypothetical protein (1) scaffold_8_mRNA_2538.1
GF0032573 1 0 0 Hypothetical protein (1) scaffold_8_mRNA_2533.1
GF0032572 1 0 0 Hypothetical protein (1) scaffold_8_mRNA_2520.1
O-methyltransferase activi O-methylizansferase, family 2
GFO032571 1 0 0 Myricetin O-methyliransferase (1) [GO0008171 motecutar o ction] 1y [IPROVIOT7] (1): Winged helx-umeheli scaffod 8 mRNA 25151
: - DNA-binding domain [IPRO11991] (1)
GFO032570 1 0 0 Hypothetical protein (1) scaffold_8_ mRNA_2514.1
Cytokinin riboside S-monophosphate . .
GF0032569 1 0 phosphoribobydrolase (1) LOG family [IPRO31100] (1) scaffold_8_mRNA_2513.1
GFO032568 1 0 0 Hypothetical protein (1) scaffold_8 mRNA_2511.1
GF0032567 1 0 0 Hypothetical protein (1) scaffold_8 mRNA_2510.1
GF0032566 1 0 0 Hypothetical protein (1) scaffold_8_mRNA_2505.1
GF0032565 1 0 0 Hypothetical protein (1) scaffold_8 mRNA_2503.1
Cytokinin riboside S-monophosphate
GFO032564 1 0 0 rosporibohydrolase (1) LOG family [IPRO31100] (1) scaffold_8_ mRNA_2502.1
MULE transposase domain [IPRO18289]
Gr0032563 | o  Putative muDR funily transposase-like  zine ion binding [GO:0008270 (1): Zine finger, PMZtype [IPROOGS6A] oo o0 o0
molecular_function] (1) (1): Zine finger, SWIM-type 5 mRNA.
[IPRO07527] (1)
GFO032562 1 0 0 Hypothetical protein (1) scaffold_8_ mRNA_2499.1
. . root development [GO:0048364 C-terminally encoded peptide .
GFO032561 1 0 0 Hypothetical protein (1) biological process] (1) IPRO33350] 1y scaffold_8_ mRNA_2494.1
branched-chain-amino-acid transaminase
activity [GO:0004084 Branched-chain amino acid
molecular_fnction] m bran:hedr:ham aminotransferase 11 [IPRO0STS6] (1):
Branched-chainamino-acid ransaminase M0 36K metabolic Aminoransferase class IV [IPR001544]
GF0032560 1 0 o SminESe (61010009081 bioogialproces] (1; (1 Aminotransferase,cas 1V scaffold_8_mRNA_249.1
catalytic activity [GO:0003824 conserved site [IPROIS300] (1);
molecular_finction] (1); metabolic Branched-chain aminotransferase
process [GO:0008152 [IPR033939] (1)
biological_process] (1)
Retroviral nucleocapsid protein Gag
GF0032559 1 0 0 Hypothetical protein (1) ;"“" "“’:Im [G?‘;’O:S“JZ [IPR000721] (1); Retrovirus capsid, C-  scaffold §_mRNA_2489.1
jological_process] (1) terminal [IPRO0S916] (1)
GFO032558 1 0 0 Hypothetical protein (1) scaffold_8_mRNA_2477.1
Retrotransposon gag domain
GF0032557 1 0 0 Hypothetical protein (1) PRO0S1 03] 1y scaffold_8_mRNA_2476.1
GFO032556 1 0 0 Hypothetical protein (1) scaffold_8_mRNA_2469.1
sspaticype codopepidse vty Retovil spary protase (PRO13242]
. [GO:0004190 molecular_function] (1); ~ (1); Aspartic peptidase dom: .
GFO032555 1 0 0 Hypothetical protein (1) proteclysis (GO:0006308 IPRO21109] 1y Aspertic pep" duse, | Scaffold_8_mRNA_2460.1
biological_process] (1) active site [IPR001969] (1)
GF0032554 1 0 0 Hypothetical protein (1) scaffold_8_mRNA_2459.1
GF0032553 1 0 0 Hypothetical protein (1) scaffold_8_mRNA_2448.1
GF0032552 1 0 0 Hypothetical protein (1) scaffold_8 mRNA_2444.1
GF0032551 1 0 0 Hypothetical protein (1) scaffold_8 mRNA_2443.1
Cytokinin riboside S-monophosphate
GF0032550 1 0 0 rosphoribobydrolass (1) LOG family [IPRO31100] (1) scaffold_8_ mRNA_2442.1
Leucine-rich repeat domain, L domain-
like [IPRO32675] (1); Leucine-rich
Gro032549 . N o LRR receptorlike serinethreonine-  protcn binding [GO:0005515 repeat, ypical subtype [IPRODSSOTT (1: ooy ¢ o s
prote molecular_function] (1) Leucine-rich repeat-containing N- L8_mRNA
terminal, plant-type [IPRO13210] (1);
Leucine-rich repeat [IPRO01611] (1)
positive regulation of catalytic activity
[GO:0043085 biological { pmm;] (1
dent decapping of  mRNA-decapping enzyme subunit 1
GFO032548 1 0 0 Depl-ike decapping family protein (1) uclear-transeribed mRN/\ (GO:0000290 (IPRO10334] (1); PH domain-like: scaffold_§_ mRNA_2433.1
oloialproces)(1): e atatr [IPROI93]
activity [GO
mulwularjumuon] u )
Leucine-rich repeat (IPRO0I611] (1);
 LRR receptor-like serine/threonine-  protein binding [GO:0005515 Leucine-rich repeat domain, L domain- N
GF0032547 ! 0 O protein kinase GSOI (1) molecular_function] (1) like [IPR032675] (1); Leucine- scaffold_§ mRNA,_2426.1
repeat, typical subtype [IPR003591] (1)
Leucine rich repeat 4 [IPR025875] (1);
GFO032546 1 0 0 Hypothetial protein (1) Leucine-rich repeat domain, L domain-  scaffold_8_mRNA_2422.1
like [IPR032675] (1)
NF-kappa-B inhibitor-like protein 2 FAMI92A/Fyv6, N-terminal
GFO032545 1 0 oo IPROION 1] (1) scaffold_8_ mRNA_2421.1
Leucine-rich repeat [IPRO01611] (1)
. y Pectin lyase fold/virulence factor
GF0032544 1 0 ‘;g’;‘; "l‘l:’;l"wh“:ﬁi 1 regulatory subunit "::I':"‘“:""“ﬁ“']‘;‘[:”ﬁmﬂms [IPRO11050] (1); Pectin lyase fold scaffold_8_mRNA_2420.1
P - [IPRO12334] (1; Leucine-rich repeat
domain, L domain-like [IPR032675] (1)
GF0032543 1 0 0 Probable F-box protein At1g60180 (1)  Protein binding [GO:0003515 F-box domain [IPRO01810] (1) scaffold_8_mRNA_2418.1
molecular_finction] (1) B miRA
GF0032542 1 0 0 Hypothetical protein (1) scaffold_8_mRNA_2417.1
GF0032541 1 0 0 Hypothetical protein (1) scaffold_8_mRNA_2413.1
protein binding [GO:0005515
GFO032540 1 0 0 Probable -box potein Adlg60180 (1) PEIE e R F-box domain IPR001S10] (1) scaffold_8_ mRNA_2411.1
Leucine-rich repeat, typical subtype
[IPRO03591] (1; Leucine-rich repeat
Gro032539 . N  Discase resisance family protein/ LR protein binding [GO:0003515 domain, L domainlke (IPROS267S] (1) (oo ¢ wina 2409.1

family protein, putative (1)

molecular_function] (1)

Leucine-rich repeat-containing N-
terminal, plant-type [IPRO13210] (1);
Leucine-rich repeat [IPRO01611] (1)
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GF0032538 1

GF0032537 1

GF0032536 1

GF0032535 1

GF0032534 1

GF0032533 1

GF0032532 1
GF0032531 1

GF0032530 1
GF0032529 1

GF0032528 1

GF0032527 1
GF0032526 1

GF0032525 1

GF0032524 1

GF0032523 1

GF0032522 1

GF0032521 1

GF0032520 1

GF0032519 1

GF0032518 1
GF0032517 1

GF0032516 1

GF0032515 1
GF0032514 1
GF0032513 1
GF0032512 1
GF0032511 1
GF0032510 1
GF0032509 1
GF0032508 1
GF0032507 1

GF0032506 1

GF0032505 1
GF0032504 1
GF0032503 1

GF0032502 1

GF0032501 1

GF0032500 1

GF0032499 1

GF0032498 1

GF0032497 1
GF0032496 1
GF0032495 1
GF0032494 1
GF0032493 1
GF0032492 1
GF0032491 1
GF0032490 1

GF0032489 1

GF0032488 1

GF0032487 1

GF0032486 1

GF0032485 1

GF0032484 1

GF0032483 1
GF0032482 1
GF0032481 1
GF0032480 1
GF0032479 1
GF0032478 1

coccocoooc o

cococooooo

°

coocoo o

0 Polygalacturonase (1)

Disease resistance family protein / LRR

© family protein,put

0 Hypothetical protein (1)

Short chain alcohol

polygalacturonase activity [GO:0004650
molecular_function] (1); carbohydrate
metabolic process [GO:0005975
biological process] (1)

protein binding [GO:0005515
molecular_function] (1)

Parallel beta-helix repeat [IPR006626]
(1); Glycoside hydrolase, family 2§
[IPRO00743] (1); Pectin lyase
fold/virulence factor [IPRO11050] (1)
Pectin lyase fold [IPR012334] (1)
Leucine-rich repeat-containing N-
terminal, plant-type [IPRO13210] (1);
e-rich repeat [IPRO01611] (1);
Leucine-rich repeat, typical subtype
[IPR003591] (1); Leucine-rich repeat
domain, L domain-like [IPR032675] (1)
LOG family [IPRO31100] (1)
NAD(P)-binding domain [IPR016040]
(1); Short-chain

eucin

putative (1)

0 Hypothetical protein (1)
0 RNA-binding protein pnol (1)

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

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

0 Hypothetical protein (1)

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

0 Hypothetical protein (1)

o LRR receptor-like kinase family protein
(1)

Putative non-LTR retroelement reverse
transcriptase (1)
Polynucleotidy transferase, Ribonuclease

O H fold (1)

0 Hypothetical protein (1)

o Pathogenesis-related maize seed protein

0 Squalene monooxygenase (1)

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

B3 domain-containing transcription factor

O VRNI (1)

0 Hypothetical protein (1)
0 Egg cell-secreted protein 1.4 (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)

0 Hypothetical protein (1)

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

Cytokinin riboside S-monophosphate
© phosphoribohydrolase (1)

0 Hypothetical protein (1)

o RNAdirceted DNA polymerase
© (Reverse transcriptase) (1)

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

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

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

o Nor-LTR retroclement reverse:

tivity [GO:0016491
molecular_function] (1)

nucleic acid binding [GO:0003676
molecular_function] (1); RNA binding
[GO:0003723 molecular_function] (1)

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

nucleus [GO:0005634
cellular_component] (1); ribosome
biogenesis [G0:0042254
biological_process] (1)

protein phosphorylation [GO:0006468
biological process] (1); protein kinase
activity [GO:0004672
molecular_function] (1); ATP binding
[G0:0005524 molecular_function] (1);
protein binding [GO:0005515
molecular_function] (1)

metal ion binding [GO:0046872
molecular_function] (1); superoxide
metabolic process (GO:0006801
biological_process] (1); oxidation-
reduction process [GO:0055114
biological_process] (1)

extracellular region [GO:0005576
cellular_component] (1)

extracellular region [GO:0005576
cellular_component] (1); integral
component of membrane [GO:0016021
cellular_component] (1); squalene
monooxygenase activity [GO:0004506
molecular_function] (1); flavin adenine
dinucleotide binding [GO:0050660
molecular_function] (1); oxidation-
reduction process [GO:0055114
biological_process] (1); oxidoreductase
activity [GO:0016491
molecular_function] (1)

DNA binding [GO:0003677
molecular_function] (1)

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

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

protein dimerization activity
[GO:0046983 molecular mnmon] ay
nucleic acid binding [GO:000367¢
molecular_function] (

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

conserved site
[IPR020904] (1); Short-chain
dehydrogenase/reductase SDR
[IPR002347] (1)

K Homology domain [IPR004087] (1); K
Homology domain, type 1 [IPRO04088]
m

Zine finger, PMZ-type [IPRO06564] (1);
Zine finger, SWIM-type [IPR007527] (1)

AARP2CN [IPRO12948] (1)

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

Protein kinase domain [IPR000719] (1);
Leucine-rich repeat, typical subtype
[IPRO03591] (1); Protein kinase-like
domain [IPRO11009] (1; Leucine-rich
repeat domain, L domain-like
[IPR032675] (1); Tyrosine-protein
Kinase, active site [IPR00S266] (1):
Leucine-rich repeat [IPRO01611] (1)

Reverse transcriptase domain
[IPR000477] (1)

Superoxide dismutase, copper/zinc
binding domain [IPR001424] (1)

Cysteine-rich secretory protein, allergen
V5/Tpx-l-related [IPR001283] (1); CAP
domain [IPRO14044] (1; Allergen
VS/Tpx-1-related, conserved site
[IPRO18244] (1); Pathogenesis-related
protein I-fike, SCP domain [IPR034111]
M

Allergen V5/Tpx-1-related, conserved
site [IPRO18244] (1); Squalene epoxida
[IPRO13698] (1); FAD/NAD(P)- bmdmg
domain [IPR023753] (1); CAP domain
[IPRO14044] (1)

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

Prolamin-like domain [IPR008502] (1)

Leucine-rich repeat-containing N-

terminal, plant-type [IPRO13210] (1);
eucine-rich repeat domain, L domain-

like [IPRO32675] (1)

Cytokinin riboside S-monophosphate
phosphoribohydrolase LOG [IPR005269]
(1); LOG family [IPRO31100] (1)

Reverse transcriptase domain
[IPR000477] (1); Ribonuclease H-like
domain [IPRO12337] (1)

Alpha crystallin/Hsp20 domain
[IPR002068] (1); HSP20-like chaperone
[IPRO08978] (1); Small heat shock
protein HSP20 [IPRO31107] (1)

Ribonuclease H-like domain
[IPRO12337) (1); HAT, C-terminal
dimerisation domain [IPR00S906] (1)

HAT, C-terminal dimerisation domain
[IPR008906] (1); Ribonuclease H-like
domain [IPRO12337] (1)

TBYDPI/HVA22-related protein

[IPR004345] (1; Ribonuclease H domain

[IPRO02156] (1); Reverse transcriptase

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

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

[GO:0004523 molecular_function] (1)

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

[IPRO26960] (1)
e domain

Ribonuclease H-
[IPRO12337] (1)

Ribonuclease H-like domain
[IPRO12337] (1); Retrotransposon gag
domain [IPRO0S162] (1)

scaffold_8_mRNA_2406.1

scaflold_8_mRNA_2405.1

scaffold_8_mRNA_2395.1

scaflold_8_mRNA_2393.1

scaffold_8_mRNA_2391.1
scaffold_8_mRNA_2389.1
scaflold_8_mRNA_238.1

scaffold_8_mRNA_2378.1

scaffold_8_mRNA_236.1
scaffold_8_mRNA_2355.1

scaffold_8_mRNA_2354.1

scaffold_8_mRNA_2353.1
scaffold_8_mRNA_2350.1

scaffold_8_ mRNA_2349.1

scaffold_8_mRNA_2347.1

scaffold_8_mRNA_2345.1

scaflold_8_mRNA_2344.1

scaffold_8_ mRNA_2340.1

scaffold_8_mRNA_234.1

scaffold_8_mRNA_233.1

scaffold_8_mRNA_2328.1
scaffold_8_mRNA_2324.1

scaffold_8_mRNA_2318.1

scaflold_8_mRNA 2314.1
scaffold_8_mRNA_2310.1
scaflold_8_mRNA_231.1
scaflold_8_mRNA_2300.1
scaflold_8_mRNA_2299.1
scaflold_8_mRNA_2297.1
scaflold_8_mRNA_2293.1
scaffold_8_mRNA_2290.1
scaflold_8_mRNA_2288.1

scaffold_8_mRNA_2280.1

scaffold_8_mRNA_2277.1
scaffold_8_mRNA_2269.1
scaffold_8_mRNA_2265.1

scaffold_8_mRNA_2264.1
scaffold_8_mRNA_2259.1
scaffold_8_mRNA_2254.1

scaffold_8_ mRNA_2246.1

scaflold_8_mRNA 2235.1

scaffold_8_mRNA_2233.1
scaffold_8_mRNA_2232.1
scaffold_8_mRNA_2229.1
scaffold_8_mRNA_2225.1
scaffold_8_mRNA_2216.1
scaffold_8_mRNA_2213.1
scaffold_8_mRNA_2212.1
scaffold_8_mRNA_2207.1

scaffold_8_mRNA_2199.1

scaffold_8_mRNA_2195.1

scaflold_8_mRNA_2190.1

scaffold_8_mRNA_2183.1

scaflold_8_mRNA 2179.1
scaffold_8_mRNA_2177.1

scaffold_8_mRNA_2175.1
scaffold_8_mRNA_2174.1
scaffold_8_mRNA_2170.1
scaffold_8_mRNA_2168.1
scaffold_8_mRNA_2167.1
scaffold_8_mRNA_2157.1
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GF0032477

GF0032476
GF0032475
GF0032474
GF0032473
GF0032472
GF0032471
GF0032470
GF0032469
GF0032468
GF0032467
GF0032466
GF0032465
GF0032464
GF0032463
GF0032462
GF0032461
GF0032460
GF0032459
GF0032458

GF0032457

GF0032456
GF0032455
GF0032454
GF0032453

GF0032452

GF0032451
GF0032450
GF0032449
GF0032448
GF0032447
GF0032446
GF0032445

GF0032444

GF0032443

GF0032442
GF0032441
GF0032440
GF0032439
GF0032438
GF0032437
GF0032436
GF0032435
GF0032434
GF0032433

GF0032432
GF0032431

GF0032430

GF0032429

GF0032428
GF0032427

GF0032426
GF0032425

GF0032424

GF0032423

GF0032422

GF0032421

GF0032420

GF0032419
GF0032418
GF0032417
GF0032416
GF0032415
GF0032414
GF0032413
GF0032412
GF0032411
GF0032410
GF0032409
GF0032408
GF0032407
GF0032406
GF0032405
GF0032404
GF0032403
GF0032402
GF0032401

GF0032400

GF0032399
GF0032398
GF0032397
GF0032396
GF0032395
GF0032394
GF0032393

GF0032392
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Note GO TnterPro Membe
‘protein dimerization activit Tolike
[GO:0046983 molecular_function] (1); ~ [IPRO12337] (1); Zine finger C2H2-type

0 Hypothetical protein (1) nucleic acid binding [GO:0003676 [IPROI3087] (1); Zinc finger, BED-type  scaffold_§_mRNA_2156.1

molecular_function] (1); DNA binding
[GO:0003677 molecular_function] (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)
0 Monosacharide transport protein (1)
0 Hypothetical protein (1)
0 Monosacharide transport protein (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)
o Cytokinin riboside S-monophosphate
phosphoribohydrolase (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)
Cytokinin riboside Smonophosphate
phosphoribohydrolase (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)
nucleic acid binding [GO:0003676

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

BED zinc finger,hAT family dimerization
domain (1)

0 Hypothetical protein (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)
o Transposable clement protein, putative,

0 Hypothetical protein (1)
Cytokinin riboside S-monophosphate
phosphoribohydrolase (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

Cytokinin riboside S-monophosphate

phosphoribohydrolase (1)

0 Hypothetical protein (1)

0

0 Hypothetical protein (1)
0 Integrase (1)

o Cytokinin riboside '-monophosphate
phosphoribohydrolase (1)

0 Hypothetical protein (1)

0 Retrotransposon gag protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

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

0 Caffeic acid 3-O-methyltransferase (1)

0 Hypothetical protein (1)
0 Chromo domain protein (1)

0 Hypothetical protein (1)
aspartic-type endopeptidase activity
[GO:0004190 molecular_function] (1);
proteolysis [GO:0006508
biological_process] (1)

0 Hypothetical protein (1)

Cytokinin riboside S-monophosphate
phosphoribohydrolase (1)
0 Hypothetical protein (1)

0

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

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

o Retrotransposon protein, putative, Ty3-

ypsy subclass (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

nucleic acid binding [GO:0003676

© Hypotheical potein (1) molecular_function] (1)
0 Hypothetical protein (1)

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

0 Hypothetical protein (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1) ::;‘:C'il:fi‘:_“l:f:“)’r“g] E(‘;‘o-mazms
0 Hypothetical protein (1)
Cytokinin iboside S"-monophosphate
1

© phosphoribohydrolase (1)

[IPRO03656] (1); HAT, C-terminal
i ion domain [IPR008906] (1)

imeris
scaffold_8_mRNA_2143.1
scaffold_8_mRNA_2136.1
scaffold_8_mRNA_2126.1
scaffold_8_mRNA_2125.1
scaffold_8_mRNA_2122.1
scaffold_8_mRNA_2119.1
scaffold_8_mRNA_2118.1

Retrotransposon gag domain scafiold 8 mRNA 21171

[IPR005162] (1)
scaflold_8_mRNA 2113.1
scaflold_8_mRNA_2109.1

LOG family [IPR031100] (1) scaffold_8_mRNA_2108.1

scaffold_8_mRNA_2107.1
scaffold_8_mRNA_2106.1
scaffold_8_mRNA_2103.1

;;;Z‘;“S";’s';’fl") gag domain scaffold_8_mRNA_2102.1
scaffold_8 mRNA_2099.1
scaffold_8 mRNA_2007.1
scaffold_8 mRNA_2002.1
scaffold_8 mRNA_2001.1

[D"gg(;:HS Z(:]n.:(;awn function DUFISSS oo o 2091

LOG family [IPRO31100] (1) scaffold_8_mRNA_2087.1
scaflold_8_mRNA_2086.1
scaflold_8_mRNA_2084.1
scaflold_8_mRNA_2073.1

Ribonuclease H-like domain

[IPRO12337] (1); Zinc finger C2H2-type

[IPRO13087] (1); Zinc finger, BED-type

[IPRO03656] (1)

scaffold_8_mRNA_2072.1

scaffold_8_mRNA_2071.1
scaffold_8_mRNA_2070.1
scaffold_8_mRNA_2069.1
scaffold_8_mRNA_2066.1
scaffold_8_mRNA_2062.1
scaffold_8_mRNA_2059.1
scaffold_8_mRNA_2058.1
Retrotransposon gag domain
[IPRO05162] (1)
Retrotransposon gag domain
[IPRO0S162] (1)

scaflold_8_mRNA_2054.1
scaffold_8_mRNA_2053.1
LOG family [IPR031100] (1) scaflold_8_mRNA_2052.1
scaffold_8_mRNA_2051.1
scaffold_8_mRNA_2048.1
Viral movement protein [IPR028919] (1) scaffold_8_mRNA_2047.1
scaffold_8_mRNA_2046.1
scaffold_8_mRNA_2045.1
scaffold_8_mRNA_2042.1
scaffold_8_mRNA_2030.1
scaffold_8_mRNA_2029.1
scaffold_8_mRNA_2027.1
scaffold_8_mRNA_2026.1
scaffold_8_mRNA_2024.1
Aspartic peptidase domain [IPR021109]
(1); LOG family [IPRO31100] (1)
Cytokinin riboside S-monophosphate

phosphoribohydrolase LOG [IPR005269] scaffold_§_mRNA_2019.1
(1); LOG family [IPRO31100] (1)

scaflold_8_mRNA 2022.1

scaffold_8_mRNA_2018.1
Retrotransposon gag domain .
IPRODSIEA () scaflold_8_mRNA_2017.1
scaffold_8_mRNA_201.1
scaffold_8_mRNA_2009.1
S-adenosyl-L-methionine-dependent
‘methylransferase [IPR029063] (1); O-
methyltransferase, family 2 [IPR001077]
(1); Winged helix-turn-helix DNA- scaffold_8_mRNA_2006.1
binding domain [IPRO11991] (1); O-
methyltransferase COMT-type
[IPROI6461] (1)

scaffold_8_mRNA_2005.1
Chromo domain-like [IPRO16197] (1);
Chromo domain [IPRO23780] (1);
Retrotransposon gag domain
[IPRO0S162] (1)

scaffold_8_mRNA_2004.1

scaffold_8_mRNA_1999.1
Retroviral aspartyl protease [IPR013242]
(1); Aspartic peptidase domain
[IPRO21109] (1); Aspartic peptidase,
active site [IPRO01969] (1)

scaffold_8_mRNA_1996.1

scaffold_8_mRNA_1991.1

scaffold_8_mRNA_199.1
scaffold_8_mRNA_1987.1
scaffold_8_mRNA_1983.1
scaffold_8_mRNA_1982.1
scaffold_8_mRNA_1981.1
scaffold_8_mRNA_1979.1
scaffold_8_mRNA_1975.1
scaffold_8_mRNA_1971.1
scaffold_8_mRNA_1965.1
scaffold_8_mRNA_1961.1
scaffold_8_mRNA_1960.1

mpamc peptiduse domain [IPRO21109]__voi ¢ ooa 1956.1

scaffold_8 mRNA_1954.1
scaffold_8 mRNA_1953.1
scaffold_8 mRNA_1951.1
ﬁf:g“’gl;”;; (l"';"'“ domain scaffold_8_mRNA_1950.1
scaffold_8_mRNA_1946.1
scaffold_8_mRNA_1943.1
Retroviral aspartyl protease [IPRO13242]
(1): Aspartic peptidase domain scaffold_8_mRNA_1939.1
[IPRO21109] (1)
scaffold_8 mRNA_1938.1
scaffold_8 mRNA_1937.1
scaffold_8 mRNA_1936.1
scaffold_8 mRNA_1935.1
scaffold_8 mRNA_1931.1
Ribonuclease H-like domain

PRI (1) scaffold_8_mRNA_1928.1

scaffold_8_mRNA_1927.1

LOG family [IPRO31100] (1) scaffold_8_mRNA_1926.1
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GF0032391 1

GF0032390 1

GF0032389 1

GF0032388 1
GF0032387 1

GF0032386 1

GF0032385 1

GF0032384 1

GF0032383 1
GF0032382 1

GF0032381 1

GF0032380 1

GF0032379 1

GF0032378 1

GF0032377 1
GF0032376 1
GF0032375 1
GF0032374 1

GF0032373 1
GF0032372 1

GF0032371 1

GF0032370 1
GF0032369 1
GF0032368 1

GF0032367 1
GF0032366 1
GF0032365 1

GF0032364 1

GF0032363 1
GF0032362 1
GF0032361 1

GF0032360 1

GF0032359 1
GF0032358 1
GF0032357 1

GF0032356 1

GF0032355 1
GF0032354 1

GF0032353 1
GF0032352 1

GF0032351 1

GF0032350 1

GF0032349 1

GF0032348 1

GF0032347 1

GF0032346 1

GF0032345 1

GF0032344 1
GF0032343 1
GF0032342 1
GF0032341 1
GF0032340 1
GF0032339 1
GF0032338 1
GF0032337 1

GF0032336 1
GF0032335 1
GF0032334 1

GF0032333 1

GF0032332 1

GF0032331 1

GF0032330 1
GF0032329 1

GF0032328 1

GF0032327 1

GF0032326 1

GF0032325 1

GF0032324 1
GF0032323 1

GF0032322 1

GF0032321 1

GF0032320 1
GF0032319 1
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Probable xyloglucan
0 endotransglucosylase/hydrolase protein B
0]

0 Hypothetical protein (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)
Cytokinin riboside Smonophosphate
D}

e
phosphoribohydrolase (
0 Hypothetical protein (1)

0

Cytokinin riboside S-monophosphate

© phosphoribohydrolase (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

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

0 Retrotransposon gag protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

Cytokinin riboside S-monophosphate
phosphoribohydrolase (1)

0 Hypothetical protein (1)

0

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

0 Hypothetical protein (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)
o Cytokinin riboside S-monophosphate
phosphoribohydrolase (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)
Cytokinin riboside S-monophosphate
phosphoribohydrolase (1)

Cytokinin riboside S-monophosphate
phosphoribohydrolase (1)

0 Hypothetical protein (1)
0 Hypothetical protein (1)
0 Tobamovirus multiplication 1 (1)

Cytokinin riboside 5'-monophosphate
phosphoribohydrolase (1)

0

Cytokinin riboside Smonophosphate
phosphoribohydrolase (1)

0 Hypothetical protein (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)
o RNA-directed DNA polymerase , related
m
0 Hypothetical protein (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)

Cytokinin riboside S-monophosphate
phosphoribohydrolase (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)
0 Hypothetical protein (1)
Cytokinin riboside S-monophosphate
phosphoribohydrolase (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

o Cytokinin riboside S-monophosphate
phosphoribohydrolase (1)

0 Hypothetical protein (1)
0 Retrotransposon gag protein (1)

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

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

xyloglucan:xyloglucosyl transferase
activity [GO:0016762
molecular_function] (1); carbohydrate
metabolic process [GO:0005975
biological_process] (1); hydrolase
activity, hydrolyzing O-glycosyl
compounds [GO:0004553
molecular_function] (1); cell wall
[GO:0005618 cellular_component] (1);
cellular glucan metabolic process
[GO:0006073 biological_process] (1);
apoplast [GO:0048046
cellular_component] (1)

zine ion binding [GO:0008270
molecular_function] (1); aspartic-type
endopeptidase activity [GO:0004190
molecular_function] (1); nucleic acid
binding [GO:0003676
molecular_function] (1); proteolysis
[GO:0006508 biological process] (1)

zinc ion binding [GO:0008270
molecular_function] (1); nucleic acid
binding [GO:0003676
molecular_function] (1)

zine ion binding [GO:0008270
molecular_function] (1); nucleic acid
binding [GO:0003676
molecular_function] (1)

regulation of transcription, DNA-
templated [GO:0006355
biological_process] (1); nucleic acid
binding [GO:000367
molecular_function] (1)

nucleic acid binding [GO:0003676
molecular_function] (1); zinc ion binding
[G0:0008270 molecular_function] (1)

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

nucleic acid binding [GO:0003676
molecular_function] (1); zinc ion binding
[G0:0008270 molecular_function] (1)

‘nucleic acid binding [GO:0003676

molecular_function] (1); DNA integration

[GO:0015074 biological_process] (1)

protein binding [GO:0005515
molecular_function] (1)

regulation of transcription, DNA-
templated [GO:0006355
biological_process] (1); nucleic acid
binding [GO:0003676
molecular_function] (1)

nucleic acid binding [GO:0003676
molecular_function] (1); zinc ion binding
[G0:0008270 molecular_function] (1)

zine ion binding [GO:0008270
molecular_function] (1); regulation of
transcription, DNA-templated

[GO:0006355 biological_process] (1)

Concanavalin A-like lectin/glucanase
domain [IPRO13320] (1); Glycoside
hydrolase, family 16, active site
[IPR008263] (1): Protein of unknown
function DUF241, plant [IPR004320] (1);
Xyloglucan endo-transglycosylase, C-
terminal [IPRO10713] (1); Glycoside
hydrolase family 16 [IPR000TS7] (1)

Retropepsins [IPROIS061] (1); Aspartic
peptidase, active site [IPRO01969] (1);
Aspartic peptidase domain [IPR021109]
(1; Zine finger, CCHC-type
[IPROO1S7S] (1)

Zine finger, CCHC-type [IPROO1S7S] (1)

Zine finger, CCHC-type [IPRO0IS78] (1)

LOG family [IPRO31100] (1)

LOG family [IPR031100] (1); Cytokinin
riboside S-monophosphate
phosphoribohydrolase LOG [IPR005269]
[

Carlavirus nuclei

i acid-binding protein
[IPRO02568] (1)

Zine finger, CCHC-type [IPROO1S7S] (1)

Retrotransposon gag domain
[IPRO0S162] (1)

Ribonuclease H-
[IPRO12337] (1)

e domain

LOG family [IPRO31100] (1)

Zinc finger, CCHC-type [IPROOIS7S] (1)

LOG family [IPRO31100] (1)

Integrase, catalytic core [IPRO0T584] (1);
Ribonuclease H-like domain
[IPRO12337] (1)

Transposase-associated domain
[IPR029480] (1)

LOG family [IPRO31100] (1)

LOG family [IPRO31100] (1)
EF-Hand 1, calcium-binding site
[IPRO18247] (1)

Domain of unknown function DUF1084
[IPR009457] (1)

LOG family [IPR031100] (1)

LOG family [IPRO31100] (1); Cy
riboside S-monophosphate
phosphoribohydrolase LOG [IPR005269]

LOG family [IPRO31100] (1)

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

Tetratricopeptide-like helical domain
[IPRO11990] (1)
LOG family [IPR031100] (1)

Cytokinin riboside S-monophosphate
phosphoribohydrolase LOG [IPR005269]
(1); LOG family [IPRO31100] (1)

Carlavirus nucleic ac:
[IPR002568] (1)

inding protein

LOG family [IPRO31100] (1)

Zine finger, CCHC-type [IPROOIS7S] (1)

Cytokinin riboside S-monophosphate
phosphoribohydrolase LOG [IPR005269]
(1): LOG family [IPRO31100] (1)

Retrotransposon gag domain
[IPR005162] (1)

Zine finger, SWIM-type [IPR007527]
(1); FHY3/FARI family [IPR031052] (1)

scaflold_8_mRNA_1924.1

scaffold_8_mRNA_1923.1

scaffold_8_mRNA_1922.1

scaffold_8_mRNA_1920.1
scaflold_8_mRNA_1919.1

scaffold_8_mRNA_1917.1

scaffold_8_mRNA_1916.1

scaflold_8_mRNA_1915.1

scaffold_8_mRNA_1912.1
scaffold_8_mRNA_1909.1

scaffold_$_mRNA_1908.1

scaflold_8_mRNA_1902.1

scaffold_8_mRNA_1901.1

scaffold_8_mRNA_1900.1

scaffold_8_mRNA_1898.1
scaffold_8_mRNA_1897.1
scaffold_8_mRNA_1896.1
scaffold_8_mRNA_1895.1
scaffold_$_mRNA_1893.1
scaffold_8_mRNA_1892.1
scaflold_8_mRNA_1889.1

scaffold_8_mRNA_1887.1
scaffold_8_mRNA_1881.1
scaffold_8_mRNA_1879.1

scaffold_8_mRNA_1872.1
scaffold_8_mRNA_1871.1
scaffold_$_mRNA_1869.1

scaffold_8_mRNA_1868.1

scaffold_8_mRNA_1866.1
scaffold_8_mRNA_1865.1
scaffold_8_mRNA_1864.1

scaffold_8_mRNA_1863.1

scaffold_8_mRNA_1861.1
scaffold_8_mRNA_1859.1
scaffold_8_mRNA_1858.1

scaffold_8_mRNA_1855.1

scaffold_8_mRNA_1846.1
scaffold_8_mRNA_1843.1

scaffold_8_ mRNA_1842.1
scaffold_8_ mRNA_I841.1

scaflold_8_mRNA_1839.1
scaffold_8_mRNA_1837.1
scaflold_8_mRNA_1835.1
scaffold_8_mRNA_1829.1
scaffold_8_mRNA_1827.1

scaflold_8_mRNA_1826.1

scaffold_8_mRNA_1824.1

scaflold_8_mRNA_1822.1
scaflold_8_mRNA_1820.1
scaflold_8_mRNA_1817.1
scaflold_8_mRNA_1812.1
scaflold_8_mRNA_1811.1
scaflold_8_mRNA_1810.1
scaflold_8_mRNA_1807.1
scaflold_8_mRNA_1806.1

scaffold_8_mRNA_1803.1
scaffold_8_mRNA_1801.1
scaffold_8_mRNA_1794.1

scaflold_8_mRNA_1791.1

scaffold_8_mRNA_1790.1

scaffold_8_mRNA_1789.1

scaffold_8_mRNA_1784.1
scaffold_8_mRNA_1777.1

scaffold_8_mRNA_1772.1
scaffold_8_mRNA_1771.1
scaffold_8_mRNA_1770.1
scaffold_8_mRNA_1769.1

scaflold_8_mRNA_1763.1
scaffold_8_mRNA_1760.1

scaffold_8_mRNA_1758.1

scaffold_8_mRNA_1757.1

scaffold_8_mRNA_1755.1
scaffold_8_mRNA_1754.1



T Nam inC.celementine  Numin C. unshia Note Go TaterPro Member Members in PArolaE
GFO032318 1 0 0 Hypothetical protein (1) scaffold_8_ mRNA_1751.1
. Cytokinin riboside S'-monophosphate . .
GFO032317 1 0 shcephoribohydolare () LOG family [IPRO31100] (1) scaffold_8_ mRNA_1740.1
GF0032316 1 0 0 Hypothetical protein (1) scaffold_8_mRNA_1739.1
GF0032315 1 0 0 Hypothetical protein (1) scaffold_8_mRNA_1738.1
GF0032314 1 0 0 Hypothetical protein (1) scaffold_8_mRNA_1736.1
P-loop containing nucleoside triphosphate
ATP binding [GO:0005524 hydrolase [IPR027417] (1); ABC
molecular_function] (1); ATPase activity transporter-like [IPR003439] (1); ABC-2
GF0032313 1 0 0 ABC transporter G family member 11 (1) [GO:0016887 molecular_function] (1);  type transporter [IPRO13525] (1): AAA* scaffold_8_mRNA_1735.1
membrane [GO:0016020 ATPase domain [IPR003593] (1); ABC
cellular_componen] (1) transporte, conserved sie [IPROI771]
o)
GFO032312 1 0 0 Hypothetical protein (1) scaffold_8 mRNA_1734.1
- Cytokinin riboside S-monophosphate
GF0032311 1 0 0 Chy “fk;“"fh“l;“"‘;"”f ""“]""“"""5"““ phosphoribohydrolase LOG [IPR005269] scaffold_8 mRNA_1733.1
phosphoribohydrolase (1) LOG family [IPRO31100] (1)
GFO032310 1 0 0 Hypothetical protein (1) scaffold_8_ mRNA_1732.1
) Cytokinin riboside 5-monophosphate
GF0032309 1 0 0 cﬁ":k;';‘:l::l"::’:]:‘;"(“:')‘°"h”pm'e phosphoribohydrolase LOG [IPR005269] scaffold_8_mRNA_1731.1
phospl ydrolas (1): LOG family [IPRO31100] (1)
GF0032308 1 0 0 Hypothetical protein (1) scaffold_8_mRNA_1730.1
GF0032307 1 0 0 Hypothetical protein (1) scaffold_8 mRNA_1729.1
GF0032306 1 0 0 Hypothetical protein (1) LOG family [IPRO31100] (1) scaffold_8 mRNA_1728.1
GF0032305 1 0 0 Hypothetical protein (1) scaffold_8 mRNA_1727.1
GF0032304 1 0 0 Hypothetical protein (1) scaffold_8 mRNA_1724.1
Reverse transcriptase domain
GF0032303 1 0 0 Hypothetical protein (1) PROO4TT] (1) scaffold_8_mRNA_1720.1
GFO032302 1 0 0 Hypothetical protein (1) scaffold_8_ mRNA_1716.1
GFO032301 1 0 0 Hypothetical protein (1) scaffold_8_ mRNA_1715.1
GFO032300 1 0 0 Hypothetical protein (1) scaffold_§_ mRNA_1711.1
protein dimerization actvity
HAT, C-terminal dimerisation domain
GF0032299 1 0 0 Hypothetical protein (1) [GO:0046983 molecular_function] (1); | 1pp 08906 (1); Ribonuclease H-like  scaffold_§ mRNA_1708.1
nucleie acid binding [GO:0003676 S mRNA
. domain [IPROI2337) (1)
molecular_finction] (1)
GF0032298 1 0 0 Hypothetical protein (1) scaffold_8_mRNA_1706.1
GF0032297 1 0  Cytokinin riboside 5 monophosphate LOG family [IPRO31100] (1) scaffold_8_mRNA_1705.1
phosphoribohydrolase (1)
GF0032296 1 0 0 Hypothetical protein (1) scaffold_8_mRNA_1703.1
proteolysis [GO:0006508
biological_process] (1); aspartic-type  Aspartic peptidase, active site
GF0032295 1 0 0 Hypothetical protein (1) enlomentidise ety [GO0001150  LPROOI068) (1) scaffold_8_mRNA_1702.1
molecular_function] (1)
GFO0032294 1 0 0 Hypothetical protein (1) scaffold_§_ mRNA_1701.1
GF0032293 1 0 0 Hypothetical protein (1) scaffold_8_mRNA_1700.1
regulation of ranseription, DNA-
templated [GO:0006355 Carlavirus nucleic acid-binding protein
GF0032292 1 0 0 Hypothetical protein (1) biological_process] (1); nucleic acid  [IPR002568] (1); Retrotransposon gag  scaffold_8_mRNA_1698.1
binding [GO:0003676 domain [IPRO0S162] (1)
molecular_function] (1)
i . zinc fon binding [GO:0008270 Zine finger, PMZ-type [IPRO06S64] (1);
GF0032291 1 0 0 Hypothetical protein (1) clecular fuoetion] (1) Jine finger, SWIVLtope [IPRO07827] (1) S04TO14_8 mRNA_1696.1
GF0032290 1 0 0 Hypothetical protein (1) scaffold_8 mRNA_1695.1
nucleic acid binding [GO:0003676
GF0032289 1 0 0 Hypothetical protein (1) molecular_function] (1); zinc ion binding  Zine finger, CCHC-type [IPRO0ISTS] (1) scaffold_§ mRNA_1694.1
[GO:0008270 molecular_function) (1)
GFO032288 1 0 0 Hypothetical protein (1) scaffold_8_ mRNA_1692.1
GFO032287 1 0 0 Hypothetical protein (1) Viral movement protein IPR028919] (1) scaffold_8_mRNA_1690.1
zinc ion binding [GO:0008270
i . molecular_functon] (1); nucleic acid o . .
GFO032286 1 0 0 Hypothetical protein (1) Vinding [GO0003676 Zine finger, CCHC-type [IPRO0IS78] (1) scaffold_8_mRNA_1689.1
molecular_finction] (1)
GF0032285 1 0 0 Hypotheical protein (1) scaffold_8_mRNA_1685.1
GF0032284 1 0  Cytokinin riboside S'monophosphate LOG family [IPR031100] (1) scaffold_8_mRNA_1683.1
phosphoribohydrolase (1)
Cytokinin riboside S'monophosphate
GF0032283 1 0 Shosphoribahmdroac (1 LOG family [IPRO31100] (1) scaffold_8 mRNA_1681.1
. Retrotransposon gag domain .
GFO032282 1 0 0 Hypothetical protein (1) PROVSIEZ] () scaffold_§_ mRNA_1680.1
nucleie acid binding [GO:0003676 Ribonuclease H-like domain
GF0032281 1 0 0 dﬁfn[; z'ﬁ ‘ﬁ"ge"hm family dimerization . lccular_function] (1): DNA binding  [IPROI2337] (1): hAT-like transposase, _scaffold_§ mRNA_1674.1
[GO:0003677 molecular_function] (1)~ RNase-H fold [IPR025525] (1)
GF0032280 1 0 0 Hypotheical protein (1) scaffold_8_ mRNA_1672.1
GF0032279 1 0 0 Hypothetical protein (1) scaffold_8_ mRNA_1671.1
GFO032278 1 0 0 Hypothetical protein (1) scaffold_8_ mRNA_1670.1
GF0032277 1 0 0 Hypothetical protein (1) scaffold_8_mRNA_1669.1
LOG family [IPR031100] (1); Cytokinin
. Cytokinin riboside S-monophosphate riboside S-monophosphate }
Gr0032276 ! 0 O phosphoribohydrolase (1) phosphoribohydrolase LOG [IPR005269) S¢2T01d_S8_mRNA_1666.1
)
GFO0032275 1 0 0 Hypothetical protein (1) scaffold_8_mRNA_165.1
GF0032274 1 0 0 Hypothetical protein (1) scaffold_8_mRNA_1664.1
Aspartic peptidase domain [IPR021109]
GF0032273 1 0 0 Gag protease polyprotein, putative (1) (1) Retroviral aspartyl protease scaffold_8_mRNA_1663.1
[IPROI3242] (1)
GFO032272 1 0 0 Hypothetical protein (1) scaffold_8_ mRNA_1662.1
zinc fon binding [GO:0008270
Cytokinin riboside S-monophosphate  molecular_function] (1): nucleic acid o . .
GF0032271 1 0 © phospheoribohydrolase (1) pinding [GO003676 Zine finger, CCHC-type [IPRO0IS78] (1) scaffold_8_mRNA_1661.1
molecular_finction] (1)
. Retrotransposon gag domain .
GFO0032270 1 0 0 Hypothetical protein (1) PROVSIEZ] () scaffold_8_ mRNA_1660.1
main of unknown function DUF4219
GF0032269 1 0 0 Hypothetical protein (1) PROSSS14] (1) scaffold_8 mRNA_1658.1
nucleic acid binding [GO:0003676
GF0032268 1 0 0 Hypothetical protein (1) molecular_function] (1); zinc ion binding Zine finger, CCHC-type [IPRO0ISTS] (1) scaffold_8 mRNA_1656.1
[GO:0008270 molecular_function] (1)
GF0032267 1 0 0 Hypothetical protein (1) scaffold_8_mRNA_1654.1
GF0032266 1 0 0 Hypothetical protein (1) scaffold_8_mRNA_1653.1
GF0032265 1 0 0 Hypothetical protein (1) scaffold_8_mRNA_1652.1
GF0032264 1 0 0 Hypothetical protein (1) scaffold_8_mRNA_1649.1
GF0032263 1 0 0 Hypothetical protein (1) scaffold_8_mRNA_1648.1
GF0032262 1 0 0 Hypothetical protein (1) scaffold_8_mRNA_1647.1
GF0032261 1 0 0 Hypothetical protein (1) scaffold_8_mRNA_1645.1
GF0032260 1 0 0 Hypothetical protein (1) scaffold_8_mRNA_1644.1
GF0032259 1 0 0 Hypothetical protein (1) scaffold_8_mRNA_1640.1
GF0032258 1 0 0 Hypothetical protein (1) scaffold_8_mRNA_1638.1
ic-type endopeptidase activity
0004190 molecular_function] (1); ~ Retropepsins [IPROI8061] (1); Peptidase
zinc ion binding [GO:000827 A2A, retrovirus, catalytic [IPR001995]
GF0032257 1 0 0 Hypothetical protein (1) molecular_function] (1); proteolysis  (1); Aspartic peptidase domain scaffold_8_mRNA_1634.1
[GO:0006508 biological process] (1, [IPR021109] (1); Zine finger, CCHC-
nucleic acid binding [GO:0003676 type [IPRODISTS] (1)
molecular_function] (1)
GF0032256 1 0 0 Hypothetical protein (1) Viral movement protein [IPR028919] (1) scaffold_8_mRNA_1633.1
proteolysis [GO:0006508 Retropepsins [IPRO18061] (1); Peptidase
biological_process] (1); aspartic-type  A2A, retrovirus, catalytic [IPR001995]
GF0032255 1 0 0 Hypothetical protein (1) eotoneptiins vy IGO0 (1); Aspari pestdass durmin scaffold_8_ mRNA_1632.1
molecular_function] (1) [IPRO21109] (1)
GF0032254 1 0 0 Hypothetical protein (1) scaffold_8_mRNA_1630.1
GF0032253 1 0 0 Hypothetical protein (1) Viral movement protein [PR028919] (1) scaffold_§8 mRNA_1629.1
GF0032252 1 0 0 Hypothetical protein (1) scaffold_8_mRNA_1628.1
Metacaspase type I, plant [IPR033180]
GFO032251 1 0 0 Metacaspase 1 isoform 1 (1) (1): Caspase-like domain [IPR029030]  scaffold_8_mRNA_1624.1
0]
. WD40-repeat-containing domain
reaton zg“gg;g;‘;’“ DNA- (IPROI7986) (1); WD40 repeat
GF0032250 1 0 0 Hypothetial protein (1) P i [IPROO1GSO] (1; Topless family scaffold_8_ mRNA_1621.1
biological_process] (1); protein binding iy
[GO:0005515 molecular function] (1) L <027728] (1); Leveine-rich repeat
- domain, L domain-like [IPR032675] (1)
GF0032249 1 0 0 Hypothetical protein (1) scaffold_8_ mRNA_1620.1
GF0032248 1 0 0 Hypothetical protein (1) scaffold_8_ mRNA_1619.1
GF0032247 1 0 0 Hypothetical protein (1) scaffold_8_mRNA_1609.1
GFO032246 1 0 0 Hypotheical protein (1) scaffold_8_ mRNA_1603.1
GFO032245 1 0 0 Hypothetical protein (1) scaffold_8_ mRNA_1602.1
GFO032244 1 0 0 Hypothetial protein (1) scaffold_8_mRNA_1600.1



T Nam inC.celementine  Numin C. unshia Note Go TaterPro Member Members in PArolaE
[GO:00330"
biological_proc ‘»:;Lmnimc ral domain
GF0032243 1 0 0 Putative anion transporter 5 (1) gical_process] (1); integ [IPRUZUX%] ) MJjor facilitator scaffold_8_mRNA_16.1
component of membrane [GO:0016021
superfamily [IPRO11701] (1)
cellular_component] (1)
GF0032242 1 0 0 Hypothetical protein (1) Viral movement protein [IPR028919] (1) scaffold_8_mRNA_1599.1
GF0032241 1 0 0 Hypothetical protein (1) scaffold_8_mRNA_1598.1
GF0032240 1 0 0 Hypothetical protein (1) scaffold_8 mRNA_1597.1
GF0032239 1 0 0 Hypothetical protein (1) scaffold_8_mRNA_1592.1
GF0032238 1 0 0 Hypothetical protein (1) scaffold_8_mRNA_1588.1
aspartic-type " )
[GO:0004190 mnleculnr funmm\] (1), Aspartic pep ain (IPRO21109)
(1): Zinc finger, CCHC-type
zin fon binding [GO. [IPRO01S78] (1); Retropepsins
GF0032237 1 0 0 Hypothetical protein (1) molecular_function] (1 ) prot eolysxs pep scaffold_8_mRNA_1586.1
500006308 milogien pocess) 1y, | IPROIS0SI] (1 Reverse ranseripiase
§ " domain [IPR000477] (1); Peptidase A2A,
nucleic acid binding (GO:0003676 i, cataytic (PROD1995] ()
molecular_function] (1) - catalyt >
GF0032236 1 0 0 Hypothetical protein (1) scaffold_8_mRNA_1584.1
GF0032235 1 0 0 Hypothetical protein (1) scaffold_8_mRNA_1583.1
GFO032234 1 0 0 Hypothetical protein (1) scaffold_8_mRNA_1582.1
GF0032233 1 0 0 Hypotheical protein (1) LOG family [IPRO31100] (1) scaffold_8_ mRNA_IS81.1
GF0032232 1 0 0 Hypothetical protein (1) scaffold_8_ mRNA_1580.1
GFO032231 1 0 0 Hypothetical protein (1) scaffold_8_ mRNA_I577.1
. . Reverse transeriptase domain .
GFO032230 1 0 0 Hypothetical protein (1) PROATT] 1y scaffold_8_ mRNA_1575.1
GF0032229 1 0 0 Hypothetical protein (1) scaffold_8_mRNA_1574.1
GF0032228 1 0 0 Hypothetical protein (1) scaffold_8_mRNA_1573.1
GF0032227 1 0 0 Hypothetical protein (1) scaffold_8_mRNA_1567.1
GF0032226 1 0 0 Hypothetical protein (1) scaffold_8_mRNA_1566.1
GF0032225 1 0 0 Hypothetical protein (1) scaffold_8_mRNA_1565.1
. . § Leucine-rich repeat domain, L domain-
GF0032224 1 0 0 L:zi ::if:;::g‘;gf’;‘l‘;/ hreonine- "::::"‘“:""dﬁ“']‘;‘[l:ﬁﬂ")"ms like [IPR032675] (1); Leucine-rich repeat scaffold_§ mRNA_1560.1
P - [IPROOI6I1] (1)
GF0032223 1 0 0 Hypothetical protein (1) scaffold_8_mRNA_1559.1
proteolysis [GO:0006508
. . biological_process] (1); cysteine-type  Ulpl protease family, C-terminal }
GFO032222 1 0 0 Hypothetical protein (1) Peptiane aciviy [GO0003234 cantyicdomin IFROD3651 1) scaffold_8_ mRNA_1556.1
molecular_fnction] (1)
‘nucleic acid binding [GO:0003676 Z;;'“;;:f:;ﬂfi:m type [IPROOISTS]
GFO032221 1 0 0 Hypothetical protein (1) E‘fg;‘gﬁ;&?g?:;:]c ax zf\:;cl‘:‘::nl;\rld)mg IPRO0ASTS] (1, MULE ramsposase_SC0Told_8_mRNA_1555.1
: & domain [IPRO18289] (1)
GF0032220 1 0 0 Hypothetical protein (1) scaffold_8_mRNA_1553.1
GF0032219 1 0 0 Hypothetical protein (1) scaffold_8_mRNA_1551.1
GF0032218 1 0 0 Hypothetical protein (1) scaffold_8 mRNA_1549.1
GF0032217 1 0 0 Hypothetical protein (1) scaffold_8 mRNA_1544.1
GF0032216 1 0 0 Hypothetical protein (1) scaffold_8_mRNA_1539.1
GF0032215 1 0 0 Hypothetical protein (1) scaffold_8_mRNA_1538.1
GFO032214 1 0 0 Hypothetical protein (1) scaffold_8_mRNA_1536.1
GF0032213 1 0 0 Hypothetical protein (1) scaffold_8_mRNA_1534.1
GF0032212 1 0 0 Hypothetical protein (1) scaffold_8_mRNA_1528.1
GFO032211 1 0 0 Hypothetical protein (1) scaffold_8_mRNA_1527.1
GF0032210 1 0 0 Hypothetical protein (1) scaffold_8_mRNA_1526.1
GF0032209 1 0 0 Hypothetical protein (1) scaffold_8_mRNA_1525.1
GF0032208 1 0 0 Hypothetical protein (1) scaffold_8 mRNA_1524.1
GF0032207 1 0 0 Hypothetical protein (1) scaffold_8 mRNA_1520.1
GF0032206 1 0 0 Hypothetical protein (1) scaffold_§ mRNA_1519.1
GF0032205 1 0 0 Hypothetical protein (1) scaffold_8_mRNA_1518.1
GF0032204 1 0 0 Hypothetical protein (1) scaffold_8_mRNA_1517.1
GF0032203 1 0 0 Hypothetical protein (1) scaffold_8 mRNA_IS11.1
Aspartic peptidase domain [IPR021109]
GF0032202 1 0 0 Hypothetical protein (1) OrTOG iy LIPROS 11001 (1) scaffold_8_mRNA_1509.1
GF0032201 1 0 0 Hypothetical protein (1) scaffold_8_ mRNA_1507.1
GF0032200 1 0 Hypothetical protein (1) scaffold_8_ mRNA_1503.1
GF0032199 1 0 0 Hypothetical protein (1) scaffold_8_ mRNA_1498.1
| Trnsposo pricnpuaive, regulation of transcription, DNA- FHY3/FARI family [IPRO31052] (1;
GF0032198 1 0 poson protein, pt templated [GO:0006355 MULE transposase domain [IPRO18289] scaffold_§ mRNA_1493.1
© unclasified, expressed (1)
biological_process] (1) o
Leucine-rich repeat domain, L domain-
. . like [IPR032675] (1); NB-ARC
GF0032197 1 0 0 NBS type disease resistance protein (1) ADP binding [GO:0043531 [IPR002182] (1); P-loop containing scaffold_8_mRNA_1487.1
molecular_function] (1)
nucleoside triphosphate hydrolase
[IPRO27417] (1)
transmembrane transport [GO:0055085
biological_process] (1; transporter
activity [GO:0005215
molecular_function] (1); membrane  Sugar fransporer, conserved site
[GO:0016020 cellular_component] (1); ~ [IPR005820] (1); Major faciliator
er protein transmembrane transporter ac supufaml\y dmmm [IPRO20846] (1);
GF0032196 1 0 0 Sugar carrier protein C (1) (G0022857 molonsla ﬁmm“] ™ Sugar tmeporter e €448 MRNA_1482.1
integral component of memby [IPROUSXZX] m Sugarinositol
[GO:0016021 cellular. cnmpcn:m] (1): ransporter [IPR003663] (1)
substrate-specific transmembrar
transporter activity [GOX it
molecular_function] (1)
GF0032195 1 0 0 Hypothetical protein (1) scaffold_8_mRNA_1478.1
Retrotransposon gag domain
GF0032194 1 0 0 Hypothetical protein (1) PRO0S1 03] 1y scaffold_8 mRNA_1472.1
GF0032193 1 0 0 Hypothetical protein (1) scaffold_8_ mRNA_1471.1
GF0032192 1 0 0 Hypotheical protein (1) scaffold_8_mRNA_1469.1
. Retrotransposon gag domain .
GFO032191 1 0 0 Hypothetical protein (1) PROVSIEZ] () scaffold_8_mRNA_1468.1
nucleic acid binding [GO:0003676 Zine finger, CCHC-type [IPROOISTS]
GFO032190 1 0 0 Zine knuckle family protein (1) molecular_function] (1); zinc ion binding (1): Domain of unknown function scaffold_8_ mRNA_1467.1
GO:0008270 molecular_function] (1) DUF4219 [IPR025314] (1)
nueleic acid binding [GO:0003676 Ribonuclease H domain [IPR002156] (1);
molecular_funtion] (1): DNA integration pepor ¢ 1 I
" g .
GF0032189 1 0 0 RNA-dirccted DNA polymerase (1) 0150 IPRO1337] (1 Insase catalyti core S4T0I4_ 8 MRNA_1466.1
[GO:0004523 molecular_function] (1) [ ROC1S4] ()
GFO032188 1 0 0 Monosacharide transport protein (1) scaffold_8_mRNA_1465.1
GFO032187 1 0 0 Hypotheical protein (1) scaffold_8_ mRNA_1463.1
GFO032186 1 0 0 Hypothetial protein (1) scaffold_8_ mRNA_1461.1
NADP-dependent oxidoreductase domain
§ [IPRO23210] (1); Reverse transcriptase,
GFO032185 1 0 0 Hypothetical protein (1) RNAsdegendet DNA pofymommse scaffold_8_ mRNA_1460.1
[IPROI3103] (1)
GFO032184 1 0 0 Hypothetical protein (1) scaffold_8_mRNA_1456.1
GFO032183 1 0 0 Hypothetical protein (1) scaffold_8 mRNA_1435.1
metabolic process [GO:0008152 ﬁ’;;'zg’;‘z;;]‘ﬁ')‘cT‘i:::‘:i'h'::‘"“‘““'
GFO032182 1 0 0 Naringenin-chalcone synthase (1) biological_process] (1); catalytic activity g scaffold_8_ mRNA_1432.1
16010003834 moteeul funcsion (1 IPRO16039] (1); Chalconcistibene
& synthase, C-terminal (IPR012328] (1)
GF0032181 1 0 0 Hypothetical protein (1) scaffold_8 mRNA_1430.1
GF0032180 1 0 0 Hypothetical protein (1) scaffold_8 mRNA_1420.1
GF0032179 1 0 0 Hypothetical protein (1) scaffold_8 mRNA_1424.1
GF0032178 1 0 0 Hypothetical protein (1) scaffold_8 mRNA_1422.1
GF0032177 1 0 o Cytokinin riboside 5 '“°"°"h"“’h“” LOG family [IPRO31100] (1) scaffold_8_mRNA_1416.1
© phosphoribohydrolase
GFO032176 1 0 0 Hypothetical profein (1) scaffold_8_ mRNA_1415.1
GFO032175 1 0 0 Hypothetial protein (1) scaffold_8_ mRNA_1414.1
GFO032174 1 0 0 Hypothetical protein (1) scaffold_8_ mRNA_1413.1
GFO032173 1 0 0 Hypothetical protein (1) scaffold_8_ mRNA_1411.1
GFo032172 1 0 0 Hypothetical protein (1) scaffold_8_ mRNA_1410.1
. . Arabidopsis retrotransposon Orfl .
GFO032171 1 0 0 Hypothetical protein (1) [PROBIZ] () scaffold_8_ mRNA_1403.1
GF0032170 1 0 0 Hypothetical protein (1) LOG family [IPRO31100] (1) scaffold_8 mRNA_1402.1
GF0032169 1 0 0 Hypothetical protein (1) scaffold_8 mRNA_1401.1
GF0032168 1 0 0 Hypothetical protein (1) scaffold_8 mRNA_1400.1
GF0032167 1 0 0 Hypothetical protein (1) Transposon, En/Spi-like [IPRO04242] (vl § mRNA_1398.1
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GF0032166 1

GF0032165 1

GF0032164 1

GF0032163 1

GF0032162 1

GF0032161 1
GF0032160 1

GF0032159 1

GF0032158 1

GF0032157 1
GF0032156 1
GF0032155 1
GF0032154 1

GF0032153 1

GF0032152 1

GF0032151 1

GF0032150 1
GF0032149 1

GF0032148 1

GF0032147 1

GF0032146 1
GF0032145 1

GF0032144 1

GF0032143 1
GF0032142 1

GF0032141 1

GF0032140 1

GF0032139 1

GF0032138 1

GF0032137 1

GF0032136 1
GF0032135 1
GF0032134 1
GF0032133 1
GF0032132 1
GF0032131 1
GF0032130 1
GF0032129 1

GF0032128 1
GF0032127 1

GF0032126 1

GF0032125 1

GF0032124 1

GF0032123 1

GF0032122 1

GF0032121 1

GF0032120 1
GF0032119 1
GF0032118 1

oo oo

°

cocococo o

0 Hypothetical protein (1)

Cytokinin riboside Smonophosphate
phosphoribohydrolase (1)

0 Hypothetical protein (1)

Cytokinin riboside Smonophosphate
phosphoribohydrolase (1)

o Transposable clement protein, putative,

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

0 Hypothetical protein (1)

o Spe97/Spe8 family of spindle pole body
© (SBP) component, putative (1)

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

0 Hypothetical protein (1)

0 Hypothetical protein (1)

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

Cytokinin riboside 5'-monophosphate
phosphoribohydrolase (1)

0 Hypothetical protein (1)

Cytokinin riboside S-monophosphate
phosphoribohydrolase (1)
0 Hypothetical protein (1)

0

0405 ribosomal protein $2 (1)

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

o Ribonuclease Hlike superfamily protcin
[0}

0 Cytochrome P450 76AD 1-like protein (1)

0 Hypothetical protein (1)
Cytokinin riboside S-monophosphate
© phosphoribohydrolase (1)

0 Cytochrome P450 76AD 1-like protein (1)

0 Putative retroelement pol polyprotein (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)

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

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

0 Cytochrome P450 76AD!-like protein (1)

0 Hypothetical protein (1)

040 ribosomal protein S2 (1)

0 Ac-like transposase THELMAI3 (1)

Cytokinin riboside S-monophosphate

© phosphoribohydrolase (1)

0 Hypothetical protein (1)

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

iron ion binding [GO:0005506
molecular_function] (1); heme binding
[G0:0020037 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)

oxidoreductase activity, acting on paired
jonors, with incorporation or reduction
of molecular oxygen [GO:0016705
molecular_function] (1); oxidation-
reduction process [GO:0055114
biological_process] (1); iron ion binding
[G0:0005506 molecular_function] (1);
heme binding [GO:002003
molecular_function] (1)

nucleic acid binding [GO:0003676
molecular_function] (1); DNA integration
[GO:0015074 biological_process] (1)
microtubule organizing center
[GO:0005815 cellular_component] (1);
‘gamma-tubulin binding [GO:0043015
molecular_function] (1); microtubule
nucleation [GO:0007020
biological_process] (1); microtubule
cytoskeleton organization [GO:00002:
biological_process] (1); spindle pole
[G0:0000922 cellular_component] (1)

nucleic acid binding [GO:0003676
molecular_function] (1); zinc ion binding
[G0:0008270 molecular_function] (1)
cysteine-type peptidase activity
[GO:0008234 molecular_function] (1);
proteolysis [GO:0006508
biological_process] (1)

structural constituent of ribosome.
[GO:0003735 molecular_function] (1);
translation [GO:0006412
biological_process] (1); small ribosomal
subunit [GO:0015935
cellular_component] (1): ribosome
[GO:0005840 cellular_component] (1);
RNA binding [GO:0003723
molecular_function] (1)

nucleic acid binding [GO:0003676
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); heme binding
[G0:0020037 molecular_function] (1);
iron ion binding [GO:0005506
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; iron ion binding
[G0:0005506 molecular_function] (1);
heme binding [GO:0020037
molecular_function] (1)

nucleic acid binding [GO:0003676
molecular_function] (1); RNA-DNA
hybrid ribonuclease activity
[G0:0004523 molecular_function] (1)

heme binding [GO:0020037
molecular_function] (1); iron ion binding
[GO:0 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)

3

structural constituent of ribosome
[GO:0003735 molecular_function] (1);
translation [GO:0006412
biological_process] (1); ribos
[GO:0005840 cellular mmponcm](l\.
RNA binding [GO:0003723
molecular_function] (1); small
subunit [GO:0015935
cellular_component] (1)
DNA binding [GO:0003677
molecular_function] (1); nucleic acid
binding [GO:0003676
molecular_function] (1)

regulation of transcription, DNA-
templated [GO:0006355

bmlobmal )rouzs:] (1): nucleic acid
binding [GO:00036'
moleculnrj\mcnon] m

Cytochrome P450 [IPRO01128] (1);
Cytochrome P450, E-class, group |
[IPR002401] (1)

LOG family [IPR031100] (1)

Cytochrome P450 [IPRO01128] (1)

LOG family [IPR031100] (1)

Aspartic peptidase domain [IPR021109]
(1); Retrotransposon gag domain
[IPRO05162] (1)

Ribonuclease H-like domain

scaffold_8_mRNA_1395.1

scaffold_8_mRNA_1394.1

scaffold_8_mRNA_1393.1

scaffold_8_mRNA_1391.1

scaffold_8_mRNA_1390.1

scaffold_8_mRNA_1388.1
scaffold_8_mRNA_1386.1

[IPROI2337) (1); Integrase, catalytic core scaffold_§_mRNA_1383.1

[IPRO0IS84] (1)

Gamma-tubulin complex component
protein [IPR007259] (1)

Zine finger, CCHC-type [IPROOIS7S] (1)

Ulp! protease family, C-terminal
catalytic domain [IPR003653] (1)

Cytokinin riboside S-monophosphate
phosphoribohydrolase LOG [IPR005269]
(1); LOG family [IPRO31100] (1)

MULE transposase domain [IPR018289]
ay

LOG family [IPRO31100] (1)

Ribosomal protein S5 domain 2-type rmd
[IPR020568] (1); Ribosomal protei
[IPRO00851] (1); Ribosomal protein ss
domain 2-type fold, subgroup
[IPROI4721] (1: Ribosomal protein $5.
N-terminal [IPRO13810] (1); Ribosomal
protein S5, eukaryotic/archaeal
[IPRO0S711] (1); Ribosomal protein S5,
C-terminal [IPR005324] (1)

Reverse transcriptase zinc-binding
domain [IPR026960] (1; Ribonuclease
H-like domain [IPR012337] (1)

Cytochrome P450, E-class, group |
[IPR002401] (1); Cytochrome P50,
conserved site [IPRO17972] (1);
Cytochrome P450 [IPROOI128] (1)

LOG family [IPRO31100] (1)

Cytochrome P450, E-class, group |
[IPRO02401] (1); Cytochrome P450,
conserved site [IPRO17972] (1);
Cytochrome P450 [IPROOI128] (1)

Ribonuclease H domain [IPR002156] (1);

Ribonuclease H-like domain
[IPRO12337] (1)

Peptidase family Al domain
[IPRO33121] (1); Cytochrome P450,
conserved site [IPRO17972] (1); Pepsin-
like domain, plant [IPR034161] (1);
Cytochrome P450, E-cl
[IPR002401] (1); Aspartic peptidase
domain [IPRO21109] (1); Cytochrome
P450 [IPRO01128] (1); Xylanase
inhibitor, N-terminal IPR032861] (1);
Xylanase inhibitor, C-terminal
[IPR032799] (1)

. group

Ribosomal protein S5 [IPRO00SS 1] (1);
Ribosomal protein S5 domain 2-type fold
[IPR020568] (1); Ribosomal protein S5,
cukaryotic/archacal [IPRO0STI1] (1;
Ribosomal protein S5, N-terminal
[IPRO13810] (1); Ribosomal protein S5,
C-terminal [IPR005324] (1); Ribosomal
protein S5 domain 2-type fold, subgroup
[IPRO14721] (1)

hAT-like transposase, RNase-H fold
[IPR025525] (1); Ribonuclease H-like
domain [IPRO12337] (1)

Cytokinin riboside S-monophosphate
phosphoribohydrolase LOG [IPR005269]
(1); LOG family [IPRO31100] (1)

Carlavirus nuclei

c ing protein
[IPRO02568] (1)

scaffold_8_mRNA_138.1

scaflold_8_mRNA_1378.1
scaflold_8_mRNA_1377.1
scaflold_8_mRNA_1376.1
scaflold_8_mRNA_1374.1

scaffold_8_mRNA_1373.1

scaffold_8_mRNA_1372.1
scaffold_8_mRNA_1370.1

scaffold_8_mRNA_1369.1
scaffold_8_mRNA_1368.1

scaflold_8_mRNA_1367.1

scaflold_8_mRNA_1366.1
scaffold_8_mRNA_1360.1

scaffold_8_mRNA_1359.1

scaflold_8_mRNA_1350.1

scaffold_8_mRNA_1349.1
scaffold_8_mRNA_1342.1

scaflold_8_mRNA_1335.1

scaffold_8_mRNA_1329.1

scaffold_8_mRNA_1328.1

scaffold_8_mRNA_1326.1

scaflold_8_mRNA_1325.1

scaffold_8_mRNA_1324.1
scaffold_8_mRNA_1322.1
scaffold_8_mRNA_1317.1
scaffold_8_mRNA_1316.1
scaflold_8_mRNA_1314.1
scaflold_8_mRNA_1311.1
scaflold_8_mRNA_1306.1
scaflold_8_mRNA_1303.1

scaffold_8_mRNA_1302.1
scaflold_8_mRNA_1301.1

scaffold_8_mRNA_1300.1

scaflold_8_mRNA_13.1

scaffold_8_mRNA_1299.1

scaffold_8_mRNA_1297.1

scaflold_8_mRNA_1294.1

scaffold_8_mRNA_1293.1

scaffold_8_mRNA_1292.1
scaffold_8_mRNA_1291.1
scaffold_8_mRNA_1289.1
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N Cytokinin riboside S-monophosphate . .
GFO032117 1 0 shcephoribohydolare () LOG family [IPRO31100] (1) scaffold_§_ mRNA_1288.1
GF0032116 1 0 0 Hypothetical protein (1) scaffold_8_mRNA_1287.1
GF0032115 1 0 0 Hypothetical protein (1) scaffold_8_mRNA_1286.1
GFO032114 1 0 0 Hypothetical protein (1) scaffold_8_mRNA_1284.1
GF0032113 1 0 0 Hypothetical protein (1) scaffold_8_mRNA_1283.1
GFO032112 1 0 0 Monosacharide transport protein (1) scaffold_8_mRNA_1281.1
GF0032111 1 0 0 Hypothetical protein (1) scaffold_8_mRNA_1274.1
Retrotransposon gag domain
GFO032110 1 0 0 Hypothetical protein (1) [IPRO0S162] (1); LOG family scaffold_8_ mRNA_1272.1
[IPRO31100] (1)
GF0032109 1 0 0 Hypothetial protein (1) scaffold_8_ mRNA_1271.1
. Cytokinin riboside S-monophosphate . .
GFO032108 1 0 shcephoribohydolare () LOG family [IPRO31100] (1) scaffold_§_ mRNA_1270.1
GF0032107 1 0 0 Hypothetical protein (1) scaffold_8_mRNA_1269.1
Cytokinin riboside S'monophosphate
GF0032106 1 0 O roxphoribahydrolas (1 LOG family [IPRO31100] (1) scaffold_8_mRNA_1268.1
GF0032105 1 0 0 Hypothetical protein (1) scaffold_8_mRNA_1263.1
GFO032104 1 0 0 Hypothetical protein (1) scaffold_8_mRNA_1262.1
structural constituent of ribosome
[GO:0003735 molecular_function] (1);
GF0032103 1 0 0408 ribosomal protein S15a-5 (1) translation [GO:0006412 Ribosomal protein S8 [IPR000630] (1)~ scaffold_8_mRNA_1261.1
iological_process] (1); ribosome.
[GO:0005840 cellular_component] (1)
oxidation-reduction process
[GO:0055114 biological_process] (1);
oxidoreductase actviy, acing 0N AITEd (oot g 1)
donors, with incorporation or redueton Y o< 0 PRI R AL
GFO032102 1 0 0 Geraniol 10-hydroxylase-like protein (1) of molecular oxygen [GO:0016705 PROI7073] (1 Cytochrome paso, . SCATold 8 mRNA_1258.1
molecular_funcion] (1): on on binding "% 177 (L 03";2 oy
[GO:0005506 molecular_function] (1): S, group
heme 0020037
molecular_fnction] (1)
GF0032101 1 0 0 Hypothetical protein (1) scaffold_8_mRNA_1257.1
§ Domain of unknown function DUF4371
GF0032100 1 0 0 Hypothetical protein (1) nucleic acid binding [GO:0003676 [IPR025398] (1); Ribonuclease H-like  scaffold_8_mRNA_1256.1
molecular_function] (1) domain [IPROI2337] (1)
GF0032099 1 0 0 Hypothetical protein (1) scaffold_8_ mRNA_1255.1
GF0032098 1 0 Cytokinin riboside 5-monophosphate LOG family [IPR031100] (1) scaffold_8_ mRNA_1254.1
phosphoribohydrolase (1)
GF0032097 1 0 0 Hypothetical protein (1) scaffold_8_mRNA_1253.1
GF0032096 1 0 0 Hypothetical protein (1) scaffold_8_mRNA_1249.1
Cytokinin riboside S'-monophosphate
GF0032095 1 0 Shocphoribahydroase (1 LOG family [IPRO31100] (1) scaffold_8 mRNA_1248.1
GF0032094 1 0 0 Hypothetical protein (1) scaffold_8_ mRNA_1245.1
GF0032093 1 0 Cytokinin riboside -monophosphate LOG family [IPR031100] (1) scaffold_8_ mRNA_1244.1
phosphoribohydrolase (1)
GF0032002 1 0 0 Hypothetical protein (1) ﬁ;ig;;ﬁ'}‘:‘:: OFLTR copia-type scaffold_8_mRNA_1243.1
GF0032091 1 0 0 Hypothetical protein (1) scaffold_8_ mRNA_1242.1
DNA-binding pseudobarrel domain
GF0032090 1 0 0 DUF313 domain protein (1) [IPRO1S300] (1); B3 domain-containing ~scaffold_8_mRNA_1239.1
protein [IPRO0SSO08] (1)
Zine finger, SWIM-type [IPR007527]
zinc ion binding [GO:0008270 (1): Zin finger, PMZ-type [IPRO06564]
GF0032089 1 0 0 Hypothetical protein (1) et ueson] () () VULE narsposi domain scaffold_8_mRNA_1236.1
[IPROIS289] (1)
GFO032088 1 0 0 Hypothetical protein (1) scaffold_§_ mRNA_1235.1
DNA-binding pseudobarrel domain
GF0032087 1 0 0 Hypothetical protein (1) DNA binding [GO:0003677 [IPRO15300] (1); B3 DNA binding scaffold_8_mRNA_1234.1
molecular_function] (1) omatn [1PRO033401 (1
Cytokinin riboside S-monophosphate
GF0032086 1 0 0 rocphoribobydrolase (1) LOG family [IPRO31100] (1) scaffold_8_ mRNA_1224.1
GFO032085 1 0 0 Hypothetical protein (1) scaffold_8_ mRNA_1217.1
Cytokinin riboside S-monophosphate . .
GF0032084 1 0 shosphoribobydrolase (1) LOG family [IPRO31100] (1) scaffold_8_mRNA_1216.1
GF0032083 1 0 0 Hypothetical protein (1) scaffold_8 mRNA_1214.1
GF0032082 1 0 0 Hypothetical protein (1) scaffold_8 mRNA_1211.1
Cytokinin riboside S-monophosphate
GF0032081 1 0 0 rosphoribobydrolase (1) LOG family [IPRO31100] (1) scaffold_8_ mRNA_1210.1
GFO032080 1 0 0 Hypothetical protein (1) scaffold_8_mRNA_1209.1
GFO032079 1 0 0 Hypothetical protein (1) scaffold_§_ mRNA_1201.1
GFO032078 1 0 0 Hypothetical protein (1) scaffold_§_ mRNA_1200.1
GFO032077 1 0 0 Hypothetical protein (1) scaffold_§_ mRNA_1194.1
GF0032076 1 0 0 Hypothetical protein (1) EI;;‘U?;;;Z;C] :cls)'m"“' TESPONSE POCIN (ool 8 mRNA_1193.1
GF0032075 1 0 0 Hypothetical protein (1) scaffold_8_mRNA_119.1
GF0032074 1 0 0 Hypothetical protein (1) ;'l:";'“‘;'f;; :‘157‘““““ response protein (. frold 8 mRNA_1187.1
GFO032073 1 0 0 Hypothetical protein (1) scaffold_§_ mRNA_1183.1
GFO032072 1 0 0 Hypothetical protein (1) scaffold_§_ mRNA_1182.1
Cytokinin riboside S-monophosphate . .
GF0032071 1 0 shosphoribobydrolase (1) LOG family [IPRO31100] (1) scaffold_8_mRNA_1181.1
GF0032070 1 0 0 Hypothetical protein (1) scaffold_8_mRNA_1180.1
GF0032069 1 0 0 Hypothetical protein (1) scaffold_8 mRNA_1178.1
GF0032068 1 0 0 Hypothetical protein (1) scaffold_8 mRNA_1164.2
Reverse transeriptase, RNA-dependent
GF0032067 1 0 0 Hypotheical protein (1) DNA polymeraee (PRO13103] (1) scaffold_8_ mRNA_1155.1
GFO032066 1 0 0 Hypothetical protein (1) scaffold_8_ mRNA_1149.1
Cytokinin riboside S-monophosphate . .
GF0032065 1 0 shosphoribobydrolase (1) LOG family [IPRO31100] (1) scaffold_8_mRNA_1142.1
GF0032064 1 0 0 Hypothetical protein (1) scaffold_8 mRNA_1141.1
GF0032063 1 0 0 Hypothetical protein (1) scaffold_8_mRNA_1140.1
GF0032062 1 0 0 Hypothetical protein (1) scaffold_8 mRNA_1138.1
GF0032061 1 0 0 Hypothetical protein (1) scaffold_8 mRNA_1137.1
GF0032060 1 0 0 Hypothetical protein (1) scaffold_8 mRNA_1133.1
GF0032059 1 0 0 Hypothetical protein (1) scaffold_8 mRNA_1130.1
Class I glutamine amidotransferase-like
[IPR029062] (1); Glutamine
amidotransferase [IPR017926] (1):
‘Winged helix-turn-helix DNA-binding
domain [IPRO11991] (1; Leucine-rich
ADP binding [GO:0043531 repeat d[omain L do}n‘sir)\-hkc
J— , o  Puttive disase esistance gene NBS-  molecular_function] (1);caleumion R0 S0 F GRS L Scaffold § mRNA 11211
LRR family protein (1) binding [GO:0005509 (PROG2048] (1) -loop contanig S mRNA
molecular_function] (1) ‘nucleoside triphosphate hydrolase
[IPRO27417] (1); NB-ARC [IPR002182]
(1): EF-Hand 1, calcium-binding site
[IPROIS247] (1); AAA+ ATPase domain
[IPRO03593] (1)
P-loop containing nucleoside triphosphate
hydrolase [IPR027417] (1); NB-ARC
ase rosita CNBS y [IPRO02182] (1): AAA+ ATPase domain
GF0032057 1 0 Disease resistance protein (CC-NBS- - ADP binding [GO:0043531 [IPR003593] (1); Leucine-rich repeat ~ scaffold 8 mRNA_I111.1
LRR class) family protein (1) molecular_function] (1) omatn, L domain ke [1PR0326791 (1
‘Winged helix-tum-helix DNA-binding
domain [IPRO11991] (1)
y Alpha/Beta hydrolase fold [IPR029058]
GF0032056 1 0 0 Hypothetical protein (1) lipid metabolic process [GO:0006629 ) ' o) fipase-like domain scaffold_8_mRNA_1109.1
biological_process] (1) PRO03 1] (1)
GF0032055 1 0 0 Auxin-induced protein X10A (1) response to auxin [GO:0009733 Small auxin-up RNA [IPR003676] (1) scaffold_8_mRNA_1100.1
biological_process] (1)
Retrotransposon gag domain
GF0032054 1 0 0 Hypothetial protein (1) [IPRO0S162] (1); Aspartic peptidase  scaffold_8_mRNA_1090.1
domain [IPRO21109] (1)
GF0032053 1 0 0 Hypothetical protein (1) scaffold_8_mRNA_1089.1
nucleic acid binding [GO:0003676 Ribonuclease H-like domain
GF0032052 1 0 0 Hypothetical protein (1) eleouin uneton () PRO137] (1) scaffold_8_ mRNA_1084.1
GF0032051 1 0 0 Hypothetical protein (1) scaffold_8_ mRNA_1081.1
GFO032050 1 0 0 Hypothetical protein (1) scaffold_8_ mRNA_1080.1
GFO032049 1 0 0 Hypothetical protein (1) scaffold_8_ mRNA_1076.1
GFO032048 1 0 0 Hypothetical protein (1) scaffold_8_ mRNA_1075.1
E‘Z‘: :‘ZEEIYQZ::E(]Eg;)TuS:?Z: g Integrase, catalytic core [IPRO0ISSA] (1);
GF0032047 1 0 0 Putative retroclement pol polyprotein (1) 1o o i -Proces L (U5 Ribonuclease H-like domain scaffold_8_mRNA_1072.1
binding [GO:0003676 (PROIZ3371 1) B miRA
molecular_finction] (1)
GF0032046 1 0 0 Hypothetical protein (1) ;;“;Z";;";’s';‘;’("l“) gag domain scaffold_8_mRNA_1067.1
GF0032045 1 0 0 Retrotransposon gag protein (1) ﬁ;;’%‘g;’;;’;‘;‘("“; gag domain scaffold_8_mRNA_1065.1
GFO032044 1 0 0 Hypothetical protein (1) scaffold_8_mRNA_1064.1
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GF0032043 1 0 0 Hypothetical protein (1) scaffold_8_mRNA_1063.1 -
) Cytokinin riboside S-monaphosphate
GF0032042 1 0 Cﬁ"“;"“‘,l: “;“’2"‘1 f f"(“:"”h"""h‘““ phosphoribohydrolase LOG [IPR005269] scaffold_ 8 mRNA_1062.1 -
phosphoribohydrolase (1) (1): LOG family [IPRO31100] (1)
GF0032041 1 0 0 Hypothetical protein (1) scaffold_§ mRNA_1058.1 -
GF0032040 1 o Putative RNA-directed DNA polymerase Scaffold_8_mRNA_1056.1 -
. . Zine knuckle CX2CX4HX4C .
GF0032039 1 0 0 Hypothetical protein (1) TPRO25836] (1) scaffold_8_ mRNA_1055.1 -
GFO032038 1 0 0 Hypothetical protein (1) scaffold_§ mRNA_1052.1 -
GF0032037 1 0 0 Hypothetical protein (1) scaffold_§_mRNA_1050.1 -
GFO0032036 1 0 0 Monosacharide transport protein (1) scaffold_8_mRNA_1049.1 -
GF0032035 1 0 0 Auxin-induced protein X10A (1) response fo auxin [GO:0009733 Small auxin-up RNA [IPRO03676] (1) scaffold_8_mRNA_1046.1 -
biological_process] (1)
GF0032034 1 0 0 Hypothetical protein (1) scaffold_8_mRNA_1044.1 -
GF0032033 1 0 0 Hypothetical protein (1) scaffold_8_mRNA_103.1 -
GF0032032 1 0 0 Hypothetical protein (1) scaffold_8_ mRNA_1028.1 -
GF0032031 1 0 0 Hypothetical protein (1) scaffold_8_ mRNA_1027.1 -
GF0032030 1 0 0 Hypothetical protein (1) scaffold_8_ mRNA_1021.1 -
GF0032029 1 0 0 Hypothetical protein (1) scaffold_8_ mRNA_102.1 -
Winged helix-turm-helix DNA-binding
domain [IPRO11991] (1); Glutamine
amidotransferase type 2 domain
[IPRO17932] (1); Leucine-rich repeat
domain, L domain-like [IPR032675] (1);
y P-loop containing nucleoside triphosphate
GF0032028 1 0 0 ﬁ?s'“m type disease resistance protein ":‘?'T:'I"a ‘:'"‘.g“[ﬁ’i(:“‘;‘ms 3 hydrolase [IPR027417] (1); NB-ARC  scaffold_8_mRNA_1016.1 .
ecular_funct [IPR002182] (1); Nucleophile
aminohydrolases, N-terminal
[IPRO290SS] (1:
Phosphoribosyltransferase-like
[IPRO290ST] (1); AAA+ ATPase domain
[IPRO03593] (1)
GAG-pre-integrase domain [IPR025724]
DNA integration [GO:0015074 (1): Integrase, catalytic core [IPR001584]
biological process] (1) nucleie acid  (1); Reverse transeriptase, RNA- .
GF0032027 1 0 0 Puaive etsockment pol polyprotein (1) 2 P8 B Gependent DA polimerise scaffold_8 mRNA_1014.1
molecular_finction] (1) [IPROI3103] (1; Ribonuclease He-like
domain [IPRO12337] (1)
y Endonuclease/exonuclease/phosphatase:
nucleie acid binding [G0:0003676 [IPRO0S135] (1); Aldo/keto reductase,
molecular_function] (1); oxidoreductase
e conserved site [IPROIS170] (1); Zine
activity [GO:0016491 finger, CCHC-type [IPRO0IS7S] (1);
GF0032026 1 0 0 Hypothetical protein (1) molecular_funcion] (1); oxidation- e o ? scaffold_8_ mRNA_1005.1 -
NADP-dependent oxidoreductase domain
reduction process [GO:0055114
biological_process] (1); zinc fon binding (110232101 (1); Aldo/keto reductase
. o] (1) 72ne for [IPRO20471] (1; Viral movement protein
1GO:0008270 molecular_function] (1) (17 ol
GF0032025 1 0 0 Hypothetical protein (1) scaffold_8_mRNA_1002.1 -
GF0032024 1 0 0 Hypothetical protein (1) scaffold_8_mRNA_1000.1 -
GF0032023 1 0 0 Hypothetical protein (1) scaffold_7_mRNA_995.1 -
GF0032022 1 0 0 Hypothetical protein (1) scaffold_7_mRNA_982.1 -
GF0032021 1 0 0 Hypothetical protein (1) scaffold_7_mRNA_977.1 -
GF0032020 1 0 0 Hypothetical protein (1) scaffold_7_mRNA_972.1 -
GF0032019 1 0 0 Hypothetical protein (1) scaffold_7_mRNA_961.1 -
GF0032018 1 0 0 Hypothetical protein (1) scaffold_7_mRNA_955.1 -
. Ankyrin repeat-containing domain
GF0032017 1 0 0 Hypothetical protein (1) vmlxcm :m:l;ng‘[‘or; :’]‘):)55‘5 [IPR020683] (1); Ankyrin repeat scaffold_7_mRNA _951.1 -
molecular_function] [IPR002110] (1)
Aconitase family, 4Fe-4S cluster binding
site [IPROIS136] (1); Aconitase
propylmalate dehydratase small
subunit, swivel domain [IPR000573] (1);
Aconitase/3-isopropylmalate dehydratase
large subunit, alpha/beta/alpha domain
GF0032016 1 0 0 Aconitate hydratase (1) metabolic process (GO:0008152 [IPROOTO30] (1); Aconitase/3- seaflold_7_mRNA_94.1 -
biological_process] (1) isopropylmalate dehydratase large 7 mRRA
subunit, alpha/beta/alpha, subdomain 1/3
[IPROIS931] (1); Aconitase/3-
isopropylmalate dehydratase, swivel
[IPRO15928] (1); Aconitase/Iron-
responsive element-binding protein 2
[IPRO06249] (1)
DEAD/DEAH box helicase domain
[IPRO11545] (1); ATP-dependent RNA
helicase DEAD-box, conserved site
nucleosome [GO:0000786 [IPRO00629] (1; P-loop containing
cellular_component] (1: nucleus nucleaside triphosphate hydrolase
[GO:0005634 cellular_component] (1);  [IPR027417] (1); Helicase superfamily
DNA binding [GO:0003677 172, ATP-binding domain (IPRO14001]
molecular_function] (1); nucleic acid  (1): RNA helicase, DEAD-box type, Q
GFO032015 1 0 0 Hypothetial protein (1) bieing [GO0003676 Tt LIPRO14014] (1), Linker isone. 5640147 mRNA_935.1 -
molecular_function] (1): ATP binding  H1/H5, domain H15 [IPRO0SSIS] (1);
(GO:0005524 molecular_function] (1); ~ Winged helix-turn-helix DNA-binding
‘nucleosome assembly [GO:0006334  domain [IPR011991] (1); SANT/Myb
biological_process] (1) domain [IPR00100S] (1); Helicase, C-
terminal [IPRO01650] (1); Myb domain
[IPRO17930] (1); Homeobox domain-like
[IPRO090ST] (1)
translation [GO:0006412
biological_process] (1); intracellular
[GO:0005622 cellular_component] (1);  Ribosomal protein L34, conserved site
GF0032014 1 0 0508 ribosomal protein L34 (1) structural constituent of ribosome [IPR020939] (1); Ribosomal protein L34  scaffold_7_mRNA_924.1 -
[GO:0003735 molecular_function] (1); ~ [IPR000271] (1)
ribosome [GO:0005840
cellular_component] (1)
GF0032013 1 0 0 Hypothetical protein (1) scaffold_7_mRNA._899.1 -
GF0032012 1 0 0 Hypothetical protein (1) scaffold_7_mRNA._895.1 -
phosphatase activity [GO:0016791 Phosphatase PHOSPHO-type
GFO032011 1 0 0 Hypothetical protein (1) e unedon () HPROVES6S] (1) scaffold_7_mRNA_876.1 -
i . phosphatase activity [GO:0016791 Phosphatase PHOSPHO-type . .
GF0032010 1 0 0 Hypothetical protein (1) Tolesular mction] (1) IPROTE965] (1) scaffold_7_mRNA_875.1
NADH dehydrogenase (ubiquinone)
activity [GO:0008137
molecular_function] (1); quinone binding
[GO:0045038 molecular_function] (1); - NADH:ubiquinone oxidoreductase- ke,
NADH [ubiquinone] iron- oxid d rocess. 20kDa subunit [IPR006137] (1); NADH- _
GF0032009 ! 0 9 sulfur protein 7, mitochondrial (1) [GO:0055114 biological_process] (1); jone oxidoreductase, 20 scaffold_7_mRNA,_870.1
iron-sulfur cluster binding [GO:0051536 ~subunit [IPR006138] (1)
molecular_function] (1); 4 ron, 4 sulfur
cluster binding [GO:0051539
molecular_function] (1)
GFO032008 1 0 0 Hypothetical protein (1) scaffold_7_mRNA_87.1 -
GF0032007 1 0 0 Hypothetical protein (1) scaffold_7_mRNA_867.1 -
GFO032006 1 0 0 Hypothetical protein (1) scaffold_7_mRNA_863.1 -
GFO0032005 1 0 0 Hypothetical protein (1) scaffold_7_mRNA_862.1 -
GFO032004 1 0 0 Hypothetical protein (1) scaffold_7_mRNA_861.1 -
. y Retrotransposon gag domain
DNA integration [GO:0015074 PROVSIEZ] 1) Acparto peptidase
biological_process] (1); RNA-DNA .
Retrotransposon protein, putative, Ty3-  hybrid ribonuclease activity domain [IPRO21109] (1; Ribonuclease H
GF0032003 1 0 0 . . . domain [IPRO02156] (1); Integrase,  scaffold_7_mRNA_860.1 -
aypsy sublass (1) 0:0004523 molecular_function] (1); 7 mRNA
. catalytic core [IPRO01S84] (1);
nucleic acid binding (GO:0003676
octocdas function (1) Ribonuclease H-like domain
- [IPROI2337] (1)
Serinelarginine-rich-splicing factor nucleic acid binding [GO:0003676 RNA recognition motif domain
GF0032002 ! 0 O SRasa (1) molecular_function] (1) [IPR000504] (1) scaffold_7_mRNA_§6.1 -
. . Leucine-rich repeat domain, L domain- _
GF0032001 1 0 0 Hypothetical protein (1) ke (IPRO32675] () scaffold_7_mRNA_855.1
GF0032000 1 0 0 Hypothetical protein (1) scaffold_7_mRNA_843.1 -
Neprosin [IPR004314] (1); Neprosin
GF0031999 1 0 0 Pre-mma-splicing factor rsel (1) Setaion pepide (IR0 1] (1) SATold_7_mRNA_840.1 -
GFO031998 1 0 0 Monosacharide transport protein (1) scaffold_7_mRNA_816.1 -
et i Retrotransposon gag domain .
GF0031997 1 0 0 Hypothetical protein (1) (IPRODSIGE () scaffold_7_mRNA_815.1
GF0031996 1 0 0 Hypothetical protein (1) scaffold_7_mRNA._806.1 -
. o - GDSL lipase/esterase [IPRO01087] (1);
0031995 . o GDSLlike Lipase/Acylhydrolase ydrolase activiy,acting on st bonds BTt COUE LY ifod 7 mRNA_796.1 .

superfarily protein isoform 2 (1)

[GO:0016788 molecular_function] (1)

[IPROI3830] (1)
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GF0031994 1

GF0031993 1

GF0031992 1

GF0031991 1

GF0031990 1

GF0031989 1

GF0031988 1

GF0031987 1

GF0031986 1

GF0031985 1

GF0031984 1

GF0031983 1

GF0031982 1

GF0031981 1

GFO031980 1

GF0031979 1

GF0031978 1

GF0031977 1

GF0031976 1

GF0031975 1

GF0031974 1

GF0031973 1

GF0031972 1

GF0031971 1

GF0031970 1

GF0031969 1

GF0031968 1

GF0031967 1

GF0031966 1
GF0031965 1
GF0031964 1
GF0031963 1
GF0031962 1

GF0031961 1

GF0031960 1
GF0031959 1

GF0031958 1

GF0031957 1

GF0031956 1
GF0031955 1

GF0031954 1

GF0031953 1

GF0031952 1

GF0031951 1

oo oo o

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 UDP-glycosyltransferase 85A1 (1)

Cytokinin riboside Smonophosphate
phosphoribohydrolase (1)

oxidoreductase activity, acting on single
donors with incorporation of molecular
oxygen [GO:0016701
molecular_function] (1); oxidation-
reduction process [GO:
biological_process] (1); oxidoreductase
activity [GO:0016491

molecular_fnction] m cellul‘ar aromatic

compound metabolic
[G0:0006725 bmlogxcal pmme] ay
ferrous iron binding [G
molecular_function] (1); zinc ion bmdmb
[G0:0008270 molecular_function] (1)

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

ATP binding [GO:0005524
lecular_function] (1); membrane

mole
0 ABC transporter G family member 11 (1) [GO:0016020 cellular. cnmpnnenl] ay

0 Hypothetical protein (1)

0 Histone H3 (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

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

© kinase IX.1 (1)

Letype lectin-domain containing receptor

kinase IX.1 (1)

0 Hypothetical protein (1)

0 Tubulin alpha chain (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

Cytochrome P4S0, family 81, subfamily

D, polypeptide 8, putative (1)

0 Hypothetical protein (1)

0 UDP-glycosyltransferase 74E1 (1)

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

0 Zinc finger family protein (1)

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

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

0 Abscisic acid 8-hydroxylase 1 (1)

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

Mitogen-activated protein kinase kinase

kinase ANPI (1)
0 LOB domain-containing protein 36 (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Methyl esterase 1 (1)

0 Famesyltranstransferase (1)

0 RUBI-conjugating enzyme 2, E2 (1)

Letype lectin-domain containing receptor

TPase activity [GO:
molecular_function] (1)

protein heterodimerization activity
[GO:0046982 molecular_function] (1);
DNA binding [GO:
molecular_function] (1); nucleosome
[GO:0000786 cellular_component] (1)

metabolic process [GO:0008152
biological_process] (1); catalytic acti
[GO:0003824 molecular_function] (1)
zine ion binding [GO:0008270
molecular_function] (1); nucleic acid
binding [GO:0003676
molecular_function] (1)

ATP binding [GO:0005524
molecular_function] (1); protein kinase
activity [GO:0004672
molecular_function] (1); pmlem
phosphorylation [GO:0006468
biological_process] (1)
ATP binding [GO:0005524
molecular_function] (1); protein
phosphorylation [GO:0006468
biological_process] (1); protein kinase
activity [GO:0004672
molecular_function] (1)
‘nucleic acid binding [GO:0003676
molecular_function] (1)
GTP binding [GO:0005525
molecular_function] (1); microtubule
[GO:0005874 cellular_component] (1);
:tmcmm] constituent of cytoskeleton
molecular_function] (1);
mlcmmbnle based process [G0:0007017

biological_process] (1); GTPase activity

[GO:0003924 molecular_function) (1)

nucleic acid binding [GO:0003676
molecular_function] (1); zinc ion binding
[G0:0008270 molecular_function] (1)

iron fon binding [GO:0005506
molecular_function] (1); heme binding
[G0:0020037 molecular_function] (1);
oxidation-reduction process
[uo 0055114 biological_process] (1;
oxidoreductase activity, acting on paired
donors, with incorporation or reduction
of molecular oxygen [GO:0016705
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); iron fon binding
[GO:0005506 molecular_function] (1);
heme binding [GO:0020037
molecular_function] (1)
metabolic process [GO:0008152
biological_process] (1); transferase

activity, transferring hexosyl groups
6758 molecular_function] (1)

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

monooxygenase activity [GO:0004497
molecular_function] (1); heme binding
[G0:0020037 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:0055114
biological_process] (1)

3

protein phosphorylation [GO:0006468
biological_process] (1); protein kinase
activity [GO:0004672

molecular_function] (1); ATP bindi
[G0:0005524 molecular_function] (1)

autophagy [GO:0006914
biological_process] (1)

isoprenoid biosynthetic process
[GO:0008299 biological process] (1)

Extradiol ring-cleavage dioxygenase,
class 111 enzyme, subunit B [IPR004183]
(1); Extradiol aromatic ring-opening
dioxygenase, DODA-type [IPRO14436]
[0}

UDP-glucuronosyl/UDP-
elucosyltransferase [IPR002213] (1)

LOG family [IPRO31100] (1); Cytoki

riboside Smonophosphate

phosphoribohydrolase LOG [IPR005269]
1

n

P-loop containing nucleoside triphosphate

hydrolase [IPR027417] (1); AAA+
ATPase domain [IPR003593] (1); ABC-2
type transporter [IPR013525] (1); ABC
transporter-like [IPR003439] (1); ABC
transporter, conserved site [IPRO17871]

Zine finger, TTF-type [IPRO06580] (1);
Domain of unknown function DUF4371
[IPR025398] (1)

Histone-fold [IPR009072] (1); Histone
H3/CENP-A [IPR000164] (1); Histone
H2A/H2B/H3 [IPRO07125] (1)

Alkaline phosphatase-like,
alpha/beta/alpha [IPRO17849] (1)

Zine finger, CCHC-type [IPRO0IS78] (1)

Serine/threonine-protein kinase, active
site [IPRO08271] (1); Protein kinase
domain [IPRO00719] (1); Protein kinase-
like domain [IPROT1009] (1)

Protein kinase-like domain [IPRO11009]
(1; Protein kinase domain [IPR000719]
)

Ribonuclease H-like domain
[IPROI2337) (1)

Tubulin/FtsZ, GTPase domain
[IPR003008] (1); Tubulin, conserved site
[IPRO17975] (1); Tubulin/FsZ, C-
terminal (IPRO0S280] (1); Tubulin
[IPRO00217] (1); Tubulin/FtsZ, 2-layer
ndwich domain [IPRO1S316] (1):
Alpha tbulin [IPR002452] (1)

Endonuclease/exonuclease/phosphatase
[IPRO0S135] (1)

Zine knuckle CX2CX4HXAC
[IPRO25836] (1); Zinc finger, CCHC-
type [IPROOISTS] (1)

Cytochrome P450 [IPRO01128] (1);
Cytochrome P450, E-class, group |
[IPR002401] (1); Cytochrome P450,

conserved site [IPRO17972] (1)

Cytochrome P450 [IPRO01128] (1)

UDP-glucuronosyV/UDP-
glucosyltransferase [IPR002213] (1)

Zine finger C2H2-type [IPRO13087] (1)

Retrotransposon gag domain
[IPRO0S162] (1); Aspartic peptidase
domain [IPRO21109] (1)

Cytochrome P450, conserved site
[IPRO17972] (1); Cytochrome P450
[IPRO01128] (1); Cytochrome P450, E-
class, group IV [IPR002403] (1)

Protein kinase-like domain [IPRO11009]
(1): Protein kinase domain [IPR000719]
(1; Protein kinase, ATP binding
[IPRO17441] (1)

Lateral organ boundaries, LOB.
[IPRO04883] (1)

Autophagy-related protein 101
[IPRO12445] (1)

Alpha/beta hydrolase fold-1 [IPR000073]
(1); Alpha/Beta hydrolase fold
[IPR029058] (1)

Polyprenyl synthetase, conserved site
[IPR033749] (1); Polyprenyl synthetase
[IPR000092] (1); Isoprenoid synthase
domain [IPRO0S949] (1)
Ubiquitin-conjugating enzyme E2
[IPRO00GOS] (1); Ubiquitin-conjugating
enzyme, active site [IPR023313] (1);
Ubiquitin-conjugating enzyme/RWD-like
[IPROI6135] (1)

scaflold_7_mRNA_791.1

scaffold_7_mRNA_778.1

scaffold_7_mRNA_776.2

scaflold_7_mRNA_768.1

scaffold_7_mRNA_767.1

scaffold_7_mRNA_746.1

scaffold_7_mRNA_742.1

scaffold_7_mRNA_729.1

scaflold_7_mRNA_716.1

scaflold_7_mRNA_706.1
scaffold_7_mRNA_702.1

scaffold_7_mRNA_7.1

scaflold_7_mRNA_683.1

scaflold_7_mRNA_681.1

scaffold_7_mRNA_648.1

scaffold_7_mRNA_646.1

scaffold_7_mRNA_S8.1
scaffold_7_mRNA_569.1
scaffold_7_mRNA_568.1

scaffold_7_mRNA_534.1

scaffold_7_mRNA_530.1

scaffold_7_mRNA_529.1

scaffold_7_mRNA_525.1
scaffold_7_mRNA_524.1
scaffold_7_mRNA_522.1
scaffold_7_mRNA_52.1

scaffold_7_mRNA_509.1
scaffold_7_mRNA_499.1

scaffold_7_mRNA_486.1
scaffold_7_mRNA_479.1
scaffold_7_mRNA_463.1
scaffold_7_mRNA_462.1
scaffold_7_mRNA_461.1

scaffold_7_mRNA_445.1

scaffold_7_mRNA_430.1
scaffold_7_mRNA_421.1

scaffold_7_mRNA_418.1

scaffold_7_mRNA_416.1

scaffold_7_mRNA_415.1
scaffold_7_mRNA_403.1

scaflold_7_mRNA_398.1

scaflold_7_mRNA_396.1

scaflold_7_mRNA_352.1

scaffold_7_mRNA_350.1
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GF0031950 1

GF0031949 1
GF0031948 1
GF0031947 1
GF0031946 1
GF0031945 1
GF0031944 1

GF0031943 1

GF0031942 1
GF0031941 1

GF0031940 1

GF0031939 1

GF0031938 1

GF0031937 1
GF0031936 1

GF0031935 1

GF0031934 1
GF0031933 1

GF0031932 1
GF0031931 1

GF0031930 1

GF0031929 1
GF0031928 1
GF0031927 1

GF0031926 1

GF0031925 1

GF0031924 1

GF0031923 1
GF0031922 1

GF0031921 1

GF0031920 1

GF0031919 1
GF0031918 1

GF0031917 1

GF0031916 1

GF0031915 1

GF0031914 1

GF0031913 1

GF0031912 1

GF0031911 1

GF0031910 1

GF0031909 1

GF0031908 1
GF0031907 1

GF0031906 1

GF0031905 1

GF0031904 1

GF0031903 1

GF0031902 1
GF0031901 1
GF0031900 1
GF0031899 1

GF0031898 1

o oo o

<

cooo

oo oo

o Anthocyani
o)

in 3-0-glucosylransferase 5

0 Hypothetical protein (1)

Cytokinin riboside S-monophosphate
phosphoribohydrolase (1)

0 Hypothetical protein (1)

0

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

0 Zine-finger homeodomain protein 6 (1)

0 Pentatricopeptide (1)

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

0 Tyrosine decarboxylase (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

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

0 Protein spinster (1)

0 Monosacharide transport protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

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

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

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

0 Hypothetical protein (1)

0 Hypothetical protein (1)

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

0 Mitogen activated protein kinase 3 (1)

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

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 RnaseH protein (1)

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

0 Monosacharide transport protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

o Somatic embryogenesis receplor kinase | o

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

0 Elongation factor 1-beta (1)

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

protein binding [GO:0005515
molecular_function] (1)

cubory-dyse vty [GO0016831
molecular_function] (1); lic

UDP-glucuronosy/UDP-
glucosyltransferase [IPR002213] (1)

LOG family [IPRO31100] (1)

ZF-HD homeobox protein, Cys/His-rich
dimerisation domain [IPRO06456] (1)
Tetratricopeptide-like helical domain
[IPRO11990] (1); Pentatricopeptide
repeat [IPRO02885] (1)

Pyridoxal phosphate-dependent
transeras, subdommain 2 1PRO1S422]
(1; Pyridoxal phosph

metabolic process [GO:0019752
biological_process] (1); catalytic acti
[G0:0003824 molecular_function] (1);
cellular amino acid metabolic process
[GO:0006520 biological_process] (1;
pyridoxal phosphate binding
[GO:0030170 molecular_function] (1)

cysteine-type peptidase activity
[G0:0008234 molecular_function] (1);
proteolysis [GO:0006508
biological_process] (1)

integral component of membrane
[GO:0016021 cellular_component] (1);
transmembrane transport [GO:0055085
biological_process] (1)

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

carbohydrate metabolic process
[GO:0005975 biological pmceu] (1)
actin filament binding [GO:0051
molecular_function] (1); nydmlm
activity, hydrolyzing O-glycosyl
compounds [GO:0004553
molecular_function] (1); actin filament
organization [GO:0007015
biological_process] (1)

RNA-DNA hybrid ribonuclease activity
[G0:0004523 molecular_function] (1);
nucleic acid binding [GO:0003676
molecular_function] (1)

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

ATP binding [GO:0005524
molecular_function] (1); protein kinase
activity [GO:0004672
molecular_function] (1); MAP kinase
activity [GO:0004707
molecular_function] (1); protein
phosphorylation [GO:0006468
biological process] (1)

nucleic acid binding [GO:0003676
molecular_function] (1); regulation of
transeription, DNA-templated

[GO:0006355 biological_process] (1)

zine ion binding [GO:0008270
molecular_function] (1); nucleic acid
binding [GO:0003676
molecular_function] (1)

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

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

regulation of transcription, DNA-
templated (GO:0006355
biological_process] (1); double-stranded
DNA binding [GO:0003690
molecular_function] (1)

protein binding [GO:0005515
molecular_function] (1); ATP

ing
0:0005524 molecular_function] (1);
protein phosphorylation [GO:0006468
biological process] (1); protein kinase
activity [GO:0004672
molecular_function] (1)

translational elongation [GO:0006414
biological_process] (1); translation
elongation factor activity [GO:0003746
molecular_function] (1)

decarboxylase [IPR002129] (1);
Pyridoxal phosphate-dependent
transferase, major region, subdomain |
[IPRO15421] (1); Pyridoxal-phosphate
binding site (IPRO21115] (1; Pyridoxal
phosphate-dependent transferase
[IPRO15424] (1); Aromatic-L-amino-acid
decarboxylase [IPROT0977] (1)

Ulpl protease family, C-terminal
catalytic domain [IPR003653] (1)

Major facilitator superfamily
[IPRO11701] (1); Major facilitator
superfamily domain [IPR020846] (1)

Aspartic peptidase domain [IPR021109]
D}

Ribonuclease H-like domain
[IPROI2337) (1)

HotDog domain [IPR029069] (1);
Glycoside hydrolase, farily 5
[IPRO01547] (1); Actin cross-linking
[IPR008999] (1); Fascin [IPRO10431]
(1); Glyeoside hydrolase superfamily
[IPROI7853] (1)

Ribonuclease H domain [IPR002156] (1);

Ribonuclease H-like domain
[IPRO12337] (1); Aspartic peptidase
domain [IPRO21109] (1);
Retrotransposon gag domain
[IPR005162] (1)

Domain of unknown function DUF4283
[IPR025558] (1)
Adenosylhomocysteinase-like
[IPR000043] (1); S-adenosyl-L-
homocysteine hydrolase, NAD binding
domain [IPROTS878] (1); NAD(P)-
binding domain [IPRO16040] (1)

Short-chain dehydrogenase/reductase
SDR [IPR002347] (1); NAD(P)-binding
domain [IPRO16040] (1)

Ribonuclease H-like domain
[IPRO12337] (1); Leucine-rich repeat
domain, L domain-like [IPR032675] (1)

Serine/threonine-protein kinase, active
site [IPRO0S271] (1); Protein kinase,
ATP binding site [IPRO17441] (1);
Protein kinase-like domain [IPRO11009]
(1); Mitogen-activated protein (MAP)
Kinase, conserved site [IPR003527] (1);
Protein kinase domain [IPR000719] (1)

Carlavirus nucleic acid-binding protein
[IPRO02568] (1)

Zine finger, CCHC-type [IPRO01S7S]
(1); Zine knuckle CX2CX4HXAC
[IPR025836] (1); Domain of unknown
function DUF4283 [IPR25558] (1)
TBYDPI/HVA22-related protein
[IPRO04345] (1); Ribonuclease H-like

domain [IPR012337] (1; Ribonuclease H

domain [IPR002156] (1)

Cytochrome P450 [IPRO01128] (1)

Transcription termination factor,
‘mitochondrial/chloroplastic [IPR003690]

Protein kinase domain [IPR000719] (1);

Leucine-rich repeat domain, L domain-
like [IPR032675] (1); Protein kinase-like
domain (IPROT1009] (1); Leucine-rich

repeat-containing N-terminal, plant-type
[IPRO13210] (1); Serine/threonine-
protein kinase, active RO08271]
(1); Protein kinase, ATP binding
[IPRO17441] (1); Leucine-rich repeat
[IPRO01611] (1)

Translation elongation factor
EF1B/ribosomal protein 6 [IPRO14717)
(1); Translation elongation factor EF1B,
beta/delta subunit, guanine nucleotide
exchange domain [IPROI4038] (1);
Glutathione S-transferase, C-terminal-like
[IPRO10987] (1)

scaffold_7_mRNA_346.1

scaffold_7_mRNA_343.1
scaffold_7_mRNA_342.1
scaffold_7_mRNA_33.1

scaffold_7_mRNA_308.1
scaffold_7_mRNA_307.1
scaflold_7_mRNA_291.1

scaflold_7_mRNA_275.1

scaffold_7_mRNA_2725.1
scaffold_7_mRNA_2715.1

scaffold_7_mRNA_2708.1

scaffold_7_mRNA_2697.1

scaflold_7_mRNA_2694.1

scaffold_7_mRNA_2692.1
scaffold_7_mRNA_2685.1

scaffold_7_mRNA_2679.1

scaffold_7_mRNA_2678.1

scaffold_7_mRNA_2677.1

scaflold_7_mRNA_2670.1

scaffold_7_mRNA_2667.1

scaffold_7_mRNA_2655.1

scaffold_7_mRNA_2648.1
scaffold_7_mRNA_2645.1
scaffold_7_mRNA_2643.1

scaffold_7_mRNA_2642.1

scaflold_7_mRNA_2630.1

scaffold_7_mRNA_2620.1

scaffold_7_mRNA_2618.1
scaffold_7_mRNA_2617.1

scaffold_7_mRNA_2596.1

scaffold_7_mRNA_2595.1

scaffold_7_mRNA_2591.1
scaffold_7_mRNA_2587.1

scaflold_7_mRNA _258.1

scaffold_7_mRNA_2578.1
scaflold_7_mRNA_2574.1
scaffold_7_mRNA_2571.1
scaffold_7_mRNA_257.1

scaffold_7_mRNA_2554.1

scaffold_7_mRNA_2550.1

scaffold_7_mRNA_2537.1

scaffold_7_mRNA_2532.1

scaffold_7_mRNA_2529.1
scaflold_7_mRNA_2524.1

scaffold_7_mRNA_2523.1

scaffold_7_mRNA_2517.1

scaffold_7_mRNA_2513.1

scaffold_7_mRNA_2508.1

scaffold_7_mRNA_2503.1
scaffold_7_mRNA_2501.1
scaffold_7_mRNA_2487.1
scaffold_7_mRNA_248.1

scaffold_7_mRNA_2475.1
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GO
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GF0031897 1

GF0031896 1
GF0031895 1
GF0031894 1

GF0031893 1

GF0031892 1

GF0031891 1

GF0031890 1

GF0031889 1

GF003 1888 1

GFO031887 1

GF0031886 1

GFO031885 1

GF0031884 1

GF0031883 1
GFO031882 1

GFO031881 1

GFO03 1880 1
GF0031879 1
GFO031878 1

GF0031877 1

GFO031876 1
GFO031875 1
GFO031874 1
GFO031873 1
GFO031872 1
GFO031871 1

GF0031870 1
GF0031869 1

GF0031868 1

GF0031867 1
GFO031866 1
GF0031865 1
GFO031864 1
GF0031863 1

GF0031862 1

GF0031861 1

GFO031860 1

GF0031859 1

GF0031858 1

GF0031857 1
GF0031856 1

GF0031855 1
GF0031854 1
GF0031853 1
GF0031852 1

GFO031851 1

GF0031850 1

GF0031849 1

GF0031848 1

GF0031847 1

GF0031846 1

GF0031845 1

GF0031844 1

GF0031843 1

GF0031842 1

GF0031841 1

GF0031840 1
GF0031839 1
GF0031838 1

©c ccocoo © © o cocoooo o coo o o
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0 Guanylate kinase (1)

Cytokinin riboside S-monophosphate
phosphoribohydrolase (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Vinorine synthase (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

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

0 Hypothetical protein (1)

0 Cafleic acid O-methyltransferase (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

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

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

0 Hypothetical protein (1)

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

0 Hypothetical protein (1)

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

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

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

Non-LTR retroelement reverse
transcriptase-like (1)

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

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

0 Hypothetical protein (1)

0 Hypothetical protein (1)

Grtype lectin S-receptor-like
serine/threonine-protein kinase (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Retrotransposon gag protein (1)

0 Hypothetical protein (1)

LRR receptor-like kinase family protein
R0}

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

Cytokinin riboside S-monophosphate
phosphoribohydrolase (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

‘purine nucleotide metabolic process
[GO:0006163 biological_process] (1);
‘guanylate kinase activity [GO:0004385
molecular_function] (1)

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

zine ion binding [GO:0008270
molecular_function] (1); nucleic acid
binding [GO:0003676
molecular_function] (1)

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

O-methyltransferase activity
[GO:0008171 n\oleculnr ﬁmcnon] .
protein dimerizati

Guanylate kinase, conserved site
[IPR020590] (1); P-loop containing
nucleoside triphosphate hydrolase
[IPR027417] (1); Guanylate kinase/L-
type calcium channel beta subunit
[IPRO08145] (1); Guanylate kinase-like
domain [IPRO0S144] (1); Guanylate
Kinase [IPRO17665] (1)

LOG family [IPR031100] (1)

Transferase [IPRO03480] (1)

Retrotransposon gag domain

[IPRO0S162] (1)

Zine finger, CCHC-type [IPROOIS7S] (1)

S-adenosyl-L-methionine-dependent
‘methyltransferase [IPR029063] (1); O-
‘methyltransferase COMT-type
[IPRO16461] (1); O-methyltransferase,
family 2 [IPRO01077] (1)

O-methyliransferase COMT-type
[IPRO16461] (1); Plant methyltransferase
dimerisation [IPR012967] (1; O-
family 2 [IPR001077]

[GO:0046983 moleculnr,mnmon] ay
methyltransferase activity [GO:0008168
molecular_function] (1)

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

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

nucleic acid binding [GO:0003676
molecular_function] (1); DNA binding
[GO:0003677 molecular_function] (1)

U2AF [GO:0089701 cellular_component]
(1); RNA binding [G0:0003723
molecular_function] (1); nucleic acid
binding [GO:0003676
molecular_function] (1); mRNA splicing,
via spliceosome [GO:0000398

biological process] (1)

RNA-DNA hybrid ribonuclease activity
[G0:0004523 molecular_function] (1);
nucleic acid binding [GO:0003676
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)

ATP binding [GO:0005524
molecular_function] (1); protein
serine/threonine kinase activity
[GO:0004674 molecular_function] (1);
protein kinase activity [GO:0004672
molecular_function] (1); protein
phosphorylation [GO:0006468
biological_process] (1)

protein phosphorylation [GO:0006468
biological | pmm:] u) protein kinase
activity [GO

moleuular)unclmn] u ); ATP binding
[G0:0005524 molecular_function] (1)

protein kinase activity [GO:0004672
molecular_function] (1); protein
phosphorylation [GO:0006468
biological process] (1); ATP binding
[GO:0005524 molecular funcm‘m] ay
protein binding [GO:00055
molecular_function] (1)

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

Oxoglutarate/iron-dependent dioxygenase
[IPRO0S123] (1); Thiamin diphosphate-
binding fold [IPR029061] (1); Non-haem
dioxygenase N-terminal domain
[IPR026992] (1); Isopenicillin N
synthase-like [IPR027443] (1)

Aspartic peptidase domain [IPR021109]
ay

Ribosomal protein L18e/L15P
[IPRO21131] (1)

Ribonuclease H-like domain
[IPROI2337) (1)

Zine finger C2H2-type [IPROI3087] (1);
Zine finger, BED-type [IPR003656] (1)

Retrotransposon gag domain
[IPRO05162] (1)
Possible tRNA binding domain
[IPR027992] (1)

U2 auxiliary factor small subunit
[IPRO09145] (1); RNA recognition motif
domain, eukaryote [IPR003954] (1);
RNA recognition motif domain
[IPR000504] (1)

Ribonuclease H-like domain
[IPRO12337] (1); Reverse transcriptase
zinc-binding domain [IPR026960] (1);
Ribonuclease H domain [IPR002156] (1);
TBYDPI/HVA22-related protein
[IPR004345] (1)

Endonuclease/exonuclease/phosphatase
[IPRO0S135] (1)

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

Serine/threonine-protein kinase, active
site [IPRO0S271] (1); S-locus receptor
Kinase, C-terminal [IPR021820] (1);
Serine-threonine/tyrosine-protein kinase,
catalytic domain [IPR001245] (1):
Protein kinase domain (IPR000719] (1);
Protein kinase-like domain [IPRO11009]
)

PAN/Apple domain [IPR003609] (1);
Protein kinase, ATP binding site
[IPRO17441] (1); Protein kinase-like
domain (IPROT1009] (1; Protein kinase
domain [IPR000719] (1)

Retrotransposon gag domain
[IPRO05162] (1)

Mitochondrial substrate/solute carier
[IPRO18108] (1); Mitochondrial carrier
domain [IPR023395] (1)
Serine/threonine-protein kinase, active
site [IPRO0S271] (1); Protein kinase,
TP binding site [IPRO17441] (1);
Leucine-rich repeat-containing N-
terminal, plant-type [IPRO13210] (1);
Lcuum-r hn,pcm [IPRO01611] (1)
se domain [IPRO00T19] (1);
Prmem inase ke domin [IPRO11009]
(1); Leucine-rich repeat domain, L
domain-like [IPR032675] (1); Leucine-
rich repeat, typical subtype (IPRO03591]
M

Leucine-rich repeat domain, L domain-
like [IPRO32675] (1)

Cytokinin riboside S-monophosphate
phosphoribohydrolase LOG [IPR005269]
(1): LOG family [IPRO31100] (1)

scaffold_7_mRNA_2474.1

scaffold_7_mRNA_2467.1
scaffold_7_mRNA_2466.1
scaffold_7_mRNA_2465.1

scaffold_7_mRNA_2463.1

scaflold_7_mRNA_2453.1

scaffold_7_mRNA_2445.1

scaffold_7_mRNA_2442.1

scaffold_7_mRNA_2437.1

scaffold_7_mRNA_2435.1

scaffold_7_mRNA_2434.1

scaffold_7_mRNA_2432.1

scaffold_7_mRNA_2429.1

scaffold_7_mRNA_2407.1

scaffold_7_mRNA_2405.1
scaffold_7_mRNA_2401.1
scaffold_7_mRNA_2400.1
scaffold_7_mRNA_2378.1
scaffold_7_mRNA_2372.1
scaffold_7_mRNA_2366.1

scaffold_7_mRNA_2365.1

scaffold_7_mRNA_2363.1
scaffold_7_mRNA_2361.1
scaffold_7_mRNA_2359.1
scaffold_7_mRNA_2358.1
scaffold_7_mRNA_2350.1
scaffold_7_mRNA_2348.1

scaflold_7_mRNA_2340.1

scaffold_7_mRNA_2330.1
scaflold_7_mRNA_2323.1

scaffold_7_mRNA_2316.1
scaffold_7_mRNA_2313.1
scaffold_7_mRNA_2299.1
scaffold_7_mRNA_2295.1
scaffold_7_mRNA_2293.1

scaflold_7_mRNA_2292.1

scaffold_7_mRNA_2290.1

scaffold_7_mRNA_2267.1

scaffold_7_mRNA_2252.1

scaffold_7_mRNA_225.1

scaflold_7_mRNA_2249.1
scaffold_7_mRNA_2248.1

scaffold_7_mRNA_2244.1
scaffold_7_mRNA_2239.1
scaffold_7_mRNA_2235.1
scaffold_7_mRNA_2230.1

scaflold_7_mRNA_2229.1

scaffold_7_mRNA_2226.1

scaffold_7_mRNA_2217.1

scaffold_7_mRNA_2214.1

scaflold_7_mRNA_2209.1

scaffold_7_mRNA_2204.1

scaffold_7_mRNA_22.1

scaflold_7_mRNA_2199.1

scaffold_7_mRNA_2197.1
scaffold_7_mRNA_2196.1
scaffold_7_mRNA_2180.1

scaffold_7_mRNA_2179.1
scaflold_7_mRNA 2178.1
scaflold_7_mRNA_2176.1



D Num. in C. celementine

Numin C. unshiu

Note

GO

TaterPro

Members in P.trifoliata

GF0031837 1

GF0031836 1

GF0031835 1

GF0031834 1

GF0031833 1

GF0031832 1
GF0031831 1
GF0031830 1
GF0031829 1

GF0031828 1

GFO031827 1

GF0031826 1

GF0031825 1

GF0031824 1

GF0031823 1

GF0031822 1
GFO031821 1

GF0031820 1

GFO031819 1

GFO031818 1

GFO031817 1
GFO031816 1
GF0031815 1
GF0031814 1
GF0031813 1
GFO031812 1
GF0031811 1

GFO031810 1

GF0031809 1
GFO031808 1

GF0031807 1

GFO031806 1

GF0031805 1
GF0031804 1

GF0031803 1
GF0031802 1

GF0031801 1

GF0031800 1
GF0031799 1
GF0031798 1
GF0031797 1
GF0031796 1
GF0031795 1
GF0031794 1
GF0031793 1

GF0031792 1

GF0031791 1

GF0031790 1

GF0031789 1

GFO031788 1
GFO031787 1
GF0031786 1

GF0031785 1

GF0031784 1

oo oo
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coccocooo o

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Putative ribonuclease H protein (1)

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

0 B-box type zine finger fa

protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Mutator-like transposase (1)

0 Hypothetical protein (1)

0 Flavonoid 3-monooxygenase (1)

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

0 Discase resistance RPS5-like protein (1)

0 Disease resistance protein RPS2 (1)

C6HC-type zine finger RING/U-box

O protein (1)

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

0 Histone H3 (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)
 Retrotransposon proein, putative, Tyl-
© copia subclass (1)

0 Histone H1 (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)
Cytokinin riboside S-monophosphate
phosphoribohydrolase (1)

0 Hypothetical protein (1)
Cytokinin riboside S-monophosphate
phosphoribohydrolase (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Monosacharide transport protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Putative ribonuclease H protein (1)

0 Hypothetical protein (1)

0 Disease resistance related protein (1)

0 Defective in cullin neddylation protein (1)

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

0 Monosacharide transport protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

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

racellular [GO:0005622
cellular_component] (1); translation
1GO:0006412 biological_process] (1):
structural constituent of ribosome.

( 3735 molecular_function] (1);
ribosome [GO:0005840
cellular_component] (1)

protein binding [GO:0005515
molecular_function] (1)

cellular response to salicylic acid
stimulus [GO:0071446
biological_process] (1); integral
component of membrane [GO:0016021
cellular cnmponenl] ay: regulanon of
acid mediated si
[uo 2000031 biological )roce::] ax
regulation of defense response
[GO:0031347 biological_process] (1)
RNA-DNA hybrid ribonuclease activity
[GO:0004523 molecular_function] (1);
‘nucleic acid binding [GO:0003676
molecular_function] (1)

zine ion binding [GO:0008270
molecular_function] (1); intracellular
[GO:0005622 cellular_component] (1)

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

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

spliceosomal complex [GO:0005681
cellular_component] (1): mRNA splicing,
via spliceosome [GO:0000398
biological_process] (1)

oxidoreductase activity, acting on paired
donors, with incorporation or reduction
of molecular oxygen [GO:0016705
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)

protein binding [GO:0005515
molecular_function] (1)

ADP binding [GO:0043531
molecular_function] (1); protein binding
1GO:0005515 molecular_function] (1)

protein ubiquitination [GO:0016567
biological_process] (1); ubiquitin-protein
transferase activity [GO:0004842
molecular_function] (1); protein binding
[GO:0005515 molecular_function] (1);
zine ion binding [GO:000827
molecular_function] (1)

protein heterodimerization activity
[G0:0046982 molecular_function] (1);
DNA binding [GO:0003677
molecular_function] (1); nucleosome
[GO:0000786 cellular_component] (1)

nucleosome [GO:0000786
cellular_component] (1); nucleosome
assembly [GO:0006334
biological_process] (1); nucleus
[G0:0005634 cellular_component] (1);
DNA binding [GO:0003677
molecular_function] (1)

RNA-DNA hybrid ribonuclease activity
[G0:0004523 molecular_function] (1);
nucleic acid binding [GO:0003676
molecular_function] (1)

nucleic acid binding [GO:0003676
molecular_function] (1); RNA-DNA
hybrid ribonuclease activity
[G0:0004523 molecular_function] (1)

ADP binding [GO:0043531
molecular_function] (1)

protein binding [GO:0005515
molecular_function] (1)

Ribonuclease H-like domain
[IPRO12337) (1); HAT, C-terminal
dimerisation domain [IPR00S906] (1)

Ribosomal protein L37a¢ [IPR002674]
(1): Ribosomal protein L37ae/L37e

[IPRO11331] (1); Zinc-binding ribosomal *

protein [IPRO11332] (1)

Ankyrin repeat [IPR002110] (1); Ankyrin
repeat-containing domain [IPR020683]
m

PGG domain [IPR026961] (1); Protein

ay A0celeraed cell death 6 [IPRO32846] (1) *

Ribonuclease H domain [IPR002156] (1);

Ribonuclease H-like domain
[IPROI2337] (1)

B-box-type zine finger [IPR000315] (1)

Ulpl protease family, C-terminal
catalytic domain [IPR003653] (1)
Domain of unknown function DUF1985
[IPRO15410] (1)

Zine finger, SWIM-type [IPR007527]
(1); Zine finger, PMZ-type [IPR006564]
(1); MULE transposase domain
[IPRO18289] (1); Transposase, MuDR,
plant [IPR004332] (1)

LSM domain [IPR010920] (1); Small
‘nuclear ribonucleoprotein E [IPR027078]
(1); LSM domain, eukaryotic/archaea-
type [IPROO1163] (1)

Cytochrome P450 [IPRO01128] (1);
Cytochrome P450, conserved site
[IPRO17972] (1); Cytochrome P450, E-
class, group I [IPR002401] (1)

Leucine-rich repeat, typical subtype
[IPR003591] (1); Leucine-rich repeat
domain, L domain-like [IPR032675] (1);
Leucine-rich repeat [IPRO01611] (1)
Winged helix-tun-helix DNA-binding
domain [IPRO11991] (1; Leucine-rich
repeat domain, L domain-like
[IPR032675] (1); Leucine-rich repeat,
typical subtype [IPR003591] (1); P-loop
containing nucleoside triphosphate
hydrolase [IPR027417] (1); Leucine-rich
repeat [IPRO01611] (1); NB-ARC
[IPR002182] (1)

Zine finger, RING-type [IPRO01841] (1);
E3 ubiquitin ligase RBR family
[IPRO31127] (1); Zine finger, RING-
type, conserved site [IPROI7907] (1);
Zine finger, RING/FYVE/PHD-type
[IPRO13083] (1); IBR domain
[IPRO02867] (1)

Pentatricopeptide repeat [IPR0028SS] (1)

Histone H2A/H2B/H3 [IPR007125] (1);
Histone H3/CENP-A [IPR000164] (1);
Histone-fold [IPR009072] (1)

Linker histone H1/HS, domain H15
[IPRO0S818] (1); Winged helix-tum-helix
DNA-binding domain [IPROTI991] (1);
Histone HS [IPR005819] (1)

LOG family [IPR031100] (1)

Cytokinin riboside S-monophosphate
phosphoribohydrolase LOG [IPR005269]
(1): LOG family [IPRO31100] (1)

TB2/DPI/HVA22-related protein
[IPRO04345] (1); Ribonuclease H-like

domain [IPRO12337] (1); Ribonuclease H

domain [IPR002156] (1)

Ribonuclease H domain [IPR002156] (1):

Ribonuclease H-like domain
[IPROI2337) (1)

NB-ARC [IPR002182] (1); P-loop.
containing nucleoside triphosphate
hydrolase [IPR027417] (1)
Defective-in-cullin neddylation protein
[IPRO14764] (1); Potentiating
neddylation domain [IPRO0S176] (1);
EF-hand domain pair [IPRO11992] (1)

Protein kinase-like domain [IPRO11009]
a

WDA40-repeat-containing domain
[IPRO17986] (1)

scaffold_7_mRNA_2171.1

scaffold_7_mRNA _2167.1

scaffold_7_mRNA_2166.1

scaffold_7_mRNA_2163.1

scaffold_7_mRNA_2162.1

scaffold_7_mRNA _2161.1
scaffold_7_mRNA_2145.1
scaffold_7_mRNA_2134.1
scaffold_7_mRNA 2122.1

scaffold_7_mRNA 212.2

scaffold_7_mRNA_2113.1

scaflold_7_mRNA_2106.1

scaffold_7_mRNA_2105.1

scaffold_7_mRNA_2100.1

scaffold_7_mRNA_2098.1

scaffold_7_mRNA_2090.1
scaffold_7_mRNA_2086.1

scaflold_7_mRNA_2083.1

scaffold_7_mRNA_2082.1

scaflold_7_mRNA_2078.1

scaffold_7_mRNA_2073.1
scaffold_7_mRNA_2072.1
scaffold_7_mRNA_2071.1
scaffold_7_mRNA_207.1

scaffold_7_mRNA_2067.1
scaffold_7_mRNA_2047.1
scaffold_7_mRNA_2044.1

scaffold_7_mRNA_204.1

scaffold_7_mRNA_2037.1
scaffold_7_mRNA_2036.1

scaffold_7_mRNA_2030.1

scaffold_7_mRNA_203.1

scaflold_7_mRNA_2025.1
scaffold_7_mRNA_2014.1
scaffold_7_mRNA_2009.1

scaffold_7_mRNA_2007.1
scaffold_7_mRNA_2006.1

scaflold_7_mRNA_2001.1
scaflold_7_mRNA_1997.1
scaffold_7_mRNA_1996.1
scaflold_7_mRNA_199.1

scaflold_7_mRNA_1988.1
scaflold_7_mRNA_1982.1
scaflold_7_mRNA_1978.1
scaflold_7_mRNA_1977.1

scaffold_7_mRNA_1975.1

scaflold_7_mRNA_1973.1

scaffold_7_mRNA_1970.1

scaffold_7_mRNA_1953.2

scaffold_7_mRNA_1950.1
scaffold_7_mRNA_1949.1
scaffold_7_mRNA_1947.1

scaffold_7_mRNA_1934.1

scaffold_7_mRNA_1931.1
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Numin C. unshiu
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GO

TaterPro

Members in P.trifoliata

GF0031783

GF0031782
GF0031781

GF0031780

GF0031779

GFO031778

GF0031777

GF0031776

GF0031775

GF0031774

GF0031773

GF0031772

GF0031771

GF0031770

GF0031769

GF0031768

GF0031767

GF0031766
GF0031765

GF0031764

GF0031763

GF0031762

GF0031761

GF0031760

GF0031759

GF0031758

GF0031757
GF0031756

GF0031755
GF0031754

GF0031753

GF0031752

GF0031751

GF0031750

GF0031749

GF0031748

GF0031747
GF0031746

GF0031745
GF0031744

GF0031743

GF0031742

GF0031741

GF0031740

GF0031739

GF0031738

GF0031737
GF0031736

GF0031735

GF0031734

GF0031733
GF0031732
GF0031731

GF0031730

Cyﬂcme rich RLK (Receptor-like kinase)
protein

0

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

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

Verticillium wilt resistance-like protein

Oy

o Verticillium wilt resistance-like protein

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

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

Cytokinin riboside Smonophosphate
phosphoribohydrolase (1)

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

0 Hypothetical protein (1)

LRR receptor-like serine/threonine-

O protein kinase GSOI (1)

0 Hypothetical protein (1)

o Cytokinin riboside -monophosphate
© phosphoribohydrolase (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Mutator-like transposase (1)

0 Non-LTR reverse transcriptase (1)

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

0 Hypothetical protein (1)

0 Hypothetical protein (1)
0 Disease resistance RPSS-like protein (1)

0 Hypothetical protein (1)

0 Phytosulfokine receptor 2-like protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

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

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Putative disease resistance protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)
0 Phytosulfokine receptor (1)

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

0 Hypothetical protein (1)

0 Hypothetical protein (1)

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

0 Hypothetical protein (1)

0 Hypothetical protein (1)

protein phosphorylation [GO:0006468
biological )rﬂce:a] (1), protein kinase
activity [GO:

molcculnrj\mcnon] (1 protein
serine/threonine kinase activity

[GO:0004674 molecular_function] (1);

ATP binding [GO:0005524
molecular_function] (1)

protein binding [GO:0005515
molecular_function] (1)

protein kinase activity [GO:0004672
molecular_fnction] (1); protein

[G
protein phosphorylation [GO:00)
biological_process] (1): ATP binding

[G0:0005524 molecular_function] (1);

protein binding [GO:0005515
molecular_function] (1)

protein binding [GO:0005515
molecular_function] (1)

zine ion binding [GO:0008270
molecular_function] (1); nucleic acid
binding [GO:0003676
molecular_function] (1)

zine ion binding [GO:0008270

molecular_function] (1)

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

protein binding [GO:0005515
molecular_function] (1)

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

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

protein binding [GO:0005515
molecular_function] (1)

protein binding [GO:0005515
molecular_function] (1)

protein binding [GO:0005515
molecular_function] (1)

protein binding [GO:0005515
molecular_function] (1)

carbohydrate metabolic process
[GO:0005975 biological_process] (1;
phosphotransferase acti
‘roup as acceptor [GO:0016773
molecular_function] (1)

. alcohol

zine ion binding [GO:0008270
molecular_function] (1); nucleic acid
binding [GO:0003676
molecular_function] (1)

zinc ion binding [GO:0008270
molecular_function] (1); nucleic acid
binding [GO:0003676
molecular_function] (1)

Serine-threonine/tyrosine-protein kinase,
catalytic domain [IPR001245] (1); S~
locus receptor kinase, C-terminal
[IPRO21820] (1); Protein kinase-like
domain [IPROT1009] (1; Protein kinase
domain [IPR000719] (1)

Retrotransposon gag domain
[IPRO05162] (1)

Leucine-rich repeat [IPR001611] (1);
eucine-rich repeat domain, L domain-
like [IPRO32675] (1)
Leucine-ich repeat, typical subtype
[IPRO03591] (1); Protein kinase-like
domain [IPROT1009] (1; Leucine-rich
repeat domain, L domain-like
[IPR032675] (1); Protein kinase domain
TPRO00719] (1); Leucine-rich repeat
[IPRO0I611] (1); Serine/threonine-
protein kinase, active site [IPR00S271]
(1); S-locus receptor kinase, C-terminal
[IPRO21820] (1); Serine-
threoninetyrosine-protein kinase,
catalytic domain [IPR001245] (1)
Leucine-rich repeat, typical subtype
[IPR003591] (1); Leucine-rich repeat
domain, L domain-like [IPR032675] (1);
Leucine-rich repeat-containing N-
terminal, plant-type [IPRO13210] (1);
Leucine-rich repeat [IPRO01611] (1)

Zine knuckle CX2CX4HXAC
[IPRO25836] (1): Zine finger, CCHC-
type [IPRO0ISTS] (1)
Endonuclease/exonuclease/phosphatase
[IPRO0S135] (1)

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

Zine finger, SWIM-type [IPR007527)
(1; Zine finger, PMZ-type [IPR006564]
[

Reverse transcriptase, RNA-dependent

DNA polymerase [IPRO13103] (1)

LOG family [IPRO31100] (1); Cytokinin

riboside S-monophosphate

phosphoribohydrolase LOG [IPR005269]
D}

HAT, C-terminal dimerisation domain
[IPR008906] (1)

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

repeat, typical subtype [IPR003S91] (1); *

Leucine-rich repeat [IPRO01611] (1)

LOG family [IPRO31 mo] (1; Cytokinin

riboside S-monophosp!

phosphoribohydrolase LOG [IPR005269]
n

MULE transposase domain [IPR0158289)
m

Ulp! protease family, C-terminal
catalytic domain [IPR003653] (1):
Domain of unknown function DUF1985
[IPRO15410] (1)

MULE transposase domain [IPRO18289]
(1; Zine finger, PMZ-type [IPR006564]
(1); Zine finger, SWIM-type
[IPR007527] (1)
Endonuclease/exonuclease/phosphatase
[IPRO0S135] (1); Protein of unknown
function DUF247, plant [IPR004158] (1)

Leucine-rich repeat domain, L domain-
like [IPRO32675] (1)

Leucine-rich repeat [IPR001611] (1);
eucine-rich repeat domain, L domain-
like [IPRO32675] (1)

Leucine-rich repeat-containing N-
terminal, plant-type [IPRO13210] (1);
eucine rich repeat 4 [IPR025875] (1);
inerich repeat domain, L domain-
like [IPRO32675] (1)
Retrotransposon gag domain
[IPRO05162] (1)
Leucine-rich repeat-containing N-
terminal, plant-type [IPRO13210] (1);
eucine-rich repeat [IPRO0I611] (1);
Leucine-rich repeat domain, L domain-
like [IPR032675] (1); Leucine rich repeat
4[IPRO25875] (1)
Leucine-rich repeat [IPR001611] (1);
Leucine-rich repeat domain, L domain-
like [IPRO32675] (1)

Aspartic peptidase domain [IPR021109]
m

Leucine-rich repeat-containing N-
terminal, plam type [IPRO13210] (1)
repeat [IPRO0T611] (1);
ucmerrlch repeat domain, L domain-
like [IPR032675] (1); Leucine-rich
repeat, typical subtype [IPRO03591] (1)

eucine-ri

Carbohydrate kinase, FGGY, N-terminal
[IPRO18484] (1); Carbohydrate kinase,
FGGY, C-terminal [IPROIS4SS] (1)

Domain of unknown function DUF4283
[IPRO25558] (1); Zine finger, CCHC-
type [IPROOISTS] (1); Zine knuckle
CX2CX4HXAC [IPR025836] (1)

Leucine-rich repeat-containing N-

terminal, plant-type [IPRO13210] (1);
Leucine-rich repeat domain, L domain-

like [IPRO32675] (1)

Retrotransposon gag domain
[IPRO0S162] (1); Aspartic peptidase
domain [IPRO21109] (1)

Leucine-rich repeat-containing N-
terminal, plant-type [IPRO13210] (1)
‘Winged helix-turmn-helix DNA-binding
domain [IPROT1991] (1)

Retrotransposon gag domain
[IPR005162] (1)

Domain of unknown function DUF4283
[IPRO25558] (1); Zinc knuckle
CX2CX4HXAC [IPR025836] (1): Zine
finger, CCHC-type [IPROOISTS] (1)

scaffold_7_mRNA_1930.1

scaflold_7_mRNA_1927.1
scaffold_7_mRNA_1926.1
scaffold_7_mRNA_1925.1

scaffold_7_mRNA_1922.1

scaffold_7_mRNA_1918.1

scaflold_7_mRNA_1916.1

scaffold_7_mRNA_1915.1

scaflold_7_mRNA_1912.1

scaffold_7_mRNA_1909.1

scaffold_7_mRNA_1906.1

scaffold_7_mRNA_1905.1

scaffold_7_mRNA_1903.1

scaffold_7_mRNA_1899.1

scaffold_7_mRNA_1895.1

scaflold_7_mRNA_1892.1

scaffold_7_mRNA_1890.1

scaffold_7_mRNA_1889.1

scaffold_7_mRNA_1879.1

scaffold_7_mRNA_1878.1

scaffold_7_mRNA_1876.1

scaflold_7_mRNA_1875.1

scaffold_7_mRNA_1871.1

scaffold_7_mRNA_1870.1

scaflold_7_mRNA_1869.1

scaffold_7_mRNA_1857.1

scaffold_7_mRNA_1834.1
scaflold_7_mRNA_1832.1
scaffold_7_mRNA_1831.1

scaffold_7_mRNA_1829.1
scaffold_7_mRNA_1822.1

scaflold_7_mRNA_1821.1

scaflold_7_mRNA_1813.1

scaffold_7_mRNA_1809.1

scaflold_7_mRNA_1807.1

scaffold_7_mRNA_1805.1

scaflold_7_mRNA_1803.1
scaflold_7_mRNA_1801.1
scaffold_7_mRNA_1800.1

scaffold_7_mRNA_1797.1

scaflold_7_mRNA_1787.1

scaffold_7_mRNA_1786.1

scaffold_7_mRNA_1781.1

scaffold_7_mRNA_1779.1

scaffold_7_mRNA_1776.1

scaffold_7_mRNA_1773.1

scaflold_7_mRNA_177.1
scaflold_7_mRNA_1769.1

scaffold_7_mRNA_1768.1

scaffold_7_mRNA_1766.1

scaffold_7_mRNA_1764.1
scaffold_7_mRNA_1762.1

scaffold_7_mRNA_176.1

scaffold_7_mRNA_1750.1
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N . Leucine-rich repeat domain, L domain-
GFO031729 1 0 0 Hypothetical protein (1) e (IPRO32679) (1) scaffold_7_mRNA_1747.1
GF0031728 1 0 0 Hypothetical protein (1) scaffold_7_mRNA_1741.1
P-iype ATPase, transmembrane domain
GFO031727 1 0 0 Hypothetical protein (1) Po24208] (1) scaffold_7_mRNA_174.1
. . Retrotransposon gag domain .
GFO031726 1 0 0 Hypothetical protein (1) PROVSIEZ] () scaffold_7_mRNA_1737.1
Leucine-rich repeat (IPRO01611] (1);
LRR receptor-like serine/threonine-  protein binding [GO:0005515 Leucine-rich repeat, typical subiype
GF0031725 ! 0 O protein kinase GSOI (1) molecular_function] (1) [IPR003591] (1); Leucine-rich repear  c2TO17_mMRNA_1735.1
domain, L domain-fike [IPR032675] (1)
GFO031724 1 0 0 Hypothetical protein (1) scaffold_7_mRNA_1734.1
Leucine-rich repeat, typical subtype
[IPRO03591] (1; Leucine-rich repeat
protein binding [GO:0005515 domain, L domain-like [IPR032675] (1);
GFO031723 1 0 0 Hypothetical protein (1) Pcular fncton 1y Leutine it rpeat [IPRO0I6T1] 1y Scallld_7 mRNA 17311
Leucine-rich repeat-containing N-
terminal, plani-type [IPRO13210] (1)

GFO031722 1 0 0 Hypothetical protein (1) scaffold_7_mRNA_1730.1

GFO031721 1 0 0 Hypothetical protein (1) scaffold_7_mRNA_1729.1

GFO031720 1 0 0 Hypothetical protein (1) scaffold_7_mRNA_1728.1

Tetratricopeptide-like helical domain
[IPRO11990] (1; Tetratricopeptide
. o intiation fictor 3 protein bindi repeat-containing domain [IPR013026]
GF0031719 1 0 x‘:’z"“l" translation iitation factor 3 E'“:‘:cull;r"‘:u""gc‘[sﬁ :1]0:)55\5 (1); Tetratricopeptide repeat scaffold_7_mRNA_1723.1
- [IPRO19734] (1); Winged helix-turn-helix
DNA-binding domain [IPRO11991] (1);
CLU central domain [IPR033646] (1)
GFO031718 1 0 0 Hypothetical protein (1) scaffold_7_mRNA_1722.1
Aspartic peptidase domain [IPR021109]
GFOO31717 1 0 0 Hypothetical protein (1) (1): Retrotransposon gag domain scaffold_7_mRNA_1721.1
[IPRO0S162] (1)
GFO031716 1 0 0 Hypothetical protein (1) scaffold_7_mRNA_1719.1
P-loop containing nucleoside triphosphate
hydrolase [IPR027417] (1); NB-ARC
ADP binding [GO:0043531 [IPRO02182] (1) Leucine-rich repeat

GFO031715 1 0 0 Disease resistance protein RPS2 (1) molecular_function] (1): profein binding [IPR001611] (1); Leucine-rich repeat  scaffold_7_mRNA_1713.1

[GO:0005515 moleclr functon) (1) donsin, L dormin-k [IPRUS267S] (1)
Winged helix-tum-helix DNA-
domain [IPRO11991] (1)

GFOO31714 1 0 0 Hypothetical protein (1) scaffold_7_mRNA_1712.1

GROO31713 1 0 0 Hypothetical protein (1) scaffold_7_mRNA_1711.1

GFOO31712 1 0 0 Hypothetical protein (1) scaffold_7_mRNA_1707.1

GROO31711 1 0 0 Hypothetical protein (1) scaffold_7_mRNA_1702.1

Winged helix-tum-helix DNA-binding
domain [IPRO11991] (1); Leucine-rich
ADP binding [GO:0043531 repeat domain, L domain-like
3 iscase res 2 s
GFO031710 1 0 0 Discasersistance prorein RPS2 (1) A0S CO TS PR032678] (1 NIB-ARC [IPR 002152) SEATId 7 mRNA_1700.1
(1): P-loop containing nucleo
triphosphate hydrolase [IPR0274I7] 0}
) R O-methyltransferase COMT-type
O-methyltransferase activity [IPRO16461] (1); O-methyltransferase,
. . y [GO:0008171 molecular_function] (1); :

GFO031709 1 0 0 Caffeic acid 3-O-methyliransferase (1) family 2 [IPRO0I077] (1); S-adenosyl-L- scaffold_7_mRNA_170.1
methyltransferase activity [GO:0008168
oleair funeton () ‘methionine-dependent methyltransferase

= [IPRO29063] (1)
Leucine-rich repeat domain, L domain-
like [IPR032675] (1); Winged helix-tum-

GF0031708 1 0 0 Disease resistance protein RPS2 (1) /*DF binding [G0:0043531 helix DNA-binding domain [ka 1991 (catfold_7_mRNA_1698.1
molecular_function] (1) (1): P-loop containing nucleos;

triphosphate hydrolase [IPRUZ74I7] oy
NB-ARC [IPRO02182] (1
GFO031707 1 0 0 Hypothetical protein (1) scaffold_7_mRNA_1697.1
Leucine-rich repeat domain, L domain-
like [IPR032675] (1); Winged helix-turn-
protein binding [GO:0005515 helix DNA-binding domain [IPRO11991]
GFO031706 1 0 0 Disease resistance protein RPS2 (1) molecular_function] (1); ADP b ): P-loop containing nucleoside scaffold_7_mRNA_1696.1
[GO:004353 | molecuar funtion] (1) tiphosphite ydrolase [IPRO27417) (1
Leucine-rich repeat [IPRO01611] (1)
NB-ARC [IPR002182] (1)
Leucine-rich repeat domain, L domain-
GFO031705 1 0 0 Disease resistance protein family (1) ke {bRO32670, (1) scaffold_7_mRNA_1695.1
NB-ARC [ummmxz] (1); P-loop.
leoside triphosphate
GF0031704 1 0 0 Disease resistance protein (1) ADP binding [G0:0043531 hydm'“” ["’R”ZM”] (1); Leucinerich el 7 mRNA_1694.1
molccuar function] (1) repeat domain, L domain-like
[IPR032675] (1); Winged helix-turn-helix
DNA-binding domain [IPRO11991] (1)
DNA damage checkpoint [GO:0000077 Checkpoint protein Husl/Mec3
y ; biological_process] (1); checkpoint  [IPRO07150] (1); Reverse transcriptase, _

GFO031703 1 0 0 Hypothetical protein (1) o commie GO0030806 RNAdependent DA polymerce scaffold_7_mRNA_1691.1
cellular_component] (1) [IPROI3103] (1)

Leucine-rich repeat domain, L domain-
like [IPR032675] (1); Winged helix-turn-
cease resistance protein ADP binding [GO:0043531 helix DNA-binding domain [IPRO11991]

GFO031702 1 0 0 Disease ressance protein RPS2 (1) A0 CERR S (1 NBARC [IPROGS1E2] (1 Plony  S04TOH7_mRNA_1690.1

containing nucleoside triphosphate
hydrolase [IPR027417] (1)
Zine finger, SWIM-type [IPR007527]
y (1): Transposase, MuDR, plant
GF0031701 1 0 0 Mutator-like transposase (1) Iz\::fe‘::::r‘“;‘"“i‘ﬁ?(’:’;m“70 [IPR004332] (1); Zinc finger, PMZ-type scaffold_7_mRNA_1688.1
= [IPRO06564] (1); MULE transposase.

domain [IPRO1S289] (1)

DNA damage checkpoint [GO:0000077

iological_process] () regulation of ke R0 1052 (1)

. . wanscription, DNA-templated .

GFO031700 1 0 0 Hus1 domain-containing protein (1) v Checkpoint protein Hus1/Mec3 scaffold_7_mRNA_1686.1
[GO0006355 biological process] (1); pte e A 7 mRRA
checkpoint clamp complex [GO:0030896
cellular_component] (1)

. nucleic acid binding [GO:0003676 Ribonuclease Helike domain .
GFO031699 1 0 0 Hypothetical protein (1) moloeuln Tuncton] (1 {PROIZ397] (1) scaffold_7_mRNA_1680.1
Winged helix-turn-hel
domain [IPROI 19911 (1): Leucine-ich
ADP binding [GO:0043531 repeat domain, L domain-like
GFO031698 1 0 0 Disease resistance protein (1) molecular_function] (1); protein binding  [IPR032675] (1); Leucine-rich repeat  scaffold_7_mRNA_1676.1
[GO:0005515 molecular_function] (1)~ [IPRO01611] (1); NB-ARC [IPR002182]
(1): P-loop containing nucleoside
riphosphate hydrolase [IPR027417] (1)
GFO031697 1 0 0 Hypothetical protein (1) scaffold_7_mRNA_1675.1
NB-ARC [IPRO02182] (1); AAA+
ATPase domain (IPR003593] (1); P-loop
. containing nucleoside triphosphate

GF0031696 1 0 0 Hypothetical protein (1) ADP binding [GO:0043531 hydrolase [IPR027417] (1); Winged ~ scaffold_7_mRNA_1674.1

molecular_function] (1)
helix-turn-helix DNA-binding domain
[IPRO11991] (1; Leucine-rich repeat
domain, L domain-like [IPR032675] (1)

zine ion binding [GO:0008270

molecular_function] (1); regulation of ",

GFO031695 1 0 0 Hypothetial protein (1) Tmseipton. DNAtcnplaed [mwumo] (1): Zine finger, PMZ-type scaffold_7_mRNA_1672.1

[GO:0006355 biological process] (1) LT R006364] (1); Zine finger, SWIM-
s type [IPR00TS27] (1)
DNA damage checkpoint [GO:0000077
biological )mue::] (03 cheekpmm Cell eyele checkpoint, Husl [IPRO16580]
GFO031694 1 0 0 HUSI checkpoint protein (1) clamp complex 0896 1); Checkpoint protein Husl/Mee3  scaffold_7_mRNA_I671.1
ceuular,compomm] (1), nucleolus [IPRO7150] (1)
[GO:0005730 cellular_component] (1)
GFO031693 1 0 0 Hypothetical protein (1) scaffold_7_mRNA_167.1
P-loop containing nucleoside triphosphate
hydrolase [IPR027417] (1); NB-ARC
N NBS-LRR type discase resistance protcin ADP binding [GO:0043531 [IPRO02182] (1; Leucine-rich repeat
GFO031692 ! 0 Oy molecular_function (1) domain, L domain-like (IPR032675] (1); ScT01d-7-MRNA_1669.1
‘Winged helix-turn-helix DNA-binding
domain [IPRO11991] (1)
. e RPS. Leucine-rich repeat domain, L domain-
GFO031691 1 0 0 Disease resistance RPSS-like protein (1) e (PRO65] 1) scaffold_7_mRNA_1667.1
P-loop containing nucleoside triphosphate
hydrolase [IPR027417] (1); NB-ARC
ADP binding [GO:0043531 [IPRO02182] (1; Leucine-rich repeat
GFO031690 1 0 0 Discaseressance protein RPS2 (1) e FE T omatn, L domain ke (1PRO32678) (1, ST mRNA_1664.1
Winged helix-turn-helix DNA-bi
domain [IPRO11991] (1)
checkpoint clamp complex [GO:0030896
cellular_component] (1); DNA damage  Checkpoint protein Hus1/Mec3
GFO031689 1 0 0 HUST checkpoint protein (1) checkpoint [GO:0000077 [IPRO07150] (1); Cell cyele checkpoint, scaffold_7_mRNA_1663.1

biological_process] (1); nucleolus
[GO:0005730 cellular_component] (1)

Hus1 [IPROI6580] (1)
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‘Winged helix-turn-helix DNA-binding
domain [IPRO11991] (1); Leucine-rich
protein binding [GO:0005515 repeat domain, L domain-like
GFO031688 1 0 0 Disease resistance protein RPS2 (1) molecular_function] (1); ADP binding  [IPR032675] (1); Leucine-rich repeat  scaffold_7_mRNA_1662.1
[GO:0043531 molecular_function] (1) [IPR001611] (1); NB-ARC [IPR002182]
(1 P-loop containing nucleoside
triphosphate hydrolase [IPR027417) (1)
GFO031687 1 0 0 Hypothetical protein (1) scaffold_7_mRNA_1661.1
Myb/SANT-like domain [IPR024752]
GFO031686 1 0 0 Hypothetial protein (1) (1): Harbinger transposase-derived scaffold_7_mRNA_1657.1
nuclease domain [IPRO27806] (1)
i . P-loop containing nucleoside triphosphate
GF0031685 1 0 0 Hypothetical protein (1) inding [GO:0043531 hydrolase [IPR027417] (1); NB-ARC  scaffold_7_mRNA_1656.1
molecular_function] (1) (PROGZIEZ] 1) 7 mRRA
Winged helix-tum-helix DNA-
domain [IPRO11991] (1); Leucine-rich
repeat domain, L domain-like
ADP binding [GO:0043531 ‘['P,R‘:ﬁ:;f] (E‘ E];":S;’:;;']‘:‘l')‘“;‘;
GFO031684 1 0 0 Disease resistance protein RPS2 (1) molecular_function] (1); protein binding 1 b (1 scaffold_7_mRNA_1654.1
[GO:0005515 molecular_function] (1) RC IPRO02182] (1): Leucine-rich
8 & repeat [IPRO01611] (1); AAA+ ATPase
domain [IPR003593] (1; P-loop
containing nucleoside triphosphate
hydrolase [IPR027417] (1)
. P-loop containing nucleoside triphosphate
GF0031683 1 0 0 Hypothetical protein (1) ADP binding [GO:0043531 hydrolase [IPR027417] (1); NB-ARC  scaffold_7_mRNA_1653.1
molecular_function] (1) eRo0s182] (1)
GF0031682 1 0 0 Hypothetical protein (1) scaffold_7_mRNA_1652.1
AAA+ ATPase domain [IPR003593] (1);
NB-ARC [IPR002182] (1; P-loop
. containing nueleoside triphosphate
GF0031681 1 0 0 Disease resistance protein RPS2 (1) ":z'f:'l"a‘:'"’_g“[ﬁgnmts 3 hydrolase [IPR027417] (1); Winged  scaffold_7_mRNA_1649.1
ecular_funct helix-turn-helix DNA-binding domain
[IPRO11991] (1; Leucine-rich repeat
domain, L domain-like [IPR032675] (1)
GF0031680 1 0 0 Hypothetical protein (1) scaffold_7_mRNA_1648.1
nucleolus [GO:0005730
‘:"“‘k“'—“:’?g"o“;';&;(;;f’“" JamIES Checkpoint protein Husl/Mec3
GF0031679 1 0 0 HUSI checkpoint protein (1) ;‘:fo ‘;‘;‘I‘ mm] A “ cmk oint [IPR007150] (1); Cell cycle checkpoint, ~scaffold_7_mRNA_1647.1
gical_p P Hus1 [IPRO16580] (1)
clamp complex [GO!
ccllu\ar}omponunt] u ;
- e Leucine-rich repeat domain, L domain-
GF0031678 1 0 (R;f'd"c‘“c‘i_ DN"‘\ PT'(YI';‘”'“”C like [IPR032675] (1); Reverse scaffold_7_mRNA_1642.1
(everse transcriptase transcriptase domain [IPR000477] (1)
i . nucleic acid binding [GO:0003676 Ribonuclease Hlike domain .
GF0031677 1 0 0 Hypothetical protein (1) moleculay functon] IPRO12337] (1) scaffold_7_mRNA_164.1
zinc fon binding [GO:0008270
molecular_fmction] (1): nueleic acid .
GFO031676 1 0 0 Hypothetical protein (1) Hinding [G0:00036/6 Zine finger, CCHC-type [IPROOISTS] (1) scaffold_7_mRNA_1638.1
molecular_function] (1)
Winged helix-turn-helix DNA-bindi
domain [IPROT1991] (1); Levcine i
ADP binding [GO:0043531 repeat domain, L domain-l
GFO031675 1 0 0 Disease resisance proein RPS2 (1) 10 e K S s [lpkoamz] scaffold_7_mRNA_1636.1
(1): P-loop containing nucleos
triphosphate hydrolase [IPRUZ74I7] 0}
GF0031674 1 0 0 Hypothetical protein (1) scaffold_7_mRNA_1633.1
DNA damage checkpoint [GO:0000077
biological_process] (1; checkpoint  Cell eyele checkpoint, Hus1 [IPRO16580]
GFO031673 1 0 0 HUS checkpoint protein (1) clamp complex [GO:0030896 (1); Checkpoint protein Hus|/Mee3  scaffold_7_mRNA_1625.1
cellular_component] (1; nucleolus [IPRO7150] (1)
GO:0005730 cellular_component] (1)
checkpoint clamp complex [GO:0030896
cellular_component] (1): regulation of  FARI DNA binding domain
transeription, DNA-templated [IPRO04330] (1); FHY3/FAR| family
GFo0031672 ! 0 0 Hypothetical protein (1) [GO:0006355 biological process] (I, [IPRO31032] (1): Checkpoint protein > 101d-7_mRNA_1625.1
DNA damage checkpoint [GO:0000077  Hus1/Mec3 [IPRO0TISO] (1)
biological_process] (1)
Leucine-rich repeat domain, L domain-
. . like [IPR032675] (1); NB-ARC
GF0031671 1 0 0 Discase resistance protein (1) ADP binding [GO:0043531 [IPR002182] (1); P-loop containing  scaffold_7_mRNA_1624.1
molecular_function] (1) 7 mRRA
nucleoside triphosphate hydrolase
[IPRO27417] (1)
NB-, AR( [IPROI‘)Z\RZ] (1): P-loop.
ucleoside triphosphate
ADP binding [GO:0043531 hydmlase [IPRO27417] (1); Winged
GFO031670 1 0 0 Discaseresstance protein RPS2 (1) 0 e FE it helx DA biding domin *€4014_7_MRNA_1623.1
[IPROT1991] (1); Leucine-rich repeat
domain, L domain-like [IPR032675] (1)
GF0031669 1 0 0 Hypothetical protein (1) scaffold_7_mRNA_162.1
Leucine-rich repeat domain, L domain-
like (IPR032675] (1); Winged helix-tumn-
o NBS-LRR type discase resstance protein ADP binding [GO:0043531 helix DNA-binding domain [IPRO11991]
GFo0031668 ! 0 Oy molecular_function] (1) (1): NB-ARC [IPRO02182] (1): P-loop  >°AT0147_mRNA_1619.1
containing nucleoside triphosphate
hydrolase [IPR027417] (1)
Domain of unknown function DUF1985
GFO031667 1 0 0 Hypothetical protein (1) HPROISH10] (1) scaffold_7_mRNA_1618.1
GFO031666 1 0 0 Hypotheical protein (1) CBS domain [IPR000644] (1) scaffold_7_mRNA_1596.1
GFO031665 1 0 0 Hypothetical protein (1) scaffold_7_mRNA_1591.1
GFO031664 1 0 0 Hypothetical protein (1) scaffold_7_mRNA_IS87.1
GFO031663 1 0 0 Hypothetical protein (1) scaffold_7_mRNA_1585.1
GFO031662 1 0 0 Hypothetical protein (1) scaffold_7_mRNA_1584.1
GFO031661 1 0 0 Hypothetical protein (1) scaffold_7_mRNA_1579.1
GFO031660 1 0 0 Hypothetical protein (1) scaffold_7_mRNA_I577.1
nucleic acid binding [GO:0003676
GF0031659 1 0 0 Hypothetical protein (1) molecular_function] (1); zinc ion binding Zine finger, CCHC-type [IPRO0ISTS] (1) scaffold_7_mRNA_1568.1
[GO:0008270 molecular_function] (1)
il . (G Reverse transcriptase zine-binding
GF0031658 1 0 0 ﬁ':’“""“'““ Filike superfamily protein "::;1;';:“’;"::“7':1*] {(I,v)o.wu.wo domain [IPR026960] (1); Ribonuclease  scaffold_7_mRNA_1566.1
- H-like domain [IPRO12337) (1)
GFO031657 1 0 0 Hypothetical protein (1) scaffold_7_mRNA_1565.1
S-adenosyl-L-methionine-dependent
S-adenosyl-L-methionine-dependent
§ e O-methyltransferase activity methyliransferase [IPR029063] (1 O-
GFo0031656 ! 0 0 :'s:‘f:i”l"";"(’lf;”’“ superfamily protein 1 ;65,0008171 molecular_function] (1) methyltransferase, family 3 [IPR002935) S°T0ld_7_MRNA_1559.1
GFO031655 1 0 0 Hypothetical protein (1) scaffold_7_mRNA_1557.1
e . NB-ARC [IPRO02182] (1; P-loop
GF0031654 1 0 0 Hypothetical protein (1) 3‘0’::;“[ ;’Egl‘o’“‘;‘m’“ containing nucleoside triphosphate scaffold_7_mRNA_1555.1
- hydrolase [IPR027417] (1)
TBY/DP1/HVA22-related protein
" § . i [IPRO04345] (1); Ribonuclease H-like
GrO031653 , o Putative non-LTR retroelement reverse  nucleic acid binding (GO:0003676 doman IPROIZS37] (13, Reverso saffold 7 mRNA. 15541
transcriptase (1) molecular_function] (1)
transcriptase zine-binding domain
[IPRO26960] (1)
s et i Retrotransposon gag domain .
GF0031652 1 0 0 Hypothetical protein (1) (IPRODSIGE] () scaffold_7_mRNA_1536.1
GFO031651 1 0 0 Hypothetical protein (1) scaffold_7_mRNA_1534.1
GF0031650 1 0 0 Hypothetical protein (1) scaffold_7_mRNA_1533.1
GF0031649 1 0 0 Hypothetical protein (1) scaffold_7_mRNA_1532.1
- Cytokinin riboside S-monophosphate
GF0031648 1 0 0 Chy “fk;""fh“l;“’f;d”f ""“]""""""5”““ phosphoribohydrolase LOG [IPR005269] scaffold_7_mRNA_1515.1
phosphoribohydrolase (1): LOG family [IPRO31100] (1)
GFO031647 1 0 0 Hypothetical protein (1) scaffold_7_mRNA_1514.1
Aspartic peptidase domain [IPR021109]
GFO031646 1 0 0 Hypothetical protein (1) (1): Retrotransposon gag domain scaffold_7_mRNA_I513.1
[IPRO0S162] (1)
GFO031645 1 0 0 Hypothetical protein (1) scaffold_7_mRNA_149.1
Zinc finger, PMZ-type [IPR006564] (1);
’ MULE transposase domain [IPRO18289]
GF0031644 1 0 0 Mutator-like transposase (1) ""f“"’::":_d‘"ﬁ.[c':lo(:’:mzw (1); Transposase, MuDR, plant scaffold 7 mRNA_1481.1
molecular_functior [IPRO04332] (1); Zinc finger, SWIM-
type [IPRO0TS27] (1)
cysteine-type peptidase activity Domain of unknown function DUF1985
[GO:0008234 molecular_function] (1); ~ [IPRO1S410] (1); Ulpl protease family,
GFO031643 1 0 0 Hypothetical protein (1) proteclysis [GO-0006308 Ctemninal catalyic domam [IPRO03663] *C2T0Id 7 MRNA_1450.1
biological_process] (1) o)
y P-loop containing nucleoside triphosphate
GFO031642 1 0 0 Hypothetical protein (1) ADP binding [GO:0043531 hydrolase [IPR027417) (1); NB-ARC  scaffold_7_mRNA_1475.1
molecular_function] (1) [IPRO02152] (1)
. “ 5 Leucine-rich repeat domain, L domain-
GFO031641 1 0 0 Disease resistance RPSS-like protein (1) e PRO265] 1y scaffold_7_mRNA_1471.1
cucine-rich repeat domain, L domain-
GFO031640 1 0 0 Hypothetical protein (1) ke [bR0326701 (1) scaffold_7_mRNA_1462.1
Gro031639 ) o isease resistance protein family, Leucine-rich repeat domain, L domain- x5 s a1y

© putative (1)

like [IPR032675] (1)
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GF0031638 1

GF0031637 1

GF0031636 1
GF0031635 1
GF0031634 1
GF0031633 1

GF0031632 1

GF0031631 1
GF0031630 1
GF0031629 1
GF0031628 1

GF0031627 1

GF0031626 1

GF0031625 1
GF0031624 1

GF0031623 1
GF0031622 1

GF0031621 1

GF0031620 1
GF0031619 1

GF0031618 1
GF0031617 1

GF0031616 1

GF0031615 1

GF0031614 1

GF0031613 1

GF0031612 1

GF0031611 1

GF0031610 1

GF0031609 1

GF0031608 1

GF0031607 1

GF0031606 1

GF0031605 1

GF0031604 1

GF0031603 1

GF0031602 1

GF0031601 1

GF0031600 1
GF0031599 1

GF0031598 1

GF0031597 1

GF0031596 1

GF0031595 1
GF0031594 1

GF0031593 1

GF0031592 1
GF0031591 1
GF0031590 1
GF0031589 1

GF0031588 1

°

c oo o

o o o oo

o o o

c oo o

0 Disease resistance protein (1)

0 Hypothetical protein (1)

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

0 Wall-associated receptor kinase 2 (1)

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

o Polynucleotidyl transferase, Ribonuclease
H fold (1)

0 Hypothetical protein (1)

0 Wall-associated receptor kinase 2 (1)

0 Hypothetical protein (1)

0 Monosacharide transport protein (1)

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

0 Hypothetical protein (1)
0 Cyelin A2 (1)

0 Hypothetical protein (1)
0 DNA repair protein XRCCI (1)
0 Hypothetical protein (1)

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

0 Hypothetical protein (1)

o LRR receptor-like kinase family protein
m

SLG-Sc and SLA-Sc genes and Melmoth
retrotransposon sequence (1

0 Hypothetical protein (1)

0 Hypothetical protein (1)

Cytokinin riboside S-monophosphate

© phosphoribohydrolase (1)

Cytokinin riboside S-monophosphate
phosphoribohydrolase (1)
0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)
To encode a PR protein, Belongs to the
0 plant thionin family with the following
members:, putative (1)
To encode a PR protein, Belongs to the
0 plant thionin family with the following
members:, putative (1)

 LRR receptor-like kinase family protein
0l

0 Hypothetical protein (1)

DEAD-box ATP-dependent RNA
helicase 1 (1)

0 Hypothetical protein (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)
0 Pseudo response regulator (1)

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

0 Histidine kinase 1 (1)

0 Hypothetical protein (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)
o Sulfite exporter TauE/SafE family protcin

protein binding [GO:0005515
molecular_function] (1); ADP binding
[GO:0043531 molecular_function] (1)

membrane [GO:0016020
cellular_component] (1)

protein kinase activity [GO:0004672
molecular_function] (1); pmlem
phosphorylation [GO:0006468
biological_process] (1): ATP binding
[GO: 4 molecular_function] (1);
polysaccharide binding [G0:0030247
molecular_function] (1)

nucleic acid binding [GO:0003676
molecular_function] (1

protein kinase activity [GO:0004672
molecular_function] (1); protein
phosphorylation [GO:0006468
bmlﬂycnl |_process] (1); ATP binding
[Go: 4 molecular_function] (1)
pmneolyus [GO:0006508
biological_process] (1); ;cxscine type
peptidase activity [GO:0008234
molecular_function] (1 )

nucleus [GO:0005634
cellular_component] (1)

zine ion binding [GO:0008270
molecular_function] (1); nucleic acid
binding [GO:0003676
molecular_function] (1)

protein phosphorylation [GO:0006468
biological_process] (1); protein kinase
activity [GO:0004672
molecular_function] (1): ATP binding
[G0:0005524 molecular_function] (1);
protein binding [GO:0005515
molecular_function] (1)

DNA integration [GO:0015074

biological_process] (1); nucleic acid
inding [GO:000367

molecular_function] (1)

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

proteolysis [GO:0006508
biological_process] (1); protein kinase
activity [GO:0004672
molecular_function] (1); protein
phosphorylation (GO ouumx
biological_process] (1); A’
[G0:0005524 molecular ﬁmcnon] (|)
aspartic-type endopeptidase activity
[GO:0004190 molecular_function] (1);
protein binding [GO:0005515
molecular_function] (1)

nucleic acid binding [GO:0003676
molecular_function] (1); ATP
[GO:0005524 molecular. mncnon]m

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

phosphorelay signal transduction system
[GO:0000160 biological_process] (1)

transferase activity, transferring
phosphorus-containing groups
[GO:0016772 molecular_function] (1);
phosphorylation [GO:0016310
biological_process] (1); signal
transduction [GO:0007165
biological_process] (1); phosphorelay
sensor kinase activity [GO:0000155
molecular_function] (1); phosphorelay
signal transduction system [GO:0000160
biological_process] (1)

integral component of membrane
[GO:0016021 cellular_component] (1)

Leucine-rich repeat domain, L domain-
like [IPR032675] (1); Winged helix-turn-
helix DNA-binding domain [xmm 1991]
(1); P-loop containing nucleos

triphosphate hydrolase [IPROZ74|7] ay
AAA+ ATPase domain [IPRO03593] (1);
Leucine-rich repeat [IPR001611] (1);
NB-ARC [IPRO02182] (1)

ABC-2 type transporter [IPRO13525] (1);

P-loop containing nucleoside triphosphate scaffold_7_mRNA_1449.1

hydrolase [IPR027417] (1)

scaffold_7_mRNA_1445.1
scaffold_7_mRNA_1444.1
scaffold_7_mRNA_1443.1
scaffold_7_mRNA_1426.1

Protein kinase domain [IPR000719] (1);
Protein kinase-like domain [IPROT1009]
(| ): Wall-associated receptor kinase,

lacturonan-binding domain
[IPROZSZN] (1); Serine/threonine-
protein kinase, active site [IPRO0S271]
(1): Serine-threonine/tyrosine-protein
Kinase, catalytic domain [IPR001245] (1)
Domain of unknown function DUF4283
[IPRO25558] (1)

scaffold_7_mRNA_1422.1

Ribonuclease H-like domain
[IPRO12337] (1)

scaflold_7_mRNA_1420.1

Serine/threonine-protein kinase, active
site [IPRO0S271] (1); Protein kinase
domain [IPRO00719] (1); Protein kinase-
like domain [IPROT1009] (1)

Ulpl protease family, C-terminal
catalytic domain [IPR003653] (1)

scaffold_7_mRNA_1416.1
scaffold_7_mRNA_1415.1

Retrotransposon gag domain
[IPRO05162] (1)

scaffold_7_mRNA_1410.1

Cyclm N-terminal [IPRO06671] (1);
Cyel
ay (yclm like [IPROT3763] (1)

scaffold_7_mRNA_1405.1
scaffold_7_mRNA_1399.1

BRCT domain [IPRO01357] (1)
Aspartic peptidase domain [IPR021109]
ay

scaffold_7_mRNA_1396.1

Reverse transcriptase zinc-binding
domain [IPR026960] (1); Domain of
unkr

own function DUF4283 scaffold_7_mRNA_1391.1

n
[IPRO25558] (1); Zine finger, CCHC-
type [IPROOISTS] (1)

scaffold_7_mRNA_1386.1

Leucine-rich repeat, typical subtype
[IPR003591] (1); Leucine-rich repeat
domain, L domain-like [IPR032675] (1);
Protein kinase-like domain IPROT1009]
(1; Protein kinase domain [IPR000719]
(1); Leucine-rich repeat [IPR001611] (1);
Leucine-rich repeat-containing N-
terminal, plant-type [IPRO13210] (1);
Protein kinase, ATP binding site
[IPRO17441] (1); Serine/threonine-
protein kinase, active site [IPRO08271]
[0}
Integrase, catalytic core [IPRO01S84] (1);
Reverse transcriptase, RNA-dependent
(A polymerase [IPRO13103] (1);
Ribonuclease H-like domain
[IPRO12337] (1): GAG-pre-integrase
domain [IPR025724] (1)
Reverse transcriptase, RNA-dependent
DNA polymerase [IPRO13103] (1); Gag-
polypeptide of LTR copia-type
[IPR029472] (1)

LOG family [IPR031100] (1); Cytokinin
riboside S-monophosphate
phosphoribohydrolase LOG [IPR005269]
M

LOG family [IPRO31100] (1)

scaffold_7_mRNA_1350.1

Ribonuclease H-like domain

[IPROI2337] (1); HAT, C-terminal scaffold_7_mRNA_1349.1

dimerisation domain [IPR00S906] (1)

scaffold_7_mRNA_1348.1

scaffold_7_mRNA_1346.1

scaffold_7_mRNA_1345.1

Protein kinase-like domain [IPRO11009]
-rich repeat domain, L
domain-like [IPRO32675] (1); Leucine-
rich repeat, typical subtype [IPR003591]
(1); Aspartic peptidase, active
[IPRO01969] (1); Leucine rich repeat 4

[IPRO25875] (1); Protein kinase domain  scaffold_7_mRNA_1339.1

IPRO00719] (1); Leucine-rich repeat
[IPRO01611] (1); Serine/threonine-
protein kinase, active site [IPRO0S271]
(1); Protein kinase, ATP binding site
[IPRO17441] (1); Aspartic peptidase
domain [IPRO21109] (1)

scaffold_7_mRNA_1335.1

Helicase superfamily 1/2, ATP-binding
domain [IPRO14001] (1); P-loop.
containing nucleoside triphosphate
hydmlase [IPR027417) (1);

EAD/DEAH box helicase domain
[IPRO11545] (1)

scaffold_7_mRNA_1321.1
scaffold_7_mRNA_1320.1

Transferase [IPR003480] (1)

scaffold_7_mRNA_1314.1

CheY-like superfamily [IPRO11006] (1);

Signal transduction response regulator,  scaffold_7_mRNA_I31.1

receiver domain [IPR001789] (1)

scaffold_7_mRNA_1309.1
scaffold_7_mRNA_130.1

Histidine kinase-like ATPase, C-terminal
domain [IPR003594] (1; Signal
transduction histidine kinase,
dimerisation/phosphoacceptor domain
[IPRO03661] (1); Signal transduction
response regulator, receiver domain
[IPRO01789] (1); Signal transduction
histidine kinase-related protein,
terminal (IPRO04358] (1); Hist
Kinase domain [IPR005467] (1)

scaffold_7_mRNA_1289.1
scaffold_7_mRNA_128.1

scaffold_7_mRNA_1278.1
scaffold_7_mRNA_1277.1

ZEFLZ domain [IPRO0T650] (1)

Transmembrane protein TauE-like
[IPRO02781] (1)

scaffold_7_mRNA_1460.1

scaffold_7_mRNA_1424.1

scaffold_7_mRNA_1423.1

scaffold_7_mRNA_1421.1

scaflold_7_mRNA_1419.1

scaffold_7_mRNA_1418.1

scaffold_7_mRNA_1414.1

erminal domain [IPR004367]  scaffold_7_mRNA_1409.1

scaflold_7_mRNA_1397.1

scaffold_7_mRNA_1384.1

scaffold_7_mRNA_1379.1

scaffold_7_mRNA_1376.1

scaflold_7_mRNA_1370.1

scaffold_7_mRNA_1369.1

scaffold_7_mRNA_1366.1

scaffold_7_mRNA_1324.1

scaflold_7_mRNA_1318.1

scaffold_7_mRNA_129.1

scaffold_7_mRNA_1271.1



T Nam inC.celementine  Numin C. unshia Note Go TaterPro Member Members in PArolaE
GFO031587 1 0 0 Hypothetical protein (1) scaffold_7_mRNA_1270.1
GFO031586 1 0 0 Hypothetical protein (1) scaffold_7_mRNA_1268.1
GFO031585 1 0 0 Hypothetial protein (1) scaffold_7_mRNA_1267.1
GFO031584 1 0 0 Hypothetical protein (1) scaffold_7_mRNA_1243.1
GFO031583 1 0 0 Hypothetical protein (1) Thioredoxin-like fold [IPR012336] (1) scaffold_7_mRNA_1236.1
transporter activity [GO:0005215 Major intrinsic protein [IPR000425] (1);
molecular_function] (1); membrane  Aquaporin transporter [IPR034294] (1);
GFO031582 1 0 0 Tonoplast intrinsic protein (1) [GO:0016020 cellular_component] (1);  Major inrinsic profein, conserved site  scaffold_7_mRNA_1226.1
transport [GO:0006810 [IPR022357] (1); Aquaporin-like
biological proeess] (1) [1PRO23271] (1)
Zine knuekle CX2CX4HX4C
nucleic acid binding [GO:0003676 [IPRO25836] (1); Zine finger, CCHC-
GFO031581 1 0 0 Hypothetical protein (1) molecular_function] (1); zinc ion binding type [IPROOIS7E] (1); Domain of scaffold_7_mRNA_1212.1
[GO:0008270 molecular_function] (1) unknown function DUF4283
[IPR025558] (1)
. . Endonuclease/exonuclease/phosphatase
GFO031580 1 0 0 Hypothetical protein (1) [PROUSI3E] 1y scaffold_7_mRNA_1210.1
phosphorelay signal transduction system
” “™Signal transduction histidine kinase,
P . N Hisidine-contaning phosphotranster — [GO:0000160 biologial process] (1): Ll EPREETE TR scalold7 mRNA 11921
protein 4 (1) signal transducer activity [GO:0004871
' [IPRO0S207] (1)
molecular_function] (1)
GFOO31578 1 0 0 Hypothetical protein (1) scaffold_7_mRNA_1184.1
GFO031577 1 0 0 Hypothetical protein (1) scaffold_7_mRNA_1175.1
GFO031576 1 0 0 Hypothetical protein (1) scaffold_7_mRNA_1161.1
GFO031575 1 0 0 Hypothetical protein (1) scaffold_7_mRNA_1155.1
GFO031574 1 0 0 Hypothetical protein (1) scaffold_7_mRNA_1147.1
GFO031573 1 0 0 Hypothetical protein (1) scaffold_7_mRNA_1146.1
protein kinase activity [GO:0004672 b i1 inace domain [IPRO00719] (1);
molecular_function] (1); protein Protein kinase-like domain [IPR011009]
GFO031572 1 0 0 Hypothetical protein (1) phosphorylation [GO:0006468 scaffold_7_mRNA_1144.1
(1): Leucine-rich repeat domain, L
iological process] (1): ATP binding SHEETEL ) T
[GO:0005524 molecular_function] (1)
GFO031571 1 0 0 Hypothetical protein (1) scaffold_7_mRNA_1140.1
' P-loop containing nucleoside triphosphate
GF0031570 1 0 0 Isopentenyl transferase IPT2 (1) :}:1’: "Z‘;“Z':i Eﬁ0;°°°x°33 hydmlase [IPR0274 171 (1); tRNA scaffold_7_mRNA_114.1
wical_proces dimethylallyltransferase [IPRO18022] (1)
Protein kinase-like domain [IPRO11009]
-rich repeat domain, L
N domain-like [IPR032675] (1); Malectin-
":: ﬁ :"‘::“ﬂﬁzﬁ"ﬁs‘s“‘:mci“ like carbohydrate-binding domain
Hoenorsiation (GO odl)“m o8 [IPR024788] (1); Protein kinase domain
GFO031569 1 0 0 LRR receptor-like kinase plant (1) phosphony [IPRO00719] (1; Protein kinase, ATP  scaffold_7_mRNA_I138.1
biological_process] (1); protein kinase
binding site [IPRO17441] (1);
activity [GO:0004672
olecr foncton (1) erine/threonine-protein kinase, active
! site [IPRO0S271] (1; Serine-
threonine/tyrosine-protein k
cataytic domain [PRO0I245) (1)
Protein kinase domain [IPR000719] (1);
Malectin-like carbohydrate-binding
ATP binding (GO:0005524 domain [IPRO24788] o Leucine-rich
molecular_function] (1): pmnem repeat domain, L domain-like
IPROS267S) (1) Protin kinsc-ke
phosphorylation [GO:0006468 domain [IPRO11009] (1); Serine-
GFO031568 1 0 0 LRR receptor-like kinase plant (1) biological | pmcc:t] 0 pm(em Kinase ! ) Se scaffold_7_mRNA_1136.1
vy 160 threonine/tyrosine-protein kinase,
catalytic domain [IPR001245] (1);
molecum,mmmn] m. protein binding
1G0:0005515 motecuia Tametion] (1) Sernethrcorine-protn kinase,active
§ - site [IPRO0S271] (1); Protein kinase,
ATP binding site [IPRO17441] (1);
Leucine-rich repeat [IPRO01611] (1)
GFO031567 1 0 0 Hypothetical protein (1) scaffold_7_mRNA_1132.1
P-type ATPase, subfamily I11A
ATP biosynthetc process [GO:0006754 B CCATE SRR
biological_process] (1); nucleotide
transmembrane domain [eromvx] ()
binding [GO:000016
motcodls fanction (1) negral P-type ATPase, cytoplasmic domain N
GFO031566 1 0 0 Plasma membrane ATPase (1) component of membrane [GO:0016021 Hg‘;ggﬁ:g} f:; ‘é:ﬁ:: "f:s % g, SCATId 7 TRNA 11301
cellular_component] (1); ATPase activity - porting
type ATPase, N-terminal IPRO04014]
[GO:0016887 molecular_function] (1);
metalfon binding [GO-0046872 (1): HAD-like domain [IPR023214] (1);
¢ P-iype ATPase, A domain [IPR00S250]
molecular_function] (1) o
Alpha/Beta hydrolase fold [IPR029058]
GF0031565 1 0 0 Triacylglycerol lipase (1) b'w';’o“::‘;l“"’:‘o‘cz:‘:]‘ﬁ’) [GO:0006629 )k ungal lipase-like domain scaffold_7_mRNA_1128.1
icalp [IPR002921] (1)
GFO031564 1 0 0 Hypothetical protein (1) scaffold_7_mRNA_1121.1
FYVE zinc finger [IPR000306] (1
Prosphatidylosio- - phmpha -
kinase, core IPR002498] (1); Z
ATP binding [GO:0005524 finger, Vb 1PROI7453) (1)
molecular_function] (1); metal ion Zine finger, FY VE/PHD-type
binding (GO:0046872 [IPROVIOI1] (1); GroEL-like apical
molecular_function] (1); domain [IPR027409] (1); Zinc finger,
GF0031563 1 0 L;::f:ﬂh:g‘:y:;‘;‘”"""3"’""5”“‘3 5" phosphatidylinositol phosphate kinase  RING/FYVE/PHD-type [IPROI3083]  scaffold_7_mRNA_1111.1
y activity [GO:0016307 (1); Chaperonin Cpn6O/TCP-1 family
molecular_fnction] (1); [IPR002423] (1); GroEL-like equatorial
phosphatidylinositol metabolic process  domain [IPR027413] (1);
[GO:0046488 biological process] (1) Phosphatidylinositol-4-phosphate 5-
Kinase, N-tcrminal domain [IPR027484]
(1): Phosphatidylinositol-4-phosphate 5-
inase, C-terminal (IPRO27483] (1)
Reverse transcriptase domain
GFO031562 1 0 0 Hypotheical protein (1) PROOHTT] (1) scaffold_7_mRNA_1099.1
GFO031561 1 0 0 Hypothetical protein (1) scaffold_7_mRNA_1095.1
GFO031560 1 0 0 Hypothetical protein (1) scaffold_7_mRNA_1093.1
catalytic activity [GO:0003824
molecular_function] (1); oxidoreductase ~ Alpha-hydroxy acid dehydrogenase,
activity [GO:0016491 EMN-dependent [IPROI2133] (1);
GFO031559 1 0 0($)-2-hydroxy-acid oxidase (1) molecular mncuon] (1) oxidation Aldolas-type TIM banel (IPROI3785] - scaffold 7 mRNA_1073.1
reduction process [GO:0055114 (1): FMN-dependent dehydrogenase
bologeal pocess] (1 FMN binding (1PRO0O262] (1)
[GO:0010181 molecular_function] (1)
LOG family [IPRO31100] (1); Cytokinin
Cytokinin riboside S-monophosphate riboside S-monophosphate
GFO031558 ! 0 © phosphoribohydrolase (1) phosphoribohydrolase LOG [IPR005269] S°4T0147_MRNA_1071.1
m
GFO031557 1 0 0 Hypothetical protein (1) scaffold_7_mRNA_1068.1
4iron, 4 sulfur cluster
[GO:0051539 molecular_function] (1);
lipoate synthase activity [GO:0016992
GFO031556 1 0 0 Hypothetical protein (1) tector funion] (1 liponte Lipoyl synthase [IPRO03698] (1) scaffold_7_mRNA_1063.1
biosynthetic process [uo 0009107
biological_process] (1
GFO031555 1 0 0 Hypothetical protein (1) scaffold_7_mRNA_1061.1
GFO031554 1 0 0 Hypothetical protein (1) scaffold_7_mRNA_1060.1
GFO031553 1 0 0 Hypothetical protein (1) scaffold_7_mRNA_1059.1
GFO031552 1 0 0 Monosacharide transport protein (1) scaffold_7_mRNA_1058.1
GFO031551 1 0 0 Hypothetical protein (1) scaffold_7_mRNA_1057.1
GFO031550 1 0 0 Hypothetical protein (1) scaffold_7_mRNA_1056.1
i . nucleic acid binding [GO:0003676 Ribonuclease H-like domain i
GF0031549 1 0 0 Hypothetical protein (1) etecuar functions (1) (PROIZ331 1) scaffold_7_mRNA_1054.1
Polyketide synthase, bea-ketoacyl
mi:::;;{f:::;gi’ﬁ ti‘g‘;fi activity Synthase domain [IPRO20841] (1
[GO:0003824 molecutar_function] (1; | oselike [IPROI6039] (1); Beta-
Beta-ketoacyl-acyl-carrier-protein transferase acivity, trnsferringacyl <o) synthase, active site
GFO031548 1 0 p . [IPROIS201] (1: Beta-ketoacyl synthase, scaffold_7_mRNA_1049.1
synthase 11 (1) ‘groups other than amino-acyl groups
4 N-terminal [IPRO14030] (1; 3-oxoacyl-
[GO:0016747 molecular_function] (1); g
P o [acyl-carrier-protein] synthase 2
§ [IPRO17568] (1); Beta-ketoacyl synthase,
[GO:0006633 biological process] (1) il (1PRO14031] (1)
y ; Leucine-ich repeat domain, L domain- _
GF0031547 1 0 0 Hypothetical protein (1) e PRO326791 (1) scaffold_7_mRNA_1048.1
Reverse transeriptase zinc-binding
domain [IPRO26960] (1; Ribonuclease
. Putative non-LTR retroelement reverse  nucleic acid binding (GO:0003676 Helike domain [IPROI2337) (1); Reverse ___
GFO031546 ! 0 O (ranscriptase (. molecular_function] (1 transeriptase domain [IPR000477] (1); 1017 MRNA_1046.1
Endonuclease/exonuclease/phosphatase
[IPRO0S135] (1)
GFO031545 1 0 0 Hypothetical protein (1) scaffold_7_mRNA_1032.1
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GF0031544 1

GF0031543 1
GF0031542 1
GF0031541 1
GF0031540 1

GF0031539 1

GF0031538 1
GF0031537 1
GF0031536 1

GF0031535 1

GF0031534 1
GF0031533 1
GF0031532 1

GF0031531 1

GF0031530 1

GF0031529 1

GF0031528 1

GF0031527 1

GF0031526 1

GF0031525 1

GF0031524 1

GF0031523 1

GF0031522 1

GF0031521 1

GF0031520 1

GF0031519 1

GFO031518 1

GFO031517 1
GF0031516 1
GFO031515 1
GFO031514 1
GF0031513 1
GFO031512 1
GFO031511 1

GF0031510 1

GF0031509 1
GF0031508 1
GF0031507 1
GF0031506 1
GF0031505 1
GF0031504 1
GF0031503 1
GF0031502 1

GF0031501 1

GF0031500 1
GF0031499 1
GF0031498 1
GF0031497 1

GF0031496 1

GF0031495 1
GF0031494 1

GF0031493 1

GF0031492 1

GF0031491 1

GF0031490 1

GF0031489 1
GF003 1488 1

GF0031487 1

GF0031486 1
GF0031485 1
GF0031484 1
GF0031483 1
GF0031482 1
GF0031481 1
GF0031480 1
GF0031479 1

s oo o

°

© cocooooo

ccococoooo

oo oo

°

coccocoo oo

0 Subtilisin-like serine protease (1)

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

Cytokinin riboside Smonophosphate

© phosphoribohydrolase (1)

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

Cytokinin riboside S-monophosphate

O phosphoribohydrolase (1)

o LRR receptor-like kinase family protein
[}

0 Hypothetical protein (1)

0 Hypothetical protein (1)

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

0 Hypothetical protein (1)

0 Hypothetical protein (1)
0 Mutator-like transposase (1)

0 Hypothetical protein (1)

o LRR receptor-like kinase family protein
[}

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

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

0 Hypothetical protein (1)

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

0 Auxin efflux carrier component (1)

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

o DNA-damage-repair/oleration protein
DRTI00 (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

Cytokinin riboside S-monophosphate

phosphoribohydrolase (1)

CDNA clone:002-112-G06, full insert

sequence (1)

o LRR receptorlike kinase family protein
a

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

0 Hypothetical protein (1)

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

serine-type endopeptidase acti
[G0:0004252 molecular_function] (1);
proteolysis [GO:0006508
biological_process] (1)

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

nucleic acid binding [GO:0003676
molecular_function] (1); DNA binding
[G0:0003677 molecular_function] (1)
protein dimerization activity
[GO:0046983 molecular_function] (1);
nucleic acid binding [GO:0003676
molecular_function] (1)

protein dimerization activity
[G0:0046983 molecular_function] (1);
nucleic acid binding [GO:0003676
molecular_function] (1)

zine ion binding [GO:0008270
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)

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

transmembrane transport [GO:0055085
biological_process] (1); integral
component of membrane [GO:0016021
cellular_component] (1)

protein binding [GO:0005515
molecular_function] (1)

protein binding [GO:0005515

molecular_function] (1); protein

phosphorylation [GO:0006468

biological_process] (1); protein kinase
7.

molecular_function] (1); ATP binding
[G0:0005524 molecular_function] (1)

nucleic acid binding [GO:0003676
molecular_function] (1); DNA binding
[GO:0003677 molecular_function] (1)

Peptidase S8, subtilisin, Ser-active site
[IPRO23828] (1); Peptidase S§
propeptide/proteinase inhibitor 19
[IPRO10259] (1); Peptidase S8,
subtilisin-related [IPRO15500] (1);
Protease propeptides/proteinase inhibitor
19 [IPRO09020] (1); Pepti 553
domain (IPR000209] (1); PA domain
[IPRO03137] (1); Cucumisin-like
catalytic domain [IPR034197] (1)

Aspartic peptidase domain [IPR021109]
)

LOG family [IPRO31100] (1); Cytokinin
riboside Smonophosphate
phosphoribohydrolase LOG [IPR005269]
)

LOG family [IPR031100] (1); Cytokinin
riboside S-monophosphate
phosphoribohydrolase LOG [IPR005269]
)

Protein kinase domain [IPR000719] (1);
Leucine-rich repeat domain, L domain-
like [IPR032675] (1); Protein kinase-like
domain [IPROT1009] (1; Leucine-rich
repeat-containing N-terminal, plant-
[IPRO13210] (1); Serine/threonine-
protein kinase, active site [IPRO08271]
(1; Protein kinase, ATP binding site
[IPRO17441] (1)

Zine finger, BED-type [IPR003656] (1);
Zine finger C2H2-type [IPROI3087] (1)

Ribonuclease H-like domain
[IPROI2337] (1); HAT, C-terminal
dimerisation domain [IPR00S906] (1)

HAT, C-terminal dimerisation domain
[IPRO08906] (1); Ribonuclease H-like
domain [IPRO12337] (1)

Domain of unknown function DUF1985
[IPRO15410] (1)

Zine finger, PMZ-type [IPRO06564] (1);
MULE transposase domain [IPR018289]
(1); Transposase, MuDR, plant
[IPR004332] (1); Zine finger, SWIM-
type [IPR007527] (1)

Arabidopsis retrotransposon Orfl
[IPR004312] (1)

Protein kinase-like domain [IPRO11009]
(1); Leucine-rich repeat domain, L
domain-like [IPR032675] (1); Protein
kinase domain [IPR000719] (1); Leucine-
rich repeat-containing N-terminal, plant-
type [IPRO13210] (1); Serine/threonine-
protein kinase, active site [IPRO0S271]
m

Aspartic peptidase domain [IPR021109]
(1); Chromo domain [IPR023780] (1);
Chromo domain-like [IPRO16197] (1)

Zine finger, SWIM-type [IPR007527)
(1; Zine finger, PMZ-type [IPR006564]
m

Membrane transport protein [IPR004776]
M

Leucine-rich repeat [IPR001611] (1);
Leucine-rich repeat-containing N-
terminal, plant-type [IPRO13210] (1);
Leucine-rich repeat domain, L. domain-
like [IPRO32675] (1)

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

Cytokinin riboside S-monophosphate
phosphoribohydrolase LOG [IPR005269]
(1): LOG family [IPRO31100] (1)

Protein kinase domain [IPR000719] (1);
Leucine-rich repeat, typical subtype
[IPR003591] (1); Leucine-rich repeat
domain, L domain-like [IPR032675] (1);
Protein kinase-like domain [IPRO11009]
(1); Protein kinase, ATP binding site
[IPRO17441] (1); Serine/threonine-
protein kinase, active site [IPR00S271]
(1); Leucine-rich repeat-containing N-
terminal, plant-type [IPRO13210] (1);
Leucine-rich repeat [IPRO01611] (1)

Zine finger, BED-type [IPR003656] (1);
Zine finger C2H2-type [IPROI3087] (1)

LOG family [IPRO31100] (1)

scaffold_7_mRNA_1015.1

scaffold_7_mRNA_1012.1
scaffold_7_mRNA_1011.1
scaffold_7_mRNA_1010.1
scaffold_7_mRNA_1006.1

scaffold_7_mRNA_1001.1

scaffold_6_mRNA_997.1
scaffold_6_mRNA_994.1
scaffold_6_mRNA_990.1

scaflold_6_mRNA_989.1

scaffold_6_mRNA_986.1
scaffold_6_mRNA_984.1
scaffold_6_mRNA_983.1

scaffold_6_mRNA_980.1

scaffold_6_mRNA_98.1

scaffold_6_mRNA_978.1

scaffold_6_mRNA_976.1

scaffold_6_mRNA_974.1

scaflold_6_mRNA_967.1

scaffold_6_mRNA_966.1

scaffold_6_mRNA_964.1

scaflold_6_mRNA_962.1

scaffold_6_mRNA_961.1

scaffold_6_mRNA_960.1

scaffold_6_mRNA_96.1

scaffold_6_mRNA_959.1
scaflold_6_mRNA_955.1

scaffold_6_mRNA_951.1
scaffold_6_mRNA_95.1

scaffold_6_mRNA_946.1
scaffold_6_mRNA_941.1
scaffold_6_mRNA_94.1

scaffold_6_mRNA_937.1
scaffold_6_mRNA_932.1

scaffold_6_mRNA_929.1

scaffold_6_mRNA_928.1
scaffold_6_mRNA_920.1
scaffold_6_mRNA_918.1
scaffold_6_mRNA_911.1
scaffold_6_mRNA_908.1
scaffold_6_mRNA_907.1
scaffold_6_mRNA_906.1
scaffold_6_mRNA_900.1

scaffold_6_mRNA_891.1

scaflold_6_mRNA_889.1
scaflold_6_mRNA_888.1
scaflold_6_mRNA_884.1
scaflold_6_mRNA_876.1

scaflold_6_mRNA_875.1

scaflold_6_mRNA_867.1
scaffold_6_mRNA_865.1

scaffold_6_mRNA_863.1

scaffold_6_mRNA_862.1

scaffold_6_mRNA_861.1

scaflold_6_mRNA_86.1

scaffold_6_mRNA_856.1
scaffold_6_mRNA_855.1

scaffold_6_mRNA_853.1

scaflold_6_mRNA_850.1
scaflold_6_mRNA_85.1

scaflold_6_mRNA_849.1
scaflold_6_mRNA_846.1
scaflold_6_mRNA_845.1
scaflold_6_mRNA_844.1
scaflold_6_mRNA_839.1
scaflold_6_mRNA_838.1
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structural constituent of ribosome
[GO:0003735 molecular ﬁmcuon] )
cysteine-type peptidase activi Translation protein SH3-like domain
[GO:0008234 molecular funcum\] (1) [IPRO08991] (1); Ulpl protease famiy,
intracellular [GO:0005622 C-terminal catalytic domain [IPR003653] )
GFO031478 ! 0 0 Hypothetical protein (1) cellular_component] (1); translation  (1); Ribosomal protein L1de domain <1016 mRNA_832.1
[GO:0006412 biological_process] (1);  [IPRO02784] (1); Ribosomal protein L2
ribosome [GO:0005840 domain 2 [IPR014722] (1)
cellular_componen] (1): proteolysis
[GO:0006508 biological_process] (1)
GFO031477 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_83.1
protein dimerization activity AT-like transposase, RNase-H fold
. [GO:0046983 molecular_function] (1); ~ [IPR025525] (1); Ribonuclease H-like
GF0031476 1 0 gtm‘);"‘c f;"i:"‘h’\‘T family dimerization | \cic acid binding [GO:0003676 domain [IPRO12337] (1); HAT, C- scaffold 6 mRNA_829.1
fomain isoform I (1) molecular_function] (1); DNA binding  terminal dimerisation domain
[GO:0003677 molecular_function] (1)~ [IPR00906] (1)
GFO031475 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_828.1
GFO031474 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_826.1
GFO031473 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_824.1
GFO031472 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_823.1
GFO031471 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_821.1
GFO031470 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_820.1
GF0031469 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_82.1
GFO031468 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_818.1
GFO031467 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_813.1
GFO031466 1 0 0 Hypothetical protein (1) scaffold_6_mRNA._812.1
nucleic acid binding [GO:0003676
GF0031465 1 0 0 Hypothetical protein (1) molecular_function] (1); zinc ion binding  Zine finger, CCHC-type [IPRO0ISTS] (1) scaffold_6_mRNA_811.1
[GO:0008270 molecular_function) (1)
GFO031464 1 0 0 Monosacharide transport protein (1) scaffold_6_mRNA_81.1
:::‘:Il:c'zli?“’ﬁ:’"‘::‘::f] Ef)o:?gi)j:m HAT, C-terminal dimerisation domain
GFO031463 1 0 0 Putative AC transposase (1) ] Lo [IPRO08906] (1; Ribonuclease Helike  scaffold_6_mRNA_809.1
dimerizaion activity GO:0046983  “EUE LR L DA -0 miRA
molecular_finction] (1)
GFO031462 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_806.1
GFO031461 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_804.1
GFO031460 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_802.1
z:f‘c‘"::’r":_d‘;‘%slg(:’f?ﬁg g Pukaryotic transltion initation factor 3
GF0031459 1 0 0 Hypothetical protein (1) b]m;“: [6()“0;03 i ueleie subunit G, N-terminal [IPR024675) (1);  scaffold_6_mRNA_800.1
mokeouar, fancton] 1) Zinc finger, CCHC-type [IPROOISTS] (1)
GFO031458 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_796.1
nucleic acid binding [GO:0003676
GFO031457 1 0 0 Hypothetical protein (1) molecular_function] (1); zinc ion binding  Zine finger, CCHC-type [IPROOTSTS] (1) scaffold_6_mRNA_795.1
[GO:0008270 molecular_function)] (1)
protein phosphorylation [GO:0006468 o, i1 o domain [IPR000719] (1,
biological_process] (1); protein kinase i o :
GF0031456 1 0 0 Hypothetical protein (1) activity [GO:0004672 Protein kinase-ike domain [IPROVI009) (14 6 mpNA_703.1
§ (1): Serine-threonineltyrosine-profein
molecular_funcion] (1): ATP binding | » SR IERA MO ERRES
[GO:0005524 molecular_function] (1) se, catalyt
GFO031455 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_787.1
GFO031454 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_785.1
GFO031453 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_780.1
GFO031452 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_779.1
GFO031451 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_778.1
GFO031450 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_777.1
GFO031449 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_775.1
nucleic acid binding (GO:0003676
GFO031448 1 0 0 Hypothetical protein (1) molecular_function] (1); zinc ion binding Zine finger, CCHC-type [IPRO0ISTS] (1) scaffold_6_mRNA_768.1
[GO:0008270 molecular_function] (1)
GFO031447 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_767.1
GF0031446 1 0 0 Hypothetical protein (1) ﬁ;;‘g;‘sg’;;]“:‘&“‘”“ function DUF4283_ 01d_6_mRNA._766.1
GFO031445 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_765.1
GFO031444 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_763.1
GFO031443 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_762.1
GF0031442 1 0 0 Hypothetical protein (1) m‘““" peptidase domain [IPRO2U101 (e, vyt 6 mRNA 7511
nucleic acid binding [GO:0003676
GFO031441 1 0 0 Hypothetical protein (1) molecular_function] (1); zinc ion binding  Zine finger, CCHC-type [IPROOTSTS] (1) scaffold_6_mRNA_748.1
[GO:0008270 molecular_function)] (1)
GF0031440 1 0 0 Retrotransposon gag protein (1) ﬁ;;‘:;;';;’;}sﬁ") gag domain scaffold_6_mRNA_742.1
zine ion binding [GO:0008270
molecular_fimction] (1); nucleic acid .
GFO031439 1 0 0 Hypothetical protein (1) binding [G0:00036/6 Zinc finger, CCHC-type [IPROOISTS] (1) scaffold_6_mRNA_739.1
molecular_function] (1)
Cytokinin riboside S-monophosphate
GFO031438 1 0 Shosphorbatydrolac (1 LOG family [IPRO31100] (1) scaffold_6_mRNA_738.1
GFO031437 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_737.1
GFO031436 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_734.1
hydrolase activity, hydrolyzing O-
glycosyl compounds [GO:0004553 « fai
molecular_function] (1); carbohydrate GIIPY‘:(‘]’;',;';Z;"“!‘"“: lr“"l‘ y31 arots
metabolic process [GO:0005975 A 1(1); Galactose mutarotase-
biological._process] (1); catalytic activity ¢ domain [IPROVIO13] (1): Domain of
GFO031435 1 0 0 Neutral alpha-glucosidase (1) sieal D! : CAtalytc A nknown function DUFS110 scaffold_6_mRNA_730.1
1GO:0003824 molecuar_funcrion] (1); et Bine I
protein binding [GO:0005515 superfamily [IPROI7853] (1); WW.
molecular_funcion] (1) carbohydrate Gt OO R
binding [GO:0030246
molecular_function] (1)
GF0031434 1 0 o Pentatricopeptide repeat-containing Pentatricopeptide repeat [IPR00288S] (1) scaffold_6_mRNA_729.1
© fumily protein (1)
Cytokinin riboside 5'monophosphate . .
GFO031433 1 0 Shocphoramdroaee (1 LOG family [IPRO31100] (1) scaffold_6_ mRNA_719.1
GFO031432 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_718.1
GFO031431 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_717.1
GFO031430 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_714.1
zine ion binding [GO:0008270
molecular_fimction] (1); nueleic acid .
GFO031429 1 0 0 Hypothetical protein (1) binding [G0:00036/6 Zine finger, CCHC-type [IPROOISTS] (1) scaffold_6_mRNA_713.1
molecular_function] (1)
GFO031428 1 0 0 Hypothetical protein (1) scaffold_6_ mRNA_711.1
GFO031427 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_709.1
transferase activity, transferring hexosyl
‘groups [GO:0016758 i
GFO031426 1 0 0 UDP-glycosyltransferase 73C molecular_function] (1); metabolic lﬂll:f‘ﬁifﬁféﬁilﬁ?;wum () seaflold 6 mRNA_708.1
process [GO:0008152 glucosy J
biological_process] (1)
GFO031425 1 0 0 Hypothetical protein (1) scaffold_6_ mRNA_702.1
Cytokinin riboside S'-monophosphate
GFO031424 1 0 Shosphoribatydrolace (1 LOG family [IPRO31100] (1) scaffold_6_mRNA_701.1
GFO031423 1 0 0 Hypothetial protein (1) scaffold_6_mRNA_700.1
GFO031422 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_695.1
ransferase activity, transferring hexosy!
‘groups [GO:0016758
GF0031421 1 0 0 UDP-glycosyltransferase 73D1 (1) molecular_function] (1); metabolic lii':f::::‘;e‘:i{%g;bm Iy Scafld 6 mRNA 6941
process [GO:0008152 glucosyl
biological_process] (1)
nucleic acid binding [GO:0003676 HAT, Coterminal dimerisation domain
GF0031420 1 0 0 Hypothetical protein (1) molecular_function] (1); protein [IPRO0890G] (1; Ribonuclease H-like  scaffold_6_mRNA_690.1
dimerization activity (GO:0046983  “EUE R L DA
molecular_function] (1)
) g Zine finger C2H2-type npkonnmm
BED zinc finger:hAT family dimerization "V1¢1¢ 2¢id binding [GO:0003676 Ribonuclease H-like dom:
GFO031419 1 0 molecular_function] (1): DNA binding scaffold_6_mRNA_689.1
domain (1) IPRO12337) (1) Zinc inger, BED-ype
1GO:0003677 molecular_function] (1) (1o (o t2 71
GFO031418 1 0 0 Hypothetical protein (1) scaffold_6_ mRNA_688.1
GFO031417 1 0 0 Hypothetical protein (1) scaffold_6_ mRNA_686.1
Cytokinin riboside S'monophosphate
GFO031416 1 0 Shocphorbahmdrolac (1 LOG family [IPRO31100] (1) scaffold_6_mRNA_685.1
GFO031415 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_684.1
GFO031414 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_683.1
GFO031413 1 0 0 Hypothetial protein (1) scaffold_6_mRNA_68.1
. . Retrotransposon gag domain .
GFO031412 1 0 0 Hypothetical protein (1) PROVSIEZ] () scaffold_6_mRNA_677.1
GF0031411 1 0 0 Hypothetical protein (1) ﬁz’:’;]‘;ﬁx’:a‘;ﬁﬁm;i?’(’l’;d‘"‘ Scaffold_6_mRNA_676.1
GFO031410 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_674.1
GFO031409 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_673.1
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GF0031408 1

GF0031407 1
GF0031406 1

GF0031405 1

GF0031404 1

GF0031403 1
GF0031402 1

GF0031401 1

GF0031400 1

GF0031399 1

GF0031398 1
GF0031397 1
GF0031396 1
GF0031395 1
GF0031394 1

GF0031393 1

GF0031392 1

GF0031391 1

GF0031390 1

GF0031389 1
GF0031388 1
GF0031387 1
GF0031386 1

GF0031385 1

GF0031384 1

GF0031383 1

GF0031382 1
GFO031381 1

GF0031380 1

GF0031379 1

GFO031378 1
GF0031377 1
GF0031376 1

GF0031375 1
GF0031374 1
GF0031373 1

GF0031372 1
GF0031371 1

GF0031370 1

GF0031369 1

GF0031368 1

GF0031367 1

GF0031366 1

GF0031365 1
GF0031364 1
GF0031363 1

GF0031362 1

GF0031361 1

GF0031360 1

GF0031359 1

GF0031358 1

GF0031357 1
GF0031356 1

GF0031355 1

GF0031354 1
GF0031353 1
GF0031352 1
GF0031351 1
GF0031350 1
GF0031349 1
GF0031348 1
GF0031347 1
GF0031346 1
GF0031345 1
GF0031344 1
GF0031343 1
GF0031342 1
GF0031341 1
GF0031340 1
GF0031339 1
GF0031338 1
GF0031337 1

GF0031336 1

GF0031335 1

GF0031334 1
GF003133
GF0031332 1
GF0031331 1
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0 Hypothetical protein (1)

0 Hypothetical protein (1)

o Cytokinin riboside S-monophosphate
phosphoribohydrolase (1)

0 Hypothetical protein (1)

0 RAB GTPase-like protein ASB (1)

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

0 Hypothetical protein (1)

o Cytokinin riboside S-monophosphate
1

phosphoribohydrolase (1)
0 Integrase (1)

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

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

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

0 Hypothetical protein (1)

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

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

Cytokinin riboside S-monophosphate

© phosphoribohydrolase (1)

0 Hypothetical protein (1)

o Cytokinin riboside S-monophosphate
1

phosphoribohydrolase (
0 Hypothetical protein (1)
Cytokinin riboside S-monophosphate
phosphoribohydrolase (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)
Cytokinin riboside S-monophosphate
phosphoribohydrolase (1)
0 Hypothetical protein (1)
Cytokinin riboside S-monophosphate
phosphoribohydrolase (1)

0

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

Cytokinin riboside S-monophosphate
phosphoribohydrolase (1)

 Retrotransposon protein, putative, Ty3-
ypsy subelass, expressed (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

Cytokinin riboside S-monophosphate
1

© phosphoribohydrolase (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Transmembrane protein 136 (1)

Cytokinin riboside S-monophosphate

© phosphoribohydrolase (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)
Cytokinin riboside Smonophosphate
phosphoribohydrolase (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

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

nucleic acid binding [GO:0003676

Ribonuclease H-like domain

molecular_function] (1); DNA integration [IPRO12337] (1); Integrase, catalytic core scaffold_6_mRNA_670.1

[GO:0015074 biological_process] (1)

GTPase activity [G0:0003924
molecular_function] (1); GTP binding
[G0:0005525 molecular_function] (1)

zine ion binding [GO:0008270
molecular_function] (1); nucleic acid
binding [GO:0003676
molecular_function] (1)

‘nucleic acid binding [GO:0003676
molecular_function] (1); DNA integration
[GO:0015074 biological_process] (1)

proteolysis [GO:0006508
biological_process] (1); nucleic acid
binding [GO:0003676
molecular_function] (1); aspartic-type
endopeptidase activity [GO:0004190
molecular_function] (1); zinc ion binding
[G0:0008270 molecular_function] (1)

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

nucleic acid binding [GO:0003676
molecular_function] (1); zinc ion binding
[GO:0008270 molecular_function] (1)

regulation of transcription, DNA-
templated (GO:0006355
biological_process] (1); nucleic acid
binding [GO:0003676
molecular_function] (1)

nucleic acid binding [GO:0003676
molecular_function] (1); zinc ion binding
[G0:0008270 molecular_function] (1)

proteolysis [GO:0006508
biological_process] (1); serine-type
endopeptidase activity [GO:0004252
molecular_function] (1)

nucleic acid binding [GO:0003676
molecular_function] (1); zinc ion binding
[GO:0008270 molecular_function] (1)

[IPRO01584] (1)
LOG family [IPR031100] (1)

Small GTP-binding protein domain
[IPR005225] (1); P-loop containing

superfamily [IPRO0TS06] (1)

Zine finger, CCHC-type [IPROOIS7S] (1)

Aspartic peptidase domain [IPR021109]
ay

Viral movement protein [IPR028919] (1)

Viral movement protein [IPR028919] (1)

Integrase, catalytic core [IPRO01584] (1);
Ribonuclease H-like domain
[IPRO12337] (1); GAG-pre-integrase
domain [IPRO25724] (1)

Zine finger, CCHC-type [IPRO01S7S]
(1); Aspartic peptidase domain
[IPRO21109] (1); Peptidase A2A,
retrovirus, catalytic [IPR001995] (1);
Reverse transcriptase domain
[IPR000477] (1); Retropepsins
[IPROIS061] (1)
Parancoplastic antigen Ma [IPR026523]
(1); Reverse transcriptase domain
[IPR000477] (1)

Aspartic peptidase domain [IPR021109]
[0}

LOG family [IPR031100] (1)

HAT, C-terminal dimerisation domain
[IPR008906] (1); Domain of unknown
function DUF4219 [IPR025314] (1);
Ribonuclease H-like domain
[IPRO12337] (1)

Zine finger, CCHC-type [IPRO0IS78] (1)
Viral movement protein [IPR028919] (1)

LOG family [IPRO31100] (1); Cytokinin
riboside S-monophosphate
phosphoribohydrolase LOG [IPR005269]
m

Carlavirus nucleic ac:
[IPR002568] (1)

inding protein

LOG family [IPR031100] (1)

LOG family [IPRO31100] (1)

LOG family [IPR031100] (1)

Reverse transcriptase domain
[IPR000477] (1)

Cytokinin riboside S-monophosphate
phosphoribohydrolase LOG [IPR005269]
(1); LOG family [IPRO31100] (1)
Reverse transcriptase domain
[IPRO00477] (1); Aspartic peptidase
domain [IPRO21109] (1)

Zine finger, CCHC-type [IPROOIS7S] (1)

LOG family [IPRO31100] (1)

Viral movement protein [IPR028919] (1);
Trichovirus movement protein
[IPRO0I815] (1)

LOG family [IPR031100] (1); Cytokinin
riboside S-monophosphate
phosphoribohydrolase LOG [IPR005269]
m

LOG family [IPRO31100] (1)

Viral movement protein [IPR028919] (1)

Reverse transcriptase domain
[IPR000477] (1)

Domain of unknown function DUF421§
[IPRO25452] (1)

Retrotransposon gag domain
[IPRO05162] (1)

Zine finger, CCHC-type [IPRO01S7S]
(1); Domain of unknown function
DUF4219 [IPR025314] (1)

LOG family [IPRO31100] (1)

scaflold_6_mRNA_664.1
scaffold_6_mRNA_662.1

scaffold_6_mRNA_661.1

scaffold_6_mRNA_656.1

scaffold_6_mRNA_650.1
scaffold_6_mRNA_649.1

scaffold_6_mRNA_648.1

scaffold_6_mRNA_646.1
scaflold_6_mRNA_645.1

scaffold_6_mRNA_644.1
scaffold_6_mRNA_643.1
scaffold_6_mRNA_642.1
scaffold_6_mRNA_641.1
scaffold_6_mRNA_639.1

scaffold_6_mRNA_638.1

scaflold_6_mRNA_636.1

scaflold_6_mRNA_632.1

scaflold_6_mRNA_629.1

scaffold_6_mRNA_628.1
scaffold_6_mRNA_627.1
scaffold_6_mRNA_626.1
scaffold_6_mRNA_625.1

scaffold_6_mRNA_624.1

scaffold_6_mRNA_623.1
scaflold_6_mRNA_622.1

scaffold_6_mRNA_621.1
scaffold_6_mRNA_62.1

scaflold_6_mRNA_619.1

scaffold_6_mRNA_618.1

scaffold_6_mRNA_616.1
scaflold_6_mRNA_615.1
scaffold_6_mRNA_614.1

scaffold_6_mRNA_613.1
scaffold_6_mRNA_612.1
scaffold_6_mRNA_610.1

scaffold_6_mRNA_609.1
scaflold_6_mRNA_607.1

scaffold_6_mRNA_603.1

scaffold_6_mRNA_602.1

scaflold_6_mRNA_601.1

scaffold_6_mRNA_600.1

scaffold_6_mRNA_60.1

scaflold_6_mRNA_598.1
scaflold_6_mRNA_596.1
scaflold_6_mRNA_592.1

scaffold_6_mRNA_591.1
scaffold_6_mRNA_589.1
scaffold_6_mRNA_588.1

scaffold_6_mRNA_S87.1

scaffold_6_mRNA_584.1

scaffold_6_mRNA_583.1
scaffold_6_mRNA_579.1

scaflold_6_mRNA_S78.1

scaffold_6_mRNA_S77.1
scaffold_6_mRNA_S76.1
scaffold_6_mRNA_S75.1
scaffold_6_mRNA_S70.1
scaffold_6_mRNA_569.1
scaffold_6_mRNA_S68.1
scaffold_6_mRNA_S67.1
scaffold_6_mRNA_S65.1
scaffold_6_mRNA_564.1
scaffold_6_mRNA_S61.1
scaffold_6_mRNA_560.1
scaffold_6_mRNA_559.1
scaflold_6_mRNA_558.1
scaflold_6_mRNA_555.1
scaffold_6_mRNA_554.1
scaffold_6_mRNA_552.1
scaffold_6_mRNA_S51.1
scaflold_6_mRNA_55.1

scaffold_6_mRNA_549.1

scaffold_6_mRNA_548.1

scaflold_6_mRNA_546.1
scaflold_6_mRNA_545.1
scaflold_6_mRNA_543.1
scaflold_6_mRNA_542.1
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GF0031330

GF0031329

GF0031328
GF0031327
GF0031326
GF0031325
GF0031324
GF0031323
GF0031322
GF0031321

GF0031320

GF0031319
GF031318
GF0031317

GF0031316

GFO031315
GF031314

GF0031313

GF0031312
GF0031311
GF0031310

GF0031309

GF0031308

GF0031307
GF0031306
GF0031305
GF0031304

GF0031303

GF0031302

GF0031301

GF0031300
GF0031299

GF0031298

GF0031297
GF0031296

GF0031295

GF0031294
GF0031293

GF0031292

GF0031291

GF0031290

GF0031289
GF0031288

GF0031287

GF0031286
GF0031285
GF0031284

GF0031283

GF0031282
GF0031281
GF0031280
GF0031279

GF0031278

GF0031277

GF0031276
GF0031275
GF0031274

GF0031273

GF0031272

GF0031271

GF0031270

GF0031269
GF0031268

GF0031267

GF0031266
GF0031265
GF0031264

GF0031263

GF0031262

GF0031261

GF0031260

GF0031259

GF0031258
GF0031257
GF0031256

GF0031255

GF0031254
GF0031253

cococooooo

c oo o

coo o oo

c oo oo

0 Hypothetical protein (1)
Cytokinin riboside S-monophosphate
phosphoribohydrolase (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

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

0 Hypothetical protein (1)

Cytokinin riboside S-monophosphate
phosphoribohydrolase (1)

0 Hypothetical protein (1)

0

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

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

o Cytokinin riboside S-monophosphate
phosphoribohydrolase (1)
Cytokinin riboside S-monophosphate
phosphoribohydrolase (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

 Retrotransposon proein, putative, Tyl-

© copia subclass (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

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

0 Hypothetical protein (1)

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

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

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)
Retrotransposon protein, putative, Ty3-
ypsy subclass (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

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

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

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

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

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

0 Hypothetical protein (1)

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

0 Hypothetical protein (1)

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

0 Hypothetical protein (1)
Cytokinin riboside S-monophosphate
phosphoribohydrolase (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

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

zine ion binding [GO:0008270
molecular_function] (1); nucleic acid
binding [GO:0003676
molecular_function] (1)

zine ion binding [GO:0008270
molecular_function] (1); nucleic acid
binding [GO:0003676
molecular_function] (1)

DNA integration [GO:0015074
biological_process] (1); zinc ion binding
[G0:0008270 molecular_function] (1);
nucleic acid binding [GO:0003676
molecular_function] (1)

ribosome [GO:0005840
cellular_component] (1); structural
constituent of ribosome [GO:0003735
molecular_function] (1); intracellular
[G0:0005622 cellular_component] (1);
translation [GO:000641
biological_process] (1)

nucleic acid binding [GO:0003676
molecular_function] (1); zinc ion binding
[GO:0008270 molecular_function] (1)

protein binding [GO:0005515
molecular_function] (1)

‘Arabidopsis retrotransposon Orfl
[IPR004312] (1)

LOG family [IPR031100] (1)

Viral movement protein [IPR028919] (1)

Zine finger, CCHC-type [IPROIS7S] (1)

Viral movement protein [IPR028919] (1) s

LOG family [IPRO31100] (1)

Zine finger, CCHC-type [IPRO0IS78] (1)

Cytokinin riboside S-monophosphate
phosphoribohydrolase LOG [IPR005269]
1); LOG family [IPRO31100] (1)

LOG family [IPR031100] (1)

Integrase, catalytic core [IPR001584] (1);

Ribonuclease H-like domain
[IPRO12337] (1); Zinc finger, CCHC-
type [IPRO0IS78] (1): GAG-pre-
integrase domain [IPR025724] (1)

Ribosomal protein L2 domain 2
[IPRO14722] (1); Ribosomal protein
L27e [IPRO01 141] (1)

Domain of unknown function DUF4219

[IPRO25314] (1)

Zine finger, CCHC-type [IPROOIS78] (1)

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

Viral movement protein [IPR028919] (1)

aspartic-type "
[GO:0004190 molecular mnmon] ay
proteolysis [GO:0006508
biological_process] (1)

cysteine-type peptidase activity
GO:0008234 molecular_function] (1):

proteolysis [GO:0006508

biological_process] (1)

zine ion binding [GO:0008270
molecular_function] (1); nucleic acid
binding [GO:0003676
molecular_function] (1)

regulation of pranscrpon, DNA-
templated [GO:0006355
biological JrﬂCLSS] m

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

zine ion binding [GO:0008270
molecular_function] (1); nucleic acid
binding [GO:0003676
molecular_function] (1)

DNA binding [GO:0003677
molecular_function] (1); nucleic acid
binding [GO:0003676
molecular_function] (1)

nucleic acid binding [GO:0003676
molecular_function] (1); zinc ion binding
[G0:0008270 molecular_function] (1)

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

nucleic acid binding [GO:0003676
molecular_function] (1); DNA binding
[G0:0003677 molecular_function] (1)

[IPR021109]
(1); Peptidase A2A, retrovirus, catalytic
[IPR001995] (1); Retropepsins
[IPROIS061] (1)

Ulp! protease family, C-terminal
catalytic domain [IPR003653] (1):
Domain of unknown function DUF1985
[IPRO15410] (1)

Reverse transcriptase domain
[IPR000477] (1)

Viral movement protein [IPR028919] (1) s
Viral movement protein [IPR028919] (1) s

Zine finger, CCHC-type [IPROOIS7S] (1)

Viral movement protein [IPR028919] (1)
Probable transposase, Ptta/En/Spm, plant
[IPR004252] (1)

FHY3/FARI family [IPR031052] (1);
FAR1 DNA binding domain

[IPR004330] (1)

Retrotransposon gag domain
[IPR005162] (1)

Aspartic peptidase, active site
[IPR001969] (1); Peptidase A2A,
retrovirus, catalytic [IPR001995] (1)

Retropepsins [IPRO18061] (1); Aspartic
peptidase domain [IPRO21109] (1; Zinc
finger, CCHC-type [IPRO0ISTS] (1)

Zine finger C2H2-type [IPRO13087] (1);
Ribonuclease H-like domain
[IPRO12337] (1); Zinc finger, BED-type
[IPRO03656] (1)

Viral movement protein [IPR028919] (1)

Zine finger, CCHC-type [IPROOIS7S] (1)

Ulp! protease family, C-terminal
catalytic domain [IPR003653] (1)

Zine finger, BED-type [IPR003656] (1);
Zinc finger C2H2-type [IPRO13087] (1)

LOG family [IPRO31100] (1)

Domain of unknown function DUF421§

[IPR025452] (1); Transposon, En/Spm-
like [IPR004242] (1)

scaffold_6_mRNA_S4.1

scaffold_6_mRNA_539.1

scaffold_6_mRNA_S38.1
scaffold_6_mRNA_S36.1
scaffold_6_mRNA_535.1
scaffold_6_mRNA_534.1
scaffold_6_mRNA_S31.1
scaffold_6_mRNA_526.1
scaffold_6_mRNA_525.1
scaffold_6_mRNA_522.1

scaffold_6_mRNA_521.1

scaffold_6_mRNA_520.1
scaffold_6_mRNA_S15.1
scaffold_6_mRNA_S12.1

scaffold_6_mRNA_S11.1

scaffold_6_mRNA_510.1
scaffold_6_mRNA_507.1

scaflold_6_mRNA_505.1

scaffold_6_mRNA_504.1
scaffold_6_mRNA_502.1
scaffold_6_mRNA_500.1

scaffold_6_mRNA_499.1

scaffold_6_mRNA_497.1

scaffold_6_mRNA_493.1
scaffold_6_mRNA_491.1
scaffold_6_mRNA_490.1
scaffold_6_mRNA_49.1

scaffold_6_mRNA_487.1

scaffold_6_mRNA_480.1

scaflold_6_mRNA _48.1
scaffold_6_mRNA_479.1
scaffold_6_mRNA_478.1

scaflold_6_mRNA_474.1

scaffold_6_mRNA_473.1
scaffold_6_mRNA_469.1

scaffold_6_mRNA_466.1

scaffold_6_mRNA_464.1
scaffold_6_mRNA_463.1

scaffold_6_mRNA_462.1

scaflold_6_mRNA_456.1

scaffold_6_mRNA_450.1

scaffold_6_mRNA_447.1
scaffold_6_mRNA_446.1
scaflold_6_mRNA_444.1
scaffold_6_mRNA_442.1
scaffold_6_mRNA_440.1
scaffold_6_mRNA_437.1

scaffold_6_mRNA_435.1

scaflold_6_mRNA_434.1
scaflold_6_mRNA_425.1
scaflold_6_mRNA_423.1
scaflold_6_mRNA_422.1
scaffold_6_mRNA_421.1

scaffold_6_mRNA _42.1

scaflold_6_mRNA_419.1
scaffold_6_mRNA _411.1

scaffold_6_mRNA_410.1

scaffold_6_mRNA_407.1

scaffold_6_mRNA_406.1

scaflold_6_mRNA_405.1

scaffold_6_mRNA_399.1

scaffold_6_mRNA_398.1
scaffold_6_mRNA_396.1

scaffold_6_mRNA_395.1

scaffold_6_mRNA_392.1
scaffold_6_mRNA_385.1
scaffold_6_mRNA_38.1

scaffold_6_mRNA_372.1

scaflold_6_mRNA_368.1
scaffold_6_mRNA_364.1
scaffold_6_mRNA_362.1

scaffold_6_mRNA_36.1

scaflold_6_mRNA_355.1
scaflold_6_mRNA_352.1
scaflold_6_mRNA_35.1

scaffold_6_mRNA_346.1

scaffold_6_mRNA_344.1
scaffold_6_mRNA_342.1



T Nam inC.celementine  Numin C. unshia Note Go TaterPro Member Members in PArolaE
GFO031252 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_338.1
. Transposable element protein, putative Retrotransposon gag domain . |
GFO031251 1 0 0 PROVSIEZ] () scaffold_6_mRNA_336.1
GF0031250 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_333.1
Reverse transcriptase domain
GF0031249 1 0 0 Hypothetical protein (1) PRO0ITT] (1) scaffold_6_mRNA_330.1
GFO031248 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_329.1
GFO031247 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_328.1
GFO031246 1 0 0 Hypothetial protein (1) scaffold_6_mRNA_326.1
GFO031245 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_325.1
GFO031244 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_323.1
GFO031243 1 0 0 Hypothetical protein (1) 5 g [IPRO12337] (1); hAT-like transposase, ~ scaffold_6_mRNA_320.1
binding [GO:0003676
RNase-H fold [IPR025525] (1)
molecular_function] (1)
Transposable element protein, puative, Retrotransposon gag domain
GFO031242 1 0 0 PROGS163] (1) scaffold_6_mRNA_3189.1
GFO031241 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_3187.1
Zine finger, PMZ-type [IPR006564] (1);
 Trnsposo prten, v, Muttor nucleie acid binding [GO:0003676 Transposase, MuDR, plant [IPR004332]
GF0031240 1 0 subd‘; o ﬂ" e d':” . molecular_function] (1); zinc ion binding (1); Zinc finger, SWIM-type scaffold_6_mRNA_3178.1
X [GO:0008270 molecular_function] (1) [IPR007527] (1); Zine finger, CCHC-
type [IPRODISTS] (1)
GF0031239 1 0 :,y::; ]vp.mlmmh vopmcn ey Spol2 [IPRO07727] (1) scaffold_6_mRNA_3167.1
Leucine-rich repeat domain, L domain-
GFO031238 1 0 0 Hypothetical protein (1) o [IPRO32678] 1) scaffold_6_mRNA_3091.1
Domain of unknown function DUF4219
GF0031237 1 0 0 Hypothetical protein (1) (PRO2141 1) scaffold_6_mRNA_308.1
GFO031236 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_3073.1
ribosome [GO:0005840
cellular_component] (1; structural
consttuent of ribosome [GO:0003735  Ribosomal protein L34Ac [IPR00S195]
GFO031235 1 0 0,608 ribosomal protein L34 (1) molecular_function] (1); iniracellular  (1); Ribosomal protein L3de, conserved ~ scaffold_6_mRNA,_3067.1
[GO:0005622 cellular_component] (1);  site [IPROIS065] (1)
translation [GO:0006412
biological_process] (1)
GFO031234 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_3066.1
GFO031233 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_3064.1
GFO031232 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_3062.1
Domain of unknown function DUF627,
. protein binding [GO:0005515 N-terminal [IPRO06866] (1); } .
GFO031231 1 0 0 Hypothetical protein (1) Tolecular function] (1) Tetmnicopeptide ke helcal domain 40146 MRNA_3061.1
[IPRO11990] (1)
Quinoprotein alcohol dehydrogenase-like
superfamily [IPRO11047] (1; Pyrrolo-
GFO031230 1 0 0 Hypothetical protein (1) wimoline auinone repeat [IPR002372]  *c2fold 6 mRNA 30361
)
Ubiquitin-conjugating enzyme E2
GFO031229 1 0 0 Ubiquitin-conjugating enzyme E2 2 (1) [IPRO00GOS] (1; Ubiquitin-conjugating ~ scaffold_6_mRNA_3034.1
enzyme/RWD-like [IPROI6135] (1)
AmbAllergen [IPROI8082] (1; Pectin
GFO031228 1 0 0 Hypothetical protein (1) Iyase fold/virulence factor [IPRO11050] ~ scaffold_6_mRNA_3024.1
(1): Pectin lyase fold [IPRO12334] (1)
GF0031227 1 0 0 Hypothetical protein (1) Pectin lyase fold [IPRO12334] (1) scaffold_6_mRNA_3021.1
. nucleic acid binding [GO:0003676 Ribonuclease Helike domain N
GFO031226 1 0 0 Nucleic acid binding protein (1) et funton (1 HPRO137] (1) scaffold_6_mRNA_302.1
Pectin lyase fold vinulence factor
GFO031225 1 0 0 Hypothetical protein (1) [IPRO11050] (1; Pectin lyase fold scaffold_6_mRNA_3018.1
[IPRO12334] (1)
g 2'1/0‘ "‘;‘:Ib'a"v‘z'c‘s[:]’ﬁ;“:‘;'ﬁs Nucleosome assembly protein (NAP)
gical bl g [1PR002164] (1); Domain of unknown
1GO:0005634 celllar_componen] (1): — 'eCH LY DU CEE
GF0031224 1 0 0 Hypothetical protein (1) nucleosome assembly [GO:0006334 oot 2 BT TS " Seaffold_6_mRNA_3017.1
biological_process] (1); nucleic acid S
g [GOD003676 Hg{;gm;;} ((3 Integrase, catalytic core
molecular_function] (1)
GFO031223 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_3015.1
transferase activity, transfrring acyl
GF0031222 1 0 0 Hypothetical protein (1) ‘groups other than amino-aeyl groups  Transferase [IPRO03480] (1) scaffold_6_mRNA_3014.1
[GO:0016747 molecular_function] (1)
Acylphosphatase, conserved site
[IPRO17968] (1); Acylphosphatase-like
GF0031221 1 0 0 Hypothetical protein (1) ?::I':’:::;"’";:::::;"V"V [GO:0003998 4 ain [IPRO01792] (1); Reverse. scaffold_6_mRNA_301.1
transcriptase domain [IPRO00477] (1);
cylphosphatase [IPRO20456] (1)
Recepml L-domain [IPR000494] (1);
Leucine-rich repeat domain, L domain-
n in dise: inding s like [IPRO32675] (1); Winged helix-turn-
GF0031220 1 0 LRR and NB-ARC domain disease  ADP binding [GO:0043531 helix DNA-binding domain [IPRO11991] scaffold_6_mRNA_30.1
resistance protein (1) molecular_function] (1)
(1): P-loop containing nucleoside
triphosphate hydrolase [IPR027417] (1);
NB-ARC [IPR002182] (1)
Leucine-rich repeat domain, L domain-
. like [IPRO32675] (1); Leucine-rich
GF0031219 1 0 wctive receptor kinase (1) vmlm-“ Ihmn’l;ng‘[‘Gf; :’]0:)55‘5 repeat-containing N-terminal, plant-type ~ scaffold_6_mRNA_2985.1
molecular_function] [IPRO13210] (1); Leucine-rich repeat
[IPROOI6I1] (1)
Protein of unknown function DUF761,
GFO031218 1 0 0 Hypothetical protein (1) s IPROOKAS0] (1) scaffold_6_mRNA_2983.1
. Gibberellin regulated protein .
GFO031217 1 0 0 Hypothetical protein (1) IPRODSES4] () scaffold_6_mRNA_2976.1
GF0031216 1 0 0 Hypothetical protein (1) scaffold_6_mRNA _2973.1
EMN binding [GO:0010181
EZ{;L‘\:;:U.‘;::;:'[‘!}' 1); oxidation- FMN-binding split barrel [IPR012349]
GFO031215 1 0 0 Protein CREG2 (1) P (1): Cellular repressor of E1 A-stimulated scaffold_6_mRNA_2965.1
biologieal proces] (1);oxidoreductase % (€ SRR OB
activity [GO:0016491 genea 5
molecular_function] (1)
Galactose oxidaserkelch, beta-propeller
[IPRO11043] (1; F-box associated
’ interaction domain [IPRO17451] (1; F-
GF0031214 1 0 0 f\l)’“x protein interaction domain protein :ZI‘ o I‘:‘["‘,’.‘:% fsﬁ (“:)‘055 15 box domain [IPRO0IS10] (1); box  scaffold_6_mRNA_2939.1
ecular_funct associated domain, type 1 [IPR006527]
(1): Keleh-type beta propeller
[IPROISO15] (1)
GF0031213 1 0 0 Hypothetical protein (1) protein binding [GO:0005515 F-box domain [IPRO0IS10] (1) scaffold_6_mRNA_2938.1
molecular_function] (1)
GFO031212 1 0 0 Pollen Ole ¢ 1 allergen and extensin (1) scaffold_6_mRNA_2927.1
GFO031211 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_289.1
GFO031210 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_2884.1
GFO031209 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_2872.1
GrO031208 | o NAD(P)-binding Rossmann-fold NAD(P)-binding domain [IPROI6040] oo oo
superfamily protein isoform 2 (1) m -O-MERA
Gro031207 . o Putative nuclear marix constituent scatfold 6 mRNA 28541
protein I-like protein (1) -0 mRNA.
GFO031206 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_285.1
Cytochrome ¢ oxidase biogenesis protein Cytochrome ¢ oxidase biogenesis protein
GF0031205 1 0 Conl-like O Crmel-like (IPROI3892) (1) scaffold_6_mRNA_2836.1
Reverse transeriptase zinc-binding
GFO031204 1 0 0 Hypothetical protein (1) o (TR0365601 (1) scaffold_6_mRNA_2832.1
GFO031203 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_283.1
GFO031202 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_2820.1
GFO031201 1 0 0 Transmembrane isoform 1 (1) scaffold_6_mRNA_2815.1
transmembrane transport [GO:0055085
biological_process] (1); thiamine Thiamine pyrophosphate enzyme, C-
pyrophosphate binding [GO:0030976  terminal TPP-binding [IPRO11766] (1);
molecular_fnction] (1); drug ‘Thiamine pyrophosphate enzyme, central
transmembrane transporter activity domain [IPRO12000] (1); DHS-like
[GO:0015238 molecular_function] (1);  NAD/FAD-binding domain [IPR029035]
i @ antiporter activity [GO:0015297 (1); Multi antimicrobial extrusion protein
GF0031200 1 0 0 Hypothetical protein (1) oolesular fancton] (1), membrane  [IPROD2528] (1 Thismine scaffold_6_mRNA_2777.1
[GO:0016020 cellular. cmnpnnenl] (1): pyrophosphate enzyme, N-terminal TPP-
drug transmembran trans binding domain [IPR0O12001] (1); TPP-
[GO:0006855 biological Jmcus‘] (1); binding enzyme, conserved site
magnesium ion binding [GO:0000287  [IPR000399) (1); Thiamin diphosphate-
molecular_function] (1); catalytic activity binding fold [IPR029061] (1)
[GO:0003824 molecular_function] (1)
GF0031199 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_2775.1
integral component of membrane
ErGO n()\ﬁ:z\ cruu\?r,:‘ompm”‘“‘] : Major faciltator superfamily domain
GF0031198 1 0 0 Sugar transport protein 1 (1) RISMEmOIaNe tranisporter act [IPRO20846] (1); Major facilitator, sugar scaffold_6_mRNA_2774.1

[G0:0022857 molecular_function] (1);
transmembrane transport [GO:0055085
biological process] (1)

transporter-like [IPRO0SS28] (1)
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GF0031197 1

GF0031196 1
GF0031195 1

GF0031194 1

GF0031193 1

GF0031192 1

GF0031191 1

GF0031190 1

GFO031189 1

GFO031188 1

GF0031187 1

GFO031186 1
GFO031185 1

GF0031184 1

GF0031183 1
GF0031182 1

GFO031181 1

GF0031180 1

GF0031179 1

GF0031178 1
GF0031177 1

GF0031176 1

GF0031175 1

GF0031174 1

GF0031173 1

GF031172 1

GFO031171 1

GF0031170 1
GF0031169 1
GF0031168 1
GF0031167 1

GF0031166 1

GF0031165 1

GF0031164 1

GF0031163 1
GF0031162 1

GF0031161 1

GF0031160 1

GF0031159 1

GFO031158 1

GF0031157 1

GF0031156 1

GF0031155 1

GFO031154 1
GF0031153 1

GFO031152 1

GFO031151 1
GF0031150 1
GF0031149 1
GF0031148 1
GF0031147 1
GF0031146 1

cooo

°

s o oo o

0 SNW domai

-containing protein 1 (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

o Retrotransposon protein, putative, Ty3-
‘2ypsy subclass, expressed (1)

0 Putative MATE efflux family protein (1)

0 Hypothetical protein (1)

0 E3 ubiquitin-protein ligase (1)

0 Hypothetical protein (1)

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

0 Hypothetical protein (1)

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

0 An2 truncated protein (1)

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

0 Hypothetical protein (1)

0 Gibberellic acid-stimulated protein 1 (1)

0 Salutari

1 7-0-acetyliransferase (1)

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

 Putative exocyst complex component 6

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 NAC transeription factor (1)

0 Hypothetical protein (1)

o Receptor-like protein kinase FERONIA
m

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

0 Hypothetical protein (1)

0 Hypothetical protein (1)
0 Retrotransposon gag protein (1)

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

0 Hypothetical protein (1)

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

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Cytochrome P450 94A1 (1)

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

Solute carrier family 35 member F2

O loform 4 (1)

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

mRNA splicing, via spliceosome
[GO:0000398 biological_process] (1);
spliceosomal complex [GO:0005681
cellular_component] (1)

drug transmembrane transport
[GO:0006855 biological_process] (1;
drug transmembrane transporter activity
[GO:0015238 molecular_function] (1);
antiporter activity [GO:0015297
molecular_function] (1); membrane
[GO:0016020 cellular_component] (1);
transmembrane transport [GO:0055085
biological_process] (1)

multicellular organism development
[GO:0007275 biological_process] (1);
protein binding [GO:0005515
molecular_function] (1); zinc ion binding
[GO:0008270 molecular_function] (1);
ubiquitin-dependent protein catabolic
process [GO:0006511
biological_process] (1); nucleus
[GO:0005634 cellular_component] (1)
carbohydrate metabolic process
[GO:0005975 biological_process] (1);
hydrolase activity, hydrolyzing O-
glycosyl compounds [GO:0004553
molecular_function] (1)

nucleic acid binding [GO:0003676
molecular_function] (1); zinc ion binding
[G0:0008270 molecular_function] (1)

DNA binding [GO:0003677
molecular_function] (1)

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

vesicle docking involved in exocytosis
[GO:0006904 biological_process] (1)
exoeyst [GO:0000145
cellular_component] (1)

integral component of membrane
[GO:0016021 cellular_component] (1);
membrane [GO:0016020
cellular_component] (1); transmembrane
transporter activity [GO:002285°
molecular_function] (1)

protein binding [GO:0005515
molecular_function] (1)

DNA binding [GO:0003677
molecular_function] (1); transcription,
DNA-templated [GO:0006351
biological_process] (1); regulation of
transcription, DNA-templated
[GO:0006355 biological_process] (1)

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

protein binding [GO:0005515
molecular_function] (1)

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

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

ATP binding [GO:0005524
molecular_function] (1); ATPase activity
[GO:0016887 molecular_function] (1);
membrane [GO:0016020
cellular_component] (1)

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

integral component of membrane
[GO:0016021 cellular_component] (1);
transport [GO:0006810
biological_process] (1)

SKl-interacting protein SKIP, SNW
domain [IPRO04015] (1; SKI-interacting
protein, SKIP [IPRO17862] (1)

Aspartic peptidase domain [IPR021109]
)

Multi antimicrobial extrusion protein
[IPR002528] (1)

TRAF-like [IPR008974] (1); Zinc finger,
SIAH-type [IPRO13010] (1); E3
ubiquitin-protein ligase SIN-like
[IPR004162] (1); Zinc finger, RING-type
[IPROO1841] (1): Zinc finger,
RING/FY VE/PHD-type [IPRO13083]
(1); Seven-in-absentia protein, TRAF-like
domain [IPROIS121] (1)

Glycoside hydrolase family 1
[IPRO01360] (1); Glycoside hydrolase
superfamily [IPRO17853] (1)

Zine finger, CCHC-type [IPROOIS7S] (1)

Retrotransposon gag domain
[IPRO0S162] (1)

SANT/Myb domain [IPR001005] (1);
Homeobox domain-like [IPR009057] (1);
Myb domain [IPRO17930] (1)

Transposase, MuDR, plant [IPR004332]

(O]
Gibberellin regulated protein
[IPRO03854] (1)

Transferase [IPR003480] (1)

Exocyst complex component
EXOC6/Secl 5 [IPR007225] (1)

EamA domain [IPR000620] (1); WATI-
related protein [IPRO30184] (1)

Tetratricopeptide repeat [IPRO19734]
(1); Tetratricopeptide repeat-containing
domain [IPRO13026] (1; Peptidyl-prolyl
cis-trans isomerase, FKBP-type
[IPR023566] (1); Tetratricopeptide-like
helical domain [IPRO11990] (1)

NAC domain [IPR003441] (1);
Transcription elongation factor S-11,
central domain [IPRO03618] (1)

Retrotransposon gag domain
[IPR005162] (1)

Malectin-like carbohydrate-binding
domain [IPRO24788] (1); Protein kinase-
like domain [IPROT1009] (1; Protein
Kinase domain [IPR000719] (1); Serine-
threoninetyrosine-protein kinase,
catalytic domain [IPR001245] (1);
Serine/threonine-protein kinase, active
site [IPRO0S271] (1); Protein kinase,
ATP binding site [IPRO17441] (1)

PAZ domain [IPR003100] (1);
Argonaute, linker 1 domain [IPRO14811]
M

Parancoplastic antigen Ma [IPR026523]
(1); Aspartic peptidase domain
[IPR021109] (1); Retrotransposon gag
domain [IPR005162] (1); LOG family
[IPRO31100] (1); Reverse transcriptase
domain [IPRO00477] (1)

Ribonuclease H-like domain
[IPROI2337] (1)

Ulp! protease family, C-terminal
catalytic domain [IPR003653] (1)

Plant PDR ABC transporter associ
[IPROI3581] (1); ABC-transporter
extracellular N-terminal domain
[IPR029481] (1); P-loop containing
nucleoside triphosphate hydrolase
[IPRO27417) (1): AAA+ ATPase domain
[IPR003593] (1); ABC-2 type transporter
[IPRO13525] (1); ATP-binding cassette
transporter, PDR-like subfamily G,
domain 1 [IPR034001] (1); ABC
transporter-like [IPR003439] (1)

Cytochrome P450 [IPR001128] (1)

Solute carrier family 35 member
SLC3SFI/F2/F6 [IPR009262] (1)

Alpha/Beta hydrolase fold [IPR029058]
M

Viral movement protein [IPR028919] (1)

scaffold_6_mRNA_2773.1

scaffold_6_mRNA_2772.1
scaffold_6_mRNA_2771.1

scaffold_6_mRNA_2770.1

scaffold_6_mRNA_2769.1

scaffold_6_mRNA_276.1

scaffold_6_mRNA_2742.1

scaffold_6_mRNA_2739.1

scaffold_6_mRNA_273.1

scaffold_6_mRNA_2729.1

scaffold_6_mRNA_2712.1

scaffold_6_mRNA_2711.1
scaffold_6_mRNA_2710.1

scaffold_6_mRNA_2708.1

scaffold_6_mRNA_270.1
scaffold_6_mRNA_2671.1

scaffold_6_mRNA_267.1

scaffold_6_mRNA_2666.1

scaflold_6_mRNA_2664.1

scaffold_6_mRNA_264.1
scaffold_6_mRNA_262.1

scaflold_6_mRNA_2616.1

scaflold_6_mRNA_2612.1

scaflold_6_mRNA_2611.1

scaffold_6_mRNA_2603.1

scaffold_6_mRNA_26.1

scaffold_6_mRNA_2590.1

scaffold_6_mRNA_2585.1
scaffold_6_mRNA_2570.1
scaffold_6_mRNA_256.1

scaffold_6_mRNA_2554.1

scaffold_6_mRNA_2553.1

scaflold_6_mRNA_253.1

scaffold_6_mRNA_252.1

scaflold_6_mRNA_2511.1
scaflold_6_mRNA _25.1

scaffold_6_mRNA_2496.1

scaffold_6_mRNA_2484.1

scaffold_6_mRNA_2483.1

scaffold_6_mRNA_248.1

scaffold_6_mRNA_2473.1

scaffold_6_mRNA_247.1

scaffold_6_mRNA_2464.1

scaffold_6_mRNA_2461.1
scaffold_6_mRNA_246.1

scaflold_6_mRNA_2452.1

scaffold_6_mRNA_245.1
scaffold_6_mRNA_2442.1
scaflold_6_mRNA_244.1
scaflold_6_mRNA_2435.1
scaflold_6_mRNA_243.1
scaflold_6_mRNA_2429.1



T Nam inC.celementine  Numin C. unshia Note Go TaterPro Member Members in PArolaE
GFO031145 1 0 0 Hypothetical protein (1) Viral movement protein [IPR028919] (1) scaffold_6_mRNA_242.1
GFO031144 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_241.1
GFO031143 1 0 0 Hypothetial protein (1) scaffold_6_mRNA_240.1
GFO031142 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_24.1
GFO031141 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_239.1
GFO031140 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_238.1
. nucleic acid binding (GO:0003676 RNA recognition motif domain .
GFO031139 1 0 O RNA binding famiy proein ioform 1 (1) [0 S8 FEOE IPRODOSOA] 1) scaffold_6_mRNA_2376.1
GFO031138 1 0 0 Embryo defective 2735 (1) scaffold_6_mRNA_2372.1
GFO031137 1 0 0 Hypothetical protein (1) Viral movement protein [IPR028919] (1) scaffold_6_mRNA 237.1
nucleic acid binding [GO:0003676 .
GF0031136 1 0 0 Hypothetical protein (1) molecular_function] (1); DNA binding ;::Z 2:“: ;z:;:"'p: Hgsgg;::;]]:]]; " scaffold_6_mRNA_2363.1
[GO:0003677 molecular_function] (1) eer, BED-typ:
GFO031135 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_236.1
GFO031134 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_233.1
regulation of ranseription, DNA-
GFOO31133 1 0 0 Dof zine finger protein DOF3.5 (1) ;;:‘lf‘:‘;‘:ﬁ?cgg%sf DNA binging 77 fnger, DoFtype (IPRODSSS1) (1) scaffod_6_mRNA 2321.1
[GO:0003677 molecular_function] (1)
GFO031132 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_232.1
GFO031131 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_231.1
gi’;:"“‘c"“:‘ [?::::‘:???; ? il Ribosomal protein §7, conserved site
gical_pro - [IPR020606] (1); Ribosomal protein S7
consituent o ibosome [GO:0003735  “ELEUE D LRRORE O
GFO031130 1 0 0408 ribosomal protein S5 (1) molecular_function] (1); RNA binding : scaffold_6_mRNA_2285.1
[GO:0003723 molecular_function] (1); ‘,’(’;‘;‘:::I/ s;{i‘j:‘;‘;’g S1(0:
small ribosomal subunit [GO:0015935 alpy .
celar compermnt] (1) eukaryotic/archaeal [IPRO0S716) (1)
GFO031129 1 0 0 Hypotheical protein (1) scaffold_6_mRNA_226.1
. y RNA-binding domain, S1 [IPR022967]
GF0031128 1 0 0 P‘mg“‘m’“"’ cell death protein, putative "“Cllf'“ I:C“:.l’".'?"r"g] {(‘;‘o 0003676 (1): S1 domain [IPR003029] (1); Nucleic scaffold_6 mRNA_2258.1
o molecular_funetior acid-binding, OB-fold [IPR012340] (1)
GFO031127 1 0 0 Hypothetical protein (1) scaffold_6_ mRNA_225.1
DEAD/DEAH box helicase domain
ATP bining [GO0005524 [IPRO11545] (1; P-loop containing
molecular_functon] (1); nucleic acid  1Uc1e0side riphosphate hydrolase
GFO031126 1 0 0 ATP-dependent RNA helicase (1) binding [GO0003676 [IPRO27417] (1); RNA helicase, DEAD- scaffold_6_mRNA_2245.1
8 [GO:0003 box type, Q motif [IPROI4014] (1);
molecular_finction] (1)
- Helicase superfamily 112, ATP-binding
domain [IPRO14001] (1)
GFO031125 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_2244.1
phytochelatin biosynthetic process
[GO:0046938 biological_process] (1);
glutathione gamma-
activity synthase, C-terminal
GFO031124 1 0 0 Hypothetical protein (1) GO:0016756 molecuar_function](1); 1o Ei0n IS scaffold_6_mRNA_2243.1
metal on binding [GO:0046872
molecular_function] (1) response to
metal ion [GO:0010038
biological_process] (1)
GF0031123 1 0 0 Hypothetical protein (1) :’I‘"’ tein kinase-fike domain (IPROVI009] (e, vy1g 6 mRNA 224.1
GFO031122 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_2239.1
proteolysis [GO:0006508
biological_process] (1); cysteine-type  Ulpl protease family, C-terminal
Groostzt ! o © Hypothetical protei (1) peptidase activity [GO:0008234 catalytic domain [IPR003653] (1) scaffold 6 mRNA_223.1
molecular_function] (1)
ATP binding [GO:0005524 Serine-threoninetyrosine-protein kinase,
molecular_function] (1); protein kinase  catalytic domain [IPR001245] (1);
activity [GO:0004672 Protein kinase, ATP binding site
GFO031120 1 0 0 Serinefhreonine-prtein kinase PBS1 (1) (W00 PHERRIACE HPROI441] (1 Proin kinsse ke S€0T0Id_6_mRNA 2228.1
phosphorylation [GO:0006468 domain [IPROT1009] (1); Protein kinase
biological_process] (1) domain [IPRO00719) (1)
GFO031119 1 0 0 Hypothetical protein (1) Viral movement protein [IPR028919] (1) scaffold_6_mRNA_220.1
GFO031118 1 0 0 Hypothetical protein (1) scaffold_6_ mRNA_22.1
proteolysis [GO:0006508 Aspartic peptidase Al family
. biological_process] (1); aspartic-type  [IPR001461] (1); Xylanase inhibitor, N-
GFO031117 1 0 0 Basic 7S globulin, putative (1) enlopentidine ety [GO.0004130.  terminal (IPROSSSO1] (1 Acparie | SCATld_6_mRNA 21971
molecular_function] (1) peptidase domain [IPRO21109] (1)
GFOO31116 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_2195.1
‘@iaminonyaroxypospnoribosylammnopyri
midine deaminase activity [GO:0008835
molecular_function] (1); oxidation-  Cytidine deaminase-like [IPRO16193]
reduction process [GO:0055114 (1): Riboflavin biosynthesis protein RibD
biological_process] (1); hydrolase [IPR004794] (1; Cyidine and
Diaminohydroxyphosphoribosylaminopyr activity [GO:0016787 deoxyeytidylate deaminases, zine-binding
GFOO3THS ! 0 O imi molecular_function] (1); catalytic activity [IPR002125] (1); Dihydrofolate scaffold_6_mRNA,_2184.1
(GO:0003824 molecular_function] (1);  reductase-Tike domain [IPR024072] (1);
lecular_functi 1 k
riboflavin biosynthetic process APOBEC/CMP deaminase, zinc-binding
[GO:0009231 biological process] (1);  [IPRO16192] (1)
zinc fon binding [GO:0008270
melerlar fmetinn (11
Aspartic peptidase domain [IPR021109]
asparic-type endopeptidase activity  (1): Peptidase A2A, retrovirus, catalytic
Putative polyprotein (Aspartic proteinase, [GO:0004190 molecular_function] (1);  [IPR001995] (1); Aspartic pepiidase,
Groo3ti4 ! 0 O everse transcriptase, ribonuclease H) (1) proteolysis [GO:0006508 active site [IPRO0I969] (1); Reverse  Sc2T01d-0-MRNA 2181
biological_process] (1) transeriptase domain [IPRO00477] (1);
Retropepsins [IPROI8061] (1)
i i wanscription, DNA-templated seription elongation factor S-II,
GFROO3TT3 ! 0 0 Hypothetical protein (1) [GO:0006351 biological_process] (1) central domain [IPR003618] (1) scaffold_6_mRNA_2170.1
transeription, DNA-templated Transcription elongation factor S-11,
GFO031112 1 0 0 Hypothetical protein (1) 1GO0006351 biologieal process] (1) cemral domain 1DRO0S61S] (1 scaffold_6_mRNA_2169.1
et i Sugar phosphatc transporter domain
GFO031111 1 0 0 Hypothetical protein (1) et scaffold_6_ mRNA_2167.1
transeription, DNA-templated Transcription elongation factor S-11,
GFO031110 1 0 0 Hypothetical protein (1) 1GO:0006351 biologieal process] (1) cemrt domain (1DRO0S61S] (1 scaffold_6_mRNA_2166.1
i i wanscription, DNA-templated Transcription clongation factor S-1I,
GFO031109 ! 0 0 Hypothetical protein (1) [GO:0006351 biological_process] (1) central domain [IPR003618] (1) scaffold_6_mRNA_2164.1
GFO031108 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_2163.1
transeription, DNA-templated Transcription elongation factor S-11,
GFO031107 1 0 0 Hypothetical protein (1) 1GO:0006351 biologieal process] (1) cemral domain IDRO0S61S] (1 scaffold_6_mRNA_2162.1
zinc ion binding [GO:0008270
GF0031106 1 0 0 Hypothetical protein (1) ;:zf“:'?’dg‘g“n“‘)‘;';gf’” nucleic acid 7. finger, CCHC-type [IPRO0ISTS] (1) scaffold_6_mRNA 216.1
molecular_finction] (1)
. Reverse transeriptase domain .
GFO031105 1 0 0 Hypothetical protein (1) (PROATT] 1y scaffold_6_mRNA_215.1
Hydrophobic seed protein [IPR027923]
GF0031104 1 0 0 Hybrid proline-rich protein (1) (1): Bifunctional inhibitor/plant lipid (14 ¢ RNA 21481
transfer proteinsced storage helical
domain [IPRO16140] (1)
GFO031103 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_2147.1
Hydrophobic seed protein [IPR027923]
} ; (1): Bifunctional inhibitor/plant lipid
GFO031102 1 0 0 Hypothetical protein (1) rosterproteisced tomge helial €46 mRNA 2146.2
domain [IPRO16140) (1)
Bifunctional inhibitor/plant lipid transfer
. rotein/seed storage helical domain -
GFO031101 1 0 0 Hypothetical protein (1) TPROT6140] (1, Hicdrophobic seed  SC0TOId_6_mRNA 2144.1
protein [IPR027923] (1)
GFO031100 1 0 0 Hypothetical protein (1) scaffold_6_mRNA._2140.1
i':l‘l"jl‘z'r":ﬁ:;‘:?:]xm wansation Translation protein SH3-like domain
[G0:0006412 biological_process] (1); E;‘i"“cﬁ:lg'sﬁ;bg;ﬁ;'(')"l'x';‘:;'(“l N
GF0031099 1 0 0,608 ribosomal protein L27 (1) intracellular [GO:0005622 . B * scaffold_6_mRNA_2125.1
cellular_component] (1); structural Ribosomal protein L27¢ [IPROO1141]
constituent of ribosome [GO:0003735 ‘[l'r',"{im‘;‘;']‘jll‘)"‘“"“ L2 domain 2
molecular_fnction] (1)
GFO031098 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_2113.1
metabolic process [GO:0008152 AMP-binding enzyme C-terminal domain
biological_process] (1); catalytic activity [IPR025110] (1); Serine-
[GO:0003824 molecular_function] (1); ~ threonine/tyrosine-protein kinase,
GFO031097 1 0 0 Hypothetical protein (1) protein kinase activity [G catalytic domain (IPR001245] (1); AMP- scaffold_6_mRNA_2111.1
molecular_function] (1); protein dependent synhetase/ligase [IPRO00ST3]
phosphorylation [GO:0006468 (1): Protein kinase-like domain
biological_process] (1) [IPRO11009] (1)
GFO031096 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_210.1
metal on binding [GO:0046872
Heavy metal transport/detoxification  moleeular_function] (1); meal ion Heavy metal-associated domain, HMA
GFO031095 ! 0 O superfamily protein (1) transport [GO:0030001 [IPRO06121] (1) scaffold_6_mRNA_2096.1
biological_process] (1)
GFO031094 1 0 0 Hypotheical protein (1) FBD domain [IPRO06566] (1) scaffold_6_mRNA_2088.1
. . Rossmann-like alpha/beta/alpha .
GFO031093 1 0 0 Hypothetical protein (1) sumiich fod [PROIA729] (1) scaffold_6_mRNA_2073.1
GF0031092 1 0 0 Hypothetical protein (1) Viral movement protein (IPR028919] (1) scaffold_6_mRNA_207.1
GF0031091 1 0 0 Hypothetical protein (1) scaffold_6_ mRNA_205.1



T Nam inC.celementine  Numin C. unshia Note Go TaterPro Member Members in PArolaE
N . Protein of unknown function DUFI191
GFO031090 1 0 0 Hypothetical protein (1) [PROL0603) 1) scaffold_6_mRNA_2048.1
GF0031089 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_204.1
Translation initation factor IF2IFS
Eukaryotic transltion iitation fctor 2 :”;s's":l"“' ’“"f“:a"'; [(3(;:30“:3 [IPR002735] (1); Translation initiation
GF0031088 1 0 o Pukaryotic translation nitiation factor 2. biological_process] (1; trans factor IF2/IFS, zinc-binding [IPRO16190] scaffold 6_mRNA_2033.1
beta subunit, putative, expressed (1) initiation factor activity [GO:0003743 -0 mIRA
molecular function] (1) (1): Translation initiation factor IF2/IFS,
- N-terminal [IPRO16189] (1)
cucine-rich repeat domain, L domain-
GF0031087 1 0 0 Hypothetical protein (1) ke [bR0326701 (1) scaffold_6_mRNA_2031.1
GFO031086 1 0 0 Hypothetical protein (1) LOG family [IPRO31100] (1) scaffold_6_mRNA_203.1
proteolysis [GO:0006508 Peptidase A2A, retrovirus, catalytic
§ . biological_process] (1); aspartic-type  [IPRO0199S] (1); Retropepsins .
GFO031085 1 0 0 Hypothetical protein (1) - e activty [GO0004150  [IPROIS061] (1), Asparie pepidase €446 mRNA 2021
molecular_function] (1) domain [IPRO21109] (1)
GFO031084 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_2006.1
GF0031083 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_20.1
peroxidase activity [GO:0004601
molecular_fnction] (1); oxidation-
reduction process [GO:0055114
GF0031082 1 0 0 Hypothetical protein (1) biological_process] (1); response to  Haem peroxidase [IPRO10255] (1) scaffold_6_mRNA_1982.1
oxidative stress [GO:0006979
biological_process] (1); heme binding
[GO:0020037 molecular_function] (1)
. . Domain of unknown function DUFI985
GFO031081 1 0 0 Hypothetical protein (1) [PROISAI0) 1) scaffold_6_mRNA_1981.1
GF0031080 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_198.1
GF0031079 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_1977.1
GFO031078 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_1969.1
- mﬁ’:’;;:::s:s:;‘:‘;:;:::ﬂ‘ﬁ ), Viral movement proten [IPRO28919] (1):
GF0031077 1 0 0 Hypothetical protein (1) o * Aspartc peptidase, active site scaffold_6_mRNA_196.1
proteolysis [GO:0006508 IPR001969] (1)
biological_process] (1)
i . nucleic acid binding [GO:0003676 Ribonuclease Helike domain .
GF0031076 1 0 0 Hypothetical protein (1) oekecuar functions (1) (PROIZ3371 1) scaffold_6_mRNA_1944.1
GFO031075 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_194.1
Macrophage migration inhibitory fuctor
GF0031074 1 0 ;"“I"'P"“‘g‘ ""'ﬁ"“"“ inhibitory factor [IPRO01398] (1); Tautomerase/MIF  scaffold_6_mRNA_1936.2
family protein superfamily [IPRO14347] (1)
GFO031073 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_1929.1
GFO031072 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_1925.1
GFO031071 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_191.1
GFO031070 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_1909.1
Leucine-rich repeat-containing N-
terminal, plani-type [IPRO13210] (1);
GRO031069 . N  Verticillum wilt esistance-like protein  protcn binding [GO:0005515 Leucine-rieh epeat [PROOIGI1] (); o 6o g1y
molecular_function] (1) Leucine-rich repeat, typical subtype
[IPRO03591] (1; Leucine-rich repeat
domain, L domain-like [IPR032675] (1)
Reverse transcriptase domain
i i [IPRO00477] (1 .
GF0031068 1 0 0 Hypothetical protein (1) Endonuclesslenonuclaselphosphatase 4Td-6_MRNA_1885.1
[IPRO0S135] (1)
Refrotransposon gag domain
GF0031067 1 0 0 Hypothetical protein (1) [IPRO0S162] (1); Aspartic peptidase  scaffold_6_mRNA_1886.1
domain [IPR021109] (1)
GF0031066 1 0 0 Monosacharide transport protein (1) scaffold_6_mRNA_1885.1
rotein serine threonine kinase actvity o 1Eeeplor inase, Cuterminal
GFO031065 1 0 0 Hypothetical protein (1) P ' [IPRO21820] (1) Protein kinase-like  scaffold_6_mRNA_I874.1
GO:0004674 malecular_function] (1) g Lt oo
GFO031064 1 0 0 Hypotheical protein (1) scaffold_6_mRNA_I87.1
. Reverse transeriptase, RNA-dependent
GFO031063 1 0 0 Hypothetical protein (1) DNA polymeenso [PROI3103] (1) scaffold_6_mRNA_I85.1
GF0031062 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_1847.1
GF0031061 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_1846.1
GF0031060 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_1845.1
GF0031059 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_1844.1
GF0031058 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_1842.1
GF0031057 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_1833.1
Cytokinin riboside 5'monophosphate Cytokinin riboside 5'monophosphale
GF0031056 1 0 ﬁns poribobydrolse (1) phosp phosphoribohydrolase LOG [IPR005269] scaffold_6_mRNA_1832.1
phospl 4 (1): LOG family [IPRO31100] (1)
. . Gag-polypeptide of LTR copia-type .
GFO031055 1 0 0 Hypothetical protein (1) (PRO29472] (1) scaffold_6_mRNA_I831.1
GF0031054 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_1828.1
MULE transposase domain [IPRO18289]
GFO031053 1 0 0 Mutator-like transposase (1) (1): Transposase, MuDR, plant scaffold_6_mRNA_I821.1
[IPRO04332] (1)
proteolysis [GO:0006508 Domain of unknown function DUF1985
. . biological_process] (1); cysteine-type  [IPROIS410] (1) Ulpl protease family,
(Fo031052 ! o © Hypothetcal protein (1) peptidase activity [GO:0008234 C-terminal catalytic domain [IPR003653] *¢2T01d_6_MRNA_1820.1
molecular_function] (1) [0}
GF0031051 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_1809.1
RNA-directed DNA polymerase Reverse transcriptase domain
GF0031050 1 0 (Reverse rmscrptasey (1) PROOHTT] (1) scaffold_6_mRNA_I808.1
GFO031049 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_1797.1
GFO031048 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_179.1
GFO031047 1 0 0 Monosacharide transport protein (1) scaffold_6_mRNA_1788.1
GFO031046 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_1787.1
ATP binding [GO:0005524
";Z::C::TIT:::::X:I‘[);](; :)‘a‘;':;;'" Protein kinase domain [IPR000TI9] (1);
GF0031045 1 0 0 Hypothetical protein (1) prosphory! Protein kinase-like domain [IPRO11009] scaffold_6_mRNA_1785.1
bmlngvcal process] (1);protin kinase 1"
¥ [GO:0004672
lculr  function] (1)
protein dimerization activity
HAT, C-terminal dimerisation domain
GF0031044 1 0 0 Hypothetical protein (1) E‘Sgc‘l’f:szjxs‘:(‘l‘:;“‘["“' 2:)";;“’"] (M5 [1pRO0890] (1); Ribomuclease Helike  scaffold_6_mRNA_1784.1
molecular_function] (1) domain [PRO12337] (1)
GFO031043 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_1780.1
. Leucine-rich repeat domain, L domain-
GFO031042 1 0 0 Hypothetical protein (1) e (IPRO32679) (1) scaffold_6_mRNA_1777.1
Protein kinase domain [IPR000719] (1);
Leucine-rich repeat domain, L domain-
. G like [IPR032675] (1); Protein kinase-like
‘;:::;ﬁlz:":“:tégﬁfxﬂﬁg binding  40main [PRO11009] (1) Leucine-rich
[GO:0005524 molecular_function] (1): ‘:p‘:‘ :zp“al:"/l"‘y"°£'ykoo‘fi‘1' lg”
GF0031041 1 0 0 LRR receptor-like kinase (1) protein phosphorylation [GO:0006468 > eoMMe/yToSIne-Protein KInase, -1y 6 mRNA_1775.1
catalytic domain [IPR001245] (1); -O-mERA
biological )rﬂce:a] (0 procin Kinase
activiy G0 Leucine-rich repeat-containing N-
terminal, plani-type [IPR013210] (1);
'“°'°°“'”J“"““°"] 0] Serine/threonine-protein kinase, active
site [IPRO08271] (1); Leucine-rich repeat
[IPROOI6I1] (1)
nucleic acid binding [GO:0003676
ol fnsion] m regulation of  Carlavirus nucleic acid-binding protein
GF0031040 1 0 0 Hypothetical protein (1) Tmipton. 1PRO03SSS] (1) scaffold_6_mRNA_1774.1
[GO:0006355 bm\ngvcsl |_process] (1)
GFO031039 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_1773.1
Cytokinin riboside S-monophosphate . .
GFO031038 1 0 © phosphoribohydrolass () LOG family [IPRO31100] (1) scaffold_6_mRNA_1772.1
Reverse transcriptase domain
GFO031037 1 0 0 Hypothetical protein (1) PROOITT] (1) scaffold_6_mRNA_1768.1
GFO031036 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_1762.1
GFO031035 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_1758.1
GFO031034 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_1757.1
Six-bladed beta-propeller, TolB-like
[IPRO11042] (1); WDA4O/Y VTN repeat-
protein binding [GO:0005515 like-containing domain (IPR015943] (1):
o Poassium chamneltetrmerzation molecular_function] (1); profein Potassium channel tetramerisation-type
GF0031033 ! 0 protein (1) [GO:0051260 BTB domain [IPRO03131] (1); W40 C2T01d 6 mRNA_1754.1
biological_process] (1) repeat-containing domain [IPRO17986]
(1): SKPI/BTB/POZ domain
[IPRO11333] (1)
GF0031032 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_1753.1
oxidoreductase activity, acting on the
aldehyde or oxo group of donors, NAD.
PR— , o 0 Hypothetical protein (1) or NADP as aceeplor [GO:0016620  Glyceraldehyde Erythrose phosphate v 6 s 1751 )

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

dehydrogenase family [IPR020831] (1)
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GF0031030 1

GF0031029 1
GF0031028 1
GF0031027 1
GF0031026 1
GF0031025 1
GF0031024 1
GF0031023 1
GF0031022 1
GF0031021 1
GF0031020 1
GF0031019 1
GF0031018 1
GF0031017 1
GF0031016 1
GF0031015 1
GF0031014 1
GF0031013 1
GF0031012 1

GF0031011 1

GF0031010 1
GF0031009 1

GF0031008 1

GF0031007 1
GF0031006 1
GF0031005 1
GF0031004 1
GF0031003 1

GF0031002 1
GF0031001 1

GF0031000 1

GF0030999 1
GF0030998 1

GF0030997 1

GF0030996 1

GF0030995 1

GF0030994 1
GF0030993 1
GF0030992 1
GF0030991 1
GF0030990 1
GF0030989 1

GF0030988 1

GF0030987 1
GF0030986 1

GF0030985 1
GF0030984 1
GF0030983 1
GF0030982 1

GF0030981 1

GF0030980 1

GF0030979 1
GF0030978 1

GF0030977 1

GF0030976 1
GF0030975 1
GF0030974 1
GF0030973 1

GF0030972 1

GF0030971 1

GF0030970 1

GF0030969 1
GF0030968 1
GF0030967 1
GF0030966 1
GF0030965 1

GF0030964 1

GF0030963 1

GF0030962 1
GF0030961 1

oo oo o ccococo o cococooocoooo oo

coocoo o

oo oo

oo oo o

o Putative peptide transporte, Protein
O NRTI/ PTR FAMILY 8.3 (1)

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

0 Hypothetical protein (1)

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

o Putative receptor protein kinase ZmPK 1

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

0 Hypothetical protein (1)

0 Hypothetical protein (1)

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

o Protein FARI-RELATED SEQUENCE 6

0 Hypothetical protein (1)

Short chain alcohol dehydrogenase-like
protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Monosacharide transport protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)
0 vaomeucal protein (1)
ytokinin riboside S-monophosphate
plmsphonbonydlok\s e (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

Disease resistance protein (CC-NBS-

© LRR class) family protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)
o Cytokinin riboside S-monophosphate
© phosphoribohydrolase (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

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

0 Hypothetical protein (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)
Cytokinin riboside S-monophosphate
© phosphoribohydrolase (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)

oligopeptide transport [GO:0006857
biological process] (1); transporter
activity [GO:0005215
molecular_function] (1); transport
[GO:0006810 biological_process] (1)
membrane [GO:0016020
cellular_component] (1)

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

protein binding [GO:00055
molecular_function] (1) ATP binding
& 4 molecular_function] (1);
protein kinase activity [GO:0004672
molecular_function] (1); protein
serine/threonine kinase activity
[GO:0004674 molecular_function] (1);
recognition of pollen [GO:0048544
biological_process] (1); protein
phosphorylation [GO:0006468
biological_process] (1)

ATP binding [GO:0005524
molecular_function] (1); nucleic acid
binding [GO:0003676

molecular ]unclml\] m protein kinase
activity [GO:000467.

molecular_function] (|) protein
phosphorylation [GO:0006468
biological_process] (1); zinc ion binding
[G0:0008270 molecular_function] (1);
RNA-DNA hybrid ribonuclease activity
[GO:0004523 molecular_function] (1)

zine ion binding [GO:0008270
molecular_function] (1); regulation of
transeription, DNA-templated

[GO:0006355 biological_process] (1)

protein dimerization activity
[GO:0046983 molecular ﬁmcnon] .
nucleic acid binding [GO:000367¢
molecular_function] (1)

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

ADP binding [GO:0043531
molecular_function] (1)

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

ADP binding [G0:0043531
molecular_function] (1)

PTR2 family proton/oligopeptide
symporter, conserved site [IPRO18456]
(1); Major facilitator superfarmily domain
[IPR020846] (1); Proton-dependent
oligopeptide transporter family
[IPR000109] (1)

LOG family [IPRO31100] (1)

Retrotransposon gag domain
[IPRO05162] (1)

Ribonuclease H-like domain
[IPROI2337] (1); Reverse transcriptase
zinc-binding domain [IPR026960] (1);
Endonuclease/exonuclease/phosphatase
[IPRO0S135] (1)

Bulb-type lectin domain [IPR001480]
(1); PAN/Apple domain [IPR003609]
(1; Protein kinase, ATP binding site
[IPRO17441] (1); Serinethreonine-
protein kinase, active site [IPR00S271]
(1):S-locus glycoprotein domain
[IPRO00SSS] (1);
[IPR000742] (1); Protein kinase-like
domain [IPROT1009] (1; S-receptor-like.
Serinelthreonine-protein kinase
[IPRO24171] (1); Protein kinase domain
[IPRO0019] (1)

Aspartic peptidase domain [IPR021109]
)

Protein kinase domain [IPR000719] (1);
Ribonuclease H-like domain
[IPRO12337] (1); Domain of unknown
function DUF4283 [IPRO25558] (1);
Protein kinase-like domain [IPR011009]
(1); Ribonuclease H domain [IPR002156]
(1; Zine finger, CCHC-type
[IPROO1S7S] (1)

Zine finger, SWIM-type [IPR007527)
(1); MULE transposase domain
[IPRO18289] (1); Zinc finger, PMZ-type
[IPR006564] (1): FART DNA binding
domain (IPRO04330] (1); FHY3/FART
family [IPR031052] (1)

Reverse transcriptase, RNA-dependent
DNA polymerase [II’ROIJ 103] u)
Short-chain dehydrogenase/reduct

SDR [IPR002347] m NAI)(P) bmdmg
domain [IPRO16040] (1)

Ribonuclease H-like domain
[IPRO12337] (1); HAT, C-terminal
dimer domain [IPRO0S906] (1)

LOG family [IPRO31100] (1)

Zine finger, SWIM-type [IPR007527]
(1); Zine finger, PMZ-type [IPR006564]
(0]

NB-ARC [IPRO02182] (1); AAA+
ATPase domain [IPR003593] m l"rloop
containing nucleoside triphosphat

hydrolase [IPR027417] (1); Lo ich
repeat domain, L domain-like
[IPR032675] (1); Winged helix-turn-helix
DNA-binding domain [IPRO11991] (1)

Arabidopsis retrotransposon Orfl
[IPR004312] (1)

Cytokinin riboside S-monophosphate
phosphoribohydrolase LOG [IPR005269]
(1): LOG family [IPRO31100] (1)

HAT, C-terminal dimerisation domain
[IPR008906] (1); Ribonuclease H-like
domain [IPRO12337] (1)

P-loop containing nucleoside triphosphate
hydrolase [IPR027417] (1); AAA+
ATPase domain [IPR003593] (1); NB-
ARC [IPR002182] (1); Leucine-rich
repeat domain, L domain-like
[IPR032675] (1); Winged helix-tum-helix
DNA-binding domain [IPROTI991] (1)

LOG family [IPRO31100] (1)

Leucine-rich repeat domain, L domain-
like [IPRO32675] (1)

scaffold_6_mRNA_1741.1

scaffold_6_mRNA_1738.1
scaffold_6_mRNA_1735.1
scaffold_6_mRNA_1731.1
scaffold_6_mRNA_1729.1
scaffold_6_mRNA_1728.1
scaffold_6_mRNA_1727.1
scaffold_6_mRNA_1726.1
scaffold_6_mRNA_1721.1
scaffold_6_mRNA_1720.1
scaffold_6_mRNA_1719.1
scaffold_6_mRNA_1718.1
scaffold_6_mRNA_1717.1
scaflold_6_mRNA_1699.1
scaffold_6_mRNA_1698.1
scaffold_6_mRNA_169.1

scaffold_6_mRNA_168.1

scaffold_6_mRNA_1652.1
scaffold_6_mRNA_165.1

scaffold_6_mRNA_1640.1

scaffold_6_mRNA_1630.1
scaffold_6_mRNA_163.1

scaffold_6_mRNA_1629.1

scaffold_6_mRNA_1628.1
scaffold_6_mRNA_1624.1
scaffold_6_mRNA_1623.1
scaffold_6_mRNA_1617.1
scaffold_6_mRNA_1610.1

scaffold_6_mRNA_1609.1

scaffold_6_mRNA_1608.1

scaffold_6_mRNA_1600.1

scaffold_6_mRNA_160.1
scaffold_6_mRNA_16.1

scaffold_6_mRNA_1597.1

scaflold_6_mRNA_1592.1

scaffold_6_mRNA_1591.1

scaffold_6_mRNA_1586.1
scaffold_6_mRNA_1583.1
scaffold_6_mRNA_1582.1
scaffold_6_mRNA_1580.1
scaffold_6_mRNA_1576.1
scaffold_6_mRNA_1573.1

scaffold_6_mRNA_1565.1

scaffold_6_mRNA_1564.1
scaffold_6_mRNA_156.1

scaffold_6_mRNA_1547.1
scaflold_6_mRNA_1546.1
scaflold_6_mRNA_1545.1

scaffold_6_mRNA_1544.1

scaffold_6_mRNA_1543.1

scaffold_6_mRNA_154.1

scaffold_6_mRNA_1532.1

scaffold_6_mRNA_153.1
scaffold_6_mRNA_1527.1

scaffold_6_mRNA_1526.1
scaflold_6_mRNA_1524.1
scaffold_6_mRNA_1523.1
scaflold_6_mRNA_1522.1

scaffold_6_mRNA_152.1

scaffold_6_mRNA_1515.1

scaffold_6_mRNA_I51.1

scaffold_6_mRNA_1508.1
scaffold_6_mRNA_1507.1
scaffold_6_mRNA_1506.1
scaffold_6_mRNA_1503.1
scaffold_6_mRNA_1502.1

scaffold_6_mRNA_1501.1
scaflold_6_mRNA_15.1

scaffold_6_mRNA_1497.1
scaffold_6_mRNA_1496.1
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GF0030960 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_1490.1
GF0030959 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_1476.1
nucleic acid binding [GO:0003676
GF0030958 1 0 0 Hypothetical protein (1) molccular_function] (1); zinc ion binding Zine finger, CCHC-type [IPRO0ISTS] (1) scaffold_6_mRNA_1472.1
(GO:0008270 molecular_function] (1)
positive regulation of transeription from
A polymerase 11 promoter
[GO:0045944 bmlogxcal process] (1);
MAPK cascade [GO:0000165
biological_process] (1), protein MADS MEF2-like [IPR033896] (1);
GF0030957 1 0 N::‘:im" transcription factor family i ation activity [GO:0046983 Transcription factor, MADS-box scaffold_6_mRNA_1462.1
L molccular_function] (1): DNA binding  [IPR002100] (1)
(GO:0003677 molecular_function] (1);
RNA polymerase Il regulatory region
sequence-specific DNA binding
[GO:0000977 molccular_function] (1)
. I NAD(P)-binding domain [IPRO16040]
GF0030956 1 0 NAD(P)-binding Rossmann-fold (1); Short-chain dehydrogenasereductase scaffold_6_mRNA_1461.1
superfamily protein isoform 2 (1) SR [TPROIZ34T) )
GF0030955 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_1458.1
GF0030954 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_1448.1
LOG family [IPR031100] (1); Cytokinin
. Cytokinin riboside 5'monophosphate iboside S-monophosphate }
GF0030953 ! 0 phosphoribohydrolase (1) phosphoribohydrolase LOG [IPR005269) S¢T01d_6_MRNA_1447.1
o)
GF0030952 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_1446.1
GF0030951 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_1445.1
nucleosome [GO:0000786
cellular_componen] (1); protein
heterodimerization activity [GO:0046982
molecular_fmction] (1); nucleus Histone H4, conserved site (IPRO19809]
GF0030950 1 0 0 Histone Hd (1) 005634 cellular_component] (1); ~ (1): Histone H4 [IPRO01951] (1); scaffold_6_mRNA_1439.1
DNA binding [GO:0003677 Histone-fold [IPR009072] (1)
molecular_function] (1); nucleosome
assembly [GO:0006334
biological_process] (1)
i . nucleic acid binding [GO:0003676 Ribonuclease H-like domain .
GF0030949 1 0 0 Hypothetical protein (1) oleculey function] (1) (PROIZ331 1) scaffold_6_ mRNA_1424.1
GF0030948 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_1412.1
GF0030947 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_1411.1
s Cytokinin riboside S-monophosphate
GF0030946 1 0 Chy “fk;""fh“l;“’f;"”f ""“]""“"""5”““ phosphoribohydrolase LOG [IPR005269] scaffold_6_mRNA_1410.1
phosphoribohydrolase m LOG family [IPRO31100] (1)
main of unknown function DUF4283
GF0030945 1 0 0 Hypothetial protein (1) [IPROZSSSX] (1): Zine knuckle scaffold_6_mRNA_141.1
CX2CX4HXAC [IPRO25836] (1)
GF0030944 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_1400.1
al1 non TR retroclement protein ik Domain of unknown function DUF4283
GF0030043 1 0 ““) non-LTR retroelement protein-tike [IPR025558] (1); Zine knuckle scaffold_6_mRNA_140.1
CX2CX4HXAC [IPRO25836] (1)
GFO030942 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_139.1
GFO030941 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_1385.1
GrO030940 . o  Transposable clement protein, putative, ﬁ?ﬁ‘&?&"{]‘ﬁ: gag domain calfold 6 mRNA 13841
Reverse transcriptase domain
RNA-directed DNA polymerase [IPRO00477] (1
GF0030939 ! 0 (Reverse transcriptase) (1) Endonucleaselexonucleasc/phosphatase  SC210I4-6-MRNA_138.1
[IPRO0S135] (1)
GF0030938 1 0 0 Hypothetical protein (1) scaffold_6_ mRNA_1379.1
GF0030937 I 0 0 Hypothetical protein (1) [|;nglz"5:;;ﬁ ‘1170‘“1 function DUFA283 (ool 6 mRNA_1373.1
. nucleic acid binding [GO:0003676 Ribonuclease H-like domain .
GFO0030936 1 0 0 Hypothetical protein (1) oleeule Tuncton] (1) [PROIZI37) 1) scaffold_6_mRNA_1362.1
GF0030935 1 0 0 Hypothetical protein (1) [I;‘:’(;‘;;}ix‘s‘]‘(j?"""“"‘“ PhOSPhASe ol 6 mRNA_1360.1
GF0030934 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_1354.1
Peptidase S8 propeptide/proteinase
ol inhibitor 19 [IPR010259] (1); Peptidase
S]:l‘s‘f:z:r [2&2:]0(615)“1""“ S8, subtilisin-related [IPR015500] (1);
GF0030933 1 0 0 Subiilisin-like protease SDDI (1) sical P! d D¢ Cucumisin-like catalytic domain scaffold_6_mRNA_1344.1
endopeptidase activity [GO:0004252 e FE SN O
molecular_function] (1) [IPRO03137] (1): Peptidase S8/S53
domain [IPR000209) (1)
GF0030932 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_1343.1
transeription, DNA-templated
[GO:0006351 biological_process] (1);
:)Ct:;\l“"['g:ggn;x‘;w‘ POIYMEIase 1\ A directed RNA polymerase, subunit
GF0030931 1 0 0 Hypothetical protein (1) activity [GO: 2[IPROISTI2] (1); RNA polymerase  scaffold_6_mRNA_1330.1
molecular_funcion] (1): DNA binding ¢ 1K S FEE PR
[GO:0003677 molecular_function] (1); 2"
ribonucleoside binding [GO:0032549
molecular_function] (1)
GF0030930 1 0 0 Monosacharide transport protein (1) scaffold_6_mRNA_1320.1
GF0030929 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_1317.1
GF0030928 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_1315.1
Cytokinin riboside S-monophosphate
GF0030927 1 0 0 prosphoribobydrolase (1) LOG family [IPRO31100] (1) scaffold_6_mRNA_1314.1
infFisZ, 2-layer sandwich domai
GF0030926 1 0 0 Hypothetical protein (1) E‘r',l;::;&};f;'m"‘" sandwich domain . lg 6 mRNA_1313.1
Ubiquitin domain [IPR000626] (1);
Aspartic peptidase domain [IPRO21109]
. protein binding [GO:0005515 ayul [IPRO199S6) (1); .
GF0030925 1 0 0 Hypothetical protein (1) Tclorulot fumction] (1 Uniquiinrelated domain [1bROz90071]  S64TO14_6 mRNA_1309.1
(1): Ubiquitin conserved site
[IPRO19954] (1)
GF0030924 1 0 0 Hypothetical protein (1) (PI';’“‘“ Kinase-like domain [IPROVIO0] (o1 6 mRNA_1304.1
Reverse transeriptase zinc-binding
domain [IPR026960] (1); Domain of
RNA-directed DNA polymerase nucleic acid binding [GO:0003676 unknown function DUF4283
GFO0030923 1 0 0 (Reverse transcriptase); Polynucleotidyl - molecular_function] (1); zinc ion binding [IPR025558] (1); Ribonuclease H-like  scaffold_6_mRNA_1299.1
transferase, Ribonuclease H fold (1) 0008270 molecular_function] (1)~ domain [IPROI2337] (1; Reverse
transcriptase domain [IPRO00477] (1);
Zine finger, CCHC-type [IPROISTS] (1)
GF0030922 1 0 0 Hypothetical protein (1) scaffold_6_ mRNA_1297.1
GF0030921 1 0 0 Hypothetical protein (1) ﬁ;;’%‘g’;’;;’;‘;‘("“; gag domain scaffold_6_mRNA_1296.1
structural consttuent of ribosome
(GO:0003735 molecular_function] (1); ~ Ribosomal protein L2 domain 2
translation [GO:0006412 [IPRO14722] (1: Ribosomal protein
GF0030920 1 0 0 Hypotheical protein (1) bilogel rocese (1 el L2 IPRODII41] (1) Trmltion - scafold 6 RN 129.1
[GO:0005622 cellular_component] (1);  protein SH3-like domain [IPRO0S991]
ribosome [GO:0005840
cellular_component] (1)
GFO030919 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_1285.1
GFO030918 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_1284.1
Protein kinase, ATP binding site
[IPROI7441] (1; Serine/threonine-
y protein kinase, acive site [IPRO08271]
protein binding [GO:0005515 (1); Leucine-rich repeat-containing N-
molecular_funcion] (1); ATP binding (" CEHE ARSI
entortike Kinase f [GO:0005524 molecular_function] (1); (7 PP P RO
GF0030917 1 0 o LRR receptor-ike kinase family protein o b bhorylation (GO:0006468 P:’;""‘\’k:;;g:;;[m [II’ROOLWIIL]’;I) scaffold_6_mRNA_128.1
iological proces] (1) potein kinase {1 FELSE S EETOR T
*::“)'I‘:'C‘:If?‘ﬁg“::; (2“ [IPRO03591] m Leucine-rich repeat
- domain, L domain-like [IPR032675] (1);
Proten kinas-lk donin [IPRO1 1009
(0]
GFO030916 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_1274.1
GFO030915 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_1273.1
GFO030914 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_127.1
GFO030913 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_1268.1
small ibosomal subunit [GO:0015935
cellular_component] (1); ribosome
- el Ribosomal protein $23,
S:‘?ﬂ'i\“gﬁ:fsﬂ:‘:ﬁ:’;‘:s‘;‘z“] W% eukaryoticiarchacal (IPRO0S680] (1;
GFO030912 1 0 0408 ribosomal protein $23 (1) Ribosomal protein S12/$23 [IPR006032] scaffold_6_mRNA_1261.1
GO:0003735 molecular function] (); (' Sot PO L P EEE
: 2, OB-fol
ranslation [GO:0006412 {PRO1340] (1)
biological_process] (1); intracellular
[GO:0005622 cellular_component] (1)
GFO030911 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_126.1
regulation of transeription, DNA-
Zine finger, PMZ-type [IPR006564] (1);
GF0030910 1 0 f';"e'“ FARI-RELATED SEQUENCE 5 "";P;';‘:E"Zg;’s‘ﬁs)szmc on binding 211 inger, SWIN-ype [IPRO0752T]  scaffold 6 mRNA_1238.1
[GO:0008270 molecular_function] (1) (> FHY3/FART family [IPR031052] (1)
GF0030909 1 0 0 Hypothetical protein (1) scaffold_6_ mRNA_1256.1



T Nam inC.celementine  Numin C. unshia Note Go TaterPro Member Members in PArolaE
GF0030908 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_1253.1
. Cytokinin riboside S'-monophosphate . .
GFO030907 1 0 shcephoribohydolare () LOG family [IPRO31100] (1) scaffold_6_mRNA_1252.1
GFO030906 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_125.1
GFO0030905 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_1248.1
GFO030904 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_1245.1
GR0030903 . N Alpha/beta-Hydrolases superfuily Alpha/Beta hydrolase fold [[PRO290SS] o oo
protein isoform 3 (1) 16_mRNA_
Ribonuclease H-like domain
. Cysteine-rich RLK (RECEPTOR-like  nucleic acid binding [GO:0003676 [IPRO12337] (1); Reverse transcriptase,
GF0030902 ! 0 O protein kinase) § (1) molecular_function] (1) RNA-dependent DNA polymerase scaffold_6_mRNA_124.1
[IPROI3103] (1)
GF0030901 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_1239.1
integral component of membrane
[GO:0016021 cellular_component] (1);
dolichyl-diphosphooligosaccharide-
prtin st e et e proh K
[GO:0004579 molecular_function] (1): rosine-p >
. protein binding [GO:000515 catalytic domain [IPR001245] (1);
Gr0030900 ) o LRR receptor-ike kinase family potin, P 000 I EERA0 DAD/OS2 [IPROO3038] (1) Leucine- oo
putative (1) osphorylation [GO:0006463 rich repeat, typical subtype [IPR003591] -0 mRNA
phosphory " (1); Leucine-rich repeat domain, L
iologieal proces] (1) poten kinase " SWEIEREL S AR B
activity [GO:0004672 Kinase-like domain [IPRO11009] (1)
molecular_function] (1); ¢
oligosaccharyltransferase complex
[GO:0008250 cellular_componen] (1)
’ Pentatricopeptide repeat (IPRO028SS
GF0030899 1 0 0 Hypothetical protein (1) protein binding [GO:0005515 (1); Tetratricopeptide-like helical domain scaffold 6 mRNA_1236.1
molecular_function] (1) {PRO11900] (1)
. y Tetratricopeptide-like helical domain
GF0030898 1 0 0 Hypothetical protein (1) protein binding [GO:0005515 [IPRO11990] (1); Pentatricopeptide scaffold_6_mRNA_1234.1
molecular_function] (1) peat (IPROVZOES) (1)
GF0030897 1 0 0 Hypotheical protein (1) scaffold_6_mRNA_1232.1
aminoacylRNA ligase activity RNA synthetases class I, catalytic
[GO:0004812 molecular_function] (1);  domain [IPR032678] (1); Cysteinyl-
nucleotide binding [GO:0000166 {RNA synthetase/mycothiol ligase
TRNA synthetase class I (C) family  molecular_function] (1); ATP binding  [IPR024909] (1); Rossmann-like
GFO030896 ! 0 protein (1) 5524 molecular_function] (1);  alpha/beta/alpha sandwich fold scaffold_6 mRNA._123.1
{RNA aminoacylation for protein [IPROI4729] (1); Aminoacyl-tRNA
translation [GO:0006418 synthetase, class la, anticodon-binding
biological_process] (1) [IPRO09OSO] (1)
Leucine-rich repeat [IPRO01611] (1);
y Protein kinase, ATP binding site
protein binding [GO:0005515 [IPRO17441] (1); Tyrosine-protein
molecular_funcion] (1): ATP binding (B FLACH TR
. LRR receptor-like kinase family protein (000005524 molecular_function] (1) oy ciykingse-like domain [IPRO11009]
GFO030895 1 0 0 rotein phosphorylation [GO:0006468 scaffold_6_mRNA_1224.1
o 51010 m:l :’occr:s] (1): protein kinase ()5 Leveine-rich repeat domain, o N
gicalp P domain-like [IPR032675] (1; Leucine-
activity [GO:0004672
ecutor fnction) (1) rich repeat, typical subtype [IPR003591]
moleeular.| (1): Protein kinase domain [IPR000719]
GFO030894 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_122.1
GFO030893 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_1219.1
GFO030892 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_1212.1
Cytokinin riboside S-monophosphate .
GF0030891 1 0 shosphoribobydrolase (1) LOG family [IPRO31100] (1) scaffold_6_mRNA_1206.1
GF0030890 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_1203.1
GF0030889 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_1201.1
Ubiquitin conserved site [IPRO19954]
protein binding [GO:0005515 : ated dom
GF0030888 1 0 0 Polyubiquitin (1) molecular_function] (1) [IPRO29071] (1; Ubiquitin [IPR019956) **1T01d-6_mRNA_1200.1
(1): Ubiquitin domain [IPR000626] (1)
GFO030887 1 0 0 Hypothetical protein (1) Cactin, central domain [IPROISS16] (1) scaffold_6_mRNA_1199.1
GFO030886 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_1198.1
GF0030885 1 0 0 Hypothetical protein (1) m’““’c peptidase domain [IPRO2H09] (w1 6 mRNA_1196.1
GFO030884 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_1195.1
GFO030883 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_1194.1
. protein binding [GO:0005515 Cactin, C-terminal [IPRO19134] (1); .
GFO030882 1 0 0 Hypothetical protein (1) Tolecular function] (1) Cactin, contrl domain [IPRO18516] 1) *¢201d 6 MRNA_1193.1
GFO030881 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_1191.1
GFO030880 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_1190.1
Cytokinin riboside 5-monophosphate
DNA integration [GO:0015074 "I"mg':’{’,’}"’"fdm"“ "?G [IPRO05269]
biological_process] (1); nucleic acid (s GAG-previntegrase domain
GF0030879 1 0 0 Hypothetical protein (1) D [GO000%676 [IPR025724] (1); Ribonuclease Helike  scaffold_6_mRNA_119.1
e function] (1) domain [IPRO12337] (1): LOG family
- [IPRO31100] (1: Integrase, catalytic core
[IPRO01S84] (1)
GF0030878 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_1189.1
GF0030877 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_1188.1
Endonuclease/exonuclease/phosphatase
GFO030876 1 0 0 Hypothetical protein (1) PRO0S138] (1) scaffold_6_mRNA_1186.1
GFO030875 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_1181.1
Leucine-rich repeat domain, L domain-
like [IPRO32675] (1); Leucine-rich
repeat, typical subtype [IPR003391] (1);
‘nucleic acid binding [GO:0003676 Ribonuclease H-like domain
[IPROI2337] (1); Reverse transcriptase,
GFO030874 1 0 0 Hypothetical protein (1) molecular_function] (1); DNA integration scaffold_6_mRNA_118.1
[GO:0015074 biological_process] (1) A-dependent DNA polymerase
Lproces [IPROI3103] (1; Integrase, catalytic core
[IPRO01584] (1); Leucine-rich repeat-
containing N-terminal, plant-type
[IPROI3210] (1)
GFO030873 1 0 0 Hypothetical protein (1) Viral movement protein [IPR028919] (1) scaffold_6_mRNA_1178.1
GFO030872 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_1173.1
GFO030871 1 0 0 Hypotheical protein (1) scaffold_6_mRNA_1172.1
LOG family [IPR031100] (1); Cytokinin
. Cytokinin riboside S-monophosphate riboside S-monophosphate }
GF0030870 ! 0 phosphoribohydrolase (1) phosphoribohydrolase LOG [IPR005269) S¢T01d_6_mRNA_I7L.1
)
GF0030869 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_1170.1
Transposase-associated domain
GFO030868 1 0 0 Hypothetial protein (1) IPROSI0] (1) scaffold_6_mRNA_1169.1
GFO030867 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_1164.1
) Cytokinin riboside 5-monophosphate
GF0030866 1 0 0 cﬁ:fk;';‘:l::l"::’:;‘;"(“:')‘°"l“’5pm'e phosphoribohydrolase LOG [IPR005269] scaffold_6_mRNA_1163.1
phospl tydrolas (1): LOG family [IPRO31100] (1)
GF0030865 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_1162.1
GF0030864 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_1160.1
Putative non-LTR retrolelement reverse  nucleic acid binding [GO:0003676 Ribonuclease H-like domain
GF0030863 ! 0 © anscriptase (1) molecular_function] (1) [IPRO12337] (1) scaffold 6 mRNA_116.1
GFO030862 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_115.1
LOG family [IPRO31100] (1); Cytokinin
Cytokinin riboside S'monophosphate riboside 5-monophosphate .
GFO030861 ! 0 phosphoribohydrolase (1) phosphoribohydrolase LOG [IPR005269] S¢T01d_6_MRNA_1149.1
1
GF0030860 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_1148.1
GF0030859 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_1147.1
. nucleic acid binding [GO:0003676 Ribonuclease Helike domain .
GFO030858 1 0 0 RnaseH protein (1) octocdas function (1) [PROIZI37) 1) scaffold_6_mRNA_1141.1
GFO030857 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_114.1
. . i} LOG family [IPR031100] (1); Domain of
GF0030856 1 0 0 (ﬁ::‘kl‘q':":b“obn"’;:’:;s;"“‘l';‘“"h“”’m'e unknown function DUF4216. scaffold_6_mRNA_113.1
phospl 4 [IPRO25312] (1)
GF0030855 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_1128.1
GFO030854 1 0 0 Hypothetical protein (1) LOG family [IPRO31100] (1) scaffold_6_mRNA_1125.1
GF0030853 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_1123.1
. nucleic acid binding [GO:0003676 Ribonuclease Helike domain .
GFO030852 1 0 0 Hypothetical protein (1) ctocdas function (1) [PROIZI37] 1) scaffold_6_mRNA_1119.1
GFO030851 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_1118.1
GFO030850 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_1117.1
GF0030849 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_1115.1
GFO030848 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_I111.1
GF0030847 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_1110.1
GFO030846 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_1107.1
e o) () e iy 2 g CCHC e IPRODISTS)
GF0030845 1 0 0 Hypothetical protein (1) Mg (600003676 ::\' Zinc finger, PMZ-type [IPR006564] scaffold_6_mRNA_1104.1
molecular_function] (1)
GFO030844 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_1101.1
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GFO030843 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_1099.1
Ubiquitin conserved site [IPRO19954]
. . protein binding [GO:0005515 (1) Ubiquitin-related domain .
GFO030842 1 0 0 Hypothetical protein (1) Pckecular funetion] 1) 1PRO29071] (1 Ubiquitn (1PRo19956] SC4Tld_6_mRNA_1095.1
(1): Ubiquitin domain [IPR000626] (1)
GF0030841 1 0  Cytokinin riboside S'-monophosphate scaffold_6_mRNA_1094.1
phosphoribohydrolase (1)
o Glycoside hydrolase superfamily
GF0030840 1 0 0 Hypothetical protein (1) f:‘:iﬁf;“ﬁ’.‘"'xﬁczﬂm 824 [IPRO17853] (1); Aldolase-type TIM  scaffold_6_mRNA_1082.1
= barrel [IPROI3785] (1)
GF0030839 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_1079.1
GF0030838 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_1076.1
GF0030837 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_1074.1
- Cytokinin riboside S-monophosphate
GF0030836 1 0 0 C;;i‘k;'::h"ol"“’i;:’; :}E""‘l",“‘"""“”"“‘ phosphoribohydrolase LOG [IPR005269] scaffold_6_mRNA_1071.1
phosp e (1): LOG family [IPRO31100] (1)
et i Retrotransposon gag domain .
GFO030835 1 0 0 Hypothetical protein (1) (IPRODSIGE () scaffold_6_mRNA_1070.1
GF0030834 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_107.1
GF0030833 1 0 0 Hypothetical protein (1) (TI“““S”‘“"“‘ En/Spm-like [IPRO04242] (.ol 6_mRNA_1067.1
) Cytokinin riboside 5-monophosphate
GF0030832 1 0 0 cﬁ';fkl‘q"‘)‘:l::l"::’:]:‘;"(“:')‘°"h”pm'e phosphoribohydrolase LOG [IPR005269] scaffold_6_mRNA_1065.1
phospl ydrolas (1): LOG family [IPRO31100] (1)
nucleie acid binding [GO:0003676
molecular_function] (1); regulation of  Carlavirus nuelei acid-binding protein
GFO030831 1 0 0 Hypothetical protein (1) oneaipton, DNA-temoloted LPROVZS68] (1) scaffold_6_mRNA_1064.1
[GO:0006355 biological _process] (1)
GFO030830 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_1063.1
GF0030829 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_1055.1
GFO030828 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_1054.1
GF0030827 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_1053.1
. dde 5t . Cytokinin riboside 5-monophosphate
GF0030826 1 0 (ﬁ::‘k;':::b“obn"’;:’:;s;"“"")‘“"h“”’h“"e phosphoribohydrolase LOG [IPR005269] scaffold_6_mRNA_1045.1
phospl 4 (1): LOG family [IPRO31100] (1)
catalytic activity [GO:0003824
§ molecular_function] (1); metabolic AMP-dependent synthetaseligase .
GFO030825 1 0 0 Hypothetical protein (1) Process [GOO00R152 (IPRO0OETS) () scaffold_6_mRNA_1044.1
biological_process] (1)
GF0030824 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_1043.1
Reverse transcriptase domain
GF0030823 1 0 0 Hypothetical protein (1) PROO4TT] (1) scaffold_6_mRNA_104.1
GFO030822 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_1039.1
DNA binding [GO:0003677 .
molecular._function] (1; nucleic acid 2" finger C2H2-type [IPRO13087] (1);
Hidine [G0/0003676 Ribonuclease H-like domain
GF0030821 1 0 0 Hypothetical protein (1) o . [IPROI12337] (1) Zine finger, BED-type  scaffold_6_mRNA_1038.1
molecular_function] (1); protein IPRO03636] (1) HAT. C-serminat
dimerization actvity (GO0046983 Gt CEER B e
molecular_function] (1)
transeription factor TFIID complex
y ; [GO:0005669 cellular_component] (1);  Transeription initiation factor TFID ~_
GFO030820 ! 0 0 Hypothetical protein (1) DNA-templated transcription, initiation  component TAF4 [IPR007900] (1) scaffold_6_mRNA_1036.1
[GO:0006352 biological_process] (1)
GF0030819 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_1031.1
GFO030818 1 0 0 Hypothetial protein (1) scaffold_6_mRNA_1026.1
GF0030817 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_1025.1
GFO030816 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_1020.1
GFO030815 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_1017.1
regulation of transcription, DNA-
GF0030814 1 0 0 Hypothetical protein (1) templated [GO:0006355 FHY3/FARI family [IPRO31052] (1) scaffold_6_mRNA_1013.1
biological_process] (1)
General transcription factor-like zine  nucleic acid binding [GO:0003676 Ribonuclease H-like domain
GFO030813 ! 0 finger protein, putative (1) molecular_function] (1) [IPRO12337] (1) scaffold_6_mRNA_1007.1
metabolic process [GO:0008152
. . - biological_process] (1); transferase  UDP-glucuronosy/UDP- .
GFO030812 1 0 0 Hydroguinone glucosyltansferase (1) 2o e e eyt [PR002213] (1) SC0To14_6 mRNA_1005.1
(GO:0016758 molecular_function] (1)
GFO030811 1 0 0 Hypothetical protein (1) scaffold_6_mRNA_10.1
GF0030810 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_991.1
GF0030809 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_985.1
P-loop containing nucleoside triphosphate
Putative disease resistance RPP13-like  ADP binding [GO:0043531 hydrolase [IPR027417] (1); NB-ARC
GF0030808 ! 0 O protein 1 (1) molecular_function] (1) [IPR002182] (1); Leucine-rich repeat  >c101d-5_MRNA_98.1
domain, L domain-like [IPR032675] (1)
GFO030807 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_978.1
GFO030806 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_975.1
GFO0030805 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_969.1
GFO030804 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_959.1
nucleic acid binding [GO:0003676 Ribonuclease H-like domain
GF0030803 1 0 0 Hypothetical protein (1) et funton (1 HPRO137] (1) scaffold_S_mRNA_955.1
GF0030802 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_951.1
GFO030801 1 0 Hypothetical protein (1) scaffold_S_mRNA_938.1
zinc ion binding [GO:0008270
. . . molecular_function] (1); nucleic acid e .
GFO030800 1 0 0 Puttive Ruda gag-pol poyprotein (1) 10 Ee FOUE Zine finger, CCHC-type [IPRO0ISTS] (1) scaffold_S_mRNA_923.1
molecular_function] (1)
GF0030799 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_922.1
GF0030798 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_92.1
GF0030797 1 0 0 Hypothetical protein (1) f::l’;:‘;:h:::;:":]"(‘l")y [GO:0004857 ;;C‘{'(’;;z‘;:ﬁ? ;';"'b'm' domain scaffold_S_mRNA_916.1
5‘2’: :2:91:‘0‘2::[:]33;“1' USL?Z: g Integrase, catalytic core [IPRO01SS4] (1);
GF0030796 1 0 0 Orf764 protein (1) gich processlt): Ribonuclease He-like domain scaffold_S_mRNA_908.1
binding [GO:0003676 (PROIZS 1) 3 mIRA
molecular_finction] (1)
. protein binding [GO:0005515 Phloem protein 2-like [IPRO25886] (1),
GF0030795 ! 0 molecular_function] (1) F-box domain [IPRO0IS10] (1) scaffold_5_mRNA._899.1
GF0030794 1 0 0 Hypothetical protein (1) m’““’c peptidase domain [IPROZT09T (. v1q 5 mRNA_807.1
GF0030793 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_893.1
regulation of transcription, DNA-
templated [GO:0006355 Carlavirus nucleic acid-binding protein
GF0030792 1 0 0 Hypothetical protein (1) iological_proces] (1) muclic acid R CELS ep scaffold_S_mRNA_889.1
binding [GO:0003676
molecular_function] (1)
GF0030791 1 0 Cytokinin riboside -monophosphate LOG family [IPR031100] (1) scaffold_5_mRNA_888.1
phosphoribohydrolase (1)
GFO030790 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_886.1
GF0030789 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_885.1
. dde 5t . Cytokinin riboside $-monophosphate
GF0030788 1 0 (ﬁ::‘k;':::b“obn"’;:’:;s;"“"';‘“"““”’h“"e phosphoribohydrolase LOG [IPR005269] scaffold_5_mRNA_883.1
phospl 4 (1): LOG family [IPRO31100] (1)
GFO030787 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_882.1
GFO030786 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_S81.1
GF0030785 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_880.1
GFO030784 1 0 0 Monosacharide transport protein (1) scaffold_S_mRNA_88.1
GFO030783 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_878.1
GFO030782 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_877.1
GFO030781 1 0 0 Hypotheical protein (1) scaffold_S_mRNA_876.1
GFO030780 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_875.1
GF0030779 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_871.1
m‘fc'“ I:f“:_ l:"":")""g] {f‘o ?2:2:76 HAT, C-terminal dimerisation domain
GF0030778 1 0 0 Hypothetical protein (1) ecuar_funct ) pr [IPRO0S906] (1); Ribonuclease H-like  scaffold_5_mRNA_87.1
dimerization activity [GO:0046983
domain [IPRO12337] (1)
molecular_function] (1)
Ubiquitin carboxyl-terminal hydrolase 12 protein binding [GO:0005515 MATH/TRAF domain [IPR002083] (1)
GF0030777 ! 0 Oy molecular_function] (1) TRAF-like [IPR00S974] (1) scaffold_5_mRNA_868.1
i . Reverse transcriptase, RNA-dependent
GFO030776 1 0 0 Hypothetical protein (1) DNA polymeesse [PROI3103] () scaffold_S_mRNA_863.1
Cytokinin riboside S-monophosphate
GFO030775 1 0 0 rosphoribobydrolase (1) LOG family [IPRO31100] (1) scaffold_S_mRNA_862.1
GFO030774 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_860.1
Endonuclease/exonuclease/phosphatase
. . [IPRO0S135] (1); Ribonuclease H-like
GF0030773 1 0 0 Hypothetical protein (1) ":::II:C'ZI:“’NT::“":I*] {(I,vo.tmu.wo domain [IPR012337] (1); Domain of ~ scaffold_S_mRNA_86.1
- nown finction DUF4283
[IPRO25558] (1)
GFO030772 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_858.1
GFO030771 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_855.1
GFO030770 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_854.1
GFO030769 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_852.1
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GF0030768 1

GF0030767 1

GF0030766 1
GF0030765 1

GF0030764 1

GF0030763 1

GF0030762 1
GF0030761 1

GF0030760 1
GF0030759 1

GF0030758 1

GF0030757 1

GF0030756 1

GF0030755 1

GF0030754 1
GF0030753 1

GF0030752 1

GF0030751 1

GF0030750 1
GF0030749 1
GF0030748 1
GF0030747 1

GF0030746 1

GF0030745 1

GF0030744 1
GF0030743 1

GF0030742 1

GF0030741 1
GF0030740 1

GF0030739 1

GF0030738 1
GF0030737 1
GF0030736 1
GF0030735 1
GF0030734 1

GF0030733 1

GF0030732 1

GF0030731 1

GF0030730 1

GF0030729 1
GF0030728 1

GF0030727 1

GF0030726 1

GF0030725 1

GF0030724 1

GF0030723 1
GF0030722 1

GF0030721 1

GF0030720 1

GF0030719 1
GF0030718 1
GF0030717 1
GF0030716 1
GF0030715 1

GF0030714 1

GF0030713 1
GF0030712 1
GF0030711 1
GF0030710 1
GF0030709 1
GF0030708 1
GF0030707 1

GF0030706 1

oo oo

oo oo o

oo oo o

cococoooo

0 Hypothetical protein (1)

0 Hypothetical protein (1)

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

0 Hypothetical protein (1)

0 Hypothetical protein (1)

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

Cytokinin riboside 5'-monophosphate
phosphoribohydrolase (1)

0 Hypothetical protein (1)
Cytokinin riboside S-monophosphate
phosphoribohydrolase (1)

0
0 Hypothetical protein (1)

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

isease resistance protein (TIR-NBS-
O LRR class) (1)

0 TMV resistance N (1)

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

0 Polypeptide with an integrase domain (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)
o Contains similariy to reverse trancriptase
, related

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Disease resistance protein RPMI (1)

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

0 Transcription repressor TRM protein (1)

0 Hypothetical protein (1)
o Polynucleotidyl transferase, Ribonuelease
H fold, putative (1)

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

0 Hypothetical protein (1)
0 Orcinol O-methyltransferase (1)

0 Hypothetical protein (1)

0405 ribosomal protein S2 (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)
0 Serine/threonine-protein kinase PBS1 (1)

o NBS-LRR class resistance protein Fyl-
Oyl (1)

0 Disease resistance protein RPMI (1)

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

0 Cytochrome P450 82A4 (1)

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

LRR and NB-ARC domain disease
resistance protein (1)

protein binding [GO:0005515
molecular_function] (1)

zinc ion binding [GO:0008270
molecular_function] (1); nucleic acid
binding [GO:0003676
molecular_function] (1)

zine ion binding [GO:0008270
molecular_function] (1); nucleic acid
binding [GO:000367
molecular_function] (1)

protein binding [GO:0005515
molecular_function] (1)

regulation of transcription, DNA-
templated [GO:0006355
biological_process] (1); nucleic acid
binding [GO:0003676
molecular_function] (1)

signal transduction [GO:0007165
biological process] (1); ADP binding
30:0043531 molecular_function] (1);
protein binding [GO:0005515
molecular_function] (1)

protein binding [GO:0005515
molecular_function] (1)

DNA integration [GO:0015074
biological_process] (1); nucleic acid
binding [GO:0003676
molecular_function] (1)

zinc ion binding [GO:0008270
molecular_function] (1); nucleic acid
binding [GO:0003676
molecular_function] (1)

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

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

ADP binding [G0:0043531
molecular_function] (1)

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

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

translation [GO:0006412
biological_process] (1); structural
constituent of ribosome [GO:0003735
molecular_function] (1); RNA binding
[G0:0003723 molecular_function] (1);
ribosome [GO:0005840
cellular_component] (1); small ribosomal
subunit [GO:0015935
cellular_component] (1)

ADP binding [G0:0043531
molecular_function] (1)

ing [GO:0043531
moleculal f\mcllon] ay

iron ion binding [GO:0005506
molecular_function] (1); heme binding
[G0:0020037 molecular_function] (1);
oxidaron-reduction process

55114 biological_process] (1);
oxidoreductase activity, acting on paired
donors, with incorporation or reduction
of molecular oxygen [GO:0016705
molecular_function] (1)

ADP binding [GO:0043531
molecular_function] (1)

MATH/TRAF domain [IPR002083] (1);
TRAF-like [IPR008974] (1); Ribokinase-
like [IPR029056] (1)

Zine finger, CCHC-type [IPRO01S7S]
(1); Reverse transcriptase, RNA-
dependent DNA polymerase
[IPRO13103] (1)

lopsis retrotransposon Orfl
[IPRUU4312] [0}

Zine finger, CCHC-type [IPRO01S7S]
(1); Aspartic peptidase domain
[IPRO21109] (1)

TRAF-like [IPRO0S974] (1);
MATH/TRAF domain [IPR002083] (1)

LOG family [IPR031100] (1); Cytokinin
riboside S-monophosphate
phosphoribohydrolase LOG [IPR005269]
)

LOG family [IPRO31100] (1)

Carlavirus nucleic acs
[IPR002568] (1)

NB-ARC [IPR002182] (1); P-loop.
containing nucleoside triphosphate
hydrolase [IPR027417] (1);
Toll/interleukin-1 receptor homology
(TIR) domain [IPRO001S7] (1)
Leucine-rich repeat [IPRO01611] (1);
Leucine-rich repeat domain, L domain-
like [IPRO32675] (1)

Gep-like domain [IPR000905] (1)
GAG-pre-integrase domain [IPR025724]
(1); Integrase, catalytic core [IPR001584]
(1); Ribonuclease H-like domain
[IPRO12337] (1)

Zine finger, CCHC-type [IPROOIS7S] (1)

Ribonuclease H-like domain
[IPRO12337] (1)

Reverse transcriptase zinc-binding
domain [IPR026960] (1; Ribonuclease
H-like domain [IPR012337] (1)

Leucine-rich repeat domain, L domain-
like [IPRO32675] (1)
‘Winged helix-turn-helix DNA-binding
domain [IPROIWOI](\) Lcuunc rich
repeat domain, L domain-lik
[IPR032675] ay NE-ARC [IPROUZISZ]
1); P-loop containing nucle
triphosphate hydrolase [IPR0274|7] ay

Zine finger, RING/FYVE/PHD-type
[IPRO13083] (1); Zine finger C2H2-type
[IPROI3087] (1)

Retrotransposon gag domain
[IPRO05162] (1)
Domain of unknown function DUF1603
[IPRO11709] (1)

O-methylransferase, family 2
IPRO0I077] (1): O-methylransferase
COMT-type [IPRO16461] (1);
adenosylL-methionine-dependent
‘methyltransferase [IPR029063] (1)

Kibosomal protein > domain 2-type
fold, subgroup [mmmzl] ay
Ribosomal protein
eukaryotic/archaeal [lrkuum oy
Ribosomal protein S5, N-terminal
[IPRO13810] (1); Ribosomal protein S5,
C-terminal [IPR005324] (1); Ribosomal
rotein S5 domain 2-type fol
IPRO20S6S] (1): Ribosomal proein S5
f1PRANNRS 11
A<partc peptidase domain [IPRO21109]
m

P-loop containing nucleoside triphosphate

hydrolase [IPR027417] (1); NB-ARC

[IPRO02182] (1); Winged helix-turn-helix

DNA-binding domain [IPROT1991] (1);

Leucine-rich repeat domain, L domain-

like [IPRO32675] (1)

‘Winged helix-turn-helix DNA-binding

domain [IPROIWOI](\) Lcuunc rich

repeat domain, L domain-lik

[IPR032675] ay NB-ARC [IPROUZISZ]
1); P-loop containing nucle

triphosphate hydrolase [wmzmw] ay

Cytochrome P450 [IPROO1128] (1);
Cytochrome P450, conserved site
[IPRO17972] (1); Cytochrome P450, E-
class, group I [IPR002401] (1)

NB-ARC [IPRO02182] (1); P-loop.
containing nucleoside triphosphate
hydrolase [IPR027417] (1); Winged
helix-turn-helix DNA-binding domain
[IPRO11991] (1); Leucine-rich repeat
domain, L domain-like [IPR032675] (1)

scaffold_S_mRNA_850.1

scaffold_S_mRNA_849.1

scaffold_S_mRNA_8$47.1
scaffold_S_mRNA_828.1

scaflold_S_mRNA_825.1

scaffold_S_mRNA_824.1

scaflold_5_mRNA_822.1
scaffold_S_mRNA_820.1

scaffold_S_mRNA_82.1
scaffold_S_mRNA_819.1

scaffold_S_mRNA_818.1

scaffold_S_mRNA_815.1

scaffold_S_mRNA_814.1

scaffold_S_mRNA_813.1

scaffold_S_mRNA_812.1
scaffold_S_mRNA_808.1

scaffold_S_mRNA_803.1

scaffold_S_mRNA_802.1

scaffold_S_mRNA_80.1
scaffold_S_mRNA_8.1
scaffold_S_mRNA_795.1
scaffold_S_mRNA_79.1

scaffold_S_mRNA_784.1

scaffold_S_mRNA_783.1

scaffold_S_mRNA_768.1

scaflold_5_mRNA_766.1

scaflold_S_mRNA_764.1

scaffold_S_mRNA_762.1

scaflold_S_mRNA_758.1

scaffold_S_mRNA_755.1

scaffold_S_mRNA_753.1
scaffold_S_mRNA_744.1
scaffold_S_mRNA_741.1
scaffold_S_mRNA_740.1
scaffold_S_mRNA_74.1

scaflold_S_mRNA_736.1
scaffold_S_mRNA_728.1
scaflold_S_mRNA_712.1
scaffold_S_mRNA_711.1

scaflold_S_mRNA_704.1

scaffold_S_mRNA_703.1

scaffold_S_mRNA_700.1

scaffold_S_mRNA_696.1

scaffold_S_mRNA_695.1

scaflold_5_mRNA_694.1
scaffold_S_mRNA_690.1
scaffold_S_mRNA_688.1

scaffold_S_mRNA_686.1

scaffold_S_mRNA_684.1

scaffold_S_mRNA_683.1
scaffold_S_mRNA_681.1
scaffold_S_mRNA_680.1
scaffold_S_mRNA_68.1

scaffold_S_mRNA_677.1

scaffold_S_mRNA_660.1

scaffold_S_mRNA_659.1
scaffold_S_mRNA_651.1
scaffold_S_mRNA_643.1
scaffold_S_mRNA_640.1
scaffold_S_mRNA_634.1
scaffold_S_mRNA_632.1
scaffold_S_mRNA_630.1

scaffold_S_mRNA_63.1
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GF0030705 1

GF0030704 1
GF0030703 1
GF0030702 1

GF0030701 1

GF0030700 1

GF0030699 1
GF0030698 1
GF0030697 1
GF0030696 1

GF0030695 1

GF0030694 1

GF0030693 1

GF0030692 1

GF0030691 1

GF0030690 1

GF0030689 1

GF0030688 1
GF0030687 1
GF0030686 1
GF0030685 1
GF0030684 1

GF0030683 1

GF0030682 1

GF0030681 1

GF0030680 1

GF0030679 1

GF0030678 1

GF0030677 1

GF0030676 1

GF0030675 1

GF0030674 1
GF0030673 1
GF0030672 1

GF0030671 1

GF0030670 1

GF0030669 1

GF0030668 1

GF0030667 1
GF0030666 1

GF0030665 1

GF0030664 1

GF0030663 1

GF0030662 1

GF0030661 1
GF0030660 1

GF0030659 1

GF0030658 1
GF0030657 1
GF0030656 1
GF0030635 1

GF0030654 1

GF0030633 1

GF0030652 1
GF0030651 1

cooo

o oo oo

s oo o

Cytokinin riboside S-monophosphate
phosphoribohydrolase (1)

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

Cytokinin riboside S-monophosphate

© phosphoribohydrolase (1)

0 FAD-binding Berberine family protein (1)

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

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Disease resistance protein (1)

0 Hypothetical protein (1)

o Putative pectinesterase/pectinesterase
© inbibitor 38 (1)

0 Hypothetical protein (1)

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

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

0 Hypothetical protein (1)

0 Histone deacetylase 9 isoform 11 (1)
0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Putative disease resistance protein (1)

0 RING-H2 finger protein ATLIL (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

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

0 Hypothetical protein (1)

0 Heavy metal ATPase transporter (1)

0 Enoyl-CoA hydratase 2, peroxisomal (1)

0 Prolyl endopeptidase (1)

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

0 Flavonoid 3'5-hydroxylase (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

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

0 Hypothetical protein (1)

0 Hypothetical protein (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)
0 Cell growth defect factor 2 (1)

0 Histone H3 (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

flavin adenine dinucleotide binding
50660 molecular_function] (1);
oxidoreductase activity [GO:0016491
molecular_function] (1); oxidation-
reduction process [GO:0055114
biological_process] (1); oxidoreductase
activity, acting on CH-OH group of
donors [GO:0016614
molecular_function] (1); catalytic activity
[G0:0003824 molecular_function] (1)

oxidoreductase activity, acting on CH-
OH group of donors [GO:0016614
molecular_function] (1); catalytic activity
[GO:0003824 molecular_function] (1);
oxidoreductase activity [GO:0016491
molecular_function] (1): oxidation-
reduction process [GO:0055114
biological_process] (1); flavin adenine
dinucleotide binding [GO:0050660
molecular_function] (1)

caleium ion binding [GO:0005509
molecular_function] (1)

protein binding [GO:0005515
molecular_function] (1); ADP binding
[GO:0043531 molecular_function] (1)

pectinesterase activity [GO:0030599

olecular_function] (1); cell wall
[GO:0005618 cellular_component] (1);
cell wall modification [GO:0042545
biological process] (1)

ADP binding [G0:0043531
molecular_function] (1)

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

response to auxin [GO:0009733
biological_process] (1)

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

zinc ion binding [GO:0008270
molecular_function] (1); protein binding
[GO:0005515 molecular_function] (1)

zine ion binding [GO:0008270
molecular_function] (1); nucleic acid
binding [GO:0003676
molecular_function] (1)

cation transport [GO:0006812
biological_process] (1); metal ion binding
[GO:0046872 molecular_function] (1);
integral component of membrane
[GO:0016021 cellular mmponcm] ay
cation-transporting ATPase activity
19829 molecular f\mcnon] ay
nucleotide binding [GO:000016¢
molecular_function] (1)

serine-type exopeptidase activity
[GO:0070008 molecular_function] (1);
serine-type endopeptidase activity

[G0:0004252 molecular_function] (1)

heme binding [GO:0020037
molecular_function] (1; iron ion binding
[G0:0005506 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:0055114
biological_process] (1)

enzyme regulator activity [GO:0030234
molecular iunclmn] m proteasome
complex [GO:00

ceuular,compomm] (| ): regulation of
protein catabolic process [GO:0042176
biological_process] (1)

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

catalytic activity [G0:0003824
molecular_function] (1); ATP binding
[G0:0005524 molecular_function] (1)

DNA binding [GO:0003677
molecular_function] (1); protein
heterodimerization activity [GO:0046982
molecular_function] (1); nucleosome
[GO:0000786 cellular_component] (1)

Cytokinin riboside S-monophosphate
phosphoribohydrolase LOG [IPR005269] scaffold_S_mRNA_629.1
(1): LOG family [IPRO31100] (1)

scaflold_S_mRNA_626.1

scaflold_S_mRNA_606.1

scaflold_S_mRNA_603.1
LOG family [IPRO31100] (1); Cytoki
riboside S-monophosphate
phosphoribohydrolase LOG [IPR005269]
m

scaffold_S_mRNA_602.1

Berberine/berberine-like [IPR012951]
(1); CO dehydrogenase flavoproteis
FAD-binding, subdomain 2 [IPRO|6\60]

(1); FAD-binding, type 2, subdomain 1

[IPROI6167] (1); Oxygen oxidoreductase scaffold_S_mRNA_593.1
covalent FAD-binding site [IPR006093]

(1); FAD-binding, type 2 [IPRO16166]

(1); FAD linked oxidase, N-terminal
[IPR006094] (1)

scaffold_S_mRNA_592.1
scaffold_S_mRNA_S91.1
scaffold_S_mRNA_590.1
scaffold_S_mRNA_589.1

Leucine-rich repeat domain, L domain-

like [IPRO32675] (1); CO dehydrogenase

flavoprotein-like, FAD-binding,

subdomain 2 [IPROI6169] (1); FAD-

binding, type 2, subdomain |

[IPROT6167] (1): Oxygen oxidoreductase S35 MRNA_S85.1

covalent FAD-binding site [IPR006093]

(1): FAD-binding, type 2 [IPRO16166]

(1): FAD linked oxidase, N-terminal

[IPR006094] (1)

Endonuclease/exonuclease/phosphatase

[IPRO0S135] (1)

EGF-like calcium-binding domain

[IPROOISS1] (1)

P-loop containing nucleoside triphosphate

hydrolase [IPR027417] (1); NB-ARC

[IPRO02182] (1; Leucine-rich repeat

[IPRO01611] (1): Winged helix-tum-helix scaffold_S_mRNA_550.1

DNA-binding domain [IPRO11991] (1);

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

scaffold_S_mRNA_S67.1

scaflold_S_mRNA_564.1

scaffold_S_mRNA_549.1

m yase 1o vIruenc
[IPRUI 1050] (1); Pectin Iyase fold
[IPRO12334] (1); Pectinesterase,
cmalytm [IPR000070] (1);
Pectinesterase, Asp active site
b, ARC [IPRO02182] (1); P-loop
containing nucleoside triphosphate
hydmlase [IPR027417) (1); Winged  scaffold_S_mRNA_543.1
helix-turn-helix DNA-binding domain
[IPRO11991] (1)

scaffold_S_mRNA_544.1

scaffold_S_mRNA_542.1
scaffold_S_mRNA_S41.1
scaffold_S_mRNA_540.1
scaffold_S_mRNA_539.1
scaffold_S_mRNA_533.1

Pectinesterase inhibitor domain

[IPRO06501] (1)

Ankyrin repeat-containing domain

[IPR020683] (1)

scaffold_S_mRNA_S31.1
scaffold_S_mRNA_528.1

Small auxin-up RNA [IPR003676] (1) scaffold_S_mRNA_5228.1

Histone deacetylase superfamily
[IPRO00286] (1); Histone deacetylase  scaffold_S_mRNA_5220.1
domain [IPRO23801] (1)

scaffold_S_mRNA_5212.1

UDP-glucuronosy/UDP-
glum:yltmnsfem)se [IPRO02213) (1) SCAfTold S mRNA_5204.1
Leucine-rich repeat domain, L domain-
like [IPR032675] (1)

Zinc finger, RING-type [IPRO01841] (1);
Zinc finger, RING/FYVEPHD-type  scaffold_S_mRNA_S178.1
[IPROI3083] (1)

Aspartic peptidase domain [IPR021109]
)

scaffold_S_mRNA_519.1

scaffold_S_mRNA_516.1

scaffold_S_mRNA_5149.1
scaffold_S_mRNA_S148.1
scaffold_S_mRNA_5146.1
Zine knuckle CX2CX4HXAC
[IPRO25836] (1); Zine finger, CCHC-
type (IPRODISTS] (1); Domain of scaffold_S_mRNA_S11.1
unknown function DUF4283
[IPRO25558] (
HAD-like domain [IPR023214] (1; P-
type ATPase, A domain [IPR00S250]
(1): P-type ATPase, subfamily 1B
[IPRO27256] (1; P-type ATPase.
phosphory!xlv(m site [IPROIS303] (1; P- scaffold_S_mRNA_510.1
Pase, cytoplasmic «(omnm N
[IPROZSZ‘??](I) P-type ATPa
rnsimembran dormin IPRO23295] (1):
P-type ATPase [IPRO01757] (1)
MaoC-like domain (IPR002539] (1);
HotDog domain [IPR029069] (1) scaffold_5_mRNA_5099.1
Peptidase S9A, N-terminal domain .
1PR025302] (1) scaffold_S_mRNA_S097.1
scaffold_S_mRNA_5094.1
scaffold_S_mRNA_S083.1

Cytochrome PA4S0, E-class, group I
[IPRO02401] (1); Cytochrome PAS0  scaffold_S_mRNA_508.1
[IPROOT128] (1)

S proteasome regulatory subunit, C-

26
terminal [IPRO13586] (1) scaffold_5_mRNA_S071.1

scaffold_S_mRNA_5063.1

Ulpl protease family, C-terminal

catalytic domain [IPR003653] (1) scaffold_5_mRNA_5058.1

scaffold_S_mRNA_504.1
scaffold_S_mRNA_5033.1

ATP-grasp fold, subdomain |

PROIBIST (1) scaffold_S_mRNA_5032.1

scaffold_S_mRNA_S01.1
scaffold_S_mRNA_5000.1
scaffold_S_mRNA_4994.1
scaffold_S_mRNA_4985.1

Histone-fold [IPR009072] (1); Histone
H3/CENP-A [IPR000164] (1); Histone ~ scaffold_S_mRNA_4984.1
H2A/H2B/H3 [IPRO07125] (1)

scaffold_S_mRNA_4954.1
scaffold_S_mRNA_495.1

Reverse transcriptase, RNA-dependent

DNA polymerase [IPRO13103] (1) scaffold_5_mRNA_494.1



T Nam inC.celementine  Numin C. unshia Note Go TaterPro Member Members in PArolaE
N . Retrotransposon gag domain .
GFO030650 1 0 0 Hypothetical protein (1) PROVSIEZ] () scaffold_S_mRNA_4936.1
GFO0030649 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_4933.1
RNA binding [GO:0003723 K Homology domain, type 1
GF0030648 1 0 0 Hypothetical protein (1) ecula fction] (1) IPRO0AOSS] (1) scaffold_S_mRNA_493.1
Hexapepide repeat [IPRO014S1] (1)
. . — Domain unknown function DUF295 }
GFO030647 1 0 0 Gamma carbonic anhydrase 3 (1) IPROOS174] (1. Trmerie Lpalive  SC2T01d_S mRNA 4914.1
[IPRO11004] (1)
Phenylcoumaran benzylic ether reducta NmrA-like domain [IPRO0S030] (1);
GF0030646 1 0 0 (Uc vicou eneylic cther reductase NAD(P)-binding domain [IPROI6040]  scaflold_S_mRNA _4910.1
M
E":]‘:'g"m:ll’;':::::“‘]"("‘ ﬁ;‘ﬁ ! 63 zmcin Amadilo-type fold [IPR016024] (1); U
GrO30645 | o o Armadillo repeat conaining protin-ike O H PRl O box domain [IPROO3613] (1; Armadilo- o oo so04 1
o ockecan function] (13 inding like helical [IPRO11989] (1); Zine finger,
[GO:0005488 molecular_function] (1) RINO/FYVE/PHD-type [IPRO13083] (1)
GFO030644 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_490.1
GFO030643 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_4894.1
GFO030642 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_489.1
GFO030641 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_488.1
GFO030640 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_4852.1
i . integral component of membrane .
GFO030639 1 0 0 Hypothetical protein (1) 1GO001602, eellar cormponent] 1) ly [IPR002076] (1) scaffold_S_mRNA_4850.1
GF0030638 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_485.1
GF0030637 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_484.1
protein binding [GO:0005515 WD40/Y VTN repeat-like-containing
GFO030636 1 0 0 Hypothetical protein (1) molecular function] (1) dormain [PRO150431 (1) scaffold_S_mRNA_482.1
. N P-loop containing nucleoside triphosphate _
GFO030635 1 0 0 Sulfotransferase (1) s (FROS41T] 1) scaffold_S_mRNA_4801.1
GF0030634 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_480.1
binding [GO:0005488
GF0030633 1 0 0 Hypothetical protein (1) motcods fncton] (1) Amadillo-type fold [IPROI6024] (1) scaffold_S_mRNA_4797.1
GFO030632 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_4795.1
GFO030631 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_4790.1
alagellar " protein binding [GO:0005515 Tetratricopeptide-like helical domain
GFO030630 1 0 0 Intraflagellar transport protein (1) moleculat function] (1) IPRO11990} (1) scaffold_5_mRNA_4787.1
Protein of unknown function DUFS29,
GF0030629 1 0 0 Transmembrane 53 (1) TMEMS3 [IPRO0SSAT] (1); Alpha/Beta  scaflold_S_mRNA_4785.1
hydrolase fold (IPR029058] (1)
GFO030628 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_4752.1
Peptidase S8 propeptide/proteinase
inhvhuor 19 [IPRO10259] (1); Peptidase
serine-type endopeptidase aci S8, subtilisin, Ser-active site
[GO:0004252 molecular_function] (1); [IPROZSXZR] (1): Peptidase S8,
GF0030627 1 0 0 Subilase family protein (1) proteolysis [GO:0006508 cubilisnrclatod TORD155001 1) scaffold_S_mRNA_4748.1
biological_process] (1) Cucumisin-like catalytic domain
[IPRO34197] (1; Peptidase S8/S53
domain [IPR000209] (1)
GF0030626 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_4731.1
GF0030625 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_473.1
Winged helix-tum-helix DNA-binding
. domain [IPRO11991] (1); P-loop
GF0030624 1 0 0 Putative discase resistance RGA3 (1) ADI'T l";"'"’_g [f‘:.on‘;‘ms 3 containing nucleoside triphosphate scaffold_5_mRNA_472.1
molecular_functior hydrolase [IPR027417] (1); NB-ARC
[IPRO02182] (1)
GPN-loop GTPase 2 [IPRO30231] (1);
GF0030623 1 0 0 Hypothetical protein (1) GPN-loop GTPase [IPRO04130} (1: P ozt 5 A a68.1
loop containing nucleoside triphosphate
hydrolase [IPR027417] (1)
GF0030622 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_4665.1
Winged helix-tum-helix DNA-binding
domain [IPROI 199|] (1); Leucine-rich
LRR and NB-ARC domain disease ~ ADP binding [GO:0043531 repeat domain, L
GFo0030621 ! 0 resistance protein (1) molecular_function] (1) [IPR032675] (1); NB ARC [IPROQZIE“] scaffold_5_mRNA_466.1
(1 P-loop containing nucleoside
triphosphate hydrolase [IPR027417) (1)
GF0030620 1 0 0 Hypothetical protein (1) m’“"’c peptidase domain [IPROZHOOT (i1 5 mRNA _a6a.1
glycopeptide alpha-N-
a:e\ylb lactosaminidase activity Glycosyl hydrolase family 100
GF0030619 1 0 0 Neutral/alkaline invertase (1) 33926 molecular_function] (1); [IPR024746] (1): Six-hairpin scaffold_S_mRNA_4639.1
cnmlyuc activity [GO:0003824 lycosidase-like [IPRO0S92S] (1)
molecular_function] (1)
NB-ARC [IPRO02182] (1; P-loop
containing nucleoside triphosphate
ADP binding [GO:0043531 hydrolase [IPR027417] (1); Leucine-rich
GFO030618 1 0 0 Hypothetical protein (1) molecular functon] (1) repent dovaain 1. dommain. ke scaffold_S_mRNA_463.1
[IPR032675] (1); Winged helix-turn-helix
DNA-binding domain [IPRO11991] (1)
Ammadillo-type fold [IPR016024] (1);
GF0030617 1 0 0 MA3 domain-containing protein (1) ::fe‘:‘flﬁ?%:fz::]xf” Initiation factor elF-4 gamma, MA3  scaffold_S_mRNA_4617.1
= [IPROO3891] (1)
zinc fon binding [GO:0008270
molecular_function] (1);
. metallocarboxypeptidase activity Peptidase M14, carboxypeptidase A .
GFO030616 1 0 0 Hypothetical protein (1) [GO:000A18] woteculer frnction] (1 BROOOE34] (1) scaffold_S_mRNA_4594.1
proteolysis [GO:0006508
biological_process] (1)
Protein kinase, ATP binding site
y [IPROI7441] (1; Serine/threonine-
proein kinase activity (GO0004672 RN (8 SRIEREERUEC
molecular_function] (1); protein (1): Serine-threonine/tyrosine-protein
GFO030615 1 0 0 Receptor-like kinase plant (1) phosphorylation [GO:0006468 S yrosme scaffold_S_mRNA_4584.1
ase, catalytic domain (IPR001245]
biological_process] (1); ATP binding
(1): Protein kinase domain [IPR000719]
[GO:0005524 molecular_function] (1)
(1): Protein kinase-like domain
[IPROT1009] (1)
GFO030614 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_458.1
metabolic process [GO:0008152 Isoprenoid synthase domain [IPR00S949]
bilogical procss (1 epene symhase (1 erpene sy, etk biding
activity [GO:0010 domain [IPRO0S630] (1); Terpene
GFO030613 1 0 0 Sesquiterpene synthase (1) moleuular)unclmn] m. Iyase activity  synthase, N-terminal domain scaffold_S_mRNA_4569.1
[GO:0016829 molecular_function] (1);  [IPR001906] (1); Terpenoid
magnesium ion binding [GO:0000287  eyelases/protein prenyliransferase alpha-
molecular_function] (1) alpha toroid [IPR008930] (1)
iron fon binding [GO:0005506
molecular_function] (1); heme binding
[GO:0020037 molecular_function] (1);
oxidoreductase actvity, acting on paired  Cytochrome P450 [IPR001128] (1);
GF0030612 1 0 0 Cytochrome P450 family 71 protein (1) donors, with incorporation or reduction  Cytochrome P450, E-class, group | scaffold_S_mRNA_4568.1
of molecular oxygen [GO:0016705 [IPRO02401] (1)
molecular_function] (1); oxidation-
reduction process [GO:0055114
biological_process] (1)
GF0030611 1 0 0 Protein SET DOMAIN GROUP 41 (1) Protein binding [GO:0003515 SET domain [IPR001214] (1) scaffold_5_mRNA_4562.1
molecular_function] (1)
Leucine-rich repeat domain, L domain-
GFO030610 1 0 0 Hypothetical protein (1) like [IPR032675] (1); Receptor L-domain scaffold_S_mRNA_453.1
[IPRO00494] (1)
GF0030609 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_4529.1
GFO030608 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_4514.1
GF0030607 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_451.1
Aleohol dehydrogenase, C-terminal
[IPROI3149] (1; Alcohol
oxidation-reduction process dehydrogenase, zinc-type, conserved site
10055114 bislogial rocess) (10 261 Aol
GF0030606 1 0 0 Aleohol 1 <4y scaffold_5_mRNA_4502.1
dehydrogenase, N-terminal [IPRO13154]
mulccularjumuon] (1); zine fon hmdmg e
[GO:0008270 molecular_function] (1) (| GroES-like [IPRO11032] ()¢
§ - NAD(P)-binding domain [IPRO16040]
o)
Retrotransposon protein, putive, Reverse transcriptase domain
GF0030605 1 0 el () PRO0OHTI] (1) scaffold_S_mRNA_4491.1
Leucine-rich repeat domain, L domain-
like [IPR032675] (1); P-loop containing
. . iTPase nucleoside triphosphate hydrolase .
GFO030604 1 0 0 GPN-loop GTPase 2 (1) IPRO>7417] (1, GPN-Aoop GThase  SC4TId_S_MRNA_449.1
[IPRO04130] (1); GPN-loop GTPase 2
[IPRO30231] (1)
. . LIM-domain binding proteinSEUSS
GFO030603 1 0 0 Hypothetical protein (1) (PROZ9003) 1) scaffold_S_mRNA_4486.1
GF0030602 1 0 Cytokinin riboside 5 '“°"°"h""’h‘““ LOG family [IPRO31100] (1) scaffold_5_mRNA_4479.1
© phosphoribohydrolase
GFO030601 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_4444.1
GF0030600 1 0 0 Hypothetial protein (1) scaffold_S_mRNA_4443.1
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GF0030599 1

GF0030598 1
GF0030597 1

GF0030596 1

GF0030595 1
GF0030594 1
GF0030593 1
GF0030592 1

GF0030591 1

GF0030590 1
GF0030589 1
GF0030588 1
GF0030587 1
GF0030586 1
GF0030385 1

GF0030584 1

GF0030583 1

GF0030582 1
GF0030581 1
GF0030580 1

GF0030579 1

GF0030578 1

GF0030577 1
GF0030576 1
GF0030575 1

GF0030574 1

GF0030573 1

GF0030572 1

GF0030571 1

GF0030570 1

GF0030569 1

GF0030568 1

GF0030567 1

GF0030566 1

GF0030565 1

GF0030564 1
GF0030563 1

GF0030562 1

GF0030561 1

GF0030560 1

GF0030559 1

GF0030558 1

GF0030557 1
GF0030556 1

GF0030555 1

GF0030554 1
GF0030553 1
GF0030552 1
GF0030551 1
GF0030550 1
GF0030549 1
GF0030548 1
GF0030547 1
GF0030546 1
GF0030545 1
GF0030544 1

GF0030543 1

GF0030542 1
GF0030541 1

GF0030540 1

ccocooo o o0 oo

c cocococooo o
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0 Putative acyl-activating enzyme 6 (1)

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

ol reductase 1 (1)

catalytic activity [G0:0003824
molecular_function] (1); metabolic
process [GO:0008152
biological_process] (1)

catalytic activity [GO:0003824
molecular_function] (1); FMN binding
[GO:0010181 molecular_function] (1);

0 Carboxy-terminal domain cyclin (1)

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

0 Hypothetical protein (1)

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

0 Hypothetical protein (1)

0 GipE protein homolog (1)

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

0 Hypothetical protein (1)
0 Random slug protein 5 (1)

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

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Ankyrin repeat plant-like protein (1)

0 Alcohol dehydrogenase (1)

0 Hypothetical protein (1)
Cytokinin riboside S'monophosphate
phosphoribohydrolase (1)

0 12-0x0phytodienoate reductase 2 (1)

0 Hypothetical protein (1)

Cytokinin riboside S-monophosphate
phosphoribohydrolase (1)

0 Alcohol dehydrogenase (1)

0 Ankyrin repeat protein (1)
0 Hypothetical protein (1)

ol reductase 2 (1)

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

nucleic acid binding [GO:0003676
molecular_function] (1); RNA-DNA
hybrid ribonuclease activity
[G0:0004523 molecular_function] (1)
adenyl-nucleotide exchange factor
activity [GO:0000774
molecular_function] (1); protein
homodimerization activity [GO:004280
molecular_function] (1); protein folding
[GO:0006457 biological_process] (1);
chaperone binding [GO:005108
molecular_function] (1)

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

protein binding [GO:0005515
molecular_function] (1)

zine ion binding [GO:0008270
molecular_function] (1); oxidation-
reduction process [GO:0055114
biological_process] (1); oxidoreductase
activity [GO:0016491
molecular_function] (1)

catalytic activity [GO:0003824
molecular_function] (1); oxidoreductase
activity [GO:0016491
molecular_function] (1); oxidation-
reduction process [GO:0055114
biological_process] (1); FMN binding
[GO:0010181 molecular_function] (1)

zinc ion binding [GO:0008270
molecular_function] (1); oxidation-
reduction process [GO:0055114
biological_process] (1): oxidoreductase
acivity [GO:0016491
molecular_function] (1)

catalytic activity [GO:0003824
molecular_function] (1); FMN binding
[GO:0010181 molecular_function] (1);

0 Hypothetical protein (1)

0 Carbonate dehydratase (1)

0 Hypothetical protein (1)

Hydroxyproline-rich glycoprotein family
protein (1)

0 Hypothetical protein (1)

0 MADS-box transcription factor (1)

0

0 Tubulin alpha chain (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)
RNA-directed DNA polymerase
(Reverse transeriptase) (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

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

0 Hypothetical protein (1)

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

zine ion binding [GO:0008270
molecular_function] (1); carbonate
dehydratase activity [GO:0004089
molecular_function] (1)

binding [GO:0005488
molecular_function] (1)

microtubule [GO:0005874
cellular_component] (1); structural
constituent of cytoskeleton [GO:0005200
molecular_function] (1); GTP binding
[G0:0005525 molecular_function] (1);
microtubule-based process [GO:0007017
biological_process] (1); GTPase activity
[G0:0003924 molecular_function] (1)

inding, conserved site
[IPR020845] (1); AMP-binding enzyme
C-terminal domain [IPR025110] (1);
AMP-dependent synthetase/ligase
[IPRO00873] (1)

Aldolase-type TIM barrel [IPRO13785]
(1); NADH:flavin oxidoreductase/NADH
oxidase, N-terminal [IPRO01155] (1)

Retrotransposon gag domain
[IPRO05162] (1)

Ribonuclease H-like domain

scaffold_S_mRNA_4442.1

scaffold_S_mRNA_4427.1
scaffold_S_mRNA_4410.1

scaffold_S_mRNA_441.1

scaffold_S_mRNA_4408.1
scaffold_S_mRNA_439.1
scaffold_S_mRNA_4384.1
scaffold_S_mRNA_437.1
scaflold_S_mRNA_4366.1
scaffold_S_mRNA_4362.1
scaffold_S_mRNA_4344.1
scaffold_S_mRNA_433.1
scaffold_S_mRNA_4316.1
scaffold_S_mRNA_4310.1
scaffold_S_mRNA _431.1

[IPRO12337] (1); Ribonuclease H domain scaffold_S_mRNA_430.1

[IPRO02156] (1)

GrpE nucleotide exchange factor, coiled-
coil [IPROI3805] (1); GrpE: nucleotide
exchange factor [IPRO00740] (1); GrpE,
nucleotide exchange factor, head
[IPR009012] (1)

Protein of unknown function DUF4750
[IPRO31851] (1)

Ankyrin repeat-containing domain
[IPR020683] (1)

CRAL-TRIO lipid binding domain
[IPRO01251] (1): CRAL/TRIO, N~
terminal domain [IPROT1074] (1)

UDP-glucuronosy/UDP-
glucosyltransferase [IPR002213] (1)

Ankyrin repeat-containing domain
[IPR020683] (1)

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

NAD(P)-binding domain [IPR016040]
(1); GroES-like [IPRO11032] (1);
Alcohol dehydrogenase, N-terminal
[IPRO13154] (1); Aleohol
dehydrogenase, zinc-type, conserved site
[IPR002328] (1); Alcohol
dehydrogenase, C-terminal [IPRO13149]
)

LOG family [IPRO31100] (1)

Aldolase-type TIM barrel [IPRO13785]
(1); NADH:flavin oxidoreductase/NADH
s, N-terminal [IPRO01155] (1)

Cytokinin riboside S-monophosphate
phosphoribohydrolase LOG [IPR005269]
(1): LOG family [IPRO31100] (1)
Alcohol dehydrogenase, C-terminal
[IPRO13149] (1); Alcohol
dehydrogenase, zine-type, conserved site
[IPR002328] (1); Alcohol
dehydrogenase, N-terminal [IPRO13154]
(1); GroES-like [IPRO11032] (1)
NAD(P)-binding domain [IPR016040]
[0}

PGG domain [IPR026961] (1)

NADH:flavin oxidoreductase/NADH

oxidase, N-terminal [IPRO01155] (1);

Aldolase-type TIM barrel [IPRO13785]
)

Rossmann-like alpha/beta/alpha
sandwich fold [IPR014729] (1)

Carbonic anhydrase [IPR001765] (1)

Domain of unknown function DUF4704
[IPRO31570] (1); Armadillo-type fold
[IPRO16024] (1): Concanavalin A-like
lectin/glucanase domain [IPR013320]
(1); Armadillo-Tike helical [IPRO11989]
M

Spol2 [IPR00T727] (1)

Alpha tbulin [IPR002452] (1);
Tubulin/FtsZ, C-terminal (IPRO08280]
(1); Tubulin [IPR000217] (1
Tubulin/FtsZ, 2-layer sandwich domain
[IPROI8316] (1); Tubulin, conserved site
[IPRO17975] (1); Tubulin/FisZ, GTPase
domain [IPRO0300S] (1)

Reverse transcriptase domain
[IPRO00477] (1)

Uncharacterised protein family SERF
[IPRO07S13] (1); ALg23090-like
[IPR026939] (1)

Retrotransposon gag domain
[IPRO05162] (1)

scaffold_S_mRNA_4294.1

scaffold_S_mRNA_4293.1
scaffold_S_mRNA_4292.1
scaffold_S_mRNA_426.1

scaffold_S_mRNA_4252.1
scaffold_S_mRNA_4251.1

scaffold_S_mRNA_4249.1
scaflold_S_mRNA_4247.1
scaflold_S_mRNA_424.1

scaffold_S_mRNA_4226.1

scaffold_S_mRNA_422.1

scaffold_S_mRNA_420.1

scaflold_5_mRNA_4192.1

scaffold_S_mRNA_4191.1

scaflold_S_mRNA_4190.1

scaffold_S_mRNA_419.1

scaffold_S_mRNA_4189.1

scaffold_S_mRNA_4185.1

scaffold_S_mRNA_4184.1

scaffold_S_mRNA_415.1
scaffold_S_mRNA_414.1

scaffold_S_mRNA_413.1

scaflold_5_mRNA_4127.1

scaffold_S_mRNA_4123.1

scaffold_S_mRNA_4102.1

scaffold_S_mRNA_4089.1

scaffold_S_mRNA_4087.1
scaffold_S_mRNA_4083.1

scaffold_S_mRNA_4053.1

scaffold_S_mRNA_4042.1
scaflold_S_mRNA_4040.1
scaflold_S_mRNA_4039.1
scaffold_S_mRNA_4038.1
scaflold_S_mRNA_4037.1
scaflold_S_mRNA_4036.1
scaflold_S_mRNA_4024.1
scaffold_S_mRNA_4020.1
scaffold_S_mRNA 4.1

scaffold_S_mRNA_3992.1
scaffold_S_mRNA_3989.1

scaffold_S_mRNA_3973.1

scaflold_S_mRNA_3953.1
scaflold_S_mRNA_3952.1

scaffold_S_mRNA_3950.1



D Num. in C. celementine

Numin C. unshiu

Note GO

TaterPro

Members in P.trifoliata

GF0030539 1

GF0030538 1
GF0030537 1
GF0030536 1

GF0030535 1

GF0030534 1

GF003053
GF0030532 1

GF0030331 1
GF0030530 1
GF0030529 1

GF0030528 1
GF0030527 1

GF0030526 1

GF0030525 1

GF0030524 1

GF0030523 1

GF0030522 1
GF0030521 1

GF0030520 1

GF0030519 1

GF0030518 1

GF0030517 1

GF0030516 1

GF0030515 1

GF0030514 1
GF0030513 1
GF0030512 1

GF0030511 1

GF0030510 1

GF0030509 1

GF0030508 1

GF0030507 1

GF0030506 1

GF0030505 1

GF0030504 1
GF0030503 1

GF0030502 1

GF0030501 1

GF0030500 1

GF0030499 1

GF0030498 1
GF0030497 1
GF0030496 1

GF0030495 1

GF0030494 1

GF0030493 1

GF0030492 1

GF0030491 1

GF0030490 1
GF0030489 1

GF0030488 1
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o Ankyrin repeat family protein, putative  protein binding [GO:0005515
ay molecular_function] (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

protein binding [GO:0005515

© Phloem protein 2-B5 (1) molecular_function] (1)
0 Hypothetical protein (1)

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

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

¢ Retrotransposon protein, putative, Tyl-

copia subclass (1)
0 Hypothetical protein (1)
O polesstprcin) T

0 Hypothetical protein (1)

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

HICWOIE Process (VU 152
biological_process] (1); hydrolase

0 CXE carboxylesterase (1) iy [GO0016TS)

et of membrane

gar transporter eral compor
0 Sugar transporter SWEET (1) [uo 01602, celiar :_component] (1)

0 BiP isoform A family protein (1)

o Retrotransposon proein, putative, Tyl-
© copia subelass (1)

0 BiP isoform A family protein (1)

022.0 kDDa class IV heat shock protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)
Cytokinin riboside Smonophosphate
phosphoribohydrolase (1)
protein phosphorylation [GO:0006468
biological_process] (1); protein kinase
0 Hypothetical protein (1) activity [GO:0004672
molecular_function] (1): ATP binding
[G0:0005524 molecular_function] (1)
protein phosphorylation [GO:0006468
biological_process] (1); protein kinase
0 Hypothetical protein (1) activity [GO:0004672
molecular_function] (1): ATP binding
[G0:0005524 molecular_function] (1)
protein kinase activity [GO:0004672
molecular_function] (1); pmlem
phosphorylation [GO:0006468
biological_process] (1); ATP binding
G 4 molecular_function] (1)
protein kinase activity [GO:0004672
molecular_function] (1); protein
phosphorylation [GO:0006468
biological_process] (1): ATP binding
[G0:0005524 molecular_function] (1)
protein phosphorylation [GO:0006468
biological_process] (1); protein kinase
0 Hypothetical protein (1) activity [GO:0004672
molecular_function] (1): ATP binding
[G0:0005524 molecular_function] (1)
ATP binding [GO:0005524
molecular_function] (1); protein
o Putative wall-associated receptor kinase-  phosphorylation [GO:0006468
like 11 (1) biological_process] (1); protein kinase
activity [GO:0004672
molecular_function] (1)

o Putative wall-associated receptor kinase-
like 16 (1)

o Kinase superfamily protein, putative
© isoform 3 (1)

0 Hypothetical protein (1)

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

o Putative discase resistance RPPI3-like  ADP binding [GO:0043531
© protein 1 (1) molecular_function] (1)

ribosome [GO:0005840
cellular_component] (1); translation
[GO:0006412 biological_process] (1)
racellular [GO:0005622
cellular_component] (1); structural
constituent of ribosome [GO:00037.
molecular_function] (1)

0 Hypothetical protein (1)

ADP binding [GO:0043531

0 Putative disease r
molecular_function] (1)

istance RGA (1)

0 Hypothetical protein (1)

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

Cytokinin riboside S-monophosphate

© phosphoribohydrolase (1)

NB-ARC domain disease resistance 'ADP binding [GO:0043531
protein (1) molecular_function] (1)

damaged DNA binding [G0:0003684
molecular_function] (1); endonuclease
activity [GO:0004519

0 DNA excision repair protein ERCC-1 (1) molecular_function] (1); DNA repair
GO:0006281 bmloglcal |_process] (1);

nucleus [GO:0005634

cellular_component] (1)

nucleic acid binding [GO:0003676

molecular_function] (1); zinc ion binding

[G0:0008270 molecular_function] (1)

0 Hypothetical protein (1)

in

ing (GO:0043531

0 Putative disease resistance protein (1
protein (1) moleculal f\mc"on]\l)

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

0 Hypothetical protein (1)

‘Ankyrin repeat [IPRO02110] (1); Ankyrin

repeat-containing domain [IPR020683] ~ scaffold_S_mRNA_395.1

(1): PGG domain [IPR026961] (1)

scaflold_S_mRNA_392.1
scaflold_5_mRNA_39.1
scaffold_S_mRNA_3886.1

Protein of unknown function DUF3511
[IPRO21899] (1)

Phloem protein 2-fike [IPRO25886] (1);
F-box domain [IPRO0IS10] (1)

scaffold_S,

scaffold_S_mRNA_3878.1

_mRNA_3854.1

scaffold_S_mRNA_3853.1
scaffold_5_mRNA_3851.1

Tron hydrogenase [IPRO09016] (1; Iron
hydrogenase, small subunit [IPR003149]
(1; Iron hydrogenase, large subunit, C-
terminal [IPRO04108] (1)

scaffold,

scaffold

scaffold_S_s

scaffold_S_mRNA_3847.1

5_mRNA_3837.1
5_mRNA_3833.1
scaffold_S

mRNA_3832.1
mRNA_3831.1

scaflold_S_mRNA_383.1

scaffold_S_mRNA_3829.1

Leucine-rich repeat domain, L domain-

like [IPR032675] (1); F-box domain  scaffold_S_mRNA_3825.1

[IPRO0IS10] (1)
Leucine-rich repeat domain, L. domain-

like [IPR032675] (1); FBD domain scaffold_S_mRNA_3827.1

[IPRO06566] (1)

scaffold_S_mRNA_3826.1
scaffold_S_mRNA_382.1

Alpha/Beta hydrolase fold [IPR029058]
(1); Alpharbeta hydrolase fold-3
[IPRO13094] (1)

SWEET sugar transporter [IPR004316]
[}

Heat shock protein 70 farmily
[IPRO13126] (1); Heat shock protein 70,

scaflold_S_mRNA_3816.1

scaflold_S_mRNA_3815.1

conserved site [IPROISI81] (1); Heat  scaffold_S_mRNA_3814.1

shock protein 70KD, peptide-binding
domain [IPR029047] (1)
GAG-pre-integrase domain [IPR025724]
[

Heat shock protein 70KD, peptide-
binding domain [IPR029047] (1); Heat

shock protein 70, conserved site scaffold_S_s

[IPROISI81] (1); Heat shock protein 70
family [IPRO13126] (1)

Alpha crystallin/Hsp20 domai

[IPR002068] (1): HSP20- e chap:mne
[IPRO08978] (1); Small heat shock
protein HSP20 [IPRO31107] (1)
Domain of unknown function DUF4283
[IPRO25558] (1)

scaffold_S_s

scaffold_S_mRNA_381.1

mRNA_3808.1

scaflold_5_mRNA_38.1

mRNA_3797.1

scaflold_S_mRNA_3796.1

LOG family [IPR031100] (1)

Protein kinase-like domain [IPRO11009]
(1; Protein kinase domain [IPR000T19]
(1); Serine-threonine/tyrosine-protein
kinase, catalytic domain [IPR001245] (1)

Protein kinase-like domain [IPROT1009]

scaffold_S_mRNA_3795.1

scaffold_S_mRNA_3764.1

(1; Protein kinase domain [IPR000719] ~ scaffold_S_mRNA_3763.1

0

Protein kinase-like domain [IPRO11009]

]
(1; Protein kinase domain [IPR000719] - scaffold_S_mRNA_3759.1
)

Protein kinase domain [IPR000719] (1);

Protein kinase-like domain [IPRO11009] ~scaffold_S_mRNA_3758.1

)

Protein kinase domain [IPR000719] (1;
Protein kinase-like domain [IPRO11009]
(1); Serine-threonine/tyrosine-protein
kinase, catalytic domain [IPR001245] (1)

Protein kinase-like domain [IPRO11009]

scaffold_S_mRNA_3756.1

(1; Protein kinase domain [IPR000719] ~ scaffold_S_mRNA_3755.1

Endonuclease/exonuclease/phosphatase:
[IPROOS135] (1)

Protein kinase-like domain [IPR011009]
[0}

scaffold_S,

_mRNA_3753.1

scaffold_S_mRNA_3751.1

scaffold_S_mRNA_3746.1

NB-ARC [IPR002182] (1); P-loop

containing nucleoside triphosphate scaffold_S_mRNA_3710.1

hydrolase [IPR027417] (1)

Ribosomal protein S8e [IPR001047] (1) scaffold_S_mRNA_3709.1

NB-ARC [IPR002182] (1); P-loop
containing nucleoside triphosphate
hydmlase [IPR027417] (1); Leucine-rich
repeat domain, L domain-like
[IPR032675] (1); Winged helix-tum-helix
DNA-binding domain [IPROT1991] (1)

Domain of unknown function DUF4283
[IPRO25558] (1)

scaffold_S_s

scaffold_S_mRNA_3707.1

mRNA_3698.1

scaflold_5_mRNA_369.1
scaflold_S_mRNA_3672.1
scaflold_S_mRNA_3670.1

LOG family [IPR031100] (1); Cytokinin
riboside S-monophosphate
phosphoribohydrolase LOG [IPR005269]
m

Winged helix-tum-helix
domain [IPROT1991] m Leucme e
repeat domain, L domai

[IPRO32675] (1): NB- AR(‘ [IPROOZ\RZ]
(1); P-loop containing nucleoside:
triphosphate hydrolase [IPR027417] (1)

ERCCI/RADIO/SWII0 family
[IPR004579] (1); Restriction
endonuclease type II-like [IPROT1335]
(1); RuvA domain 2-like [IPR010994] (1)

Zinc finger, CCHC-type [IPRO01S7S]

(1); Zine finger, PMZ-type [IPR006564] - scaffold_S.

M

P-loop containing nucleoside triphosphate
hydrolase [IPR027417] (1); NB-ARC
[IPRO02182] (1); Transposase, MuDR,
plant [IPR004332] (1); MULE.

transposase domain [IPRO18289] (1), scaffold_S
inding

Winged helix-turn-helix DNA-
domain [IPROT1991] (1); Leucine- e
repeat domain, L domai
[IPR032675] (1)

like

scaffold_S_s

scaffold_S_mRNA_367.1

scaffold_S_mRNA_3668.1

mRNA_3667.1

_mRNA_3653.1

mRNA_3652.1

scaffold_S_mRNA_3650.1
scaflold_S_mRNA_3649.1

Leucine-rich repeat domain, L domain-
like [IPRO32675] (1)

scaffold_S_mRNA_3648.1



T Nam inC.celementine  Numin C. unshia Note Go TaterPro Member Members in PArolaE
Reverse transcriptase domain
[IPRO00477] (1; Ribonuclease H-like
" . . i domain [IPROI2337) (1); Reverse
GF0030487 1 0 0 ‘r:'i:“s‘;: :‘a"s'::'m retroclement reverse ":::II:C'ZI:T“’NT::“";*] {(I:U.WGJM() transcriptase zine-binding domain scaffold_S_mRNA_3644.1
anserp! - [IPRO26960] (1
Endonuclease/exonuclease/phosphatase
[IPRO0S135] (1)
P-loop containing nucleoside triphosphate
hydrolase [IPR027417) (1); AAA+
TPase domain [IPR003593] (1): NB-
i ARC [IPRO02182] (1); Leucine-rich
GF0030486 1 0 0 Disease resistance protein (1) QL’IZCTI’;"'";;‘[SI‘O’“‘;‘:‘:’,”‘ repeat, typical subtype [IPR0O03591] (1); scaffold_S_mRNA_3643.1
- Leucinerich repeat domain, L domain-
like [IPR032675] (1); Winged helix-tum-
helix DNA-binding domain [IPR011991]
(O]
Aspartic peptidase domain [IPR021109]
GF0030485 1 0 0 Hypothetical protein (1) (1): Retrotransposon gag domain scaffold_5_mRNA_3642.1
[IPRO0S162] (1)
coenzyme binding (GO:0050662 NAD(P)-binding domain [IPRO16040]
GF0030484 1 0 0 iﬁf;:‘:;;;‘j:m:’;“;‘;‘:‘z::u o molecular_function] (1); catalytic activity (1) NAD-dependent scaffold_5_mRNA_3634.1
g s [GO:0003824 molecular_function] (1) epimerase/dehydratase [IPR001509] (1)
Aspartic peptidase domain [IPR021109]
GF0030483 1 0 0 Hypothetical protein (1) (1): Retrotransposon gag domain scaffold_5_mRNA_3633.1
[IPRO0S162] (1)
GFO030482 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_3632.1
Aspartic peptidase domain [IPR021109]
GFO030481 1 0 0 Hypothetical protein (1) (1): Retrotransposon gag domain scaffold_S_mRNA_3622.1
[IPRO0S162] (1)
protein serine/threonine kinase activity ~S-locus receplor kinase, C-terminal
GF0030480 1 0 0 Magnesium transporter 2 soform 2 (1) i SR ot S aRontn0] (1) scaffold_S_mRNA_3620.1
GFO030479 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_3615.1
GFO030478 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_3614.1
GFO030477 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_3611.1
GFO030476 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_3610.1
GFO030475 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_3609.1
GFO030474 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_3608.1
E"’]‘“'" :?“5“h°fy:]““;’" [G(?‘a':xgs;?x Protein kinase-like domain [IPRO11009]
a;“‘:fm[ oo 67(2 J: protein kinase ;) b o1cin kinase domain [IPR000719]
Cystinerich recepor-like protei kinase moleclar function] (1) protcin (1): S-locus receptor kinase, C-terminal
GF0030473 1 0 0% P! P " : [IPR021820] (1); Serine/threonine- scaffold_5_mRNA_3607.1
[10) serine/threonine kinase activity
g protein kinase, active site [IPRO0S271]
[GO:0004674 molecular_function] (1); £{7CC AR SO B
ATP binding (GO:0005524 )8
ockecdiar oction] (1) kinase, catalytic domain [IPR001245] (1)
Cytokinin riboside S-monophosphate
GF0030472 1 0 0 rosphoribobydrolase (1) LOG family [IPRO31100] (1) scaffold_S_mRNA_3603.1
GFO030471 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_3602.1
y P-loop containing nucleoside triphosphate
GF0030470 1 0 ::;":ﬁid‘:x’:g’;“““"'g disease QSI:CTI’;‘:"}‘%"[SS;%?“ hydrolase [IPR027417] (1); NB-ARC  scaffold_S_mRNA_36.1
: L = [IPRO02182] (1)
Cytokinin riboside S-monophosphate
GF0030469 1 0 0 rosphoribobydrolase (1) LOG family [IPRO31100] (1) scaffold_S_mRNA_3597.1
GFO030468 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_3596.1
GFO030467 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_3594.1
transmembrane transporter activity
1GO:0022457 molecuar functon] (1
integral component of membranc Major faciltator, sugar transporter-like
GF0030466 1 0 0 ATIGOS890 protein (1) [GO:0016021 cellular._component] (1);  [IPRO0SS28] (1) scaffold_S_mRNA._3593.1
transmembrane transport [GO:0055085
biological_process] (1)
transmembrane transport [GO:0055085
biological_process] (1); solute:proton
antiporter activity [GO:0015299
molecular_function] (1); sodium ion
transport [GO:0006814 -
Cation/H+ exchanger [IPRO06153] (1);
biological_process] (1); integral !
GF0030465 1 0 0 Sodium/hydrogen exchanger 2 (1) component of membrane [GO:0016021 N/t exchanger [IPRO047091 (1): ey 5 mRNA_3582.1
Cation/H+ exchanger, CPAI family
llular_component] (1): sodiumzproton S SN
antiporter activity [GO:0015385
molecular_function] (1); regulation of pi
[GO:0006885 biological process] (1);
cation transport [GO:0006812
biological_process] (1)
. G F-box domain [IPRO01810] (1); Leucine-
GF0030464 1 0 0 Hypothetical protein (1) protein binding (GO:0005515 rich repeat domain, L doma scaffold_5_mRNA_3578.1
molecular_function] (1) [IPRO326751 (1)

. } Leucine-rich repeat domain, L domain- |
GFO030463 1 0 0 Phosphoprotein phosphatase (1) ke (IPRO32679) (1) scaffold_S_mRNA_3576.1
GF0030462 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_3573.1

NB-ARC [IPR002182] (1; P-loop
containing nucleoside triphosphate
Disease resistance protein (CC-NBS-  ADP binding [GO:0043531 hydrolase [IPR027417] (1); Leucine-rich _
GFO030461 ! 0 O LRR class) family protein (1) molecular_function] (1) repeat domain, L domain-like ”“‘m“d—sf"‘RN"} s72.1
[IPRO32675] (1); Winged helix-
DNA-binding domain [IPRO11991] (1)
GF0030460 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_3571.1
Leucine-rich repeat domain, L domain-
GF0030459 1 0 0 Disease resistance RPS2-like protein (1) ke [bRO326701 (1) scaffold_S_mRNA_3570.1
GFO030458 1 0 0 Monosacharide transport protein (1) scaffold_S_mRNA_3569.1
GFO030457 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_3568.1
s et i Retrotransposon gag domain .
GFO0030456 1 0 0 Hypothetical protein (1) e scaffold_5_mRNA._3566.1
calcium-dependent phospholipid binding
[GO:0005544 molecular_function] (1); ‘[’I"Ff‘k‘s’ﬂ“z';‘;;“(‘i 7’“2‘;3;% n"
GFO030455 1 0 0 Protein BONZAI'3 (1) ‘;:I'::"“:""dﬁ“"‘;‘[:”ﬁfl"‘“ fl‘z;"ve [IPRO0000S] (1); Protein BONZAI  scaffold_S_mRNA_3562.1
regulation of cell death [GO:0060548 ([II‘:RM' 116] (1); Copine [IPRO10734)
biological_process] (1)
P-loop containing nucleoside triphosphate
GFO030454 1 0 0 Hypothetical protein (1) Eynoaas IPRUST41T] () scaffold_S_mRNA_3561.1
GF0030453 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_3560.1
proteolysis [GO:0006508 Domain of unknown function DUF1985
B i i biological_process] (1); cysteine-type  [IPRO1S410] (1); Ulp! protease family,
GFO030452 ! 0 0 Hypothetical protein (1) peptidase activity [GO:0008234 C-terminal catalytic domain [IPR0036s3] SIS MRNA_356.1
molecular_finction] (1) )
GF0030451 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_3559.1
nucleic acid binding [GO:0003676 Ribonuclease H domain [IPR002156] (1);
molecular_function] (1); RNA-DNA  Integrase, catalytic core [IPRO01S84] (1);
; Retrotransposon protein, putative, Ty3-  hybrid ribonuclease activit i )
GFO030450 ! 0 gypsy subclass (1) [GO:0004523 molecular_function] (1): ~ [IPRO12337] (1); Retrotransposon gag ~c*T01d-5-MRNA_3558.1
DNA integration [GO:0015074 domain [IPRO0S162] (1); Aspartic
biological_process] (1) peptidase domain [IPRO21109] (1)
GF0030449 1 0 0 Hypotheical protein (1) scaffold_S_mRNA_3553.1
) Cytokinin riboside S-monaphosphate
GF0030448 1 0 Cﬁ"“;"‘"l:“;“’zd‘]: "(“:"m"h"“’h“” phosphoribohydrolase LOG [IPR005269] scaffold_S_mRNA_3552.1
phosphoribohydrolase (1): LOG familly [IPRO31100] (1)
GF0030447 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_3551.1
GFO030446 1 0 0 Retrotransposon gag protein (1) scaffold_5_mRNA._3550.1
zinc ion binding [GO:0008270 Zine finger, PMZ-type [IPR006564] (1);
GF0030445 1 0 0 Hypothetical protein (1) ocleouar functon] (1) Jine nger, SWIVE e IPRODTS27) (1) SC4TId_S mRNA 3548 1
cysteine-type peptidase activity Domain of unknown function DUF1985

. [GO:0008234 molecular_function] (1); ~ [IPROIS410] (1); Ulpl protease family, .

GF0030444 ! 0 0 Hypothetical protein (1) proteolysis [GO:0006508 C-terminal catalytic domain [IPR003653] ¢TI _S_MRNA_3547.1
biological_process] (1) o)
GF0030443 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_3545.1
GF0030442 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_3543.1
calcium-dependent phospholipid binding
(GO:0005544 molecular_function] (1);  Protein BONZAI [IPRO31116] (1); C2
. . protein binding [GO:0005515 domain [IPR00000S] (1); Copine . s
GF0030441 ! 0 0 Protein BONZAL3 (1) molecular_function] (1); negative [IPRO10734] (1: von Willebrand factor, **TOI4-S_MRNA_3541.1
regulation of cell death [GO:0060548  type A [IPR002035] (1)
biological_process] (1)
e i . P-loop containing nucleoside triphosphate
GF0030440 1 0 0 :{';S'LRR type disease resistance protein M’IP_ e [G‘,o ‘;‘m’“ hydrolase [IPR027417] (1); NB-ARC  scaffold_5_mRNA_3532.1
molecular_function (PROGZIEZ] (1)
nucleic acid binding [GO:0003676 Ribonuclease H-like domain
i i molccular_function] (1); RNA-DNA  [IPRO12337] (1); Ribonuclease H domain _
GF0030439 1 0 0 Hypothetical protein (1) brid rbamuelene sctuity IPR002136] (1) Retormposon g Sc215K_S mRNA 35311
GO:0004523 molecular_function] (1) domain [IPR00S162] (1)
lecular_functi d
GFO030438 1 0 0 Monosacharide transport protein (1) scaffold_S_mRNA_3530.1
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P-loop containing nucleoside triphosphate
hydrolase [IPR027417] (1); NB-ARC
Disease resistance protein RPS2, putative ADP binding [GO:0043531 [IPRO02182] (1); Winged helix-tum-helix _
GFO030437 ! 0 0 molecular_function] (1) DNA-binding domain [IPRO11991] (1), *4Told-5_mRNA_3529.1
Leucine-rich repeat domain, L domain-
like [IPR032675] (1)
protein binding [GO:0005515 . X
von Willebrand factor, type A
?“'f“:'xfﬁ:‘"f":"{ “‘)l ::'j"“““' [IPR002035] (1); Protein BONZAI
GF0030436 1 0 0 Protein BONZAI 1 (1) [é’:;';‘;]s &4“"’ I" 'P; 'f“ "g Jy, TIPROUIIGI(D: C2 domain scaffold_5_mRNA_3525.1
>4 molecular_tunction] (L 11pR000008] (1); Copine [IPR010734]
negative regulation of cell death I
[GO:006048 biological_process] (1)
GF0030435 1 0 0 Hypothetical protein (1) ﬁ"\" re-integrase domain [IPRO25724] (. roiq 5 mRNA_3523.1
GF0030434 1 0 0 Hypothetical protein (1) scaffold_5_mRNA_3521.1
GF0030433 1 0 0 Hypothetical protein (1) scaffold_5_mRNA_3520.1
P-loop containing nucleoside triphosphate .
GF0030432 1 0 0 Hypothetical protein (1) e PROST417) (1) scaffold_S_mRNA_352.1
eysteine-type peptidase activi Domain of unknown function DUF1985
ysteine-type pept y
. . [GO:0008234 molecular_function] (1);  [IPROIS410] (1); Ulpl protease family, .
GFO030431 1 0 0 Hypothetical protein (1) proteclysis [GO006508 Chenminal ety domin IPR003643] 4TS MRNA 3519.1
biological_process] (1) 0
 Similarity to non-LTR retroelement Reverse transeriptase domain
GF0030430 1 0 0 pveree canerpe () PROOHTT] (1) scaffold_S_mRNA_3517.1
. Reverse transeriptase zinc-binding
GF0030429 1 0 z’:ﬂ"w":';‘;“:;f(“l‘;“‘ reverse :::‘:Il:c'zli?“’ﬁ:’"'::‘::‘g] {IG)O.OOUSNG domain [IPR026960] (1); Ribonuclease ~ scaffold_S_mRNA_3516.1
seripl = Helike domain [IPRO12337] (1)
RNA-directed DNA polymeras nucleic acid binding [GO:0003676 Ribonuclease H-like domain
GF0030428 1 0 Rever B _"‘; (Yl';‘“ s S ‘"‘,‘"g] o [IPRO12337] (1); Reverse transcriptase  scaffold_S_mRNA_3515.1
everse transeriptase] molecular_fnction domain TPRODATT) ()
y NB-ARC [IPR002182] (1; P-loop
GF0030427 1 0 0 (r{:)ssrka type disease resistance protein QSI:CTI’;‘:"}‘%"[SS;%?“ containing nucleoside triphosphate scaffold_5_mRNA_3512.1
= hydrolase [IPR027417] (1)
Leucine-rich repeat, typical subtype
[IPRO03591] (1; Leucine-rich repeat
domain, L domain-like [IPR032675] (|),
Disease resistance protein (CC-NBS-  ADP binding [GO:0043531 Winged helix-turn-helix DNA- i
GF0030426 ! 0 O LRR class) family protein (1) molecular_function] (1) domain [IPRO11991] (1); NB-ARC scaffold_5_mRNA_3511.1
[IPRO02182] (1; P-loop containing
nucleaside triphosphate hydrolase
[IPRO27417] (1)
negative regulation of cell death Copine [IPRO10734] (1; Protein
[GO:0060548 biological_process] (1, BONZAI [IPRO31116] (1); C2 domain
calcium-dependent phospholipid binding [IPRO0000S] (1); von Willebrand factor,
GF0030425 1 0 0 Hypothetical protein (1) {00051 molemuin fonesion] (- e A [IPRO02039] (1 scaffold_S_mRNA._3510.1
protein binding [GO:0005515 Development/cell death domain
molecular_function] (1) [IPROI3989] (1)
GFO030424 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_3498.1
GFO0030423 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_3495.1
y i Endonuclease/exonuclease/phosphatase
GF0030422 1 0 0 Hypothetical protein (1) IPROVS138] () scaffold_S_mRNA_3490.1
omain of unknown function DUF4283
GF0030421 1 0 0 Hypothetical protein (1) [IPRO25558] (1); Zine knuckle scaffold_S_mRNA_3484.1
CX2CX4HXAC [IPRO25836] (1)
GF0030420 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_3482.1
superoxide dismutase acivity
[GO:0004784 molecular_function] (1);
metal o binding [GO:0046872 Superoxide dismutase, copper/zinc,
binding ipet di PPX
molecular_function] (1); superoxide  binding site [IPRO18152] (1); Superoxide
GF0030419 1 0 0 Superoxide dismutase [Cu-Zn] (1) eciaboli process [GO-0006801 diomutise copper/zine binding donmam  *C20IdS MRNA_3481.1
bmlogml J\mcus‘] (1): oxidation- [IPRO01424] (1)
reduc 0055114
blologlcal orocen) (1)
GFO030418 1 0 0 Hypothetical protein (1) scaffold_S_mRNA._3476.1
GF0030417 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_3474.1
Small GTP-binding protein domain
GTPase activity [GO:0003924 [IPR005225] (1; Small GTPase
GF0030416 1 0 0 Ras-like GTP-binding protein YPTI (1) molecular_function] (1); GTP binding  superfamily [IPRO1S06] (1); P-loop  scaffold_S_mRNA._347.1
0:0005525 molecular_function] (1) containing nucleoside triphosphate
hydrolase [IPR027417] (1)
GF0030415 1 0 0 Hypothetical protein (1) scaffold_S_mRNA._3464.1
GF0030414 1 0 0 Hypothetical protein (1) scaffold_S_mRNA._3459.1
Xylanase inhibitor, N-terminal
[IPRO32861] (1); Xylanase inhibitor,
terminal [IPR032799] (1); Aspartic
proteolysis [GO:0006508 peptidase Al family [IPRO0OI461] (1);
i i biological_process] (1); aspartic-type  Aspartic peptidase, active site .
GFO030413 ! 0 0 Hypothetical protein (1) endopeptidase activity [GO:0004190  [IPR001969] (1); Pepsin-like domain,  Sc4T1d-SMRNA_3452.1
molecular_finction] (1) plant [IPRO34161] (1; Aspartic
peptidase domain [IPRO21109] (1);
Peptidase family Al domain
[IPRO33121] (1)
Small heat shock protein HSP20
[IPRO31107] (1); HSP20-like chaperone
GF0030412 1 0 0 Hypothetical protein (1) UPRO0SS7S] (1), Alpha erysalimiigpo0 SC2ToK_S mRNA 345.1
domain [IPR002068] (1)
GFO030411 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_3445.1
GFO030410 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_3438.1
GFO030409 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_3435.1
i . Retrotransposon gag domain i
GFO030408 1 0 0 Hypothetical protein (1) (IPRODSIGE () scaffold_S_mRNA_3434.1
Cysteine synthase CysK [IPRO0S859]
. y (1): Cysteine synthase [IPR00S856] (1):
z;::;:f;y'f“‘:":::’:i“':;‘ycffs"‘i’l"?;mm Tryptophan synthase beta subunit-like
GF0030407 1 0 0 Cysteine synthase (1) - : Y PLP-dependent enzyme [IPR001926] (1); scaffold_5_mRNA_3425.1
biosynthetic process from serine. !
1GO10006535 bitoeical process] (1 Cysieine synthaseeysiathionine beta-
3 * synthase, pyridoxal-phosphate attachment
site (IPRO0I216] (1)
GF0030406 1 0 0 Monosacharide transport protein (1) scaffold_S_mRNA_342.1
GF0030405 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_3415.1
GF0030404 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_341.1
GF0030403 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_3399.1
P-loop containing nucleoside triphosphate
hydrolase [IPR027417] (1); NB-ARC
G [IPR002182] (1); AAA+ ATPase domain
GF0030402 1 0 0 Disease resistance protein (1) fo’l';t'la""ﬁ‘f“[gsﬁ‘ﬁ’:s 3 [IPRO03593] (1; Leucine-rich repeat  scaffold_s_mRNA_3398.1
- domain, L domain-like [IPR032675] (1);
Winged heli ding
domain [IPRO11991] (1)
NB-ARC [IPR002182] (1; Armadillo-
type fold [IPRO16024] (1); P-loop
i . containing nueleoside triphosphate
ADP binding [GO:0043531 hydrolase [IPR027417] (1); Atypical
molecular_function] (1); binding Avarapeot [PRO32413] (1 Looetn-
GFO030401 1 0 0 Disease resistance protein (1) [GO:0005488 molecular_function] (1); : scaffold_S_mRNA_3397.1
otein binding [GO/00035 15 rich repeat domain, L domain-like
Moleeula Tuneton (1) [IPR032675] (1); Winged helix-turn-helix
molecular_functior DNA-binding domain [IPROT1991] (1);
Amadillo [IPR000225) (1); Armadillo-
like helical [IPRO11989] (1)
Winged helix-turn-helix DNA-b
domain [IPRO11991) (1); NB-ARC
GF0030400 1 0 o NBS-LRR type discase resistance protein ADP binding [GO:0043531 [IPR002182] (1); P-loop containing scaffold_5_mRNA_3396.1
o molecular_function] (1)
nucleaside triphosphate hydrolase
(IPRO27417] (1)
GF0030399 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_3395.1
Peoopcotaiing nclosids iphospte
hydrolase [IPR027417] (1); NI
Disease resistance protein (CC-NBS-  ADP binding [GO:0043531 [IPRO02182] (1); Lcuum,-nd\ rcp .
GF0030398 ! 0 O LRR class) family protein (1) molecular_function] (1) domain, L domain-like [IPR032675) m scaffold_5_mRNA,_3394.1
Winged helix-turn-helix DNA-binding
domain [IPRO11991] (1)
GF0030397 1 0 0 Hypotheical protein (1) scaffold_S_mRNA_3389.1
GFO030396 1 0 0 Monosacharide transport protein (1) scaffold_S_mRNA_3377.1
Refrotransposon gag domain
GF0030395 1 0 0 Hypothetical protein (1) [IPRO0S162] (1); Aspartc peptidase  scaffold_5_mRNA_3376.1
domain [IPRO21109] (1)
GF0030394 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_3374.1
y P-loop containing nucleoside triphosphate
GF0030393 1 0 0 Hypothetical protein (1) ADP binding [GO:0043531 hydrolase [IPR027417) (1); NB-ARC  scaffold_S_mRNA_3371.1

molecular_function] (1)

[IPRO02182] (1)



D Num. in C. celementine

Note

GO

TaterPro

Members in P.trifoliata

GF0030392 1

GF0030391 1

GF0030390 1

GF0030389 1

GF0030388 1

GF0030387 1

GF0030386 1
GF0030385 1

GF0030384 1

GF0030383 1

GF0030382 1

GF0030381 1

GF0030380 1

GF0030379 1

GF0030378 1

GF0030377 1

GF0030376 1
GF0030375 1

GF0030374 1
GF0030373 1

GF0030372 1

GF0030371 1

GF0030370 1

GF0030369 1

GF0030368 1

GF0030367 1

GF0030366 1

GF0030365 1

GF0030364 1
GF0030363 1
GF0030362 1

GF0030361 1

GF0030360 1

GF0030359 1

GF0030358 1

GF0030357 1

GF0030356 1

GF0030355 1

GF0030354 1

GF0030353 1

GF0030352 1

0 Hypothetical protein (1)

0 Monosacharide transport protein (1)

LRR and NB-ARC domain disease
resistance protein (1)

 Retrotransposon protein, putative, Ty3-
© gypsy subelass (1)
0 Hypothetical protein (1)

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

0 Hypothetical protein (1)

0 Hypothetical protein (1)

o Discase resistance protein (CC-NBS-
© LR class) family protein (1)

0 Hypothetical protein (1)

Disease resistance protein (CC-NBS-

© LRR class) familyprotein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Disease resistance protein RPS2 (1)

0 Importin subunit alpha (1)

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

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

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Phosphoprotein phosphatase (1)

0 Hypothetical protein (1)

Hydroxycinnamoyl-CoA
0 shikimate/quinate hydroxycinnamoyl
transferase (1)

0 Putative perakine reductase-like (1)
o Aldofketo reductase family
© oxidoreductase (1)

0 Calmodulin (1)

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

0 Hypothetical protein (1)

LRR and NB-ARC domain disease
resistance protein (1)

0 Hypothetical protein (1)

0 Ras-like GTP-binding protein YPTI (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Ras-like GTP-binding protein YPTI (1)

LRR receptor-like serine/threonine-
o 1)

protein kinase GSOI

0 Hypothetical protein (1)

RNA-DNA hybrid ribonuclease activity
[GO:0004523 molecular_function] (1);
ADP binding [G0:0043531
molecular_function] (1); nucleic acid
binding [GO:0003676
molecular_function] (1)

ADP binding [G0:0043531
molecular_function] (1)

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

ADP binding [GO:0043531
molecular_function] (1)

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

ADP binding [GO:0043531
molecular_function] (1)

oxidoreductase activity [GO:0016491
molecular_function] (1); oxidation-
reduction process [GO:0055114
biological_process] (1); binding
[G0:0005488 molecular_function] (1);
protein binding [GO:0005515
molecular_function] (1)

ADP binding [GO:0043531
molecular_function] (1); binding
[GO:0 molecular_function] (1);
protein binding [GO:0005515
molecular_function] (1)

oxidation-reduction process
[GO:0055114 biological_process] (1);
oxidoreductase activity [GO:0016491
molecular_function] (1); carotenoid
biosynthetic process [GO:0016117
biological_process] (1); carotene 7,8-
desaturase activity [GO:0016719
molecular_function] (1)

intracellular signal transduction
[GO:0035556 biological_process] (1)

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

calcium ion binding [GO:0005509
molecular_function] (1)

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

ADP binding [G0:0043531
molecular_function] (1)

oxidation-reduction process

5114 biological_process] (1);
oxidoreductase activity [GO:0016491
molecular_function] (1); double-stranded
DNA binding [GO:0003690
molecular_function] (1); regulation of
transcription, DNA-templated
[GO:0006355 biological process] (1)

GTP binding [G0:0005525
molecular_function] (1); GTPase activity
[G0:0003924 molecular_function] (1)

nucleic acid binding [GO:0003676
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)

GTPase activity [GO:0003924
molecular_function] (1); GTP binding
[G0:0005525 molecular_function] (1)

protein binding [GO:0005515
molecular_function] (1)

ADP binding [G0:0043531
molecular_function] (1)

P-loop containing nucleos; elrlphﬂ:phate
hydrolase [IPR027417] (1); NI

[IPRO02182] (1); Reverse lmnunpl s

zine-binding domain [IPR026960] (1 ),

Ribonuclease H-like domain scaffold_S

[IPRO12337] (1); Receptor L-domain
[IPR000494] (1); Ribonuclease H domain
[IPRO02156] (1); Leucine-rich repeat
domain, L domain-like [IPR032675] (1)

_mRNA_337.1

scaflold_S_mRNA_3361.1

Leucine-rich repeat domain, L domain-
like [IPRO32675] (1); Winged helix-tum-
helix DNA-binding domain [IPRO11991]
(1): P-loop containing nucleoside
triphosphate hydrolase [IPR027417] (1);
NB-ARC [IPR002182] (1)

Aspartic peptidase domain [IPR021109]
)

scaffold_S_mRNA_336.1

scaffold_S_mRNA_3359.1

scaffold_S_mRNA_3357.1

FAD/NAD(P)-bin
[IPR023753] (1); Li
[IPRO28307] (1)

scaffold_S,

_mRNA_3351.1

scaffold_S_mRNA_3349.1
scaffold_S_mRNA_3348.1

Retrotransposon gag domain
[IPRO0S162] (1)

NB-ARC [IPRO02182] (1); AAA+
ATPase domain [IPR003593] (1); P-loop
containing nucleoside triphosphate

hydrolase [IPR027417) (1); Winged  scaffold_S.

helix-turn-helix DNA-binding domain
[IPRO11991] (1); Leucine-rich repeat
domain, L domain-like [IPR032675] (1)
Ribonuclease H-like domain

[IPRO12337] (1)

P-loop containing nucleoside triphosphate
hydrolase [IPR027417] (1): NB-ARC
[IPRO02182] (1); Winged helix-tum-helix
DNA-binding domain [IPROTI991] (1);
Leucine-rich repeat domain, L domain-
like [IPRO32675] (1)

scaffold_S_mRNA_3347.1

_mRNA_3343.1

scaffold_S_mRNA_3342.1

scaflold_S_mRNA_3341.1

scaffold_S_mRNA_334.1

Retrotransposon gag domain
[IPRO05162] (1): LOG family
[IPRO31100] (1)

Leucine-rich repeat domain, L domain-
like [IPR032675] (1); Winged helix-tur-
helix DNA-binding domain [IPRO11991]
m

Atypical Am rcpeal [IPR0324I3] ay
Armadillo [IPR000225] (1): Armadillo-
like helical [IPR{H wxo] ay
FAD/NAD(P)-binding domain
[IPR023753] (1); Armadillo-type fold
[IPRO16024] (1)

scaffold_S,

scaffold_S_mRNA_3331.1

scaffold_S_mRNA_3330.1

_mRNA_3329.1

scaflold_5_mRNA_3327.1

Retrotransposon gag domain
[IPR005162] (1)

scaffold_S_mRNA_3326.1

scaffold_S_mRNA_3321.1
scaffold_S_mRNA_3316.1

AAA+ ATPase domain [IPR003593] (1);
NB-ARC [IPR002182] (1); Armadillo-
type fold [IPRO16024] (1); P-loop
containing nucleoside triphosphate
hydrolase [IPR027417] (1); Winged

helix-turn-helix DNA-binding domain  scaffold_S_mRNA_3315.1

[IPRO11991] (1); Leucine-rich repeat
domain, L domain-like [IPR032675] (1);
Atypical Arm repeat [IPR032413] (1);
Ammadillo [IPR000225] (1); Armadillo-
like helical [IPROT1989] (1)

Zeta-carotene desaturase [IPRO14103]

(1); FAD/NAD(P)-binding domain scaffold_S_mRNA_3311.1

[IPRO23753] (1)

Leucine-rich repeat domain, L domain-
like [IPRO32675] (1)

DCI [IPRO04146] (1); Protein kinase C-
like, phorbol ester/diacylglycerol-binding
domain [IPR002219] (1); Zine finger,
RING/FY VE/PHD-type [IPRO13083]
(1); Domain of unknown function
DUFI985 [IPRO15410] (1)

Transferase [IPRO03480] (1)

NADP-dependent oxidoreductase domain
[IPR023210] (1)
NADP-dependent oxidoreduct
[IPR023210] (1)

EF-Hand 1, calcium-binding site
[IPRO18247] (1); EF-hand domain
[IPR002048] (1); EF-hand domain pair
[IPRO11992] (1)

se domain

scaffold_S_s

Ribonuclease H-like domain
[IPROI2337) (1)

scaffold_S,

scaffold_S_mRNA_3309.1

scaflold_S_mRNA_3294.1

scaffold_S_mRNA_3291.1

scaffold_S_mRNA_3277.1

_mRNA_3273.1

scaffold_S_mRNA_3267.1

mRNA_3261.1

scaflold_5_mRNA_3252.1

scaffold_S_mRNA_3251.1

‘Winged helix-turn-helix DNA-binding
domain [IPROT1991] (1); Leucine-rich
repeat domain, L domain-like

[IPR032675] (1); NB-ARC [IPR002152]
(1); P-loop containing nucleoside:
triphosphate hydrolase [IPR027417] (1)

Transcription termination factor,
‘mitochondrial/chloroplastic [lpkumssu}
(1): Isopenicillin N synthas

scaffold_S,

_mRNA_325.1

IPR027441] (1) Nonhaem dnoxygu\asc scaflold_S_mRNA_3242.1

-terminal domain [IPR026992] (1);
Dxnglulnr.ﬂe iron-dependent dioxygenase
[IPR00S123] (1)

Small GTP-binding protein domain
[IPR005225] (1); P-loop containing

nucleoside triphosphate hydrolase scaffold_S_r
[IPRO27417] (1): Small GTPase
superfamily [IPRO01806] (1)

scaffold_s

Ribonuclease H-like domain
[IPRO12337) (1)
Oxoglutarate/iron-dependent dioxygenase
[IPRO0S123] (1); Isopenicillin N

mRNA_324.1

_mRNA_3239.1

scaflold_S_mRNA_3234.1

synthase-like [IPR027443] (1): Non-  scaffold_S_mRNA_3232.1

haem dioxygenase N-terminal domain
[IPR026992] (1)
Tetratricopeptide-like helical domain

[IPRO11990] (1); Pentatricopeptide  scaffold_S_mRNA_3231.1

repeat [IPRO02885] (1)
Small GTPase superfamily [IPRO01806]

(1); P-loop containing nucleoside scaffold_S_mRNA_322.1

triphosphate hydrolase [IPR027417] (1)
Leucine-rich repeat [IPRO01611] (1)
Leucine-rich repeat-containing N-
terminal, plant-type [IPRO13210] (1);
Leucine-rich repeat domain, L domain-
like [IPR032675] (1); Leucine-rich
repeat, typical subtype [IPR003591] (1)
P-loop containing nucleoside triphosphate
hydrolase [IPR027417] (1); NB-ARC
[IPR002182] (1); High mobility group
box domain [IPR009071] (1); Leucine-
rich repeat domain, L domain-like
[IPR032675] (1)

scaffold_S_s

scaffold_S,

mRNA_3217.1

_mRNA_321.1



T Nam inC.celementine  Numin C. unshia Note Go TaterPro Member Members in PArolaE
GF0030351 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_3204.1
GF0030350 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_3202.1
GF0030349 1 0 0 Hypothetial protein (1) scaffold_S_mRNA_3200.1
integral component of membrane
. . [GO:0016021 cellular_component] (1);  Membrane transport protein [IPR004776] .
GFO030348 1 0 0 Hypothetical protein (1) ramsmembrans mnspon [GO0055085 () scaffold_S_mRNA_320.1
biological_process] (1)
GF0030347 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_3198.1
GF0030346 1 0 0 Hypothetical protein (1) scaffold_S_mRNA._3196.1
" . sable e Domain of unknown function DUF4218
GF0030345 1 0 o Putative TNP2 like transposable element [IPR025452] (1); Domain of unknown  scaffold_5_mRNA_3195.1
function DUF4216 [IPRO25312] (1)
Hydroxycinnamoyl-CoA transferase activity, transferring acyl
GFO030344 1 0 0 shikimate/quinate hydroxycinnamoyl  groups other than amino-acyl groups  Transferase [IPR003480] (1) scaffold_S_mRNA_3191.1
transferase (1) [GO:0016747 molecular_function] (1)
GF0030343 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_3189.1
GTPase activity [GO:0003924 P-loop containing nucleoside triphosphate
GF0030342 1 0 0 Ras-like GTP-binding protein YPTI (1) molecular_function] (1): GTP binding  hydrolase [IPR027417] (1); Smal scaffold_5_mRNA_318.1
[GO:0005525 molecular_function] (1)~ GTPase superfamily [IPRO0IS06] (1)
et i Retrotransposon gag domain .
GF0030341 1 0 0 Hypothetical protein (1) (IPRODSIGE () scaffold_S_mRNA_3174.1
GF0030340 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_3173.1
Leucine-rich repeat-containing N-
terminal, plant-type [IPR013210] (1);
. LRR receptor-like serine/threonine-  protein binding [GO:0005515 Leucine-rich repeat [IPROOI61] (1), |
GF0030339 ! 0 © protein kinase GSOI (1) molecular_function] (1) Leucine-rich repeat, typical subtype scaffold_5_mRNA_3171.1
[IPRO03591] (1; Leucine-rich repeat
domain, L domain-like [IPR032675] (1)
nucleic acid binding [GO 0003676 Ribonuclease H-like domain
GF0030338 1 0 0 Hypotheical protein (1) eleouan uneton e scaffold_S_mRNA_317.1
GFO030337 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_3167.1
mitotic DNA replication checkpoint
[GO:0033314 biological_process] (1);
DNA replication [GO:0006260
GFO030336 1 0 0 Hypothetical protein (1) biological_process] (1); response to Treslin [IPR026153] (1) scaffold_S_mRNA_3166.1
fonizing radiation [GOX(
biological_process] (1); nucleus
[GO:0005634 cellular_component] (1)
Arfaptin homology (AH) domain/BAR
GF0030335 1 0 0 SH3 domain-containing protein 2 (1) o IbRO2367) (1) scaffold_S_mRNA_3165.1
Leucine-rich repeat domain, L domain-
§  LRR receptor-fke serinethreonine-  proten binding [GO:0005515 like [IPRO32675] (1); Leucine- . |
GF0030334 ! 0 molecular_fnction) (1) repeat, typical subtype [IPR003591] (1); ScT0Id_S_MRNA_3164.1
Leucine-rich repeat [IPRO01611] (1)
Leucine-rich repeat-containing N-
terminal, plant-type [IPR013210] (1);
P | o o LRR receptor-like kinase family protein  protein binding [GO:0005515 Leucine-rieh epeat [PROOIGIL] (1); oo o ena 5160
molecular_function] (1) Leucine-rich repeat, typical subiype
[IPRO03591] (1; Leucine-rich repeat
domain, L domain-like [IPR032675] (1)
Small heat shock proin HSPZ(I
[IPRO31107] (1); Alpha 20
2
GF0030332 1 0 022.7kDa class IV heat shock protein (1) doman IPROC2068] (1 TP scaffold s mRNA 316.1
chaperone [IPRO0SOTS] (1)
Transposase-associated domain
GF0030331 1 0 0 Hypothetical protein (1) IPROS0] (1) scaffold_S_mRNA_3159.1
Leucine-rich repeat, typical subiype
[IPRO03591] (1; Leucine-rich repeat
GRO030330 | N  LRR receptor-like serine/threonine-  protein binding [GO:0005515 domain, L domain-like [IPR032675] O o 5 mRNA 31581
molecular_fnction] (1) Leucine-rich repeat
terminal, plani-type [uzkmszm] 03
Leucine-rich repeat [IPRO01611] (1)
’ SH3 domain [IPR001452] (1); Arfaptin
GF0030329 1 0 0 SH3 domain-containing protein 2 (1) :“:I”;" |:‘rm11'",l|g£‘:3 (““)‘“55 1s homology (AH) domain/BAR domain  scaffold_5_mRNA_3155.1
ecular_fundt [IPR027267] (1)
nucleic acid binding [GO:0003676
GFO030328 1 0 0 Zine knuckle family protein (1) molecular_fnction] (1); zinc ion binding  Zine finger, CCHC-type [IPRO0ISTS] (1) scaffold_S_mRNA_3152.1
[GO:0008270 molecular_function] (1)
} SH3 domain [IPR001452] (1); Arfaptin
GF0030327 1 0 0 SH3 domain-containing protein 2 (1) :“:I‘“;" |:‘rm11'",l|g£‘::; (““)‘055 15 homology (AH) domain/BAR domain  scaffold_5_mRNA_3150.1
ecular_funct [IPR027267] (1)
transmembrane transport [GO:0055085
biological_process] (1); membrane
GF0030326 1 0 0 Hypothetical protein (1) [GO:0016020 cellular_component] (1); [I;,“R’(‘]‘;m’lf:')“‘“’c’ SLCI2A domain (. vold s mRNA_3147.1
transport [GO:0006810
biological_process] (1)
polyamine binding [GO:0019808
molecular_funcion] (1) polamine
GF0030325 1 0 0 Hypothetical protein (1) transport [GO:0015846 spermidine/putrescine-binding protein  scaffold_5_mRNA_3145.1
iologieal_process] (1) periplasmic (R THERES
space [GO:0042597 cellular_component]
)
GF0030324 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_3144.1
. § Arfaptin homology (AH) domain/BAR
GF0030323 1 0 0'SH3 domain-containing protein 2 (1) "’;:I':"‘“:""‘;“"“‘bﬂ[:”sm‘m 15 domain [IPR027267] (1); SH3 domain  scaffold_S_mRNA_3143.1
- [IPRO01452] (1)
GF0030322 1 0 0 Hypothetial protein (1) scaffold_S_mRNA_3141.1
. DNA binding [GO:0003677 hAT-like transposase, RNase-H fold . |
GFO030321 1 0 0 Hypothetical protein (1) mokecular foction] (1) [PROZ5528) 0y scaffold_S_mRNA_3140.1
amino acid transmembrane transporter
activity [GO:0015171
molecular_function] (1); membrane  Amino acid/polyamine transporter [
GF0030320 1 0 0 Amino acid permese family proten (1) e 1 (IPR003393 1) scaffold_S_mRNA_3139.1
smembrane transport
[GO:0003333 biological_process] (1)
GF0030319 1 0 0 Hypothetical protein (1) protein binding [GO:0005515 SH3 domain [IPR001452] (1) scaffold_5_mRNA _3138.1
molecular_function] (1)
Leacincsich cpeat [IPRUDIG1 1] )
. LRR receptor-like serine/threonine-  protein binding [GO:0005515 Leucine-ich repeat jomain- .
GF0030318 ! 0 O protein kinase GSOI (1) molecular_function] (1) like [IPR032675] (1); L=\|c|ne .cn scaffold_5_mRNA_3137.1
repeat, typical subtype [IPRO03591] (1)
amino acid transmembrane transport
[GO:0003333 biological_process] (1):
L“:J:}’J’f“;ﬂﬁ‘:i:héfﬁopmdn pining S113 domain (PROO1452] (1); Amino
GF0030317 1 0 0 Amino acid permese family proten (1) 0t o (1 2cidpolyamine ransporer | scaffold_S_mRNA_3135.1
[lrkouzm] )
amino acid transmembrane transporter
activity [GO:0015171
molecular_function] (1)
y Leucine-rich repeat (IPRO01611] (1);
GF0030316 1 0 z“l';R receptor-like kinase family protein ﬁ:z::;’\:ll;‘r"‘:“.';i‘[‘ggfﬁoss 15 Leucine-rich repeat domain, L domain-  scaffold_5_mRNA_3134.1
= like [IPR032675] (1)
GF0030315 1 0  Retrotransposon protein, putative. scaffold_S_mRNA_3132.1
unclassified (1) -5 mRNA.
GFO030314 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_313.1
GFO030313 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_3129.1
GFO030312 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_3128.1
GFO030311 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_3126.1
GFO030310 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_3125.1
Cytokinin riboside S-monophosphate . .
GFO0030309 1 0 shosphoribobydrolase (1) LOG family [IPRO31100] (1) scaffold_S_mRNA_3124.1
GF0030308 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_3121.1
membrane [GO:0016020
cellular_component] (1): amino acid
. transmembrane transport [GO:0003333  Amino acid/polyamine transporter I . |
GFO030307 1 0 0 Hypothetical protein (1) bioogieal procese] (1 smipoacid  TPROUZ293 (1) scaffold_S_mRNA_3120.1
transmembranc transporter activity
[GO:0015171 molecular_function] (1)
. Arfaptin homology (AH) domain/BAR
GF0030306 1 0 0 Hypothetical protein (1) ":";‘I‘:’\‘“:"“‘:“J';‘gd[sﬁ :’]0:)5 15 domain [IPR027267] (1); SH3 domain  scaffold_S_ mRNA_3119.1
- [IPRO01452] (1)
y Leucine-rich repeat domain, L domain-
GF0030305 1 0 0 Hypothetical protein (1) ﬁ::::;":ll;‘r"‘:“.';i‘[‘gg(“ﬁo 3515 like [IPR032675] (1); Leucine-rich repeat scaffold_5_mRNA_3118.1
= [IPROOI6I1] (1)
Leucine-rich repeat domain, L domain-
GFO030304 1 0 0 Hypothetical protein (1) ke [PRO32670 (1) scaffold_S_mRNA_3117.1
GFO030303 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_3116.1
ot binding [GO003515 SH3 domain [IPRO01452) (1); Arfaptin
GF0030302 1 0 0'SH3 domain<onaining protein2 (1) PEIE M R homology (AH) domain/BAR domain  scaffold_S_mRNA_3115.1
[IPRO27267] (1)
Lcuum,-r' h et [IPROOI6T1] (1);
protein binding [GO:0005515 peat, typical subtype
GF0030301 1 0 0 Hypothetical protein (1) moteclar, fungton] 1) [lpkooasal] O oo rch ropeat Sc4Mokd_S_mRNA_3114.1
domain, L domain-like [IPR032675] (1)
. G Lcuum, rich repeat [IPR001611] (1);
GF0030300 1 0 0 Hypothetical protein (1) p"‘l'e'" binding [GO:0003515 ine-rich repeat domain, L domain-  scaffold_S_mRNA_3113.1

molecular_function] (1)

Leuci
like [IPR032675] (1)



D Num. in C. celementine

Numin C. unshiu

Note

GO

TaterPro

Members in P.trifoliata

GF0030299 1

GF0030298 1

GF0030297 1

GF0030296 1

GF0030295 1
GF0030294 1
GF0030293 1
GF0030292 1

GF0030291 1

GF0030290 1

GF0030289 1

GF0030288 1

GF0030287 1

GF0030286 1

GF0030285 1
GF0030284 1
GF0030283 1
GF0030282 1

GF0030281 1

GF0030280 1

GF0030279 1

GF0030278 1
GF0030277 1

GF0030276 1

GF0030275 1
GF0030274 1
GF0030273 1
GF0030272 1

GF0030271 1

GF0030270 1

GF0030269 1

GF0030268 1

GF0030267 1

GF0030266 1

GF0030265 1

GF0030264 1
GF0030263 1

GF0030262 1

GF0030261 1

GF0030260 1

GF0030259 1

GF0030258 1
GF0030257 1

GF0030256 1

GF0030255 1

GF0030254 1

GF0030253 1

GF0030252 1

GF0030251 1

GF0030250 1
GF0030249 1
GF0030248 1

GF0030247 1

GF0030246 1

GF0030245 1

GF0030244 1

GF0030243 1

oo oo

oo oo

°

°

s cooo o

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

o LRR receptor-like serine/threonine-
protein kinase GSOI (1)

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

0 Hypothetical protein (1)

0 Hypothetical protein (1)

Disease resistance family protein / LRR

0 :
family protein, put

ive (1)

0 SH3 domain-containing protein 2 (1)

o LRR receptor-like serine/threonine-
)

protein kinase GSOI (

0 Hypothetical protein (1)

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

0 Hypothetical protein (1)

0 Hypothetical protein (1)
0 Receptor like protein 21 (1)

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

Cytokinin riboside Smonophosphate
phosphoribohydrolase (1)

0 Hypothetical protein (1)

o Ubiauitin carboxyl-erminal hydrolase 12
0 Hypothetical protein (1)

0 Hypothetical protein (1)

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

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 BTB/POZ and MATH domain protein (1)

0 Envelope glycoprotein (1)

0 Envelope glycoprotein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)
Cytokinin riboside S-monophosphate
phosphoribohydrolase (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)
Cytokinin riboside S-monophosphate
phosphoribohydrolase (1)

0 Hypothetical protein (1)

0 Cytochrome P450 823 (1)

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

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Cytochrome P450 823, putative (1)

0 Hypothetical protein (1)
SLG-Sc and SLA-Sc genes and Melmoth
retrotransposon sequence (1)

polyamine transport [GO:0015846
biological_process] (1); periplasmic
space [GO:0042597 cellular_component]
(1): polyamine binding [GO:0019808
molecular_function] (1)

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

protein binding [GO:0005515
molecular_function] (1)

DNA binding [GO:0003677
molecular_function] (1); nucleic acid
binding [GO:0003676
molecular_function] (1)

protein binding [GO:0005515
molecular_function] (1)

protein binding [GO:0005515
molecular_function] (1)

I
transport [GO:0015846
biological_process] (1); periplasmic
space [G 97 cellular_component]
(1); protein binding [GO:0005515
molecular_function] (1)

nucleic acid binding [GO:0003676
molecular_function] (1); zinc ion binding
[G0:0008270 molecular_function] (1)

protein binding [GO:0005515
molecular_function] (1)

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

nucleus [GO:0005634
cellular_component] (1)

protein binding [G0:0005515
molecular_function] (1)

protein binding [GO:0005515
molecular_function] (1); nucleic acid
binding [GO:0003676
molecular_function] (1)

protein binding [GO:0005515
molecular_function] (1)

regulation of transcription, DNA-
templated [GO:0006355
biological_process] (1); protein binding
[GO:0005515 molecular_function] (1)

protein binding [GO:0005515
molecular_function] (1)

protein binding [GO:0005515
molecular_function] (1)
protein binding [GO:0005515
molecular_function] (1)

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

nucleic acid binding [GO:0003676
molecular_function] (1); zine ion binding
[GO:0008270 molecular_function] (1)

m ion binding [GO:0005506
molecular_function] (1); heme binding
[G0:0020037 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)

‘nucleic acid binding [GO:0003676
molecular_function] (1; regulation of
transcription, DNA-templated
[GO:0006355 biological process] (1)

iron ion binding [GO:0005506
molecular_function] (1); heme binding
[GO:0020037 molecular_function] (1);
oxidation-reduction process

55114 biological_process] (1);
oxidoreductase activity., acting on paired
donors, with incorporation or reduction
of molecular oxygen [GO:0016705
molecular_function] (1)

Bacterial periplasmic
spermidine/putrescine-binding protein
[IPROO1188] (1)

Ribonuclease H-like domain
[IPROI2337] (1)

Leucine-rich repeat-containing N-
terminal, plant-type [IPRO13210] (1);
Leucine-rich repeat [IPR01611] (1);
Leucine-rich repeat domain, L domain-
like [IPR032675] (1); Leucine.
repeat, typical subtype [IPRO03591] (1)

Zine finger, BED-type [IPR003656] (1);
Zine finger C2H2-type [IPRO13087] (1)

Leucine-rich repeat-containing N-
terminal, plant-type [IPRO13210] (1);
Leucine-rich repeat [IPRO01611] (1);
Leucine-rich repeat domain, L domain-
like [IPR032675] (1); Leucine-rich
repeat, typical subtype [IPRO03591] (1)
Arfaptin homology (AH) domain/BAR
domain [IPR027267] (1); SH3 domain
[IPR001452] (1)

Leucine-rich repeat [IPRO01611] (1);
Bacterial periplasmic
spermidine/putrescine-binding protein
[IPROO1188] (1); Leucine-rich repeat
domain, L domain-l
Leucine-rich repeat, typical subtype
[IPR003591] (1)

Histone deacetylase domain [IPR023801]

(1; Histone deacetylase superfamily
[IPRO00286] (1)

Zine finger, CCHC-type [IPROOIS7S] (1)

Leucine-rich repeat domain, L domain-
like [IPR032675] (1); Leucine-rich
repeat-containing N-terminal, plant-type
[IPRO13210] (1); Leucine-rich repeat
[IPRO01611] (1)

Ribonuclease H-like domain
[IPROI2337] (1)

Retrotransposon gag domain
[IPRO05162] (1); BUD31/G10-related,
conserved site [IPROI8230] (1); G10
protein [IPR001748] (1)

MATH/TRAF domain [IPR002083] (1);
TRAF-like [IPRO08974] (1)

TRAF-like [IPR00S974] (1);
MATH/TRAF domain [IPR002083] (1);
Ribonuclease H-like domain
[IPRO12337] (1)

MATH/TRAF domain [IPR002083] (1);
TRAF-like

retrotransposon Orfl [IPR004312] (1)

MULE transposase domain [IPRO18289]

(1); TRAF-like [IPR008974] (1);
MATH/TRAF domain [IPR002083] (1);
FAR1 DNA binding domain
[IPRO04330] (1); FHY3/FARI family
[IPR031052] (1)

MATH/TRAF domain [IPR002083] (1);
TRAF-like [IPRO08974] (1)

MATH/TRAF domain [IPR002083] (1);
TRAF-like [IPR00S974] (1)
TRAF-like [IPR008974] (1);
MATH/TRAF domain [IPR002083] (1)

Type I phosphodiesterase/nucleotide
pyrophosphatase/phosphate transferase

[IPRO02591] (1); Alkaline phosphatase-
like, alpha/beta/alpha [IPRO17849] (1);

Alkaline-phosphatase-like, core domain
[IPRO17850] (1)

LOG family [IPRO31100] (1)

Zine finger, CCHC-type [IPRO01S75]
(1; Zine finger, SWIM-type
[IPRO07527] (1); Zine finger, PMZ-type
[IPR006564] (1); Transposase, MuDR,
plant [IPR004332] (1)

Cytochrome P450, conserved site
[IPRO17972] (1); Cytochrome P450, E-
class, group I [IPR002401] (1);
Cytochrome P450 [IPRO01128] (1)

Carlavirus nucleic acid-binding protein
[IPRO02568] (1)

Dnal domain [IPR001623] (1); DnaJ
domain, conserved site [IPROIS253] (1)

Cytochrome P450, E-class, group |
[IPR002401] (1); Cytochrome P450,
conserved site [IPRO17972] (1);
Cytochrome P450 [IPRO01128] (1)

e [IPRO32675] (1);

F d
[IPRO08974] (1); Arabidopsis

scaffold_S_mRNA_3112.1

scaffold_S_mRNA_3110.1

scaffold_S_mRNA_311.1

scaffold_S_mRNA_3109.1

scaflold_S_mRNA_3108.1
scaffold_S_mRNA_3105.1
scaflold_S_mRNA_3104.1
scaflold_S_mRNA_3103.1

scaffold_S_mRNA_3102.1

scaffold_S_mRNA_3101.1

scaffold_S_mRNA_3098.1

scaffold_S_mRNA_3096.1

scaffold_S_mRNA_3095.1

scaffold_S_mRNA_3087.1

scaffold_S_mRNA_3086.1
scaffold_S_mRNA_3085.1
scaffold_5_mRNA_3084.1
scaffold_5_mRNA_3082.1

scaffold_S_mRNA_3081.1

scaffold_S_mRNA_3079.1

scaffold_S_mRNA_3073.1

scaffold_S_mRNA_3072.1
scaffold_S_mRNA_3071.1

scaffold_S_mRNA_3062.1

scaffold_S_mRNA_3058.1
scaffold_S_mRNA_3046.1
scaffold_S_mRNA_3044.1
scaffold_S_mRNA_3043.1
scaffold_S_mRNA_3042.1
scaffold_S_mRNA_3040.1
scaffold_S_mRNA_3036.1
scaflold_S_mRNA_3034.1
scaffold_S_mRNA_3033.1

scaflold_5_mRNA_3032.1

scaffold_S_mRNA_3029.1

scaffold_S_mRNA_3028.1
scaffold_S_mRNA_3026.1

scaffold_S_mRNA_3024.1
scaffold_S_mRNA_3023.1

scaffold_S_mRNA_3021.1

scaflold_5_mRNA_302.1

scaffold_S_mRNA_3011.1
scaffold_S_mRNA_3008.1

scaffold_S_mRNA_3007.1

scaflold_S_mRNA_3001.1

scaflold_S_mRNA_2996.1

scaffold_S_mRNA_2992.1

scaffold_S_mRNA_299.1

scaffold_S_mRNA_2986.1

scaffold_S_mRNA_2985.1
scaflold_S_mRNA_2982.1
scaffold_S_mRNA_2980.1

scaffold_S_mRNA_298.1

scaflold_S_mRNA_2973.1

scaffold_S_mRNA_2970.1

scaffold_S_mRNA_297.1

scaffold_S_mRNA_2969.1



T Nam inC.celementine  Numin C. unshia Note Go TaterPro Member Members in PArolaE
‘protein dimerization activity HAT, C-terminal dimerisation domain
[GO:0046983 molecular_function] (1); ~ [IPR008906] (1): hAT-like transposase,
GF0030242 1 0 ‘:“7':‘:;""::’“;:’::'(3’1;’"“‘m‘““’" domain | leic acid binding [GO:0003676 RNase-H fold [IPR025525] (1); scaffold_5_mRNA_2968.1
2 P! molecular_function] (1); DNA binding  Ribonuclease H-like domain
[GO:0003677 molecular_function] (1)~ [IPRO12337] (1)
Hydrophobic seed protein [IPR027923]
. e m Hifnnc\\onal inhibitor/plant lipid
2 . . ’
GFO030241 1 0 014 kDa proline-rich protein DC2.15 (1) er roteiniced stompe helcal  SCATd_S_MRNA 2962.1
Gomin fipRote140] (1
GF0030240 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_2961.1
GF0030239 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_2957.1
GF0030238 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_2952.1
Ankyrin repeat-containing domain
GF0030237 1 0 0 Hypothetical protein (1) IPROX0684] (1) scaffold_S_mRNA_2941.1
i . nucleie acid binding [GO:0003676 Ribonuclease He-like domain .
GFO030236 1 0 0 Hypothetical protein (1) oekecuar function (1) (PROIZ3371 1) scaffold_S_mRNA_2939.1
GF0030235 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_2937.1
GF0030234 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_2936.1
. Ankyrin repeat [IPR002110] (1); PGG:
GF0030233 1 0 0 Ankyrin repeat plant-like protein (1) pmlxcm Ih\m’l;ng‘[G(; :7]0:)55‘5 domain [IPR026961] (1); Ankyrin repeat- scaffold_5_mRNA_2934.1
molecular_function] containing domain [IPR020683] (1)
GFO030232 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_2930.1
GFO030231 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_2926.1
regulation of transcription, DNA- FHY3/FARI family [IPRO31052] (1);
GF0030230 1 0 0 Hypothetical protein (1) templated [GO:0006355 Domain of unknown function DUF3627  scaffold_S_mRNA_2925.1
biological_process] (1) [IPR022549] (1)
GF0030229 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_2924.1
GF0030228 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_2923.1
nucleic acid binding [GO:0003676
GF0030227 1 0 0 Hypothetical protein (1) molecular_function] (1); zinc ion binding  Zine finger, CCHC-type [IPRO0ISTS] (1) scaffold_S_mRNA_2922.1
[GO:0008270 molecular_function] (1)
GFO030226 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_2919.1
i . nucleie acid binding [GO:0003676 Ribonuclease H-like domain .
GF0030225 1 0 0 Hypothetical protein (1) oekecuar functons (1) (PROIZ331 1) scaffold_S_mRNA _2914.1
GF0030224 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_2908.1
Helicase superfamily 112, ATP-binding
domain [IPRO14001] (1); DEAD/DEAH
nucleic acid binding [GO:0003676 box helicase domain [IPRO11545] (1; P-
GF0030223 1 0 0 Hypothetical protein (1) molecular_function] (1); ATP binding  loop conaining nucleoside triphosphate  scaffold_S_mRNA,_2905.1
[GO:0005524 molecular_function] (1) hydrolase [IPR027417] (1); ATP-
dependent RNA helicase DEAD-box,
conserved site [IPR000629] (1)
GF0030222 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_2904.1
GFO030221 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_2903.1
GF0030220 1 0 0 Hypothetical protein (1) LOG family [IPRO31100] (1) scaffold_S_mRNA_2897.1
GF0030219 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_2893.1
GFO030218 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_2892.1
GFO030217 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_2890.1
GFO030216 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_2859.1
Retrotransposon gag domain
§ [IPRO0S162] (1); Reverse transcriptase,
GFO030215 1 0 0 Hypothetical protein (1) RNAxdependeu DNA pofymemmse scaffold_S_mRNA_2873.1
[IPROI3103] (1)
GFO030214 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_2872.1
proteolysis [GO:0006508
biological_process] (1); cysteine-type  Ulpl protease family, C-terminal
GF0030213 1 0 0 Transposase (1) peptidase activity [GO:0008234 catalytic domain [IPR003653] (1) scaffold_5_mRNA_2868.1
molecular_function] (1)
P-loop containing nucleoside triphosphate
hydrolase [IPR027417] (1); NB-ARC
y [IPRO02182] (1); AAA+ ATPase domain
GF0030212 1 0 S:;*‘:‘m:‘:‘;‘;"‘f‘ “::::'""(‘SGNBS' ":z'f:'l"a‘:'"’_g“[ﬁg“‘;‘ms 3 [IPRO03593] (1); Winged helix-turn-helix scaffold_5_mRNA_2866.1
'ss) family prote ecular_fundt DNA-binding domain [IPROT1991] (1);
Leucine-rich repeat domain, L domain-
like [IPR032675] (1)
GFO030211 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_2864.1
DNA binding [GO:0003677
molecular_function] (1); nucleic acid ~ Zinc finger, BED-type [IPR003656] (1):
GF0030210 1 0 0 Hypothetical protein (1) binding [GO000367 Jine inger C211>-ype [IPRO1087] (1 SC4TO1_S_ mRNA 2863.1
molecular_function] (1)
GF0030209 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_2862.1
Protein of unknown function DUF247,
GF0030208 1 0 0 UPFO481 protein (1) s IPROOAISS] (1) scaffold_S_mRNA_2861.1
. . nucleic acid binding [GO:0003676 Ribonuclease Helike domain .
GFO030207 1 0 0 Hypothetical protein (1) etocdas function (1) [PROIZI37 1) scaffold_S_mRNA_286.1
GF0030206 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_2858.1
nucleic acid binding (GO:0003676 Ribonuclease H domain [IPR002156] (1);
ol fnction] (1% NADNA - Revene s i binding
GF0030205 1 0 0 Ribonuclease H protein (1) ybrid rbanueiene actuity o IDR026960) (1 Ribomuelcase  *€4oId_S_mRNA_2853.1
[GO:0004523 molecular_function] (1) ik domain [wkmzm] m
catalytic activity [GO:0003824
molecular_function] (1); protein PPM-type phosphatase domain
dephosphorylation [GO:0006470 [IPRO01932] (1; Thioredoxin-like fold
biological_process] (1): protein binding  [IPR012336] (1); Protein phosphatase 2C
GF0030204 ! 0 0 Hypothetical protein (1) [GO:0008515 molecular_function] (1);  family [IPRO1S655] (1): Glutathione 5. 10143 mRNA_2851.1
rotein serine/threonine phosphatase  transferase, N-terminal [IPR004045] (1);
activity [GO:0004722 Pectin lyase fold IPR012334] (1)
molecular_function] (1)
GF0030203 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_2850.1
Retrotransposon gag domain
GF0030202 1 0 0 Hypothetical protein (1) [IPRO0S162] (1); Aspartic peptidase  scaffold_S_mRNA_2849.1
domain [IPRO21109) (1)
GF0030201 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_2848.1
i . ipid binding [GO:0008289 START-like domain [IPR023393] (1), _
GF0030200 1 0 0 Hypothetical protein (1) et ! Racton] (1) START domsin IPROG2913] (1) scaffold_5_mRNA_2843.1
transferase activity, ransferring hexosyl
groups [GO:0016758 g o
GF0030199 1 0 0 Hypothetical protein (1) molecular_function] (1); metabolic 3‘1’;?:::2‘?;{1“2:002“ sy Sl mRNA 28421
process [GO:0008152 glucosyliransicrase
biological_process] (1)
GF0030198 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_2841.1
Leucine-rich repeat domain, L domain-
2
GF0030197 1 0 0 Resistance protein RGC2 (1) ke {bRO32670, (1) scaffold_S_mRNA_2839.1
Protein ENHANCED DISEASE
GF0030196 1 0 0 Hypothetical protein (1) RESISTANCE 2, C-terminal scaffold_S_mRNA_2836.1
[IPRO09769] (1)
Arabidopsis retrotransposon Orfl
GF0030195 1 0 0 Hypothetial protein (1) PRO013] (1) scaffold_S_mRNA_2834.1
GFO030194 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_2832.1
GFO030193 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_2831.1
. Phosphoprotein phosphatase isoform 1 Leucine-rich repeat domain, L domain- _
GF0030192 1 0 [ e PRO326791 (1) scaffold_5_mRNA_2829.1
metabolic process [GO:0008152
biological_process] (1); transferase  UDP-glucuronosy/UDP-
GFO030191 1 0 0 Hypothetical protein (1) actvity travsforng hexouyl gromps gluconylimnsfone [PRO02213] (1) *C2f0Id_S mRNA 28281
[GO:0016758 molecular_function] (1)
Leucine-rich repeat domain, L domain-
like [IPR032675] (1); Winged helix-tum-
y helix DNA-binding domain [IPROI 1991]
GF0030190 1 0 0 3‘:;*‘:‘“:‘:‘;‘:“?‘ proen (‘SC'NBS' ":z'fc"'l"ﬂ‘:'"fgy‘[ﬁi‘:“‘;‘:‘ﬁs 3 (1); P-loop containing nucleosi scaffold_S_mRNA_2826.1
) family protel eeutar_fune triphosphate hydrolase [lPRUZ74I7] ay
AAA+ ATPase domain [IPR003593] (1);
NB-ARC [IPRO02182] (1)
GF0030189 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_2823.1
GF0030188 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_282.1
GF0030187 1 0 0 Hypothetical protein (1) Prolamin-like domain [IPR008S02] (1) scaffold_5_mRNA_2819.1
GF0030186 1 0 0 Hypothetical protein (1) m"“"” peptidase domain [IPRO2H09] (. 14 5 mRNA_2816.1
Cytokinin riboside S-monophosphate . .
GFO030185 1 0 shosphoribobydrolase (1) LOG family [IPRO31100] (1) scaffold_S_mRNA_2815.1
GFO030184 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_2812.1
Protein of unknown function DUF247,
GFO030183 1 0 0 DUF247 domain protein (1) s [IPROOA1S8] (1 scaffold_S_mRNA_2811.1
transferase activity, transfrring hexosyl
ups [GO:0016758
GF0030182 1 0 0 UDP-glycosyltransferase 73C2 (1) molecular_function] (1); metabolic lﬁ"ofl:::’:\::‘ezﬂ‘éggmul gy ScalloldS mRNA 28101
process [GO:0008152 glucosyl d!
biological_process] (1)
GFO030181 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_281.1
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Leucine-rich repeat domain, L domain-
like [IPRO32675] (1); AAA+ ATPase
Disease resistance protein (CC-NBS- 12 [GO:0043531 domain [IPRO03593] (1;; NB-ARC
GFO030180 ! 0 O LRR class) family protein (1) molecular_function] (1) [IPRO02182] (1); P-loop containing  **T01d-5_MRNA_2809.1
nucleaside triphosphate hydrolase
[IPRO27417] (1)
ucine-rich repeat domain, L domain-
. . like [IPR032675] (1); Probable .
GFO030179 1 0 0 Hypothetical protein (1) canspostse, PEx/Spm, plaok scaffold_S_mRNA_2805.1
[IPRO04252] (1)
. Thioredoxin-like fold [IPR012336] (1)
GF0030178 1 0 0 Glutathione-s-transferase omega (1) pmlxcm Ih\m’l;ng‘[G(; :7]0:)55‘5 Glutathione S-transferase, N-terminal  scaffold_S_mRNA_2800.1
molecular_function (IPRO04O%8] (1)
iscase resistance protein Leucine-rich repeat domain, L domain- _
GFO030177 1 0 0 Discase resistance protein RPS2 (1) e TPRO326791 (1) scaffold_5_mRNA_2799.1
Protein ENHANCED DISEASE
GF0030176 1 0 0 Hypothetical protein (1) RESISTANCE 2, C-terminal scaffold_S_mRNA_2798.1
[IPRO09769] (1)
” i Leucine-rich repeat domain, L domain- _
GF0030175 1 0 0 Hypothetical protein (1) e TPRO326791 (1) scaffold_S_mRNA_2794.1
GF0030174 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_2793.1
GF0030173 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_2792.1
Protein ENHANCED DISEASE
GF0030172 1 0 0 Hypothetical protein (1) RESISTANCE 2, C-terminal scaffold_5_mRNA_2790.1
[IPRO09769] (1)
Cytochrome ¢ oxidase biogenesis protein Cytochrome ¢ oxidase biogenesis protein
GFO030171 ! 0 O Cimel-like isoform 1 (1) Cmel-like [IPRO13892] (1) scaffold_5_mRNA,_279.1
Winged helix-tum-helix DNA-binding
domain [IPRO11991] (1); Leucine-rich
repeat domain, L domain-like
sease resistance protein ADP binding [GO:0043531 [IPRO32675] (1); P-loop containing ~_
GFO030170 1 0 0 Disease resistance protein (1) mokeclar fonction] (1) nuclcosie wipbosphate hydrolase scaffold_S_mRNA_2787.1
[IPRO27417] (1); AAA+ ATPase domain
[IPRO03593] (1); NB-ARC [IPR002182]
(O]
iscase resistance protein Leucine-rich repeat domain, L domain- _
GFO0030169 1 0 0 Discase resistance protein RPS2 (1) e TPRO32679) (1) scaffold_S_mRNA_2786.1
GFO030168 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_2780.1
GF0030167 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_2778.1
RNA-DNA hybrid ribonuclease activity ~ Reverse transcriptase zinc-bindin
[GO:0004523 molecular_function] (1);  domain [IPR026960] (1; Ribonuclease
GFO030166 1 0 0 RNA-directed DNA polymerase (1) 10D dmg [ GO il Hike Gomain (IPROIZ357] (1 scaffold_S_mRNA_2776.1
molecular_function] Ribonuclease H domain [IPR002156] (1)
"g"e":):‘""“Z"‘\:fe“u:‘fa:"‘mmm] (1), HAT. C-terninal dimerisaton dorain
GF0030165 1 0 0 Hypothetical protein (1) [IPRO0S906] (1: Ribonuclease Holike  scaffold_5_mRNA_2775.1
nucleic acid binding [GO:000367
domain [IPRO12337] (1)
molecular_function] (1)
Winged helix-turn-helix DNA-binding
domain [IPRO11991] (1); Leucine-rich
sease resistance protein (CC-NBS- indine s repeat domain, L domain-like
GF0030164 1 0 0 E;;“;‘s:; ;‘:;‘j‘ ”r;"fm ((IC)( NBS: x)‘::m‘: ’5"[‘0‘2“‘;?‘:3"3' [IPR032675] (1); NB-ARC [IPR002182] scaffold_S_mRNA_2769.1
yp = (1): AAA*+ ATPase domain [IPR003593]
(1): P-loop containing nuclcoside
triphosphate hydrolase [IPR027417] (1)
cell wall macromolecule catabolic
ﬁ::lc:gxcal L process] (1); chitinase activity -¥302me-like domain [IPR023346) (1);
GFO030163 1 0 0 Hypothetical protein (1) 1600004368 moteeule funcion (1) ﬁg:(:g;s;;:]«(lrxlasm family 19, catalytic scaffold_S_mRNA_2763.1
chitin catabolic process [GO:0006032
biological_process] (1)
GF0030162 1 0 o Putative glotamyl endopeptidase, scaffold_S_mRNA_276.1
© chloroplastic (1) 15_mRNA
GFO030161 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_2759.1
GF0030160 1 0 0 Hypothetical protein (1) Viral movement protein [IPR028919] (1) scaffold_S_mRNA_2758.1
. Non-LTR retroelement reverse everse transcriptase zinc-binding .
GFO030159 ! 0 transcriptase-like protein (1) domzun [IPR026960] (1) scaffold_5_mRNA,_2757.1
y Ribonuclease He-like domain
GF0030158 1 0 0 Hypothetical protein (1) nucleic acid binding [GO:0003676 [IPRO12337] (1); Piwi domain scaffold_5_mRNA_2756.1
molecular_function] (1) (PROMBIES) 1)
Ribonuclease H-like domain
GF0030157 1 0 0 Hypothetical protein (1) m‘fc'“ I:f“:_ l:"":")’r"g] {(‘;‘o 0003676 [IPRO12337] (1); Piwi domain scaffold_5_mRNA_2755.1
recular_funct [IPRO03165] (1)
GFO030156 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_2752.1
GFO030155 1 0 0 Hypothetical protein (1) scaffold_5_mRNA_2750.1
Retrotransposon gag domain
[IPRO0S162] (1 Aspartic peptidase
GFO030154 1 0 0 Hypothetical protein (1) omaln [IPRO21 109 (1. Rorovint  SC4TO14_S_ mRNA 2751
aspartyl protease [IPRO13242] (1)
Leucine-rich repeat [IPRO0I611] (1);
y Serine/threonine-protein kinase, active
p"’l‘f'" I‘;‘""’_‘"g.‘[.“‘:; n‘)‘oﬂz site [IPRO0S271] (1); Protein kinase,
molecular_function] (1); ATP binding site [IPRO17441] (1);
LRR receptor-like kinase family protein [00:0003324 molecular_function] (1; b1 in'ina e like domain (IPRO11009]
GF0030153 1 0 0 protein phosphorylation [GO:0006468 scaffold_S_mRNA_2747.1
biological._process] (1); protein kinase (1: Leucine-rich repeat domain, L
rosical process] ()¢ ¢ domain-like [IPR032675] (1); Leucine-
activity [GO:0004672 o " TPRO0IS0!
ckecuar function] 1) rich repeat, typical subtype [IPR003591]
- (1): Protein kinase domain [IPR000719]
M
GF0030152 1 0 0 Hypotheical protein (1) scaffold_S_mRNA_2746.1
GFO030151 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_2745.1
GF0030150 1 0 0 Hypothetial protein (1) scaffold_S_mRNA_2743.1
GF0030149 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_2742.1
GFO030148 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_274.1
) Cytokinin riboside S-monaphosphate
GF0030147 1 0 0 z‘“k;’“"b’ “;‘"‘d‘dj: "(“:"m"h"“’h“” phosphoribohydrolase LOG [IPR005269] scaffold_5_mRNA_2739.1
phosphoribohydrolase (1):LOG familly [IPRO31100] (1)
zinc ion binding [GO:0008270 Zine finger, PMZ-type [IPR006364] (1);
GFO030146 1 0 0 Hypothetical protein (1) o Tunon] 1y Jine nger, SWIVE o IPRODTS27) (1) SC4TId_S mRNA 2738 1
GFO030145 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_2733.1
GFO030144 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_2731.1
GFO030143 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_2729.1
GFO030142 1 0 0 Hypotheical protein (1) scaffold_S_mRNA_2716.1
GFO030141 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_2711.1
GF0030140 1 0 0 Hypotheical protein (1) scaffold_S_mRNA_2710.1
Ribonuclease H-like domain
. [IPROI2337] (1); Reverse transcriptase
Gro030139 . o  Putative non-LTR retroclement reverse  nucleic acid binding [GO:0003676 oo biing donain [PROZ6960] O scaffokd5, mRNA2700.1
© anseriptase (1) molecular_function] (1)
Reverse transcriptase domain
[IPRO004TT] (1)
GFO030138 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_2708.1
GF0030137 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_2705.1
GFO030136 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_2703.1
GFO030135 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_2699.1
. 5 y F-box associated interaction domain .
GFO030134 1 0 0 F-box protein CPR30 (1) [PROISTI ) scaffold_S_mRNA_2691.1
GFO030133 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_269.1
GF0030132 1 0 0 Progesterone 5-beta-reductase (1) T:?D(P"l""d‘"g domain [IPROIG040T (014 5 mRNA_2683.1
GF0030131 1 0 0 Progesterone 5-beta-reductase (1) (r::‘m’"b‘"d‘"g domain [IPROI6O0] (.1 s mRNA_2680.1
nucleic acid binding [GO:0003676 Ribonuclease H-like domain
GF0030130 1 0 0 Hypothetical protein (1) et funton (1 HPRO137] (1) scaffold_S_mRNA_268.1
GF0030129 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_2677.1
GF0030128 1 0 0 Progesterone 5-beta-reductase (1) (r:"\m’"b‘"d‘"g domain [IPROI6O0] (.1 s mRNA_2675.1
GF0030127 1 0 o Cytokinin riboside 5 "‘°"°"h""’h‘““ LOG family [IPRO31100] (1) scaffold_5_mRNA_2674.1
phosphoribohydrolase
GF0030126 1 0 0 Hypothetical profein (1) scaffold_S_mRNA_2673.1
GF0030125 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_2670.1
GF0030124 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_2669.1
GF0030123 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_2667.1
GF0030122 1 0 0 Hypothetical protein (1) Viral movement protein [IPR028919] (1) scaffold_S_mRNA_2666.1
ubiuiin-dependent proeincabotic DO of unknown fnciion DUF£216
GF0030121 1 0 0 Hypothetical protein (1) process [GO:0006511 [IPRO25312] (1); SKP1 component, POZ 1y 5 1upNA_2664.1
Fitogiesl mocess) (1 domain [IPRO16073] (1); Transposase-
eicalp associated domain [IPR029480] (1)
GF0030120 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_2661.1
NB-ARC [IPR002182] (1); P-loop
containing nucleoside triphosphate
P . N Disease resistance protein (CC-NBS-  ADP binding [GO:0043531 dnolase (IPRO27417) (1 Leucinerich scaoldS mRNA 2650.1

LRR class) family protein (1)

molecular_function] (1)

repeat domain, L domain-like
[IPR032675] (1); Winged helix-tum-helix
DNA-binding domain [IPROTI991] (1)
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zine fon binding [GO:0008270 Leucine-rich repeat domain, L domain-
GF0030118 1 0 0 Resistance protein RGC2 (1) ;:ﬁ :;::'?:R’;" ’:‘;:;‘;2]72 Jimueleic acid i 11pRO32675) (1): Zine finger, scaffold_S_mRNA_2658.1
molecular_function] (1) CCHC-type [IPRODIETS] (1)
GF0030117 1 0 0 Hypothetical protein (1) ;;’%‘;;';56"2‘35("1“7 gag domain scaffold_5_mRNA_2649.1
GFO030116 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_2646.1
LOG family IPROSI 0] (1): Cytokinin
Cytokinin riboside S'-monophosphate riboside 5™monophosphat
GFO03011S ! 0 O phosphoribohydrolase (1) phosphoribohydrolase To6 [1PRO05269) Sc4T01d_S_MRNA_2645.1
n
GFO030114 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_2643.1
Zine finger, CCHC-type [IPRODISTS]
Putative muDR fumily transposase e "IEie 46 binding [GO:0003676 (1): MULE transposase domain
GFO030113 1 0 0 family transp molecular_function] (1); zinc ion binding [IPROIS289] (1); Zine finger, PMZ-ype scaffold_S_mRNA_2641.1
[GO:0008270 molecular_function] (1) [IPR006564] (1); Zinc finger, SWIM-
type [IPR00TS27] (1)
. . Leucine-rich repeat domain, L domain-
GFO030112 1 0 0 Hypothetical protein (1) ke (IPRO326797 (1) scaffold_S_mRNA_2638.1
GF0030111 1 0 0 Hypothetical protein (1) scaffold_5_mRNA_2636.1
GF0030110 1 0 0 Hypothetical protein (1) ﬁ;?g'z"sgs]“i‘;"‘”“ function DUF4219 014 5 mRNA_2634.1
regulation of transeription, DNA-
templated [GO:0006355 Carlavirus nucleic acid-binding protein
GF0030109 1 0 0 Hypothetical protein (1) iological_proces] (1) muclic acid (iR CELS scaffold_S_mRNA_2633.1
binding [GO:0003676
molecular_function] (1)
. Cytokinin riboside S'-monophosphate - .
GFO030108 1 0 Phcephoribohydrolare () LOG family [IPRO31100] (1) scaffold_S_mRNA_2632.1
GF0030107 1 0 0 Hypothetical protein (1) scaffold_5_mRNA _2631.1
cysteine-type peptidase activity
[GO:0008234 molecular_function] (1); ~ Ulpl protease family, C-terminal N
GF0030106 1 0 0 Hypothetical protein (1) hroeolyas [GO0006508 iyl domin PRODS685] (1) scaffold_S_mRNA_2628.1
biological_process] (1)
NB-ARC [IPR002182] (1; P-loop
containing nucleoside triphosphate
Disease resistance protein (CC-NBS-  ADP binding [GO:0043531 hydrolase [IPR027417] (1); Winged S
GF0030105 ! 0 LRR class) family protein (1) molecular_function] (1) helix-turn-helix DNA-binding domain 20145 mRNA_2627.1
[IPRO11991] (1; Leucine-rich repeat
domain, L domain-like [IPR032675] (1)
cucine-rich repeat domain, L domain-
. cease resis y like [IPRO32675] (1); NB-ARC
GF0030104 1 0 NB-ARC domain disease resistance ADP binding [GO:0043531 [IPR002182] (1); P-loop containing scaffold_5_mRNA_2624.1
protein (1) molecular_function] (1) nucleaside triphosphate hydrolase T
[IPRO27417] (1)
GFO030103 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_2622.1
P-loop containing nucleoside triphosphate
cease resistance hroti ADP binding [GO:0043531 hydrolase [IPR027417] (1); NB-ARC
GFO0030102 1 0 0 Disease resistance protein (1) oolecular fonction] (1) IPRO0S182] (1 Leucine richrepeat 354145 mRNA 2620,
domain, L domain-like [IPR032675] (1)
o Putative S-adenosyl-L-methionine-
GF0030101 1 0 0 Hypothetical protein (1) methylransferase activity [GO:0008168 oot methyltransferase scaffold_S_mRNA _2619.1
molecular_function] (1) PR00a159] (1)
GF0030100 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_2618.1
Winged helix-turn-helix DNA
domain [IPRO11991) (1); Leucine-rich
Disease resistance protein (CC-NBS-  ADP binding [GO:0043531 repeat domain, L domain-like
GF0030099 ! 0 LRR class) family protein (1) molecular_function] (1) [IPR032675] (1): NB-ARC [lpkoazm] scaffold_5_mRNA_2615.1
(1): P-loop containing nucleos
triphosphate hydrolase [IPRUZ74I7] 0}
Winged helix-tum-helix DNA-binding
domain [IPRO11991) (1); Leucine-rich
Disease resistance protein (CC-NBS-  ADP binding [GO:0043531 repeat domain, L domain-lik
GF003009% ! 0 LRR class) family protein (1) molecular_function] (1) [IPR032675] (1): NB-ARC [IPROQZIE’] scaffold_5_mRNA_2612.1
(1): P-loop containing nucleo
triphosphate hydrolase [IPRUZ74I7] 0}
GF0030097 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_2611.1
GF0030096 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_261.1
Leucine-rich repeat domain, L domain-
GF0030095 1 0 0 Hypothetical protein (1) ke [bR0326701 (1) scaffold_S_mRNA_2608.1
GF0030094 1 0 0 Hypothetical protein (1) (TI‘:‘“"”“"' MDR, plant [IPROV4332] 0,514 5 mRNA_2604.1
Leucine-rich repeat domain, L domain-
GF0030093 1 0 0 Hypothetical protein (1) ke [R0326701 (1) scaffold_S_mRNA._2596.1
Leucine-rich repeat domain, L domain-
like [IPR032675] (1); Winged helix-turn-
) Disease resistance protein (CC-NBS-  ADP binding [GO:0043531 helix DNA-binding domain [IPRO11991]
GF0030092 ! 0 O LRR class) family protein (1) molecular_function] (1) (1): NB-ARC [IPR002182] (1); P-logp 210145 MRNA. 2594.1
containing nucleoside triphosphate
hydrolase [IPR027417] (1)
GF0030091 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_2593.1
NB-ARC [IPRO02182] (1); AAA+
ATPase domain (IPR003593] (1); P-loop
y containing nucleoside triphosphate
GF0030090 1 0 Disease resistance protein (CC-NBS-  ADP binding [G0:0043531 hydrolase [IPR027417] (1); Leucine-rich scaffold_S_mRNA _2591.1
LRR class) family protein (1) molecular_function] (1) ! g
repeat domain, L domain-like
[IPRO32675] (1); Winged helix-turn-helix
DNA-binding domain [IPRO11991] (1)
GF0030089 1 0 0 Hypothetical protein (1) scaffold_5_mRNA_2588.1
GFO030088 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_2580.1
GF0030087 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_2577.1
GFO030086 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_2574.1
GF0030085 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_2573.1
GF0030084 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_2572.1
GFO0030083 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_2571.1
GF0030082 1 0 0 Hypothetical protein (1) ﬁ;‘;&;;;’;‘%‘f;"““ domain scaffold_5_mRNA_2570.1
GF0030081 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_2569.1
GF0030080 1 0 0 Hypothetical protein (1) Viral movement protein [IPR028919] (1) scaffold_S_mRNA_2561.1
GF0030079 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_2559.1
GF0030078 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_2558.1
GF0030077 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_2553.1
GF0030076 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_255.1
GF0030075 1 0 0 Hypothetial protein (1) scaffold_S_mRNA_2548.1
GF0030074 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_2544.1
GF0030073 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_254.1
Actin/actin-like conserved site
GF0030072 1 0 0 Actin (1) H;iggmﬂ tl; :::;: f;;:‘j;'”“‘ S Scaffold_S_mRNA_2537.1
[IPRO04000] (1)
GF0030071 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_2533.1
GF0030070 1 0 0 Hypothetical protein (1) scaffold_S_mRNA,_2530.1
GF0030069 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_2528.1
GF0030068 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_2523.1
GF0030067 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_2522.1
GF0030066 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_252.1
L:T\:g’:“ﬁ::;ﬂi‘:f:fﬁ — Ribosomal S11, conserved site
GF0030065 1 0 0 Hypothetical protein (1) constituent of ribosome [GO:0003735 Hi‘;g;fé‘;ﬂ ((:; ';‘:’V"‘:‘“EL:::“:;” scaffold_5_mRNA_2519.1
molecular_function] (1); translation domain [PRO0GA7T) (‘h” p
[GO:0006412 biological_process] (1)
Reverse transeriptase domain
GFO030064 1 0 0 Hypotheical protein (1) PROOOHTT] (1) scaffold_S_mRNA_2514.1
GFO030063 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_2507.1
nucleic acid binding [GO:0003676
GFO030062 1 0 0 Hypothetial protein (1) molecular_function] (1); zinc ion binding Zine finger, CCHC-type [IPRO0ISTS] (1) scaffold_S_mRNA_2504.1
[GO:0008270 molccular_function] (1)
GF0030061 1 0 0 Hypothetical protein (1) Viral movement protein [IPR028919] (1) scaffold_S_mRNA_2502.1
GF0030060 1 0 0 Hypothetical protein (1) scaffold_S_mRNA._2500.1
GF0030059 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_2499.1
GF0030058 1 0 0 Hypothetical protein (1) Viral movement protein [IPR028919] (1) scaffold_S_mRNA_2498.1
GF0030057 1 0 0 Hypothetical protein (1) scaffold_S_mRNA,_2495.1
zinc fon binding [GO:0008270
molecular_fmction] (1); aspartic-type
Peptidase A2, retrovirus, catalytic
endopeptidase activity [GO:0004190 [IP';IOUI 505 1y Aepart p:pnz‘i\s:
GF0030056 1 0 0 Hypothetical protein (1) molcular_funcion] (1), meleicacid  LEHUILE EUENERRIER | scaffold S mRNA 2492.1
binding [G0:0003676 CCHC-type [IPRO0ISTS] (1)
molecular_finction] (1); proteolysis
(GO:0006308 biological_process] (1)
GF0030055 1 0 0 Hypothetical protein (1) p"‘l'e'" binding [GO:0003515 Immunoglobulin-like domain scaffold_5_mRNA_2490.1

molecular_function] (1)

[IPROO7110] (1)
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GFO030054 1 0 0 Hypothetical protein (1) Viral movement protein [IPR028919] (1) scaffold_S_mRNA_2488.1
GF0030053 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_2487.1
nucleic acid binding [GO:0003676 Ribonuclease H-like domain
GF0030052 1 0 0 Hypothetical protein (1) molccular_function] (1): DNA integration [IPRO12337] (1); Inegrase, catalytic core scaffold_S_mRNA,_2485.1
[GO:0015074 biological process] (1) [IPRO0IS84] (1)
GF0030051 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_2481.1
GFO030050 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_248.1
Reverse transcriptase domain
GF0030049 1 0 0 Hypothetical protein (1) PROOO4TT] (1) scaffold_S_mRNA_2478.1
GF0030048 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_2477.1
GF0030047 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_2473.1
€5 cylosine methyltransferase:
chromatin binding [GO:0003682 [IPROO1S25] (1); S-adenosyl-L-
sockecuar functon] (1 ‘methionine-dependent methyltransferase
GFO030046 1 0 0 DNA (Cytosine-S5) methyltransferase (1) - : [IPRO29063] (1); Bromo adjacent scaffold_S_mRNA_247.1
methyltransferase activity [GO:0008168
moleair functon (1) homology (BAH) domain [IPR001025]
= (1): DNA methylase, C-5 cytosine-
specific, active site [IPROI8117] (1)
GFO030045 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_2469.1
GFO030044 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_2468.1
GF0030043 1 0 Cytokinin riboside 5'-monophosphate LOG family [IPRO31100] (1) scaffold_S_mRNA_2467.1
phosphoribohydrolase (1) 3 mIRA
GF0030042 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_246.1
GF0030041 1 0  Cytokinin riboside S'-monophosphate scaffold_5_mRNA_2456.1
phosphoribohydrolase (1)
Cytokinin riboside S-monophosphate . .
GFO0030040 1 0 shosphoribobydrolase (1) LOG family [IPRO31100] (1) scaffold_S_mRNA_2451.1
GF0030039 1 0 0 Hypothetical protein (1) scaffold_S_mRNA._2450.1
Leucine-rich repeat domain, L domain-
like [IPR032675] (1); DNA (eytosine-5)-
y ‘methyltransferase 1, replication foci
GF0030038 1 0 0 Hypothetical protein (1) ADP binding [GO:0043531 domain [IPR022702] (1); P-loop scaffold_5_mRNA_245.1
molecular_function] (1) "
containing nucleoside triphosphate
hydrolase [IPR027417] (1); NB-ARC
[IPRO02182] (1)
GF0030037 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_2448.1
GFO030036 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_2446.1
GF0030035 1 0 0 Hypothetial protein (1) scaffold_S_mRNA_2444.1
GF0030034 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_2443.1
GF0030033 1 0 0 Hypothetical protein (1) LOG family [IPRO31100] (1) scaffold_S_mRNA_2442.1
GF0030032 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_2440.1
P-loop containing nucleoside triphosphate
hydrolase [IPR027417] (1); DNA
y (eytosine-S)-methyltransferase 1,
GF0030031 1 0 0 Hypotheical protein (1) ﬁz:x;‘:"ﬁnﬁsg‘ﬁ’:”' replication foci domain [IPR022702] (1); scaffold_S_mRNA_244.1
- NB-ARC [IPRO02182] (1; Leucine-tich
repeat domain, L domain-like
[IPRO32675] (1)
LOG family [IPRO31100] (1); Cytokinin
Cytokinin riboside S-monophosphate riboside 5-monophosphate .
GFO030030 ! 0 9 phosphoribohydrolase (1) phosphoribohydrolase LOG [IPR005269] S¢T01d_S_MRNA_2439.1
1
GF0030029 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_2435.1
) Cytokinin riboside S-monaphosphate
GF0030028 1 0 0 C’f'“k:‘"‘,b' “;“’2"‘1 f f"(“:"‘m’h"""h‘““ phosphoribohydrolase LOG [IPR005269] scaffold_S_mRNA _2430.1
phosphoribohydrolase (1): LOG family [IPRO31100] (1)
GF0030027 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_2429.1
GF0030026 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_2427.1
Cytokinin riboside S'-monophosphate N
GF0030025 1 O roxphoribahydrolas (1 LOG family [IPRO31100] (1) scaffold_S_mRNA_2424.1
GFO030024 1 0 o Cysteineurich RLK (RECEPTOR-fike scaffold_S_mRNA_2422.1
protein kinase) & (1) R
GF0030023 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_2421.1
GF0030022 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_2415.1
GF0030021 1 0 0 Hypothetical protein (1) scaffold_S_mRNA 24111
GF0030020 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_241.1
response 10 oxaanve stress
[GO:0006979 biological_process] (1):
heme binding [GO:0020037 Haem peroxidase, plant/fungal/bacterial
i . molecular_function] (1); peroxidase  [IPR002016] (1); Plant peroxidase. .
GF0030019 1 0 0 Hypothetical protein (1) vy [GO000460 IPRO0OS23] (1), Haem peroxidnse 3540145 mRNA 2409.1
molecular_function] (1); oxidation-  [IPRO10255] (1)
reduction process [GO:0055114
nucleic acid binding [GO:0003676 Ribonuclease H-like domain
GFO030018 1 0 0 Hypothetical protein (1) eleeuin uneton () PRO17] (1) scaffold_S_mRNA_2408.1
i i Chromo domain-like [IPROI6107] (1);
GF0030017 1 0 0 Hypothetical protein (1) Crom domain (PRO23780] 1) scaffold_S_mRNA_2402.1
) ; Aspartic peptidase domain [IPR021109]
GF0030016 1 0 R“:‘i“:}“‘;‘c"l‘a’::"(‘l")“’“‘“' putative, Ty3- (1); Retrotransposon gag domain scaffold_S_mRNA_240.1
sy [IPRO0S162] (1)
GF0030015 1 0 Cytokinin riboside S-monophosphate scaffold_S_mRNA_2397.1
phosphoribohydrolase (1) 3 mIRA
GF0030014 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_2396.1
GF0030013 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_239.1
S-adenosyl-L-methionine-dependent
. ‘methyltransferase [IPR029063] (1); C-5
GF0030012 1 0 0 ?;’;z‘fl’:‘“'""s )-methyltransferase :““f):hzl'l’:r’"’_f":“::) :]“(’::‘y [GO008168 .\ Gine methyltransferase [IPRO0IS2S]  scaffold_5_mRNA_238.1
eeutarfune (1); DNA methylase, C-5 cytosine-
specific, active site [IPROI8117] (1)
GF0030011 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_237.1
GF0030010 1 0 0 Hypothetical protein (1) scaffold_S_mRNA._2366.1
GF0030009 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_2362.1
GF0030008 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_2360.1
S-adenosyl-L-methionine-dependent
GF0030007 1 0 0 Hypothetical protein (1) methylirnsferase (IPR029063] (1): DNA oozt 5 mRNA_236.1
(eytosine-S)-methyltransferase 1,
replication foci domain [IPR022702] (1)
GF0030006 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_2356.1
GF0030005 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_2355.1
GF0030004 1 0 0 Hypothetical protein (1) scaffold_S_mRNA _2353.1
transeription, DNA-templated Transcription elongation factor S-11,
GF0030003 1 0 0 Hypothetical protein (1) [GO0006351 biolgien pocess] (1) cemal domain (IDRO0S 151 (1) scaffold_S_mRNA_2350.1
GF0030002 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_2348.1
GF0030001 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_2342.1
GF0030000 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_2335.1
GF0029999 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_2334.1
GF0029998 1 0 0 Hypothetial protein (1) scaffold_S_mRNA_2331.1
GF0029997 1 0 0 Ausin-responsive GH3 family protein (1) GHS family [IPR004993] (1) scaffold_S_mRNA_2328.1
. CTLH, C-terminal LisH motif .
GF0029996 1 0 0 Hypothetical protein (1) PROVESSE] 1) scaffold_S_mRNA_2325.1
GF0029995 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_2324.1
GF0029994 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_2320.1
GF0029993 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_2319.1
Retrotransposon gag domain
GF0029992 1 0 0 Hypothetical protein (1) HPRO0S1 03] 1y scaffold_S_mRNA_2313.1
Domain of unknown function DUF4371
GF0029991 1 0 0 Hypothetical protein (1) "“Cllf'“ I:C“:_l"f'?""‘g] {f‘o 0003676 [IPR025398] (1); Ribonuclease H-like  scaffold 5_mRNA_2310.1
molecular_functior domain [IPRO12337] (1)
GF0029990 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_2306.1
e i Ribonuclease H-like domain
dimerization activity [GO:0046983 [IPROI2337] (1; Zine finger C2H2-type
GF0029989 1 0 0 Hypothetical protein (1) [IPROI3087] (1; Zinc finger, BED-type scaffold_S_mRNA_2304.1
molccular_function] (1); nucleic acid g
bindimg [GO0003676 [IPRO03656] (1); HAT, C-terminal
okeosiar functon] 1) dimerisation domain [IPR00S906] (1)
GF0029988 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_230.1
GF0029987 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_2299.1
nucleic acid binding (GO:0003676
molecular_function] (1); regulation of  Carlavirus nucleic acid-binding protein
GF0029986 1 0 0 Hypothetical protein (1) Tmeeipton. DNAtcplad 1PRO0SSSH] (1) scaffold_S_mRNA_2208.1
[GO:0006355 biological process] (1)
Cytokinin riboside S-monophosphate . .
GF0029985 1 0 shosphoribobydrolase (1) LOG family [IPRO31100] (1) scaffold_S_mRNA_2297.1
GF0029984 1 0 0 Hypothetical protein (1) scaffold_S_mRNA._2296.1
GF0029983 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_2295.1
GF0029982 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_2291.1
GF0029981 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_220.1
GF0029980 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_2285.1
GF0029979 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_2283.1
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GF0029978 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_2282.1
nucleic acid binding [GO:0003676
GF0029977 1 0 0 Hypothetical protein (1) molecular_function] (1); zinc ion binding Zine finger, CCHC-type [IPRO0ISTS] (1) scaffold_S_mRNA,_2276.1
[GO:0008270 molecular_function] (1)
GF0029976 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_2268.1
GF0029975 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_2264.1
GF0029974 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_2259.1
GF0029973 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_2255.1
Leucine-rich repeat, typical subtype
[IPRO03591] (1; Leucine-rich repeat
Verticillium wilt resistance-like protein  protein binding [GO:0005515 domain, L domain-like [IPR032675] (1);
GF0029972 ! 0 0 molecular_function] (1) Leucine-rich repeat [IPRO01611] (1);  c2TO1d-5_mRNA _2250.1
Leucine-rich repeat-containing N-
terminal, plan-type [IPRO13210] (1)
GF0029971 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_225.1
GF0029970 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_2249.1
Leucine-rich repeat-containing N-
terminal, plant-type [IPRO13210] (1);
GF0029969 1 0 0 Leucine-rich repeat, plant specific (1) PO binding [GO:0005515 Leucine-rich repeat [IPROOI6ILT(D: g 5 mNa_2245.1
molecular_function] (1) Leucine-ich repeat, typical subtype
[IPRO03591] (1); Leucine-rich repeat
domain, L domain-like [IPR032675] (1)
GF0029968 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_2242.1
GF0029967 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_224.1
Leucine-rich repeat, typical subtype
[IPRO03591] (1; Leucine-rich repeat
Gr0029966 . N  Putative leucine-rich repeat disease  protein binding [GO:0005515 domain, L domain-like [IPRO3267S] (1) (oo b0
resistance protein (1) molecular_function] (1) Leucine-rich repeat-containing N- -5 mRNA
terminal, plant-type [IPRO13210] (1);
Leucine-rich repeat [IPRO01611] (1)
(e binding [GO:0005515 Leucine-rich repeat domain, L domain-
GF0029965 1 0 0 Hypothetical protein (1) ‘;:I:;:Ia"" ﬁ“']‘;"on] Pl like [IPR032675] (1); Leucine-rich repeat scaffold_5_mRNA_2235.1
- [IPROOIGIT] (1)
GF0029964 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_2234.1
GF0029963 1 0 0 Hypothetial protein (1) scaffold_S_mRNA_2233.1
GF0029962 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_2231.1
GF0029961 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_2229.1
GF0029960 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_2228.1
GF0029959 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_2227.1
GF0029958 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_2226.1
Zine finger, SWIM-type [IPR007527]
(1): Nascent polypepiide-associated
. i . zinc fon binding [GO:0008270 complex NAC domain [IPR002715] (1);
GF0029957 1 0 0 Hypothetical protein (1) cleoular fuoetion] (1) Jine finger, PMZ.ype (IPR006564] (1, S04TO14_5 MRNA 2223.1
Nascent polypeptide-associated complex.
subunit alpha [IPRO16641] (1)
GF0029956 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_222.1
GF0029955 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_2216.1
GF0029954 1 0 0 Hypothetial protein (1) scaffold_S_mRNA_221.1
GF0029953 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_2205.1
GF0029952 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_2200.1
GF0029951 1 0 0 Hypotheical protein (1) scaffold_S_mRNA_220.1
GF0029950 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_2198.1
. Protein of unknown function DUF241,
GF0029949 1 0 0 Hypothetical protein (1) plam TPRO0A320] (1) scaffold_S_mRNA_2197.1
tein of unknown function DUF241,
GF0029948 1 0 0 Hypothetical protein (1) plam PR004S20] (1) scaffold_S_mRNA._2196.1
d helix-turn-helix DNA-bi
domin [IPRO11991] (1); NB-ARC
GF0029947 1 0 LRR and NB-ARC domain discase ADP binding [GO:0043531 [IPR002182] (1); P-loop containing scaffold_5_mRNA_2195.1
resistance protein (1) molecular_function] (1)
nucleaside triphosphate hydrolase
[IPRO27417] (1)
. Cytokinin riboside S-monophosphate - .
GF0029946 1 0 O poesphoribohgolase () LOG family [IPRO31100] (1) scaffold_S_mRNA_2193.1
regulation of transcription, DNA-
templated [GO:0006355 Carlavirus nucleic acid-binding protein
GF0029945 1 0 0 Hypothetical protein (1) biological_process] (1; nucleic acid [irRou;“s;xT (1)‘ 8P scaffold_5_mRNA_2192.1
binding [GO:0003676
molecular_function] (1)
GF0029944 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_2190.1
GF0029943 1 0 0 Hypothetical protein (1) Viral movement protein [PR028919] (1) scaffold_S_mRNA_2185.1
GF0029942 1 0 0 Hypothetical protein (1) scaffold_5_mRNA_2184.1
. G Lcuum,-r h repeat (IPR001611] (1);
GF0029941 1 0 0 Hypothetical protein (1) "::::"‘“:""dﬁ“']‘;‘[l:ﬁﬂ"fms rich repeat domain, L domain-  scaffold_S_mRNA_2183.1
- e 1PR032675] (1
GF0029940 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_2182.1
GF0029939 1 0 0 Hypothetial protein (1) scaffold_S_mRNA_2181.1
Aspartic peptidase domain [IPR021109]
GF0029938 1 0 0 Hypothetical protein (1) (1): Retrotransposon gag domain scaffold_S_mRNA_2180.1
[IPRO0S162] (1)
GF0029937 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_2179.1
GF0029936 1 0 0 Hypothetical protein (1) scaffold_5_mRNA 2173.1
Protein of unknown function DUF241,
GF0029935 1 0 0 Hypothetical protein (1) i IPRO04S201 (1) scaffold_S_mRNA 21711
GF0029934 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_217.1
GF0029933 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_2166.1
GF0029932 1 0 0 Hypothetical protein (1) BRCT domain [IPROI35T] (1) scaffold_S_mRNA_2162.1
GF0029931 1 0 0 Hypothetial protein (1) scaffold_S_mRNA_2161.1
Winged helix-tum-helix DNA
domain [IPROT1991] (1); Receptor L-
domain [IPR000494] (1); Leucine-rich
LRR and NB-ARC domain discase  ADP binding [GO:0043531 repeat domain, L domain-like
GF0029930 ! 0 resistance protein (1) molecular_function] (1) [IPR032675] (1); P-loop mmammg scaffold_5_mRNA._216.1
nucleoside triphosphate hydrol
[IPRO27417] (1), NB-ARC [IPRO021S2]
(0]
transeription factor activity, sequence-
specific DNA binding [GO:0003700
molecular_function] (1); sequence-
GF0029929 1 0 ABSCISIC ACID-INSENSITIVE S-like - i6ic DNA binding [GO:0043565  Lesic-leucine zipper domain scaffold_5_mRNA_2159.1
protein 2 (1) N [IPRO04S27] (1) 9 MRNA.
molecular_finction] o rebula\\en of
transeription, DNA-templated
1GO:0006355 bioogicl proces] (1)
GF0029928 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_2157.1
nucleic acid bmdmg [GO 0003676 Ribonuclease H-like domain
GF0029927 1 0 0 Hypothetical protein (1) moleedtn funetion HPRO17] (1) scaffold_S_mRNA_2152.1
serine-type endnpephdase activity
Subiilisin-ike serine endopeptidase  [GO:0004252 molecular_function] (1);  Peptidase S8/S53 domain [IPR000209]
GF0029926 ! 0 O family protein, putative (1) proteolysis [GO:0006508 scaffold_5_mRNA_2148.1
biological_process] (1)
GF0029925 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_2145.1
GF0029924 1 0 0 Hypothetial protein (1) scaffold_S_mRNA_214.1
GF0029923 1 0 0 Hypothetical protein (1) (’\’;"a"” peptidase domain (IPRO21109) (. 1q 5 mmRNA_2136.1
- cide 5" § “ytokinin riboside S'monophosphate
GF0029922 1 0 (ﬁ::‘k;':::b“obn"’;:’:;s;"“"")‘“"h“”’h“"e pnosphenbehydmlm LOG [IPR005269] scaffold_S_mRNA_2134.1
phospl 4 (1): LOG family [IPRO31100] (1)
GF0029921 1 0 0 Hypothetical protein (1) Viral movement protein [IPR028919] (1) scaffold_S_mRNA_2132.1
GF0029920 1 0 0 Hypothetical protein (1) Viral movement protein [IPR028919] (1) scaffold_S_mRNA_2129.1
GF0029919 1 0 0 Hypothetical protein (1) :’I’;’“‘“ Kinase-ike domain [IPROVI009) (. ro1q 5 mRNA_2124.1
GF0029918 1 0 0 Hypothetical protein (1) Viral movement protein [PR028919] (1) scaffold_S_mRNA_2122.1
DNA (eytosine-5)-methyliransferase 1, R
GF0029917 1 0 0 Hypothetical protein (1) m“mm foct domn [1bR032705] (1) SC3old_S_mRNA_212.1
Refrotransposon gag domain
GF0029916 1 0 0 Hypothetical protein (1) [IPRO0S162] (1); Reverse transcriptase  scaffold_S_mRNA_2117.1
domain [IPR000477] (1)
GF0029915 1 0 0 Hypothetical protein (1) scaffold_5_mRNA_2116.1
GF0029914 1 0 0 Hypothetical protein (1) scaffold_S_mRNA 2115.1
GF0029913 1 0 0 Hypothetical protein (1) scaffold_S_mRNA 2114.1
nucleic acid binding [GO:0003676
GF0029912 1 0 0 Hypothetical protein (1) molecular_function] (1); zinc fon binding ‘Zl"":“c“ "I‘;"‘:"gg‘l_:’é““e“’ [[‘I';'::’Zoﬁgg]“'l')‘ scaffold_S_mRNA_2112.1
[GO:0008270 molecular_function] (1) et ype
GF0029911 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_2111.1
) Cytokinin riboside S-monaphosphate
GF0029910 1 0 C’f'“k:‘"‘,b' “;“’2"‘1 f f"(“:"‘m’h"""h“” phosphoribohydrolase LOG [IPR005269] scaffold_S_mRNA 2110.1
phosphoribohydrolase (1): LOG family [IPRO31100] (1)
GF0029909 1 0 0 Hypothetical protein (1) scaffold_5_mRNA_2109.1
GF0029908 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_2107.1



T Nam inC.celementine  Numin C. unshia Note Go TaterPro Member Members in PArolaE
GF0029907 1 0 0 Hypothetical protein (1) :’I’;’“‘“ Kinase-like domain [IPROVI009] (. ro1q 5 mRNA_2106.1
nucleic acid binding (GO:0003676
molecular_function] (1); integral
component of membrane [GO:0016021 '
GF0029906 1 0 0 Hypothetical protein (1) cellular_component] (1); transmermbrane gfr:n'i':[:dt’h“é‘?" [‘"[)I‘:f:ol\s;;;;(’; | scaffold_5_mRNA 21051
transporter activity [GO:0022857 e ype
molecular_function] (1); zinc ion binding
[GO:0008270 molecular_function] (1)
GF0029905 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_2102.1
GF0029904 1 0 0 Hypothetical protein (1) LOG family [IPRO31100] (1) scaffold_S_mRNA_2101.1
GF0029903 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_2097.1
GF0029902 1 0 0 Hypothetical protein (1) scaffold_S_mRNA,_2095.1
GF0029901 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_2004.1
GF0029900 1 0 0 Hypothetical protein (1) scaffold_S_mRNA,_2093.1
GF0029899 1 0 0 Hypothetical protein (1) scaffold_S_mRNA._2090.1
GF0029898 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_2088.1
GF0029897 1 0 0 Hypothetical protein (1) scaffold_S_mRNA,_2086.1
GF0029896 1 0 0 Hypothetical protein (1) scaffold_S_mRNA,_2085.1
GF0029895 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_2083.1
GF0029894 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_2082.1
GF0029893 1 0 0 Hypothetical protein (1) scaffold_S_mRNA,_2079.1
GF0029892 1 0 0 Hypothetical protein (1) Viral movement protein [IPR028919] (1) scaffold_S_mRNA_2074.1
Reverse transcriptase domain
GF0029891 1 0 0 Hypothetial protein (1) PROOHTT] (1) scaffold_S_mRNA_2073.1
GF0029890 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_2070.1
GF0029889 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_2068.1
GFO029888 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_2067.1
GFO029887 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_2066.1
GFO029886 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_206.1
GF0029885 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_2056.1
GFO029884 1 0 0 Hypothetical protein (1) Viral movement protein IPR028919] (1) scaffold_S_mRNA_2054.1
GFO0029883 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_2051.1
GFO029882 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_2050.1
CDNA clone:002-112-E03, full insert Reverse transeriptase domain .
GF0029881 1 0 seene (D) (PROOATT] () scaffold_S_mRNA_2048.1
GF0029880 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_2047.1
GF0029879 1 0 0 Hypothetical protein (1) scaffold_S_mRNA,_2042.1
GF0029878 1 0 0 Hypothetical protein (1) scaffold_S_mRNA,_2038.1
zinc fon binding [GO:0008270
GF0029877 1 0 0 Hypothetical protein (1) {:ZL:;‘;'F' ’“’l;;"z“] (inucleic acid 7. Gnger, CCHC-type [IPROOISTS] (1) scaffold_S_mRNA_2030.1
molecular_function] (1)
GF0029876 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_2028.1
GF0029875 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_2025.1
proteolysis [GO:0006508
biloical procss) (1 i e Ul prtcase fiy, -t N
GF0029874 1 0 0 Hypothetical protein (1) Deptnee sy 100008538 iyl o IPRODS685] (1) scaffold_S_mRNA_2022.1
molecular_function] (1 )
GFO0029873 1 0 0 Hypothetical protein (1) [IPRO0S502] (1) scaffold_S_mRNA_2013.1
regulation of transcription, DNA- FHY3/FARI family [IPRO31052] (1);
GF0029872 1 0 0 Hypothetical protein (1) templated [GO:0006355 FARI DNA binding domain scaffold_S_mRNA_2007.1
iological_process] (1) [IPRO04330] (1)
transferase activity, transfrring acyl
GF0029871 1 0 0 Hypothetical protein (1) ‘groups other than amino-aeyl groups  Transferase [IPRO03480] (1) scaffold_S_mRNA_2005.1
[GO:0016747 molecular_function] (1)
Domain of unknown function DUF1985
GF0029870 1 0 0 Hypothetical protein (1) (PROIS410) 1) scaffold_S_mRNA_1998.1
GF0029869 1 0 0 Hypothetical protein (1) LOG family [IPRO31100] (1) scaffold_S_mRNA_1997.1
m;‘um':;;yhm’:i::;;'r“‘;ﬁ‘z;:;"'T"“ Ribonuclease H domain [IPR002156] (1);
GFO029868 1 0 0 Hypothetical protein (1) > S " Ribonuclease Helike domain scaffold_S_mRNA_1996.1
nucleic acid binding [GO:0003676
[IPROI2337] (1)
molecular_function] (1)
. transferring acyl
GFO029867 1 0 0 Acylsugar acyliransferase 3 (1) ‘groups other than amino-acyl groups  Transferase [IPR003480] (1) scaffold_S_mRNA_1986.1
[GO:0016747 molecular_function] (1)
GF0029866 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_1985.1
GF0029865 1 0 0 Hypothetial protein (1) scaffold_S_mRNA_1977.1
GFO029864 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_1976.1
GF0029863 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_1969.1
GF0029862 1 0 0 Hypotheical protein (1) scaffold_S_mRNA_1963.1
. DNA (eytosine-S)-methyltransferase 1,
GF0029861 1 0 0 Hypothetical protein (1) eplicaton foe domain [PR022703] (1) 5640145 mMRNA_196.1
GF0029860 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_1951.1
Winged helix-tum-helix DNA-binding
domain [IPROT1991] (1); Leveine: ich
 LRR and NB-ARC domains-containing  ADP binding [GO:0043531 repeat domain, L domain-l
GF0029859 ! 0 O disease resistance protein, putative (1) molecular_function] (1) [IPR032675] (1); NB-» ARC [lpkoazm] scaffold_5_mRNA_195.1
(1): P-loop containing nucleos;
triphosphate hydrolase [IPRUZ74I7] 0}
Leucine-rich repeat domain, L dom
ke [IPRO32675] (1) Proei kingae ke
protein binding [GO:0005515 domain [IPRO11009] (1); Leucine-rich
molecular_function] (1); protein repeat, typical subtype [IPR0035911 (1);
phosphorylation [GO:0006468 Protein kinase domain [IPR000719] (1);
GF0029858 1 0 0 LRR receptor-lke kinase (1) biological_process] (1); protein kinase  Leucine-rich repeat [IPR001611] (1);  scaffold_S_mRNA_1947.1
activity [GO:0004672 Serine/threonine-protein kinase, active
molecular_function] (1); ATP binding  site [IPRO0S271] (1); Protein kinase,
[GO:0005524 molecular_function] (1)~ ATP binding site [IPR017441] (1);
Leucine-rich repeat-containing N-
terminal, plani-type [IPRO13210] (1)
Fgg‘;;g;’s‘zh;bm"‘;l‘e::f;':“;iﬁ:’:ﬁ‘l"'y Ribonuclease H domain [IPR002156] (1);
GF0029857 1 0 0 Hypothetical protein (1) ! - " Ribonuclease Hlike domain scaffold_S_mRNA_1943.1
nucleie acid binding [GO:0003676
" [IPRO12337] (1)
molecular_function] (1)
GFO029856 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_1926.1
transferase activity, transferring hexosyl  UDP-glucuronosy/UDP-
groups [GO:0016758 glucosylransferase [IPR002213] (1);
molecular_function] (1); zinc ion binding Transposase, MuDR, plant [IPR004332] N
GF0029855 1 0 0 Hypothetical protein (1) [GO0005270 moleeuian ancton] (- (1 7 sen, P type (IPRO0G364] *c2T0105 mRNA_1624.1
metabolic process [GO:0008152 (1): Zinc finger, SWIM-type
biological_process] (1) [IPRO07527] (1)
. NB-ARC [IPR002182] (1; P-loop
GF0029854 1 0 0 Hypothetical protein (1) ﬁazﬂ:"}&g&mim containing nucleoside triphosphate scaffold_5_mRNA_1921.1
= hydrolase [IPR027417] (1)
GF0029853 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_1914.1
regulation of transcription, DNA-
templated [GO:0006355 Carlavirus nucleic acid-binding protein
GF0029852 1 0 0 Hypothetical protein (1) bilogcalprocese] (1) nucleie acid > 8p scaffold_S_mRNA_1913.1
[IPRO02568] (1)
binding [GO:0003
moleuular)unclmn] u )
GF0029851 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_1909.1
GF0029850 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_1908.1
DNA binding [GO:0003677 .
GF0029849 1 0 0 Hypothetical protein (1) oleclr onston] (b Zinc finger, BED-type [IPR003656] (1)~ scaffold_S_mRNA_1903.1
GFO029848 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_1894.1
GFO0029847 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_I889.1
et i Retrotransposon gag domain .
GF0029846 1 0 0 Hypothetical protein (1) IPRODSIGE () scaffold_S_mRNA_1888.1
GF0029845 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_I887.1
protein dimerization activity
iy § . Ribonuclease Helike domain
GF0029844 1 0 0 Hypothetical protein (1) [GO:0046983 molecular_function] (1); ,pp12337) (1); HAT, C-terminal scaffold_5_mRNA_1884.1
nucleic acid binding [GO:0003676
dimerisation domain [IPR00S906] (1)
molecular_function] (1)
GF0029843 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_1883.1
GF0029842 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_1877.1
GF0029841 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_1871.1
GF0029840 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_1868.1
GF0029839 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_1867.1
Harbinger transposase-derived nuclease
GF0029838 1 0 0 Putative nuclease HARBII (1) o IPRO2I806) (1) scaffold_S_mRNA_1865.1
GF0029837 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_I862.1
) Cytokinin riboside S-monaphosphate
GF0029836 1 0 Cﬁ"“;"“‘,l: “;“’2"‘1 f f"(“:"‘m’h"""h‘““ phosphoribohydrolase LOG [IPR005269] scaffold_S_ mRNA_1860.1
phosphoribohydrolase (1): LOG family [IPRO31100] (1)
Cytokinin riboside S'-monophosphate
GF0029835 1 0 Shosphoribahmdroase (1 LOG family [IPRO31100] (1) scaffold_S_mRNA_I857.1
GFO029834 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_I856.1
GF0029833 1 0 0 Hypotheical protein (1) scaffold_S_mRNA_I855.1
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GF0029832 1

GF0029831 1

GF0029830 1

GF0029829 1

GF0029828 1

GF0029827 1

GF0029826 1

GF0029825 1

GF0029824 1

GF0029823 1

GF0029822 1
GF0029821 1

GF0029820 1

GF0029819 1
GF0029818 1

GF0029817 1

GF0029816 1

GF0029815 1

GF0029814 1

GF0029813 1

GF0029812 1
GF0029811 1

GF0029810 1

GF0029809 1
GF0029808 1
GF0029807 1
GF0029806 1
GF0029805 1
GF0029804 1

GF0029803 1
GF0029802 1

GF0029801 1

GF0029800 1

GF0029799 1
GF0029798 1

GF0029797 1

GF0029796 1
GF0029795 1
GF0029794 1
GF0029793 1
GF0029792 1
GF0029791 1
GF0029790 1
GF0029789 1
GF0029788 1
GF0029787 1
GF0029786 1
GF0029785 1

GF0029784 1

GF0029783 1
GF0029782 1
GF0029781 1
GF0029780 1
GF0029779 1
GF0029778 1
GF0029777 1
GF0029776 1
GF0029775 1
GF0029774 1
GF0029773 1
GF0029772 1
GF0029771 1
GF0029770 1
GF0029769 1
GF0029768 1
GF0029767 1
GF0029766 1
GF0029765 1
GF0029764 1
GF0029763 1
GF0029762 1
GF0029761 1
GF0029760 1
GF0029759 1
GF0029758 1
GF0029757 1

GF0029756 1
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0 MUDRA-like transposase (1)

0 Hypothetical protein (1)
o Cytokinin riboside S-monophosphate
phosphoribohydrolase (1)

0 Gibberellin 20-oxidase family protein (1)

0 Hypothetical protein (1)
0 Gibberellin 20 oxidase (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)

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

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

0 Integrase (1)

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

Lotype lectin-domain containing receptor
kinase IX.1 (1)

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

(CDNA clone:002-110-H12, full insert
sequence (1)

BED zinc finger,hAT family dimerization

© gomain (1)

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

Disease resistance protein (CC-NBS-
LRR class) family protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)
Cytokinin riboside S-monophosphate
phosphoribohydrolase (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

Cytokinin riboside S-monophosphate

© phosphoribohydrolase (1)

Cytokinin riboside S-monophosphate
phosphoribohydrolase (1)
0 Hypothetical protein (1)

0

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)
Cytokinin riboside S-monophosphate
phosphoribohydrolase (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Retrotransposon gag protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)
Cytokinin riboside S-monophosphate
phosphoribohydrolase (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

o Putative polyprotein (Aspartic proteinase,
reverse transeriptase, ribonuclease H) (1)

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

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

calmodulin binding [GO:0005516
molecular_function] (1)

ATP binding [GO:0005524
molecular_function] (1); protein
phosphorylation [GO:0006468
biological_process] (1); protein kinase
activity [GO:0004672
molecular_function] (1); carbohydrate
binding [GO:0030246
molecular_function] (1)

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

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

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

ADP binding [G0:0043531
molecular_function] (1)

DNA binding [GO:0003677
molecular_function] (1); protein
dimerization activity [GO:0046983
molecular_function] (1); nucleic acid
binding [GO:0003676
molecular_function] (1)

GTP biosynthetic process [GO:0006183

biological_process] (1); nucleoside

diphosphate kinase activity [GO:0004550

molecular_function] (1); nucleoside
diphosphate phosphorylation
[GO:0006165 biological_process] (1);

UTP biosynthetic process [GO:0006228
biological_process] (1); CTP biosynthetic

process [GO:000624
biological_process] (1)

MULE transposase domain [IPRO18289]
(1); Transposase, MuDR, plant
[IPR004332] (1)

LOG family [IPR031100] (1)

Tsopenicillin N synthase-like
[IPR027443] (1); Non-haem dioxygenase
N-terminal domain [IPR026992] (1)

Tsopenicillin N synthase-like
[IPR027443] (1); Non-haem dioxygenase
N-terminal domain [IPR026992] (1);
Oxoglutarate/iron-dependent dioxygenase
[IPRO0S123] (1)

LysM domain [IPRO18392] (1)

Domain of unknown function DUF4283
[IPRO25558] (1); Ribonuclease H-like
domain [IPRO12337] (1);
TB2/DPI/HVA22-related protein
[IPR004345] (1)

Calcium-transporting P-type ATPase, N-
terminal autoin!
[IPR024750] (1)

Aspartic peptidase domain [IPR021109]
(1; Retrotransposon gag domain
[IPRO05162] (1)

Protein kinase-like domain [IPRO11009]
(1); Legume lectin domain [IPR001220]
(1); Concanavalin A-like lectin/glucanase
domain [IPRO13320] (1; Protein kinase
domain [IPR000719] (1; Protein kinase,
ATP binding site [IPRO17441] (1)

HAD-like domain [IPR023214] (1); P-
type ATPase, A domain [IPR008250]
(1); P-type ATPase, cytoplasmic domain
N [IPR023299] (1)

Ribonuclease H-like domain
[IPRO12337] (1)

Ribonuclease H-like domain
[IPRO12337] (1); HAT, C-terminal
dimerisation domain [IPRO0S906] (1)

NB-ARC [IPRO02182] (1); AAA+
ATPase domain [IPR003593] (1); P-loop
containing nucleoside triphosphate
hydrolase [IPR027417] (1); Winged
helix-turn-helix DNA-binding domain
[IPRO11991] (1); Leucine-rich repeat
domain, L domain-like [IPR032675] (1)

LOG family [IPRO31100] (1)

Retrotransposon gag domain
[IPRO05162] (1)

Cytokinin riboside S-monophosphate
phosphoribohydrolase LOG [IPR005269]
(1); LOG family [IPRO31100] (1)

LOG family [IPRO31100] (1)

Ribonuclease H-like domain
[IPRO12337] (1); hAT-like transposase,
RNase-H fold [IPR025525] (1); Major
facilitator superfamily domain
[IPRO20846] (1); HAT, C-terminal
dimerisation domain [IPR00S906] (1)

LOG family [IPRO31100] (1)

Nucleoside diphosphate kinase
[IPRO01564] (1)

Viral movement protein [IPR028919] (1)

Viral movement protein [IPR028919] (1)

LOG family [IPR031100] (1)

Retrotransposon gag domain
[IPRO0S162] (1)

Viral movement protein [IPR028919] (1)

Reverse transcriptase domain
[IPR000477] (1)

scaffold_S_mRNA_1850.1
scaflold_S_mRNA_185.1

scaffold_S_mRNA_1846.1
scaffold_S_mRNA_1840.1

scaflold_S_mRNA_184.1

scaffold_S_mRNA_1839.1

scaffold_S_mRNA_1834.1

scaffold_S_mRNA_1833.1

scaflold_S_mRNA_1832.1
scaffold_S_mRNA_183.1

scaffold_S_mRNA_1826.1
scaffold_S_mRNA_1823.1

scaffold_S_mRNA_1814.1

scaflold_S_mRNA_1812.1
scaflold_S_mRNA_1810.1

scaffold_S_mRNA_1807.1

scaffold_S_mRNA_1804.1

scaffold_S_mRNA_1802.1

scaffold_S_mRNA_1800.1

scaflold_S_mRNA_1797.1

scaffold_S_mRNA_1796.1
scaffold_S_mRNA_1788.1

scaffold_S_mRNA_1777.1

scaffold_S_mRNA_1772.1
scaffold_S_mRNA_1771.1

scaflold_5_mRNA_1770.1

scaffold_S_mRNA_1765.1
scaffold_S_mRNA_1760.1
scaffold_S_mRNA_1755.1
scaffold_S_mRNA_1746.1
scaffold_S_mRNA_1745.1

scaffold_S_mRNA_1744.1

scaffold_S_mRNA_1743.1

scaffold_S_mRNA_1742.1
scaffold_S_mRNA_1740.1

scaffold_S_mRNA_174.1

scaffold_S_mRNA_1738.1
scaffold_S_mRNA_1736.1
_mRNA_1733.1

scaffold_
scaflold_5_mRNA_1730.1
scaffold_S_mRNA_1729.1
scaffold_S_mRNA_1726.1
scaffold_S_mRNA_1720.1
scaffold_S_mRNA_172.1

scaffold_S_mRNA_1719.1
scaffold_S_mRNA_1702.1
scaffold_S_mRNA_1700.1
scaffold_S_mRNA_1699.1

scaflold_S_mRNA_1680.1

scaflold_S_mRNA_168.1
scaflold_S_mRNA_1678.1
scaflold_S_mRNA_1674.1
scaflold_S_mRNA_1673.1
scaflold_S_mRNA_1671.1
scaffold_S_mRNA_1669.1
scaffold_S_mRNA_1665.1
scaffold_S_mRNA_1664.1
scaffold_S_mRNA_1659.1
scaffold_S_mRNA_1653.1
scaflold_S_mRNA_1651.1
scaffold_S_mRNA_1650.1
scaffold_S_mRNA_1643.1
scaffold_S_mRNA_1642.1
scaffold_S_mRNA_1640.1
scaffold_S_mRNA_1639.1
scaffold_S_mRNA_1636.1
scaflold_S_mRNA_1635.1
scaflold_S_mRNA_1634.1
scaflold_S_mRNA_1631.1
scaflold_S_mRNA_1630.1
scaffold_S_mRNA_1628.1
scaflold_S_mRNA_1627.1
scaflold_S_mRNA_1624.1
scaffold_S_mRNA_1623.1
scaflold_S_mRNA_1621.1
scaffold_S_mRNA_1620.1

scaffold_S_mRNA_1619.1
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GF0029755
GF0029754

GF0029753

GF0029752
GF0029751
GF0029750
GF0029749

GF0029748

GF0029747

GF0029746
GF0029745
GF0029744
GF0029743
GF0029742
GF0029741

GF0029740

GF0029739
GF0029738
GF0029737
GF0029736

GF0029735

GF0029734

GF0029733

GF0029732
GF0029731
GF0029730
GF0029729
GF0029728
GF0029727

GF0029726

GF0029725
GF0029724

GF0029723

GF0029722
GF0029721
GF0029720

GF0029719

GF0029718

GF0029717

GF0029716

GF0029715
GF0029714
GF0029713

GF0029712

GF0029711
GF0029710

GF0029709

GF0029708

GF0029707
GF0029706
GF0029705

GF0029704
GF0029703

GF0029702

GF0029701
GF0029700
GF0029699
GF0029698

GF0029697
GF0029696
GF0029695

GF0029694

GF0029693

GF0029692

GF0029691
GF0029690

GF0029689

GF0029688
GF0029687
GF0029686
GF0029685
GF0029684
GF0029683
GF0029682

GF0029681

GF0029680

GF0029679

GF0029678
GF0029677
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0 Hypothetical protein (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)

0 Hypothetical protein (1)

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

0 Hypothetical protein (1)

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

0 Hypothetical protein (1)

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

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

0 Hypothetical protein (1)

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

0 Hypothetical protein (1)

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

0 Hypothetical protein (1)
Cytokinin riboside S-monophosphate
phosphoribohydrolase (1)

0 Hypothetical protein (1)

Cytokinin riboside Smonophosphate
phosphoribohydrolase (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)
0 Integrase (1)

0 Hypothetical protein (1)

0 Enhanced disease susceptibility 1 (1)

0 Retrotransposon gag protein (1)

0 Hypothetical protein (1)
Nodulin MtN21 /EamA-like transporter

family protein isoform 3 (1)

0 Hypothetical protein (1)

0

0 Hypothetical protein (1)

Cytokinin riboside S-monophosphate

© phosphoribohydrolase (1)

0 Hypothetical protein (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)
0 Integrase (1)

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

0 Hypothetical protein (1)

0 Hypothetical protein (1)

o Cytokinin riboside S-monophosphate
phosphoribohydrolase (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

Cytokinin riboside Smonophosphate

phosphoribohydrolase (1)

o Cytokinin riboside S-monophosphate
phosphoribohydrolase (1)

0 Hypothetical protein (1)

0

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

0 Hypothetical protein (1)

LRR receptor-like kinase family protein

R0}

Cytokinin riboside S-monophosphate
phosphoribohydrolase (1)

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

‘nucleic acid binding [GO:0003676
molecular_function] (1; proteolysis
[GO:0006508 biological_process] (1)
zinc ion binding [GO:0008270
molecular_function] (1); aspartic-type
endopeptidase activity [GO:0004190
molecular_function] (1)

aspartic-type endopeptidase activity
[G0:0004190 molecular_function] (1);
proteolysis [GO:0006508
biological_process] (1)

nucleic acid binding [GO:0003676
molecular_function] (1); zinc ion binding
[GO:0008270 molecular_function] (1)

nucleic acid binding [GO:0003676
molecular_function] (1); proteolysis
[GO:0006508 biological_process] (1);
zinc ion binding [GO:000827
molecular_function] (1); aspartic-type
endopeptidase activity [GO:0004190
molecular_function] (1)

aspartic-type endopeptidase activity
[G0:0004190 molecular_function] (1);
proteolysis [GO:0006508
biological_process] (1)

nucleic acid binding [GO:0003676
molecular_function] (1); regulation of
transeription, DNA-templated

[GO:0006355 biological_process] (1)

U2AF [GO:0089701 cellular_component]
(1): RNA binding [G0:0003723
molecular_function] (1); mRNA splicing,
via spliceosome [GO:0000398
biological_process] (1)

lipid metabolic process [GO:0006629
biological_process] (1)

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

protein binding [GO:0005515
molecular_function] (1)

Reverse transcriptase domain
[IPRO00ATT] (1)

Histone deacetylase superfamily
[IPRO00286] (1); Histone deacetylase
domain [IPRO23801] (1)

Reverse transcriptase domain
[IPR000477] (1)

LOG family [IPRO31100] (1)

Viral movement protein [IPR028919] (1)

Zine finger, CCHC-type [IPRO01S7S]
(1); Aspartic peptidase, active site
[IPR001969] (1)

Viral movement protein [IPR028919] (1)
Viral movement protein [IPR028919] (1)

Retropepsins [IPRO18061] (1); Aspartic
peptidase, active site [IPRO01969] (1);
Peptidase A2A, retrovirus, catalytic
[IPRO01995] (1); Aspartic peptidase
domain [IPRO21109] (1)

Zine finger, CCHC-type [IPROOIS78] (1)

Viral movement protein [IPR028919] (1)

Peptidase A2A, retrovirus, catalytic
[IPRO01995] (1); Aspartic peptidase,
active site [IPR001969] (1); Zinc finger,
CCHC-type [IPRODISTS] (1)

Aspartic peptidase, active site
[IPRO01969] (1); Peptidase A2A,
retrovirus, catalytic [IPR001995] (1)

Viral movement protein [IPR028919] (1)

Carlavirus nucleic acid-binding protein
[IPRO02568] (1)

LOG family [IPRO31100] (1)

Reverse transcriptase domain
[IPR000477] (1)

LOG family [IPRO31100] (1)

U2 auxiliary factor small subunit
[IPRO09145] (1)

Aspartic peptidase domain [IPR021109]
[

Fungal lipase-like domain [IPR002921]
(1); Alpha/Beta hydrolase fold
[IPR029058] (1)

Retrotransposon gag domain
[IPRO05162] (1)

Sugar phosphate transporter domain
[IPR004853] (1)

LOG family [IPRO31100] (1); Cytoki
riboside S-monophosphate
phosphoribohydrolase LOG [IPR005269]
m

Aspartic peptidase domain [IPR021109]
)

LOG family [IPRO31100] (1); Aspartic
peptidase domain [IPRO21109] (1)

Retrotransposon gag domain
[IPR005162] (1)

LOG family [IPR031100] (1); Cytok
riboside S-monophosphate
phosphoribohydrolase LOG [IPR005269]

LOG family [IPR031100] (1)

LOG family [IPRO31100] (1)

LOG family [IPR031100] (1)

Ribonuclease H-like domain
[IPRO12337] (1)

Leucine-rich repeat domain, L domain-
like [IPR032675] (1); Leucine-rich repeat
[IPRO01611] (1); Leucine-rich repeat-
containing N-terminal, plant-type
[IPROI3210] (1)

Cytol boside 5™-monophosphate
phosphoribohydrolase LOG [IPR005269]
(1); LOG family [IPRO31100] (1)

scaffold_S_mRNA_1618.1
scaffold_S_mRNA_1617.1

scaffold_S_mRNA_1614.1

scaflold_S_mRNA_1611.1
scaflold_S_mRNA_1606.1
scaffold_S_mRNA_1604.1
scaffold_S_mRNA_1603.1

scaffold_S_mRNA_16.1

scaffold_S_mRNA_1598.1

scaflold_S_mRNA_1597.1
scaflold_S_mRNA_1592.1
scaffold_S_mRNA_1591.1
scaflold_5_mRNA_159.1

scaflold_S_mRNA_1585.1
scaflold_S_mRNA_1584.1

scaffold_S_mRNA_1582.1

scaffold_S_mRNA_1581.1
scaffold_S_mRNA_1580.1
scaffold_S_mRNA_1572.1
scaffold_S_mRNA_1569.1

scaffold_S_mRNA_1568.1

scaffold_S_mRNA_1565.1
scaffold_S_mRNA_1562.1

scaffold_S_mRNA_1561.1
scaffold_S_mRNA_1560.1
scaffold_S_mRNA_1556.1
scaffold_S_mRNA_1555.1
scaffold_S_mRNA_1552.1
scaffold_S_mRNA_1551.1

scaffold_S_mRNA_1549.1

scaflold_S_mRNA_1548.1
scaffold_S_mRNA_1544.1

scaffold_S_mRNA_1543.1

scaffold_S_mRNA_1542.1
scaffold_S_mRNA_1541.1
scaffold_S_mRNA_1537.1

scaffold_S_mRNA_1536.1

scaffold_S_mRNA_1535.1
scaffold_S_mRNA_1534.1

scaffold_S_mRNA_1533.1

scaflold_S_mRNA_1532.1
scaflold_S_mRNA_1531.1
scaflold_S_mRNA_1530.1

scaflold_5_mRNA_153.1

scaflold_S_mRNA_1522.1
scaffold_S_mRNA_1521.1

scaffold_S_mRNA_1520.1

scaffold_S_mRNA_152.1

scaffold_S_mRNA_1518.1
scaffold_S_mRNA_1515.1
scaffold_S_mRNA_1513.1

scaflold_5_mRNA_1512.1
scaflold_S_mRNA_1509.1

scaffold_S_mRNA_1507.1

scaffold_S_mRNA_1506.1
scaflold_S_mRNA_1505.1
scaffold_S_mRNA_1504.1
scaffold_S_mRNA_1501.1
scaffold_S_mRNA_150.1

scaffold_S_mRNA_15.1
scaffold_S_mRNA_1497.1

scaflold_S_mRNA_1496.1

scaffold_S_mRNA_1495.1

scaffold_S_mRNA_1491.1

scaffold_S_mRNA_1490.1
scaffold_S_mRNA_1484.1

scaffold_S_mRNA_1483.1

scaffold_S_mRNA_1482.1
scaffold_S_mRNA_1481.1
scaffold_S_mRNA_1480.1
scaffold_S_mRNA_1479.1
scaffold_S_mRNA_1478.1
scaffold_S_mRNA_1476.1
scaffold_S_mRNA_1475.1

scaffold_S_mRNA_1472.1

scaflold_S_mRNA_147.1

scaffold_S_mRNA_1466.1

scaffold_S_mRNA_1465.1
scaffold_S_mRNA_1464.1
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GF0029676 1

GF0029675 1
GF0029674 1
GF0029673 1
GF0029672 1

GF0029671 1

GF0029670 1

GF0029669 1

GF0029668 1

GF0029667 1

GF0029666 1
GF0029665 1
GF0029664 1

GF0029663 1

GF0029662 1

GF0029661 1
GF0029660 1

GF0029659 1

GF0029658 1

GF0029657 1

GF0029656 1
GF0029655 1
GF0029654 1

GF0029653 1

GF0029652 1

GF0029651 1
GF0029650 1
GF0029649 1
GF0029648 1
GF0029647 1

GF0029646 1

GF0029645 1
GF0029644 1
GF0029643 1
GF0029642 1

GF0029641 1

GF0029640 1
GF0029639 1

GF0029638 1

GF0029637 1
GF0029636 1
GF0029635 1
GF0029634 1
GF0029633 1

GF0029632 1
GF0029631 1

GF0029630 1

GF0029629 1

GF0029628 1
GF0029627 1
GF0029626 1

GF0029625 1

GF0029624 1

GF0029623 1

GF0029622 1
GF0029621 1

GF0029620 1

GF0029619 1

GF0029618 1

GF0029617 1

GF0029616 1

GF0029615 1
GF0029614 1
GF0029613 1
GF0029612 1
GF0029611 1
GF0029610 1

GF0029609 1

GF0029608 1

GF0029607 1

GF0029606 1

GF0029605 1

GF0029604 1

GF0029603 1

GF0029602 1
GF0029601 1
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Cytokinin riboside 5'-monophosphate
phosphoribohydrolase (1)

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

Cytokinin riboside Smonophosphate
phosphoribohydrolase (1)

Cytokinin riboside S-monophosphate
phosphoribohydrolase (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

Cytokinin riboside S-monophosphate

O phosphoribohydrolase (1)

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

0 Hypothetical protein (1)

FRS transcription factor family, putative
isoform 8 (1)

0 Hypothetical protein (1)
0 Hypothetical protein (1)
Cytokinin riboside S-monophosphate
phosphoribohydrolase (1)

TSA: Wollemia nobilis transcribed RNA
sequence (1)

0 Hypothetical protein (1)

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

0 Copper chaperone (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Harpin binding protein 1 (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)
Athila retroelement ORF1 protein,
putative (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

o Cytokinin riboside S-monophosphate
phosphoribohydrolase (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)
o Cytokinin riboside S-monophosphate
phosphoribohydrolase (1)

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

0 Hypothetical protein (1)

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

0 Hypothetical protein (1)

Cytokinin riboside S-monophosphate

© phosphoribohydrolase (1)

o Ubiauitin carboxyl-erminal hydrolase 12

0 TRAF-like family protein isoform 2 (1)

o Polypepetide with reverse transcriptase:
and RNaseH domains (1)

0 Hypothetical protein (1)

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

0 Truncated RB (1)

0 Truncated RB (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)

0 Putative disease resistance protein (1)

0 Retrotransposon gag protein (1)
0 Hypothetical protein (1)

heme binding [GO:0020037
molecular_function] (1); response to
oxidative stress [GO:0006979
biological_process] (1); peroxidase
activity [GO:0004601
molecular_function] (1); oxidation-
reduction process [GO:0055114
biological_process] (1)

regulation of transcription, DNA-
templated [GO:0006355
biological_process] (1)

DNA integration [GO:0015074
biological_process] (1); nucleic acid
binding [GO:0003676
molecular_function] (1)

metal fon transport [GO:0030001
biological_process] (1); metal ion binding
[GO:0046872 molecular_function] (1)

DNA integration [GO:0015074
biological_process] (1); nucleic acid
binding [GO:0003676
molecular_function] (1)

nucleic acid binding [GO:0003676
molecular_function] (1); zinc ion binding
[GO:0008270 molecular_function] (1)

protein binding [GO:0005515
molecular_function] (1)

protein binding [GO:0005515
molecular_function] (1); zinc ion binding
[GO:0008270 molecular_function] (1)

mitotic spindle assembly checkpoint
[GO:0007094 biological_process] (1)

inding [GO:0043531
molecular_function] (1)

ADP binding [GO:0043531
molecular_function] (1)

LOG family [IPR031100] (1); Cytokinin
riboside S-monophosphate
phosphoribohydrolase LOG [IPR005269]
m

scaffold_S_mRNA_1463.1

scaffold_S_mRNA_1462.1
scaffold_S_mRNA_1458.1
scaffold_S_mRNA_1445.1
scaffold_S_mRNA_1444.1
LOG family [IPR031100] (1); Cytokinin
riboside S-monophosphate

phosphoribohydrolase LOG [IPR005269] S°4T0145_ MRNA_1438.1

scaffold_S_mRNA_1437.1

Transposase-associated domain

IPRO2DS0] (1) scaffold_S_mRNA_1431.1

Haem peroxidase, plant/fungal/bacterial
[IPR002016] (1); Peroxidase, active site

[IPRO19794] (1); Plant peroxidase scaffold_S_mRNA_1430.1
[IPR000823] (1); Haem peroxidase

[IPRO10255] (1)

LOG family [IPR031100] (1); Cytokinin
iboside S'-monophosphate .
phosphoribohydrolase LOG [IPR005269) S¢T01d_S_MRNA_1425.1
)

Scaffold_5_mRNA_1424.1
Scaffold_5_mRNA_1415.1
Scaffold_5_mRNA_1405.1
Arabidopsis retrotransposon Orfl
[IPRO04312] (1)

FARI DNA binding domain
[IPRO04330] (1); FHY3/FAR family
[IPRO31052] (1); MULE transposase
domain [IPRO18289] (1)

scaffold_S_mRNA_1404.1
scaflold_S_mRNA_1403.1

scaffold_S_mRNA_1400.1
scaffold_S_mRNA_1396.1
Cytokinin riboside S-monophosphate
phosphoribohydrolase LOG [1PR005269] scaffold_S_mRNA_1395.1
(1): LOG family [IPRO31100] (1)
Arfaptin homology (AH) domain/BAR
domain [IPR027267] (1)
Leucine-rich repeat domain, L domain-
like [IPR032675] (1); Integrase, catalytic
core [IPRO0IS84] (1); Ribonuclease H-
like domain [IPRO12337] (1); Domain of
unknown function DUF1985
[IPRO15410] (1)
Retrotransposon gag domain
[IPRO05162] (1)

scaffold_S_mRNA_1391.1
scaflold_S_mRNA_1390.1

scaffold_S_mRNA_1385.1
scaflold_S_mRNA_1384.1
scaflold_S_mRNA_138.1

Heavy metal-associated domain, HMA

1PRO0GI21] (1) scaffold_S_mRNA_1379.1

mpamc peptidase domain [IPRO21109)__voi s ooa 13771

scaffold_S_mRNA_1372.1
scaffold_S_mRNA_1367.1
scaffold_S_mRNA_1365.1
scaffold_S_mRNA_1363.1
scaflold_S_mRNA_136.1

Plastid lipid-associated protein/fbrillin

conserved domain [IPRO0G843] (1) ScATo1d.3 mRNA._1336.1
scaffold_S_mRNA_1355.1
scaffold_S_mRNA_135.1
scaffold_S_mRNA_1345.1
scaffold_S_mRNA_1340.1
scaffold_S_mRNA_1339.1
scaffold_S_mRNA_1335.1
scaffold_S_mRNA_1332.1

LOG family [IPR031100] (1) scaffold_S_mRNA_1330.1

scaffold_S_mRNA_1329.1
scaffold_S_mRNA_1328.1
scaffold_S_mRNA_1313.1
scaffold_S_mRNA_1312.1
scaffold_S_mRNA_1309.1

Domain of unknown function DUF4219

PRO25314] (1) scaffold_S_mRNA_1308.1

scaffold_S_mRNA_1305.1

LOG family [IPR031100] (1) scaffold_S_mRNA_1304.1

mpamc peptiduse domain [IPRO21109) - voti 5 ooia 13001

scaflold_S_mRNA_1299.1
scaflold_S_mRNA_1298.1
scaflold_S_mRNA_1296.1

Ribonuclease H-like domain
[IPROI2337] (1); LOG family
[IPRO31100] (1); Integrase, catalytic core
[IPRO01584] (1)

Reverse transcriptase, RNA-dependent
DNA polymerase [IPRO13103] (1)
Domain of unknown function DUF4219
[IPRO25314] (1); Zine finger, CCHC-  scaffold_S_mRNA_1288.1
type [IPROOISTS] (1)

scaffold_S_mRNA_1292.1

scaffold_S_mRNA_1290.1

scaffold_S_mRNA_1286.1

scaffold_S_mRNA_1285.1
Cytokinin riboside S-monophosphate
phosphoribohydrolase LOG [IPR005269] scaffold_S_mRNA_1284.1
(1); LOG family [IPRO31100] (1)
MATH/TRAF domain [IPR002083] (1);
TRAF-like [IPRO08974] (1)
MATH/TRAF domain [IPR002083] (1);
TRAF-like [IPR008974] (1); Zinc finger,
SWIM-type [IPR007527] (1): Zine
finger, PMZ-type [IPR00G564] (1)
Reverse transcriptase, RNA-dependent
DNA polymerase [IPRO13103] (1)
Spindle assembly checkpoint component
Madl [IPRO0S672] (1)

scaffold_S_mRNA_1283.1
scaffold_5_mRNA_1281.1

scaffold_S_mRNA_1272.1

scaffold_S_mRNA_126.1

scaffold_S_mRNA_1258.1
scaffold_S_mRNA_1257.1
scaffold_S_mRNA_1255.1
scaffold_S_mRNA_1250.1
scaffold_S_mRNA_125.1
scaffold_S_mRNA_124.1
NB-ARC [IPR002182] (1); Protein
RETICULATA-related [IPR021825] (1);
P-loop containing nucleoside triphosphate
hydrolase [IPR027417] (1)
P-loop containing nucleoside triphosphate
hydrolase [IPR027417] (1); NB-ARC  scaffold_S_mRNA_1236.1
[IPR002182] (1)

scaffold_S_mRNA_1237.1

scaffold_S_mRNA_1235.1
Leucine-rich repeat domain, L domain-
like [IPRO32675] (1)
Leucine-rich repeat domain, L domain-
like [IPR032675] (1)
Retrotransposon gag domain
[IPRO05162] (1)
Leucine-rich repeat domain, L domain-
like [IPRO32675] (1)

scaffold_S_mRNA_1233.1
scaffold_S_mRNA_1232.1
scaffold_5_mRNA_1228.1

scaffold_S_mRNA_1225.1

scaffold_S_mRNA_1221.1
scaffold_S_mRNA_1213.1
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GF0029600 1

GF0029599 1
GF0029598 1
GF0029597 1

GF0029596 1

GF0029595 1

GF0029594 1

GF0029593 1

GF0029592 1

GF0029591 1

GF0029590 1

GF0029589 1

GF0029588 1

GF0029587 1

GF0029586 1

GF0029585 1
GF0029584 1

GF0029583 1

GF0029582 1

GF0029581 1

GF0029580 1

GF0029579 1

GF0029578 1
GF0029577 1

GF0029576 1
GF0029575 1

GF0029574 1

GF0029573 1

GF0029572 1

GF0029571 1
GF0029570 1

GF0029569 1

GF0029568 1

GF0029567 1

GF0029566 1

GF0029565 1
GF0029564 1
GF0029563 1

GF0029562 1

GF0029561 1
GF0029560 1

GF0029559 1

GF0029558 1
GF0029557 1

GF0029556 1
GF0029555 1
GF0029554 1

GF0029553 1

GF0029552 1

GF0029551 1

GF0029550 1

GF0029549 1

GF0029548 1

GF0029547 1

GF0029546 1

GF0029545 1

GF0029544 1

GF0029543 1

GF0029542 1

GF0029541 1

GF0029540 1

GF0029539 1

s o oo

coo o o

°

0 Hypothetical protein (1)

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

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)
0 Putative disease resistance protein (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)
0 Putative disease resistance protein (1)

0 Hypothetical protein (1)

0 Zine finger-homeodomain protein 2 (1)

0 Hypothetical protein (1)

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

NB-ARC domain disease resistance
protein (1)

0 Putative disease resistance protein (1)

o Putative disease resistance protein RGAI
(0]

0 Peroxidase 15 (1)

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

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

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)
Cytokinin riboside S-monophosphate
phosphoribohydrolase (1)

0 Hypothetical protein (1)

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

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

0 Hypothetical protein (1)

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

0 Putative disease resistance protein (1)

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

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

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

Cytokinin riboside 5'-monophosphate
phosphoribohydrolase (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Discase resistance protein RPS2 (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

ADP binding [GO:0043531
molecular_function] (1)

catalytic activity [GO:0003824
molecular_function] (1); ATP
[GO:0005524 molecular_function] (1)

‘nucleic acid binding [GO:0003676
molecular_function] (1); zinc ion binding
[G0:0008270 molecular_function] (1)

ADP binding [G0:0043531
molecular_function] (1)

hydrogen peroxide catanolic process
[GO:0042744 biological_process] (1);
response 10 oxidative stress
[GO:0006979 biological_process] (1);
heme binding [GO:0020037
molecular_function] (1); peroxidase
activity [GO:000460
molecular_function] (1); oxidation-
reduction process [GO:0055114

inlaninal nennacel (11

binding [GO:0005488
molecular_function] (1)

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

‘nucleic acid binding [GO:0003676
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)

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

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

zine ion binding [GO:0008270
molecular_function] m. regula\\en of
transcription, DNA-te

[GO:0006355 bmlogxcal pmce:t] o
nucleic acid binding [GO:000367¢
molecular_function (1)

activity [GO:00081

Leucine-rich repeat domain, L domain-
like [IPR032675] (1); Winged helix-tum-
helix DNA-binding domain [IPRO11991]
[0}

LOG family [IPR031100] (1)

Aspartic peptidase domain [IPR021109]
(1); Retrotransposon gag domain
[IPRO05162] (1)

P-loop containing nucleoside triphosphate
hydrolase [IPR027417] (1); NB-ARC
[IPRO02182] (1); Winged helix-turn-helix

DNA b: e domain [IPRO11991] (1);
ch e repeat domain, L domain-
hke [IPR032675] [0}

Leucine-rich repeat domain, L domain-
like [IPRO32675] (1)

ATP-grasp fold, subdomain |
[IPROI3815] (1)

Zine finger, CCHC-type [IPROOIS7S] (1)

Leucine-rich repeat domain, L domain-
like [IPRO32675] (1)

ZF-HD homeobox protein, Cys/His-rich
dimerisation domain [IPRO06456] (1)
Leucine-rich repeat domain, L domain-
like [IPR032675] M

‘Winged helix-tum-helix DNA:
domain [IPRUI 1991] (1)

inding

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

NB-ARC [IPR002182] (1); P-loop.
containing nucleoside triphosphate
hydrolase [IPR027417] (1)
Leucine-rich repeat domain, L domain-
like [IPRO32675] (1)

Haem peroxidase [IPRO10255] (1);
Sectetory peroxidase [IPR033905] (1);
Haem peroxidase, plant/fungal/bacterial
[IPRO02016] (1): Plant peroxidase
[IPR000823] (1); Peroxidases heam-
ligand binding site [IPR019793] (1):
Peroxidase, active site [IPR019794] (1)

Armadillo-type fold [IPR016024] (1)

Retrotransposon gag domain
[IPRO0S162] (1)

Leucine-rich repeat domain, L domain-
like [IPRO32675] (1)

Ulp! protease family, C-terminal
catalytic domain [IPR003653] (1)

LOG family [IPR031100] (1)

Domain of unknown function DUF4216
[IPR025312] (1); Transposon, En/Spm-
like [IPR004242] (1); Domain of
unknown function DUF4218
[IPR025452] (1); Transposase-associated
domain [IPR029480] (1)

Ribonuclease H-like domain
[IPRO12337] (1)

Ribonuclease H-like domain
[IPRO12337] (1)

Leucine-rich repeat domain, L domain-
like [IPRO32675] (1)

Viral movement protein [IPR0O28919] (1)
Domain of unknown function DUF4371
[IPRO25398] (1); Protein
RETICULATA-related [IPR021825] (1)

Leucine-rich repeat domain, L domain-
like [IPR032675] (1); Winged helix-tum-
helix DNA-binding domain [IPRO11991]
M

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

Ulpl protease family, C-terminal
catalytic domain [IPR003653] (1); Small
heat shock protein HSP20 [IPRO31107]
(1); Domain of unknown function
DUFI985 [IPRO15410] (1); HSP20-like
chaperone [IPRO0SITS] (1); Alpha
erystallin/Hsp20 domain [IPR002068] (1)
Retrotransposon gag domain
[IPRO05162] (1)

Reverse transcriptase zine-binding
domain [IPR026960] (1; Ribonuclease
H-like domain [IPR012337] (1); Leucine-
rich repeat domain, L domain-like
[IPR032675] (1)

LOG family [IPR031100] (1); Cytokinin
riboside S-monophosphate
phosphoribohydrolase LOG [IPR005269]
m

Ulp! protease family, C-terminal
catalytic domain [IPR003653] (1)

Zine finger, PMZ-type [IPRO06564] (1);
Zine finger, SWIM-type [IPR007527)
(1); FHY3/FARI family [IPR031052]
(1); Zine finger, CCHC-type:
[IPRO01S78] (1)

Reverse transcriptase domain
[IPR000477] (1)

SAM dependent carboxyl
[IPR005299] (\) s-

molecular_fnction) (1)

RNA-DNA hybrid ribonuclease activity
[G0:0004523 molecular_function] (1);
nucleic acid binding [GO:0003676
molecular_function] (1)

adenosyl-L-methionine-dependen
‘methyltransferase [IPR029063] m
Reverse transcriptase domain
[IPR000477] (1)

Ribonuclease H domain [IPR002156] (1);
Ribonuclease H-like domain
[IPROI2337] (1); TB2/DPI/HVA22-
related protein [IPRO04345] (1)
DNA-binding pseudobarrel domain
[IPRO15300] (1)

scaffold_S,

_mRNA_I1211.1

scaffold_S_mRNA_1204.1
scaffold_S_mRNA_1203.1
scaffold_S_mRNA_1202.1

scaffold_S_mRNA_1201.1

scaffold_S_mRNA_1200.1

scaffold_S,

_mRNA_1199.1

scaflold_S_mRNA_1198.1

scaffold_S_mRNA_1196.1

scaffold_S_s

mRNA_1195.1

scaffold_S_mRNA_1194.1

scaffold_S_mRNA_1193.1

scaffold_S,

_mRNA_1191.1

scaflold_S_mRNA_119.1

scaffold_S_mRNA_1188.1

scaffold_S_mRNA_1186.1

scaffold_S_mRNA_1183.1

scaffold_S_mRNA_1179.1

scaffold_S_mRNA_1177.1

scaffold_S_mRNA_1175.1

scaffold_S_mRNA_1172.1

scaffold_S_mRNA_1171.1

scaffold_S_mRNA_1166.1

scaffold_S,

_mRNA_1157.1

scaffold_S_mRNA_1152.1

scaffold_S_mRNA_1149.1

scaffold_S_mRNA_1148.1

scaffold_S_mRNA_1146.1

scaffold_S_mRNA_1145.1

scaflold_5_mRNA_1143.1

scaffold_S_mRNA_1142.1

scaflold_S_mRNA_1141.1

scaffold_S,

_mRNA_1139.1

scaffold_S_mRNA_1138.1

scaffold_S,

_mRNA_1135.1

scaffold_5_mRNA_1132.1
scaffold_S_mRNA_1131.1
scaffold_S_mRNA_1128.1

scaffold_S,

_mRNA_1127.1

scaffold_S_mRNA_1126.1
scaffold_S_mRNA_1125.1

scaffold_S,

_mRNA_1123.1

scaffold_S_mRNA_1121.1

scaffold_S_mRNA_112.1

scaffold_S,
scaffold_S,

scaffold_S,

scaffold_S,

_mRNA_1119.1
_mRNA_1118.1
_mRNA_1117.1

_mRNA_I11.1

scaffold_S_mRNA_1096.1

scaffold_S_mRNA_108.1

scaffold_S,

_mRNA_1067.1

scaffold_S_mRNA_1066.1

scaffold_S_mRNA_1065.1

scaffold_S_mRNA_1064.1

scaflold_S_mRNA_106.1
scaffold_S_mRNA_1056.1

scaffold_S_mRNA_1051.1

scaffold_S_s

mRNA_1034.1

scaffold_S_mRNA_1021.1

scaffold_S_s

mRNA_1013.1

scaffold_S_mRNA_1008.1

scaffold_s,

_mRNA_1007.1



T Nam inC.celementine  Numin C. unshia Note Go TaterPro Member Members in PArolaE
GF0029538 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_1005.1
GF0029537 1 0 0 Hypothetical protein (1) scaffold_S_mRNA_1003.1
GF0029536 1 0 0 Hypothetial protein (1) scaffold_4_mRNA_993.1
GF0029535 1 0 0 Hypothetical protein (1) scaffold_4_mRNA_992.1
. Cytokinin riboside S'-monophosphate . .
GFO029534 1 0 Phcephoribohydolare () LOG family [IPRO31100] (1) scaffold_4_mRNA_991.1
Cytokinin riboside S-monophosphate
GF0029533 1 0 Shosphoribahmdroace (1 LOG family [IPRO31100] (1) scaffold_4_mRNA_989.1
GF0029532 1 0 0 Hypothetical protein (1) scaffold_4_mRNA_987.1
. Cytokinin riboside S'-monophosphate - .
GF0029531 1 0 rhcephoribohydrolase () LOG family [IPRO31100] (1) scaffold_4_mRNA_986.1
Protein kinase domain [IPR000719] (1);
protein kinase activity [GO:0004672  Protein kinase-like domain [IPRO11009]
molecular_function] (1); protein 1: Leucine-rich repeat domin, L.
LRR recentor ke Kinase fumily progein PHOSPHOIation [GO:0006468 domain-like [IPR032675] (1); Leucine-
GF0029530 1 0 Uit se fuonlly biological_process] (1); ATP binding  rich repeat, typical subtype [IPR003591] scaffold_4_mRNA_985.1
[GO:0005524 molecular_function] (1);  (1): Tyrosine-protein kinase, acive site
protein binding [GO:0005515 [IPRO0S266] (1): Protein kinas
molecular_function] (1) binding site [IPRO17441] (1); Leucine-
rich repeat IPRO01611] (1)
Leucine-rich repeat [IPRO01611] (1)
. . protein binding [GO:0005515 Leucine-rich repeat, typical subtype .
GF0029529 1 0 0 Hypothetical protein (1) Pckecular fungtion] 1) IPRO0S01] (1 Leueinerichrapeat S€4T1d_4_mRNA_982.1
domain, L domain-like [IPR032675] (1)
GF0029528 1 0 0 Hypothetical protein (1) scaffold_4_mRNA_97.1
GF0029527 1 0 0 Hypothetical protein (1) scaffold_4_mRNA_966.1
Leacine ich epeat IPRODIGH1] (1)
R Protein kinase, A’ e site
proein kinase activity [GO:0004672 RS Tvmmm i
molecular_function] (1); protein ;
kinase, active site [IPR00S266] (1);
LRR receptor-like kinase family protein  PROPhorylation [GO:0006468 Protein kinase-like domain [IPRO11009]
GF0029526 1 0 0 ¢ biologieal_process] (1); ATP binding ({170 RS S OE AT scaffold_4_mRNA_962.1
[GO:0005524 molecular_function] (1); " pe: g
domain-like [IPR032675) (1); Leucine-
protein binding [GO:0005515
Plecuar funston (1) rich repeat, typical subtype [IPR003591]
= (1): Protein kinase domain [IPR000719]
[0
GF0029525 1 0 0 Hypothetical protein (1) scaffold_4_mRNA_925.1
GF0029524 1 0 0 Hypothetical protein (1) scaffold_4_mRNA_924.1
- . . i Reverse transeriptase domain
GF0029523 1 0 puatve :;‘;::'IT)R etroclement reverse "::::C':I:f“’mf“::“":ﬁ {(Il)o.wumo [IPRO00477] (1; Ribonuclease Helike  scaffold_4_mRNA_923.1
anserip! - domain [IPRO12337] (1)
nucleic acid binding [GO:0003676 Domain of unknown function DUF4219
GF0029522 1 0 0 Hypothetical protein (1) molecular_function] (1); zinc ion binding [IPR025314] (1); Zinc finger, CCHC-  scaffold_4_mRNA_918.1
GO molecular_function] (1) type [IPRO0ISTS] (1)
DNA binding [GO:0003677
molecular_function] (1); nucleic acid  Ribonuclease Helike domain
binding [GO:0003676 [IPROI12337] (1: Zine finger, BED-type
GF0029521 ! 0 0 Hypothetical protein (1) molecular_function] (1); protein [IPR003656] (1); HAT, C-terminal scaffold_4 mRNA_905.1
dimerization activity [GO:0046983  dimerisation domain [IPRO0S906] (1)
molecular_finction] (1)
GF0029520 1 0 0 Hypothetical protein (1) scaffold_4_mRNA_903.1
GF0029519 1 0 0 Hypothetical protein (1) scaffold_4_mRNA 9.1
Aspartic peptidase domain [IPR021109]
GF0029518 1 0 0 Integrase (1) rTOG iy LIPROS 11001 (1) scaffold_4_mRNA._884.1
cysteine-type peptidase activity
. [GO:0008234 molecular_function] (1); ~ Ulpl protease family, C-terminal .
GF0029517 1 0 0 Hypothetical protein (1) Irocolysi [GO006508 cantyiodomin IFROD3651 (1) scaffold_4_mRNA_877.1
biological_process] (1)
Leucine-rich repeat domain, L domain-
GF0029516 1 0 0 Hypothetical protein (1) ke [BRO32670 (1) scaffold_4_mRNA_868.1
NAD(P)-binding domain [IPRO16040]
GF0029515 1 0 0 Tropinone reductase 1 (1) (1): Short-chain dehydrogenase/reductase scaffold_4_mRNA_86.1
SDR [IPR002347] (1)
GF0029514 1 0 0 Hypothetical protein (1) scaffold_4_mRNA_843.1
Domain of unknown function DUF4216
GF0029513 1 0 0 Hypothetical protein (1) HPROSS13] (1) scaffold_4_mRNA_839.1
et i bable transposase, Pia/En/Spm, plant _
GF0029512 1 0 0 Hypothetical protein (1) (IPRO0252] () scaffold_4_mRNA_834.1
GF0029511 1 0 0 Hypothetical protein (1) scaffold_4_mRNA 8.1
GF0029510 1 0 0 Hypothetical protein (1) scaffold_4_mRNA_798.1
GF0029509 1 0 0 Hypothetical protein (1) scaffold_4_mRNA_795.1
GF0029508 1 0 0 Hypothetical protein (1) scaffold_4_mRNA_793.1
GF0029507 1 0 0 Hypothetical protein (1) scaffold_4_mRNA_791.1
GF0029506 1 0 0 Hypothetical protein (1) scaffold_4_mRNA_790.1
GF0029505 1 0 0 Hypothetical protein (1) scaffold_4_mRNA_789.1
GF0029504 1 0 0 Hypothetical protein (1) scaffold_4_mRNA_788.1
Cytokinin riboside S-monophosphate
GF0029503 1 0 0 rosphoribobydrolas (1) LOG family [IPRO31100] (1) scaffold_4_mRNA_787.1
GF0029502 1 0 0 Hypothetical protein (1) scaffold_4_mRNA_782.1
GF0029501 1 0 0 Hypothetical protein (1) scaffold_4_mRNA_781.1
aspartic-t
Aspartic pep [IPRO21109]
GF0029500 1 0 0 Hypothetical protein (1) [GO:0004190 molecular f""““’"] “) (1); Aspartic pq;udx»c, active site scaflold_4_mRNA_780.1
proteolysis [GO:0006508 IPRO0I563] 1y A miRA
biological_process] (1)
GF0029499 1 0 0 Hypothetical protein (1) scaffold_4_mRNA_776.1
GF0029498 1 0 0 Hypothetical protein (1) scaffold_4_mRNA_773.1
GF0029497 1 0 0 Hypothetical protein (1) LOG family [IPRO31100] (1) scaffold_4_mRNA_77.1
GF0029496 1 0 0 Hypothetical protein (1) scaffold_4_mRNA_763.1
Reverse transeriptase zinc-binding
GF0029495 1 0 i::‘“‘;f :“;"(LT’R retroclement reverse domain [IPR026960] (1; Reverse Scaffold_4_mRNA_761.1
seriptase transeriptase domain [IPR000477] (1)
GF0029494 1 0 0 Hypothetical protein (1) scaffold_4_mRNA_759.1
Retrotransposon gag domain
GF0029493 1 0 0 Hypothetical protein (1) [IPRO0S162] (1); Aspartic peptidase  scaffold_4_mRNA_758.1
domain [IPRO21109] (1)
J— . o  Retrotransposon proten, putative, Ty3- Aspartic peptidase domain [IPRO21109] (oo oo
© gypsy subclass, expressed (1) ) A mRNA
GF0029491 1 0 0 Hypothetical protein (1) scaffold_4_mRNA_755.1
GF0029490 1 0 0 Hypothetical protein (1) scaffold_4_mRNA_754.1
Retrotransposon gag domain
GF0029489 1 0 0 Hypothetical protein (1) HPRO0S1 03] 1y scaffold_4_mRNA_753.1
Harbinger transposase-derived nuclease
GF0029488 1 0 ;"K""“'““‘:;l ‘;“"““::’ I"‘l"’““d""“ "“Cllm I““:_l"":’"'"g] {f:’ 0003676 domain [IPRO27806] (1); Ribonuclease  scaffold_4_mRNA_751.1
ke superfumily protein (1) molecular_functior Hoike domain (PROI2337) (1
GF0029487 1 0 0 Hypothetical protein (1) scaffold_4_mRNA_750.1
§ Domain of unknown function DUF4371
GF0029486 1 0 0 Hypothetical protein (1) nucleic acid binding [GO:0003676 [IPR025398] (1); Ribonuclease H-like  scaffold_4_mRNA_748.1
molecular_function] (1) domain TPROIZS37) ()
GF0029485 1 0 0 Hypothetical protein (1) scaffold_4_mRNA_747.1
GF0029484 1 0 0 Hypothetical protein (1) scaffold_4_mRNA_745.1
Terpenoid cyclases/protein
prenyltransferase alpha-alpha toroid
Terpene cy y sferas y [IPRO08930] (1); Squalene cyelase, C-
GF0029483 ! 0 Oy [GO:0016866 molecular_function] (1) terminal (IPR032696] (1) Squalene  ScT0Id_4 mRNA_744.1
eyclase [IPRO18333] (1); Terpene
synthase, conserved site [IPR002365] (1)
nucleic acid binding [GO:0003676 C-terminal dimerisation domain
. Cytokinin riboside S-monophosphate  molecular_function] (1); protein [IPROOX‘?()(;] (1); Ribonuclease Hlike
GF0029482 ! 0 phosphoribohydrolase (1) dimerization activity [GO:0046983 domain [IPRO12337] (1); LOG f scaffold_4 mRNA_741.1
molecular_function] (1) [IPRO31100] (1)
GF0029481 1 0 0 Hypothetical protein (1) scaffold_4_mRNA_740.1
Terpenoid cyclases/protein
zinc fon binding [GO:0008270 prenyliransferase alpha-alpha toroid
. . molecular_function] (1); nucleic acid  [IPR008930] (1); Viral movement protein _
GF0029480 1 0 0 Hypothetical protein (1) Hinding [G0:00036/6 IPRO28915] (1), Zine fimger COMC. ScalTold 4 mRNA_737.1
molecular_function] (1) type [IPRODISTS] (1); Squalene eyelase,
N-terminal [IPR032697] (1)
GF0029479 1 0 0 Hypothetical protein (1) scaffold_4_mRNA_736.1
GF0029478 1 0 0 Hypothetical protein (1) scaffold_4_mRNA_735.1
Squalene cyclase, C-terminal
[IPRO32696] (1); Squalene cyclase
. o Terpene family member y [IPROIS333] (1) Squalene cyclase, N-
GF0029477 ! 0 Oy [GO:0016866 molecular_function] (1) terminal [IPR032697] (1), Terpenoid <1014 mRNA_733.1
eyelases/protein prenyliransferase alpha-
alpha toroid [IPR008930] (1)
Domain of unknown function DUF632
GF0029476 1 0 0 Hypothetical protein (1) HPRO0ESST] (1) scaffold_4_mRNA_731.1
Squalene cyclase, N-terminal
Gr0029475 | o o Terpene cyclase/mutase fanily member [IPR032697] (1; Terpenoid Scallold 4 mRNA 720.1
[0} eyclases/protein prenyltransferase alpha- 4 mRNA_
u]ph‘a toroid [IPRO0S930] (
GF0029474 1 0 0 Retrotransposon gag protein (1) Retrotransposon gag domain scaffold 4 mRNA_725.1

[IPRO0S162] (1)



T Nam inC.celementine  Numin C. unshia Note Go TaterPro Member Members in PArolaE
GF0029473 1 0 0 Hypothetical protein (1) scaffold_4_mRNA_721.1
LOG family [IPR031100] (1); Cytokinin
. Cytokinin riboside S-monophosphate riboside 5-monophosphate .
phosphoribohydrolase (1) phosphoribohydrolase LOG [IPR005269] A mRNA
GF0029472 1 0 A— o it scaffold_4_mRNA_720.1
0]
nucleic acid binding [GO:0003676 Ribonuclease H-like domain
GF0029471 1 0 0 Hypothetical protein (1) molecular funetion] (1) 1PROIS397] (1) scaffold_4_mRNA_719.1
GF0029470 1 0 0 Hypothetical protein (1) scaffold_4_mRNA_71.1
cysteine-type peptidase activity
i i [GO:0008234 molecular_function] (1);  Ulpl protease family, C-terminal .
GF0029469 1 0 0 Hypothetical protein (1) proteolysis [GO-0006503 catalytiodomain PR003653] (1) scaffold_4_mRNA_702.1
biological_process] (1)
‘WD40-repeat-containing domain
e process ; [IPRO17986] (1); WD40 repeat
:;gl‘;"“c";‘ Cr'::::‘]’([l?(; "ﬁ?f; 8 [IPRO0T680] (1); WD40/Y VTN repeat-
mw:y ; Gg_ oorersT ¥ like-containing domain [IPRO15943] (1);
molecular_function] (1); ligase activity MU gase, C-terminal [IPRO04101] (1);
[GO:0016874 molecular_function] (1); +ci2lo-dependent phosphatase-like
ot binding [GORO515 * [1PR029052] (1); Folylpolyglutamate
f’mmla' M;"on P synthetase, conserved site [IPRO18109]
GFO029468 1 0 0 Hypothetical protein (1) o ate synthase (1 FolyIpolyglutamate synthetase scaffold_4_mRNA_70.1
mwnyy o Oy o yg Y [IPRO001645] (1); Serine/threonine-
* specific protein phosphatase/bis(S-
molecular mncum 1 : foli acid-
e 100000396 (1): Serine-threonine protein
Elnlnélcalipraccs<] (1); ATP binding  Phosphatase, N-terminal [IPR031675]
1CO0005%4 metesr. fancion] (1 (1 Caleieurin-ike phoshocstrase
= domain, ApaH type [IPR0O04843] (1);
Mur ligase, central (IPR013221] (1)
Protein kinase domain [IPR000719] (1):
. Protein kinase-like domain [IPRO11009]
protein kinase activity [GO:0004672
in kindse o § (1) Leucine-rich repeat domain, L
molecular_function] (1); protein domain-like [IPR032675] (1); Leucine-
 LRR receptor-like kinase family protein phosphorylation [GO:0006468 rich repeat, typical subtype [IPR003591]
GF0029467 1 0 biological_process] (1); ATP binding g scaffold_4_mRNA_698.1
o) 1G00005334 motesulr function] (y; (1 Srinethrconineyrosine.protcin
! i * kinase, catalytic domain [kamms]
protein binding [GO:0005515 b reonine.protcin ki
molecular_function] (1) active site [IPRO0S271] (1); Leu:mc rich
repeat (IPRO01611] (1)
ydroase activiy, acting on eser bonds SONH hydrolasetype esterase domain
GF0029466 1 0 0 GDSL-motif lipase 7 (1) ; (YJ 0(;) 0‘;7; ;‘mz imhf ‘;“"Z:i;“] :‘]" ® [IPROI3830] (1); GDSL lipascfesterase  scaffold_4_mRNA_696.1
§ - [IPRO0I087] (1)
GF0029465 1 0 0 Hypothetical protein (1) scaffold_4_mRNA_692.1
GFO029464 1 0 0 Hypothetical protein (1) scaffold_4_mRNA_690.1
” i Transposase-associated domain .
GF0029463 1 0 0 Hypothetical protein (1) (IPRO29480] 1y scaffold_4_mRNA_677.1
GF0029462 1 0 0 Hypothetical protein (1) scaffold_4_mRNA_676.1
GF0029461 1 0 0 Hypothetical protein (1) scaffold_4_mRNA_671.1
. Leucine-rich repeat domain, L domain-
GF0029460 1 0 0 Hypothetical protein (1) ":";‘I‘::’\‘“:‘r“‘:“:;’z‘[sﬁ :’]0:)5 15 like [IPR032675] (1); Leucine-rich repeat scaffold 4_mRNA_667.1
- [IPROOI6I1] (1)
Leucine-rich repeat domain, L domain-
like [IPRO32675] (1); Leucine-rich
LRR receptor-like serine/threonine-  protein binding [GO:0005515 et !yplcal subtype [IPRO03591] (1);
GF0029459 ! 0 O protei molecular_function] (1) Leuci repeat [IPRO01611] (1);  Sc2ToId- 4. mRNA_666.1
Leucine h repeat-containing N-
terminal, plani-type [IPRO13210] (1)
GF0029458 1 0 0 Hypothetical protein (1) scaffold_4_mRNA_658.1
GF0029457 1 0 0 Hypothetical protein (1) scaffold_4_mRNA_655.1
y Reverse transeriptase zinc-binding
GF0029456 1 0 o Ribonuclease H-like superfamily protein :::‘:Il:c'zli?“’ﬁ:’"'::‘::‘g] EIG)O’WW% domain [IPR026960] (1); Ribonuclease ~ scaffold 4 mRNA_654.1
= Helike domain [IPRO12337] (1)
GF0029455 1 0 0 Hypothetical protein (1) scaffold_4_mRNA_653.1
Leucine-rich repeat-containing N-
terminal, plani-type [IPRO13210] (1);
GF0029454 1 0 in::if”"::'?‘,;;‘(’:';e threonine- Leucine-rich repeat domain, L domain-  scaffold 4_mRNA_652.1
L se FLS like [IPRO32675] (1); Leucine-rich
repeat, typical subtype [IPRO03591] (1)
proteolysis [GO:0006508
biological_process] (1); cysteine-type  Ulpl protease family, C-terminal
GF0029453 ! 0 0 Hypothetical protein (1) peptidase activity [GO:0008234 catalytic domain [IPR003653] (1) scaffold_4 mRNA_651.1
molecular_function] (1)
GF0029452 1 0 0 Hypothetical protein (1) scaffold_4_mRNA_644.1
GF0029451 1 0 0 Hypothetical protein (1) scaffold_4_mRNA_642.1
GF0029450 1 0 0 Hypothetical protein (1) scaffold_4_mRNA_64.1
S-adenosyl-L-methionine-dependent
O-methyltrans ferase activity methyltransferase [IPRO29063] (1); O-
[GO:0008171 molecular_function] (1); ~ methyltransferase COMT-type
. . protein dimerization acivity [IPROI6461] (1; Plant methyltransferase
GF0029449 1 0 0 Caffeic acid 3-O-methylransferase (1) (oo o™ AN ) (1) dimerisation [IPRO12067) (1) O scaffold_4_mRNA_639.1
activity [GO:00081 family 2 [IPR001077]
molecular_function] (1) (1); Winged helix-tum-helix DNA-
binding domain [IPROT1991] (1)
GF0029448 1 0 0 Hypothetical protein (1) scaffold_4_mRNA_635.1
DNA binding [GO:0003677
. . molecular_function] (1); nucleic acid  Zine finger C2H2-type [IPROI3087) (1); __
GF0029447 1 0 0 Hypothetical protein (1) binding (GO:0003676 Jing fngen, BED. type [PRO03636] (1) *¢4101d 4 MRNA_629.1
molecular_function] (1)
S-adenosyl-L-methionine-dependent
ﬁ,g"‘:g;g'l‘;'l“l:'o‘;:fn:vzcmn] (1), methylransferase (IPR029063] (1); O-
GF0029446 1 0 0 Cafti acid 3-0-methylransferase (1) L oSG Ml lransferase COMT-t scaffold_4_mRNA_628.1
moteniiar fnction] (1) [IPRO16461] (1); O-methyltransferase,
- family 2 [IPRO0I077] (1)
Aptalbe byiiae old [lpkowosx]
GF0029445 1 0 0 Hypothetical protein (1) (1): Serine aminopeptid scaffold_4_mRNA_627.1
[IPR022742] (1)
i . Arabidopsis retrotransposon Orfl .
GF0029444 1 0 0 Hypothetical protein (1) PROM12] (1) scaffold_4_mRNA_623.1
GF0029443 1 0 0 Hypothetical protein (1) scaffold_4_mRNA_621.1
GF0029442 1 0 0 Hypothetical protein (1) scaffold_4_mRNA_620.1
GF0029441 1 0 0 Hypothetical protein (1) scaffold_4_mRNA_619.1
GF0029440 1 0 0 Hypothetical protein (1) scaffold_4_mRNA_617.1
i o) e g 45, CCHC ype [PRO1873)
GF0029439 1 0 0 Putaive Ruda gag-pol polyprotein () o i SO ): Domain of unknown function scaffold_4_mRNA_607.1
molecular_function] (1) DUF4219 [IPR025314] (1)
nucleic acid binding [GO:0003676 Ribonuclease H-like domain
GFO029438 1 0 0 Hypothetical protein (1) molecular_function] (1): DNA binding  [IPROI2337] (1); hAT-lke transposase, ~ scaffold_4_mRNA_606.1
[GO:0003677 molecular_function] (1)~ RNase-H fold [IPR025525] (1)
. Retrotransposon gag domain .
GFO0029437 1 0 0 Hypothetical protein (1) TPRODSIZ] (1) scaffold_4_mRNA_597.1
Retrotransposon gag domain
GF0029436 1 0 0 Hypothetical protein (1) PRO0S1 03] 1y scaffold_4_mRNA_594.1
GF0029435 1 0 0 Hypothetical protein (1) scaffold_4_mRNA_593.1
GF0029434 1 0 0 Hypothetical protein (1) scaffold_4_mRNA_592.1
Bifunctional inhibitor/plant lipid transfer
y
GF0029433 1 0 f:"“?“rl'r‘:';’"‘" ‘l“: ‘]“’”’g‘ lipid protein/seed storage helical domain scaffold_4_mRNA_S8.1
ransfer family protein (1) [IPRO16140] (1)
Zine finger, SWIM-type [IPR007527]
(1): MULE transposase domain
GF0029432 1 0 0 Mutator-like transposase (1) ""\zfe'c‘:]':::'“’:""‘f“[iﬂ :’:)08270 [IPRO18289] (1); Zinc finger, PMZ-type scaffold 4_mRNA_S57.1
= [IPRO06564] (1); Transposase, MubR,
plant [IPRO04332] (1)
GF0029431 1 0 0 Hypothetical protein (1) scaffold_4_mRNA_550.1
Small heat shock protein HSP20
[IPRO31107] (1); HSP20-like chaperone
GF0029430 1 0 0/17.5 kDa class I heat shock protein (1) [IPROOSSTS] (1: Alpha crystaliniisp2 SC214-4_mRNA_S3.1
domain [IPR002068] (1)
GF0029429 1 0 0 SET domain protein (1) scaffold_4_mRNA_496.1
Alpha erystallinHsp20 domain
[IPRO02068] (1: HSP20-like chaperone
GF0029428 1 0 0 Heat shock protein (1) [IPROOSO7S] (1; Pepridase S§ scaffold_4_mRNA_49.1
propeptide/proteinase inhibitor 19
[IPRO10259] (1); Small heat shock
protein HSP20 [IPRO31107] (1)
SKP1/BTB/POZ domain [IPRO11333]
(1): SKP! component, dimerisation
it ligase. componen _ Ubiduitin-dependent protein catabolic  [IPROT6072] (1); SKP1 componen, POZ
GF0020427 1 0 0 ZC)F ubiquitin ligase, SKP1 component e (GO:0006511 domain [IPRO16073] (1); S-phase kinase- scaffold_4_ mRNA_458.1
biological_process] (1) associated protein | [IPRO16897] (1); S-
phase kinase-associated protein 1-like
[IPRO01232] (1)
otein dimerization acivt HAT, C-terminal dimerisation domain
[pon 004695 moleeula ’_y ion] 1y, LIPRO0SO06] (1) Damain of urknown
GF0029426 1 0 0 Hypothetical protein (1) S molecularunction] (1) 1 yion DUF4371 [IPR025398] (1);  scaffold_4 mRNA_452.1

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

Ribonuclease H-like domain
[IPROI2337) (1)
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GF0029425 1

GF0029424 1
GF0029423 1
GF0029422 1

GF0029421 1

GF0029420 1

GF0029419 1
GF0029418 1

GF0029417 1

GF0029416 1

GF0029415 1

GF0029414 1
GF0029413 1

GF0029412 1

GF0029411 1
GF0029410 1
GF0029409 1

GF0029408 1

GF0029407 1

GF0029406 1
GF0029405 1

GF0029404 1
GF0029403 1

GF0029402 1

GF0029401 1
GF0029400 1
GF0029399 1

GF0029398 1

GF0029397 1

GF0029396 1

GF0029395 1

GF0029394 1

GF0029393 1

GF0029392 1

GF0029391 1

GF0029390 1

GF0029389 1

GF0029388 1
GF0029387 1
GF0029386 1

GF0029385 1

GF0029384 1

GF0029383 1

GF0029382 1

GF0029381 1

GF0029380 1

GF0029379 1

GF0029378 1

s oo o

s oo o

co o o o

’ protein binding [GO:0005515
0 F-box protein A2g39490 (1) Tclecuar function] (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Monosacharide transport protein (1)

0 CASP-like protein 4C1 (1)

0 Hypothetical protein (1)
0 Monosacharide transport protein (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)
intracellular signal transduction
 Cysteine/histidine-rich C1 domain protein [GO:0035556 biological_process] (1):
o) zine ion binding [GO:000827
molecular_function] (1)
0 Monosacharide transport protein (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)
o Polynucleotidyl transferase, Ribonuclease nucleic acid binding [GO:0003676
ol (1) molecular_function] (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)
0 Retrotransposon gag protein (1)
protein-N-terminal asparagine
amidohydrolase activity [GO:0008418
molecular_function] (1)

N-terminal asparagine amidohydrolase
family protein (1)

Nucleic acid binding / zinc ion binding
protein (1)

0 Hypothetical protein (1)
0 DUF946 family protein (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)

nucleic acid binding [GO:0003676

0 Ribonuclease H (1) molecular functon] (1)

ransmembrane transport [GO:0055085
0 Hypothetical protein (1) o g‘; [
0 Hypothetical protein (1)

 Holiday juncton resolvase, S1x1p, URT

© domain nuclease (1)

0 Hypothetical protein (1)

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

0 Carboxypeptidase (1)

0 Hypothetical protein (1)

carbohydrate metabolic process
[GO:0005975 biological_process] (1);
glycerol-3-phosphate metabolic process
[GO:0006072 biological_process] (1):
glycerol-3-phosphate

Leucine-rich repeat domain, L domain-
like [IPR032675] (1): F-box domain  scaffold_4_mRNA_432.1 -
[IPRO01810] (1)
scaflold_4_mRNA_42.1 -
scaflold_4_mRNA_417.1 -
scaflold_4_mRNA _41.1 -
Domain of unknown function DUFS88
[IPR006702] (1)
Retrotransposon gag domain
[IPR005162] (1)

scaffold_4_mRNA_409.1 -

scaffold_4_mRNA_392.1 -

scaflold_4_mRNA_391.1 -
scaflold_4_mRNA_390.1 -

F-box associated interaction domain

[IPRO17451] (1)

DCI [IPRO04146] (1); Zine finger, ZZ-

type [IPR000433] (1); Protein kinase C-
like, phorbol ester/diacylglycerol-binding

domain [IPR002219] (1)

scaffold_4_mRNA_384.1 -

scaffold_4_mRNA_373.1 -

scaffold_4_mRNA_363.1 -
scaffold_4_mRNA_3286.1 -
scaffold_4_mRNA_3268.1 -

Ribonuclease H-like domain

[PROI233T (1) scaffold_4_mRNA_3265.1 -
scaffold_4_mRNA_3264.1 -
scaffold_4_mRNA_3249.1 -
scaffold_4_mRNA_3248.1 -

Protein N-terminal asparagine

amidohydrolase [IPR026750] (1) scaffold_4 mRNA_3235.1 -

Zine knuckle CX2CX4HXAC
[IPRO25836] (1); Domain of unknown  scaffold_4_mRNA_3217.1 -
function DUF4283 [IPR025558] (1)
scaffold_4_mRNA_3216.1 -
Vacuolar protein sorting-associated .
protein 62 IPR009291] (1) scaflold_4_mRNA_3215.1
scaffold_4_mRNA_3212.1 -
scaffold_4_mRNA_3210.1 -
TBYDPI/HVA22-related protein
[IPR004345] (1); Ribonuclease H-like  scaffold 4_mRNA_3209.1 -
domain [IPRO12337) (1)
ypeptide transporter, OPT
supenmny [IPRO04813] (1)

scaflold_4_mRNA_3207.1 -

scaffold_4_mRNA_3206.1 -
GIY-YIG nuclease superfamily
[IPR000305] (1)

Retrotransposon gag domain
[IPRO05162] (1)

Serine carboxypeptidase, serine active
site [IPRO18202] (1); Alpha/Beta
hydrolase fold [IPR029058] (1);
Peptidase $10, serine carboxypeptidase  scaffold 4_mRNA_3159.1 -
[IPRO0TS63] (1; Serine

carboxypeptidases, histidine active site

[IPRO33124] (1)

scaffold_4_mRNA_3173.1 -

scaflold_4_mRNA_3160.1 -

scaffold_4_mRNA_3156.1 -

complex [GO:0009331
cellular_component] (1): glycerol-3-
phosphate dchydmgenasc [NAD+]
activity [GO

mulwularifumuon] (| ); glycerol-3-
phosphate catal
[GO:0046168 biological_process] (1);
oxidation-reduction process
[GO:0055114 biological_process] (1);
oxidoreductase activity [GO:0016491
molecular_function] (1); oxidoreductase
activity, acting on the CH-OH group of
donors, NAD or NADP as acceptor
[GO:0016616 molecular_function] (1);
NAD binding [GO:0051287
molecular_function] (1)

o Glyeerol-3-phosphate dehydrogenase
© [NAD(+)) GPDHC. eytosolic (1)

0 Hypothetical protein (1)

o BRASSINOSTEROID INSENSITIVE I-
© associated receptor kinase 1 (1)

oxidation-reduction process
[GO:0055114 biological_process] (1);
oxidoreductase activity, acting on paired
donors, with incorporation or reduction

0 Isoleucine N-monooxygenase 2 (1) of molecular oxygen [GO:0016705
molecular_function] (1); iron fon binding
[GO:0005506 molecular_function] (1);
heme binding [GO:0020037
molecular_function] (1)

RNA-directed DNA polymerase

O (Reverse transeriptase) (1)

0 Hypothetical protein (1)

o TPR domain coniaining protein, putative _protein binding [GO:0005515
H0) molecular_function] (1)

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

Cytokinin riboside S-monophosphate
phosphoribohydrolase (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); heme bi
[GO:0020037 molecular_function] (1);
iron ion binding [GO:0005506
molecular_function] (1)

cysteine-type peptidase activity
[G0:0008234 molecular_function] (1);
proteolysis [GO:0006508
biological_process] (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

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

040 ribosomal protein S26-1 (1)

oxidation-reduction process
1GO:0055114 biological_process] (1);
oxidoreductase activity., acting on paired
donors, with incorporation or reduction
of molecular oxygen [GO:0016705
molecular_function] (1); heme binding
[G0:0020037 molecular_function] (1);
iron ion binding [GO:0005506
molecular_function] (1)

0 Cytochrome P450 82A4 (1)

0 Hypothetical protein (1)

RNA methyltransferase activity
[GO:0008173 molecular_function] (1);
TRNA processing [on mnsam
biological_process] (1); cytoplasm
[GO:0005737 cellular. cnmpnnenl] a

Putative radical SAM domain-containing

© protein-ike (1)

NAD-dependent, N-terminal
[IPROIT128] (1); (leceml 3 phmphale
dehydrogenase, NAD-dependent
[IPRO06168] (1): NAD(P) bmdmg
domain [IPRO16040] (1); Glycerol-3-
phosphate dehydrogenase, NAD-
dependent, C-terminal [IPR006109] (1);
6-phosphogluconate dehydrogenase C-
terminal domain-like [IPR008927] (1); 6-
phosphogluconate dehydrogenase,
domain 2 [IPRO13328] (1)

scaffold_4_mRNA_3155.1 -

scaffold_4_mRNA_312.1 -
Leucine-rich repeat domain, L domain-

like [IPRO32675] (1); Leucine.
repeat-containing N-terminal, plant-type
[IPRO13210] (1)

scaffold_4_mRNA_3110.1 -

Cytochrome P450, conserved site
[IPRO17972] (1); Cytochrome P450, E-
class, group I [IPR002401] (1);
Cytochrome P450 [IPRO01128] (1)

scaffold_4_mRNA 311.1 -

Reverse transcriptase domain
[IPR000477] (1)
Glycosyl hydrolase, five-bladed beta-
propellor domain [IPR023296] (1)
SET domain [IPR001214] (1)
Tetratricopeptide repeat-containing
domain [IPRO13026] (1);
Tetratricopeptide repeat [IPR019734]
(1; Tetratricopeptide-like helical domain
[IPRO11990] (1)

scaffold_4_mRNA_308.1 -

scaffold_4_mRNA_3038.1 -

scaffold_4_mRNA_3034.1 -

scaffold_4_mRNA_3018.1 -
scaffold_4_mRNA_3.1 -
scaffold_4_mRNA_295.1 -

Cytokinin riboside S-monophosphate

phosphoribohydrolase LOG [IPR005269] scaffold_4_mRNA_294.1 -

(1): LOG family [IPRO31100] (1)

Cytochrome P450, E-class, group |

[IPR002401] (1); Reverse transcriptase,

RNA-dependent DNA polymerase scaffold_4_mRNA_293.1 -
[IPRO13103] (1); Cytochrome P450

[IPROO1128] (1)

Ulp! protease family, C-terminal

catalytic domain [IPR003653] (1) scaffold_4_mRNA,_2925.1 -

scaffold_4_mRNA_2906.1 -

Ribosomal protein S26e [IPR000892] (1) scaffold_4_mRNA_290.1 -

Cytochrome P450, E-class, group |
[IPRO02401] (1); Cytochrome P450  scaffold_4_mRNA_289.1 -
[IPROOT128] (1)

scaflold_4_mRNA_286.1 -

Ribosomal RNA large subunit
‘methylransferase RImN/Cfr
[IPRO04383] (1)

scaflold_4_mRNA_2848.1 -
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GF0029377 1

GF0029376 1
GF0029375 1
GF0029374 1
GF0029373 1
GF0029372 1

GF0029371 1

GF0029370 1

GF0029369 1
GF0029368 1

GF0029367 1

GF0029366 1

GF0029365 1
GF0029364 1
GF0029363 1

GF0029362 1

GF0029361 1

GF0029360 1

GF0029359 1
GF0029358 1

GF0029357 1
GF0029356 1
GF0029355 1
GF0029354 1
GF0029353 1
GF0029352 1

GF0029351 1

GF0029350 1

GF0029349 1

GF0029348 1

GF0029347 1

GF0029346 1

GF0029345 1

GF0029344 1

GF0029343 1

GF0029342 1

GF0029341 1

GF0029340 1

GF0029339 1

GF0029338 1

GF0029337 1

GF0029336 1

GF0029335 1
GF0029334 1

GF0029333 1

c oo oo

°

coocoo o

0 Hexosyltransferase (1)

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

0 Histone H2B (1)

0 Xylem cysteine peptidase 1 (1)

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

0 Protein SUR2., putative (1)

o DNA-binding storekeeper protein-related
m

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)
o Retrotransposon protein, putative, Ty3-
© gypsy subclass, expressed (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

PLC-like phosphodiesterase superfamily

0

0 Hypothetical protein (1)

0 Hypothetical protein (1)

Putative non-LTR retroelement reverse
transcriptase (1)

0 Lipid transfer protein 2 (1)

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

icillium wilt resistance-like protein

0 Hypothetical protein (1)

0 Monosacharide transport protein (1)

o Putative non-LTR retroglement reverse
transcriptase (

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

0 Hypothetical protein (1)
0 Putative retroelement pol polyprotein (1)

0 3-ketoacyl-CoA synthase 6 (1)

galactose metabolic process
[GO:0006012 biological_process] (1);
transferase activity, transferring glycosyl
roups [GO:0016757
molecular_function] (1; inositol 3-alpha-
galactosyltransferase activity
[GO:0047216 molecular_function] (1)

protein heterodimerization activity
[GO:0046982 molecular_function] (1);
DNA binding [GO:0003677
molecular_function] (1); nucleosome
[GO:0000786 cellular_component] (1)

cysteine-type peptidase activity
[G0:0008234 molecular_function] (1);
proteolysis [GO:0006508
biological_process] (1)

oxidoreductase activity [GO:0016491
molecular_function] (1); oxidation-
reduction process [GO:0055114
biological )mcen] (1) lipid biosynthetic
process [GO:

biological | pmcts<] u) iron ion binding
(GO0 molecular_function] (1)
integral component of membrane
[GO:0016021 cellular_component] (1)

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

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

RNA polymerase Il regulatory region
sequence-specific DNA binding
[GO:0000977 molecular_function] (1);
nucleus [GO:0005634
cellular_component] (1); DNA binding
[GO:0003677 molecular_function] (1);
protein dimerization activity
[GO:0046983 molecular_function] (1
transeription factor activity, sequence-
specific DNA binding [GO:0003700
molecular_function] (1): zine ion binding
[GO:0008270 moleculnr - function] (1)
MAPK cascade [GO:000016:
biological_process] (1), positive
regulation of transcription from RNA
polymerase Il promoter [GO:0045944
biological_process] (1); regulation of
transcription, DNA-templated
[GO:0006355 biological process] (1)

phosphoric diester hydrolase activity
[00 0008081 molecular_function] (1);
metabolic process [GO:0006629
blologlcal |_process] (1)

protein kinase activity [GO:0004672
molecular_function] (1); protein
phosphorylation [GO:0006468
biological process] (1); ATP binding
[GO:0005524 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); heme binding
[G0:0020037 molecular_function] (1);
iron ion binding [GO:0005506
molecular_function] (1)

RNA-DNA hybrid ribonuclease activity
[GO:0004523 molecular_function] (1);
zine ion binding [GO:0008270
molecular_function] (1); nucleic acid
binding [GO:0003676
molecular_function] (1)

lipid transport [GO:0006869
biological_process] (1); lipid binding
[GO:0008289 molecular_function] (1)

cysteine-type peptidase activity
[G0:0008234 molecular_function] (1);
protein binding [GO:000515
molecular_function] (1); proteolysis
[GO:0006508 biological_process] (1)

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

nucleic acid binding [GO:0003676
molecular_function] (1); RN/\ DNA
hybrid ribonuclease activi
[G0:0004523 molecular. ﬁmcnon] 0}

regulation of transcription, DNA-
templated [GO:0006355

biological_process] (1)

catalytic activity [G0:0003824
molecular_function] (1; fatty acid
biosynthetic process [GO:0006633
biological_process] (1; transferase
activity, transferring acyl groups other

020 cellular_component] (1);
metabolic process [GO:0008152
biological_process] (1)

Galactinol synthase [IPRO30515] (1);
Nucleﬂllde diphospho-sugar transferases
[IPR029044] (1); Glycosyl transferase,
family x [IPR002495] (1)

scaffold_4_mRNA_2825.1

scaffold_4_mRNA_2824.1
scaffold_4_mRNA_2807.1
scaffold_4_mRNA_2786.1
scaffold_4_mRNA_2775.1
scaffold_4_mRNA_2746.1

Histone-fold [IPR009072] (1); Histone

125 (PRO00S38] 1) scaffold_4_mRNA_2740.1

Cysteine peptidase, cysteine active site
[IPR000169] (1); Peptidase C1A
[IPRO13128] (1); Cathepsin propeptide
inhibitor domain (129) [IPROI3201] (1);
Peptidase C1A, papain C-terminal
[IPR000668] (1)

scaffold_4_mRNA_2730.1

scaffold_4_mRNA_2725.1
scaffold_4_mRNA_2723.1

Fatty acid hydroxylase [IPR006694] (1) scaffold_4_mRNA_2719.1

;';;‘33;;’;‘2 YSLNX homology domain .14 4 mRNA_2683.1
scaffold_4_mRNA_2664.1
scaffold_4_mRNA_2653.1
scaffold_4_mRNA_2631.1

TBY/DPI1/HVA22-related protein

[IPRO04345] (1); Ribonuclease Hlike  scaffold_4_mRNA_2625.1

domain [IPRO12337] (1)

Domain of unknown function DUF1985

[IPROIS410] (1); Ulpl protease family,

C-terminal catalytic domain [IPR003653]

[0

scaffold_4_mRNA_2615.1

MADS MEF2-like [IPR033896] (1);
Transcription factor, K-box [IPR002487]
(1; Zine finger, PMZ-type [IPR006564]
(1); MULE transposase domain
[IPRO1S289] (1); Transposase, MuDR, ~ scaffold_4_mRNA_2614.1
planl [IPR004332] (1): Zinc finger,
IM-type [IPRO0T527] (1);
Tmnscnp\ n factor, MADS-box
[IPR002100] (1)

scaffold_4_mRNA_2578.1
ﬁ;;’%‘g’;’;;’;‘;‘("“; gag domain scaffold_4_mRNA_2577.1
scaffold_4_mRNA_2576.1
scaffold_4_mRNA_2575.1
scaffold_4_mRNA_2574.1
scaffold_4_mRNA_2573.1
scaffold_4_mRNA_2571.1
scaffold_4_mRNA_2565.1

Aspartic peptidase domain [IPRO21109) oo 0o occ )
[0} A
Retrotransposon gag domain
IPRO0SIER) (1) scaffold_4_mRNA_2563.1
scaffold_4_mRNA_2555.1

PLC-like phosphodiesterase, TIM
beta/alpha-barrel domain [IPRO17946]  scaffold_4_mRNA_2533.1
(0]

Protein kinase-like domain [IPRO11009]
(1); Protein kinase domain [IPR000719]
(1); Serine/threonine-protein kinase,
active site [IPR00S271] (1)

scaffold_4_mRNA_2519.1

Cytochrome P450, conserved site
[IPRO17972] (1); Cytochrome P450, E-
class, group I [IPR002401] (1);
Cytochrome P450 [IPRO01128] (1)

scaffold_4_mRNA_2517.1

Reverse transcriptase domain
[IPR000477) (1); Domain of unknown
function DUF4283 [IPR025558] (1);
Ribonuclease H-like domain

[IPROI2337] (1); Reverse transcriptase
zinc-binding domain [IPR026960] (1);
Ribonuclease H domain [IPR002156] (1);
Zine finger, CCHC-type [IPRO01S7S]
(1); Zine knuckle CX2CX4HXAC
[IPRO25836] (1);
Endonuclease/exonuclease/phosphatase
[IPRO0S135] (1)

Plant lipid transfer protein/Par allergen
[IPR000528] (1): Bifunctional
inhibitor/plant lipid transfer protein/seed
storage helical domain [IPRO16140] (1)

scaffold_4_mRNA_2512.1

scaflold_4_mRNA_2487.1

scaffold_4_mRNA_2486.1
scaffold_4_mRNA_2483.1
Ulp! protease family, C-terminal
catalytic dnmmn [IPR003653] (1)
Leucine-rich repeat [IPRO01611] (1);
Leucine-ri hrv eat, typical subtype
[IPR003591] (1); Leucine-rich repeat
domain, L domain-like [IPR032675] (1)

scaflold_4_mRNA_2477.1

Ulpl protease family, C-terminal . ,
catalytic domain [IPR003653] (1) scaffold_4_mRNA,_2465.1

scaffold_4_mRNA._2440.1
TBY/DP1/HVA22-related protein
[IPRO04345] (1);
Endonuclease/exonuclease/phosphatase:
[IPRO05135] (1: Ribonuclease H-like
domain [IPRO12337] (1); Ribonuclease H
domain [IPR002156] (1)

scaffold_4_mRNA_2433.1

scaffold_4_mRNA_2425.1
FHY3/FARI family [IPR031052] (1);
AR1 DNA binding domain

[IPR004330] (1)

scaflold_4_mRNA_2400.1

scaffold_4_mRNA_2397.1
scaffold_4_mRNA_2396.1

Thiolase-like [IPRO16039] (1); Very-
long-chain 3-ketoacyl-CoA synthase
[IPRO12392] (1); FAE1Type IIl
polyketide synthase-like protein
[IPRO13601] (1); 3-Oxoacyl-facyl-
carrier-protein (ACP)] synthase III, C-
terminal [IPRO13747] (1)

scaffold_4_mRNA_2376.1



T Nam inC.celementine  Numin C. unshia Note Go TaterPro Member Members in PArolaE
N . Transposase, Tnpl/En/Spm-like .
GF0029332 1 0 0 Hypothetical protein (1) (PRO0264] (1) scaffold_4_mRNA_2372.1
Domain of unknown function DUF4283
GF0029331 1 0 0 Hypothetical protein (1) [IPRO25558] (1) scaffold_4_mRNA_2364.1
GF0029330 1 0 0 Hypotheical protein (1) scaffold_4_mRNA_2363.1
GF0029329 1 0 0 Hypothetical protein (1) scaffold_4_mRNA_2357.1
Bifunctional inhibitor/plant lipid transfer
GF0029328 1 0 0 Hypothetical protein (1) proteinisced storage helical domain  scaffold_4_mRNA_2323.1
[IPROI6140] (1)
GF0029327 1 0 0 Hypothetical protein (1) scaffold_4_mRNA_2201.1
Serine-threoninetyrosine-protein kinase.
ATP binding [GO:0005524 catalytic domain [IPR001245] (1);
molecular_function] (1); protein kinase  Leucine-rich repeat [IPR001611] (1);
LRR recentor ke Kinase fumily progein 251VitY (01000467 Protein kinase domain [IPR000719] (1);
GF0029326 1 0 00 P! s yp molecular_function] (1); protein Leucine-rich repeat, typical subtype scaffold 4 mRNA_2289.1
phosphorylation [GO:0006468 [IPRO03591] (1; Leucine-rich repeat
biological_process] (1); protein binding domain, L domain-like [IPR032675] (1);
[GO:0005515 molecular_function] (1) Protein kinase-like domain [IPRO11009]
0
protein Kinase activity [GO:0004672 i i domain (IPR000TIO] (1):
molecular_function] (1); protein Protein kinase-like domain [IPRO11009]
GF0029325 1 0 0 Monosacharide transport protein (1) phosphorylation [GO:0006468 scaffold_4_mRNA_2288.1
biological process] (1); ATP binding (1) Scrine-threonine/tyrosine-protein
[GO:0005524 molecular_function] (1) X112 catalytic domain [IPR001245] (1)
J— | o  Retrotransposon proten, putative, Ty3- Aspartic peptidase domain (IPRO21109] o oo
3 aypsy subelass, expressed (1) o) A mRNA.
Thioredoxin-like fold [IPR012336] (1);
. Glutathione S-iransferase, N-terminal
GF0029323 1 0 0 Glutathione transferase (1) ‘;\':I‘:’\'ﬂl;‘r"‘:“:;‘i ‘[.S;; :’]‘):)5 315 [IPR004045] (1); Glutathione S- scaffold_4_mRNA_2285.1
- transferase, C-terminal-like (IPRO10987)
o)
Tetratricopeptide repeat [IPR019734]
(1): Tetratricopeptide repeat-containing
P — , o  Protein prenylylransferase superfamily  protein binding [GO:0005515 domain [IPRO13026] (1); scatfold 4 mRNA 22811
protein (1) molecular_function] (1) Tetratricopeptide-like helical domain A mRNA
[IPRO11990] (1; Tetratricopeptide
repeat 2 [IPROI3105] (1)
R Serine-threonine/tyrosine-protein kinase,
ATP binding (GO:0005524 catalytic domain [IPR001245] (1);
molecular_function] (1): protein kinase
ety 1G0/000461 Serine/threonine-protein kinase, active
GF0029321 1 0 0 Hypothetical protein (1) oleculr fanction 1) proten site [IPRO0S271] (1); Gag-polypepide of scaffold_4_mRNA_2280.1
osphoration (GO od:}‘m s LTR copia-type [IPR029472] (1); Protein
fmb" m'ly roscss] () Kinase domain [IPR000719] (1); Protein
elcalp Kinase-like domain [IPRO11009] (1)
Thioredoxin-like fold [IPR012336] (1);
protein binding [GO:0005515 Glutathione S-transferase, C-terminal-like
GF0029320 1 0 0 Glutathione transferase (1) Tclorulot fumction] (1 (PRO1087] 1 Glumthione S scaffold_4_mRNA_2279.1
transferase, N-terminal [IPR004045] (1)
Tetratricopeptide-like helical domain
[IPRO11990] (1; Tetratricopeptide
Tetratricopeptide repeat protein 27-like  protein binding [GO:0005515 repeat 2 [IPROI3105] (1);
GF0029319 ! 0 O protein (1) molecular_function] (1) Tetratricopeptide repeat [IPR010734]  S°ATold_ 4 mRNA_2278.1
(1): Tetratricopeptide repeat-containing
domain [IPROI3026) (1)
Glutathione S-transferase, N-terminal
[IPRO04045] (1; Glutathione
protein binding [GO:0005515 transferase, C-terminal-like (IPRO10987]
GF0029318 1 0 0 Glutathione transferase (1) Tcloctlo Timgtion] (1 O Thoraloximike o1 [PRO12336) | SCAToM_4 mRNA 2275.1
(1): Glutathione S-transferase, C-terminal
[IPRO04046] (1)
GF0029317 1 0 0 Hypothetical protein (1) scaffold_4_mRNA_2272.1
regulation of transeription, DNA-
. . won ol MULE transposase domain IPR018289]
GFO029316 1 0 0 Hypothetical protein (1) ::121;;: ﬁzgg;eﬁs)s Q0 FHIVSFAR iy [PR031052) (1) S64T014_4 mRNA 2270.1
GF0029315 1 0 0 Hypothetical protein (1) scaffold_4_mRNA_2269.1
GFO029314 1 0 0 DUFI77 domain protein (1) scaffold_4_mRNA_2263.1
GF0029313 1 0 0 Hypothetical protein (1) scaffold_4_mRNA_2255.1
GF0029312 1 0 0 Hypothetical protein (1) scaffold_4_mRNA_2254.1
GFO029311 1 0 0 Hypothetical protein (1) scaffold_4_mRNA_2242.1
P [2‘2‘33‘)(6‘5)“1 arioagpe | ASparic peptidase, activesite
GF0029310 1 0 0 Hypothetical protein (1) gical.process] (1); aspartic- e 1pp 0 969] (1); Aspartic peptidase  scaffold_4_mRNA_2235.1
endopeptidase activity [GO:0004190
domain [IPRO21109] (1)
molecular_function] (1)
GF0029309 1 0 0 Hypothetical protein (1) scaffold_4_mRNA_2228.1
GF0029308 1 0 0 Hypothetical protein (1) scaffold_4_mRNA_2218.1
GF0029307 1 0 0 Hypothetical protein (1) scaffold_4_mRNA_2217.1
GF0029306 1 0 0 Hypothetical protein (1) scaffold_4_mRNA_2215.1
proton-transporting ATPase activity,
rotational mechanism [GO:0046961
molecular_function] (1); vacuolar proton-
transporting V-type ATPase, V1 domain
(GO:0000221 cellular_component] (1); ~ ATPase, V1 comples, subunit H
heme binding (GO:0020037 [IPRO04908] (1); ATPase, V1 complex,
molecular_function] (1): binding Subunit H, C-terminal [IPRO11987] (1);
GF0029303 ! 0 0 Hypothetical protein (1) [GO:0005488 molecular_function] (1); ~ Cytochrome bS, heme-binding site scaffold_4 mRNA_2198.1
ATP hydrolysis coupled proton transport [IPROI8506] (1); Armadillo-type fold
[GO:0015991 biological process] (1) [IPRO16024] (1)
hydrolase activity, acting on acid
anhydrides, catalyzing transmembrane
movement of substances [GO:0016820
molecular_finction] (1)
GFO029304 1 0 0 Hypothetical protein (1) scaffold_4_mRNA_2184.1
GF0029303 1 0 0 Hypothetical protein (1) scaffold_4_mRNA_2183.1
GF0029302 1 0 0 Hypothetical protein (1) scaffold_4_mRNA_2173.1
GF0029301 1 0 0 Hypothetical protein (1) scaffold_4_mRNA_2166.1
i i Endonuclease/exonuclease/phosphatase
GF0029300 1 0 0 Hypothetical protein (1) PRO0S139) (1) scaffold_4_mRNA_2148.1
GF0029299 1 0 0 Hypothetical protein (1) scaffold_4_mRNA_2147.1
RipA-like protein, double-psi beta-barrel
domain [IPR009009] (1); Expansin,
GF0029298 1 0 0 Hypothetical protein (1) collon binding o oy scaffold_4_mRNA_2146.1
[IPROO7117] (1)
GF0029297 1 0 0 Hypothetical protein (1) scaffold_4_mRNA 21411
GF0029296 1 0 0 Hypothetical protein (1) scaffold_4_mRNA_2120.1
GF0029295 1 0 0 Hypothetical protein (1) scaffold_4_mRNA_2126.1
elllar_component](1): elctron Antenna complex, alpha/beta subunit
GF0029294 1 0 0 Hypothetical protein (1) transporter, rans ferring electrons within ple alpha/beta scaffold_4_mRNA_2125.1
[IPRO000GG] (1)
the eyelic electron transport pathway of
molecular_function] (1); integral
component of membrane [GO:0016021
cellular_componen] (1)
omain of unknown function DUF4787 R
GF0029293 1 0 0 Hypothetical protein (1) HPROS 19831 (1) scaffold_4_mRNA 21211
GF0029292 1 0 0 Hypothetical protein (1) scaffold_4_mRNA_2120.1
GF0029291 1 0 0 Hypothetical protein (1) Thioredoxin-like fold [IPR012336] (1) scaffold_4_mRNA_2116.1
Glutathione S-transferase, C-terminal
[IPRO04046] (1; Thioredoxin-like fold
fone S Ly, protein binding [GO:0005515 [IPRO12336] (1); Glutathione - .
GF0029290 1 0 0 Tau class gtathione S-ransferase (1) P TR ransermse, Ctomindbike (IPRO109g7] S04TOH_4 MRNA 2114.1
(1): Glutathione S-transferase, N-terminal
[IPRO04045] (1)
Glutathione S-transferase, C-terminal-like
[IPRO10987] (1; Glutathione S~
fone s Ly, protein binding [GO:0005515 transferase, N-terminal [IPR004045] (1);
GF0029289 1 0 0 Tau class gathione S-ransferase (1) PO LR Citathions Sransforase, Coemngl | S¢44_ MRNA 21121
[IPRO04046] (1; Thioredoxin-like fold
[IPROI2336] (1)
Ribonuclease H domain [IPR002156] (1);
nucleic acid binding [GO:0003676 Ribonuclease H-like domain
Non-LTR retroclement reverse molecular_function] (1); RNA-DNA  [IPROI2337] (1); Reverse transeriptase _
GF0029288 ! 0 transeriptase-like (1) hybrid ribonuclease acti zinc-binding domain [IPR026960] (1), Sc*T0ld-4_MRNA.2107.1
[GO:0004523 molecular_function] (1) TB2/DP1/HVA22-related protein
[IPRO04345] (1)
J— | o 0 Hypothetical prtein (1) selenium binding [GO:0008430 Sclniun-binding protein [PROOSS26) x4 4 e 21031
molecular_function] (1) o)
GF0029286 1 0 0 Hypothetical protein (1) scaffold_4_mRNA_2087.1
GF0029285 1 0 0 Hypothetical protein (1) scaffold_4_mRNA_2086.1
DNA binding [GO:0003677
J— . N o NAC domain transcription factr, molcular_function] (1) egulation Of 4o 03] 1) scalold_4 mRNA 2076.1

putative, expressed (1)

transcription, DNA-templated
[GO:0006355 biological process] (1)



T Nam inC.celementine  Numin C. unshia Note Go TaterPro Member Members in PArolaE
GF0029283 1 0 0 Hypothetical protein (1) ;;jdk’o’g;g;l’l']"(ﬁ““" box domain scaffold_4_mRNA_2069.2
membrane [GO:0016020
cellular_component] (1): antiporter
activity [GO:0015297
molecular_function] (1); drug
. . transmembrane transporter activity Mult antimicrobial extrusion protein .
GFO0029282 1 0 0 Hypothetical protein (1) [GO/0015258 rolesslar fomcton] (1;  [IPRO2S2] (1) scaffold_4_mRNA_2063.1
drug transmembrane transp
[GO:0006855 biological_process] (1);
transmembrane transport [GO:0035085
biological_process] (1)
GF0029281 1 0 0 Hypothetical protein (1) scaffold_4_mRNA_2059.1
GF0029280 1 0 0 Hypothetical protein (1) B;g;'z"sgg:]”i‘;‘)“w” function DUFAO0S.frotg _4_mRNA_2056.1
fransmembrane transport [UUIUU2US> )
biological_process] (1); drug
transmembrane transport [GO:0006855
biological )rﬂce:a] (D aniporer
MATE efflux family protein, expressed  activity [GO:0015: Muli antimicrobial extrusion protein
GF0029279 ! 0 Oy molecular f\mcnon] (|) drug [IPR002528] (1) scaffold_4 mRNA_2053.1
transmembrane transporter ac
[GO:0015238 molecular ﬁmcuon] .
membrane [GO:0016020
rllutar o A
transmembrane transport [GO:0035085
biological_process] (1); drug
transmembrane transport [GO:0006855
biological_process] (1); drug Mult antimicrobial extrusion protein
GF0029278 1 0 0 MatE family protein, expressed (1) transmembrane transporter activity (IPRO02528] (1) » scaffold_4_mRNA_2052.1
[GO:0015238 molecular_function] (1);
antiporter activity [GO:0015297
molecular_function] (1); membrane
[GO:0016020 cellular_component] (1)
GF0029277 1 0 0 Hypothetical protein (1) scaffold_4_mRNA._2050.1
GF0029276 1 0 0 Hypothetical protein (1) scaffold_4_mRNA_2026.1
o RNA-directed DNA polymerase ; Endonuclease/exonuclease/phosphatase
GF0029275 ! 0 © Ribonuclease H, putative (1) [IPRO05135] (1) scaffold_4 mRNA_2022.1
GFO029274 1 0 0 Hypothetical protein (1) scaffold_4_mRNA_2021.1
nucleic acid binding (GO:0003676
GF0029273 1 0 0 Hypothetical protein (1) molecular_function] (1); zinc ion binding Zine finger, CCHC-type [IPRO0ISTS] (1) scaffold_4_mRNA_2013.1
[GO:0008270 molecular_function] (1)
GF0029272 1 0 0 Hypothetical protein (1) ﬁ;;‘g;‘sg’;;]“:‘&“‘”“ function DUF4283 ___501d_4_mRNA_2012.1
'C“e‘l‘:.f::"‘clsrm[igéﬁgoz‘zzfmmmm" Ribosomal protein SSe, conserved site
oo ; trans [IPROIS283] (1; Ribosomal proiein S8
1GO:0006412 biological_process] (1); (171010471 (1 Tranepontse, MuDR
GF0029271 1 0 0 Hypothetical protein (1) structural constituent of ribosome . d ool scaffold_4_mRNA_2010.1
[GO:0003735 molecular_function] (1; P [IPRO04332] (1); Ribosoml
- protein S8e/ribosomal biogenesis NSA2
ribosome [GO:0005840 TPR032309] (1)
cellular_component] (1)
GF0029270 1 0 0 Hypothetical protein (1) scaffold_4_mRNA_2006.1
GF0029269 1 0 0 Hypothetical protein (1) scaffold_4_mRNA_2003.1
nucleic acid binding [GO:0003676 Ribonuclease Helike domain
GF0029268 1 0 0 Hypothetical protein (1) el funton (1 HPRO1337] (1) scaffold_4_mRNA_2002.1
zine ion binding [GO:0008270 AI““Z"" f“"“d“a“;z,“'“ (IPRO21109]
molecular_function (1); aspartic-type (1) 21 finger,
g [IPROOISTS] (1); Viral movement protein
endopepidase activty [GO:0004190 it BT PR
GF0029267 1 0 0 Hypothetical protein (1) molecula_function] (1) uelee aid e EE0 N EEERINE scaffold_4_mRNA_1997.1
binding [G0:0003676 retrovirus, catalytic [IPR001995] (1);
molecular_function] (1) proteolysis 1"
partc peptidase, active site
1GO:0006508 biological process] (1) OIS
GF0029266 1 0 0 Hypothetical protein (1) scaffold_4_mRNA_1985.1
GF0029265 1 0 0 Hypothetical protein (1) scaffold_4_mRNA_1968.1
GF0029264 1 0 0 Hypothetical protein (1) scaffold_4_mRNA_1956.1
GF0029263 1 0 0 Hypothetical protein (1) scaffold_4_mRNA_1952.1
Arabidopsis retrotransposon Orfl
GF0029262 1 0 0 Hypothetical protein (1) PRO013] (1) scaffold_4_mRNA_1951.1
Leucine-rich repeat [IPRO01611] (1);
Leucine-rich repeat-containing N-
P— . N  LRR receptor-like kinase family protein  protein binding [GO:0005515 terminal, planttype (IPROTS2001 (1 ooy oa o501
0} molecular_finction] (1) Leucine-rich repeat domain, L domain-
like [IPRO32675] (1); Leucine-rich
repeat, typical subtype [IPR003591] (1)
GF0029260 1 0 0 Hypothetical protein (1) scaffold_4_mRNA_1948.1
GF0029259 1 0 0 Hypothetical protein (1) scaffold_4_mRNA_1947.1
) Cytokinin riboside 5-monaphosphate
GF0029258 1 0 C’f'“k}:""‘,l: ‘Z"Zﬁ:f":‘:’;“"h"“’h“” phosphoribohydrolase LOG [IPR005269] scaffold 4 mRNA_1946.1
phosphoribohydrolase (1): LOG family [IPRO31100] (1)
GF0029257 1 0 0 Hypothetical protein (1) scaffold_4_mRNA_1945.1
GF0029256 1 0 0 Hypothetical protein (1) scaffold_4_mRNA_1944.1
GF0029255 1 0 0 Hypothetical protein (1) scaffold_4_mRNA_1941.1
GF0029254 1 0 0 Hypothetical protein (1) scaffold_4_mRNA_1938.1
GF0029253 1 0 0 Hypothetical protein (1) scaffold_4_mRNA_1937.1
GF0029252 1 0 0 Hypothetical protein (1) m’““’c peptidase domain [IPRO2H09T (w1 4 mRNA_1936.1
GF0029251 1 0 0 Hypothetical protein (1) scaffold_4_mRNA_1933.1
3)-beta-D-glucan biosynthetic
process [GO:0006075
biological_process] (1); 13-beta-D-  Glycosyl transferase, family 48
glucan synthase complex [GO:0000148  [IPR003440] (1); 1,3-beta-glucan
GF0029250 1 0 0 Putative callose synthase § (1) o wmpomm] e LoD symhase subunis FRS1 ke dom scaffold_4_mRNA_1930.1
glucan synthase activity [GO:0003843  [IPR026899] (1)
mleculr function] (1 membrane
[GO:0016020 cellular. cnmpon:m] 0
cysteine-type peptidase activity Domain of unknown function DUF1985
GO0008234 moleculr finction] (1. IPROISAI0] (1 Ulp protease iy, N
GF0029249 1 0 0 Hypothetical protein (1) prtcolysts (60006508 Chcmminal ctalyic domam [IPRO03663] *c4T0Id 4 mRNA 19281
biological_process] (1) [0}
GF0029248 1 0 0 Hypothetical protein (1) scaffold_4_mRNA_1924.1
GF0029247 1 0 0 Hypothetical protein (1) scaffold_4_mRNA_1915.1
GF0029246 1 0 0 Hypothetical protein (1) scaffold_4_mRNA_1892.1
GF0029245 1 0 0 Hypothetical protein (1) scaffold_4_mRNA_I886.1
GFO029244 1 0 0 Hypothetical protein (1) scaffold_4_mRNA_I878.1
GF0029243 1 0 0 Hypothetical protein (1) B;g;'z";;‘;?]”i‘;‘)“w” function DUF4283 0, vo1d_4_mRNA_1875.1
Glutathione S-transferase, C- wnmna]rhke
[IPRO10987] (1); Glutathior
GF0029242 1 0 0 Phi class glutathione S-iransferase (1) transferase, C-terminal [IPR004046] (1); scaffold_4_mRNA_1874.1
Glutathione S-transferases Phi,
terminal [IPRO34347] (1)
Regulatory protein NPR, ceniral domain
[IPR024228] (1); SKP1/BTB/POZ
tearal component of mermbrane domain [IPRO11333] (1); Ankyrin repeat
600016021 celuar compenen] (1, IPRO02110)(1): BT POZ domain
GF0029241 1 0 0 Hypothetical protein (1) otein binding [GO000%5 15 * [IPR000210] (1); TRAM/LAGI/CLNS  scaffold_4_mRNA_I871.1
P i g‘ o homology domain [IPR006634] (1);
molecular_functior NPRI/NIM I-like, C-terminal
[IPRO21094] (1); Ankyrin repea-
containing domain [IPR020683] (1)
SKP1/BTB/POZ domain [IPRO11333]
(1); Regulatory protein NPR, central
domain [IPR024228] (1); Ankyrin repeat
protein binding [GO:0005515 [IPRO02110] (1); BTB/POZ domain
GF0029240 1 0 0 Non-expressor of PRI (1) molecular function] (1) IPRO0210] (1), NPRUNIM Tk, ¢ S64T01d_4 mRNA_1867.1
terminal (IPRO21004] (1); Ankyrin
repeat-containing domain [IPR020683]
U]
GF0029239 1 0 0 Hypothetical protein (1) scaffold_4_mRNA_1865.1
Ankyrin repeat-containing domain
[IPRO20683] (1); NPRI/NIM I-like, C-
terminal [IPR021094] (1); BTB/POZ
i . protein binding [GO:0005515 domain [IPR000210] (1); .
GF0029238 1 0 0 Hypothetical protein (1) moleculat function] (1) SKPIUBTIPOZ domain (IPRO11333]  SE4T0d_4_ mRNA_1864.1
(1): Regulatory protein NPR, central
domain [IPR024228] (1); Ankyrin repeat
[IPRO02110] (1)
GF0029237 1 0 0 Hypothetical protein (1) scaffold_4_mRNA_1859.1
BTB/POZ domain [IPR000210] (1);
NPRI/NIM I-like, C-terminal
P — . N  Nonexpressor of pathogenesis-related  protein binding [GO:0003515 [IPRO21094] (1); Ankyrin repeat- scalold_4 mRNA 18571

© protein 1 (1)

molecular_function] (1)

containing domain [IPR020683] (1);
SKP1/BTB/POZ domain [IPRO11333]
(1); Ankyrin repeat [IPR002110] (1)
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BTB/POZ domain [IPR000210] (1);
NPRI/NIMI-like, C-terminal
[IPRO21094] (1); Ankyrin repeat-
protein binding [GO:0005515 containing domain [IPRO20683] (1):
GF0029235 1 0 0 Regulatory protein NPR1 (1) Tcular fncton (1) Reltons protein NPR. cental domain *c21010 4 mRNA 18541
[IPR024228] (1); SKP1/BTB/POZ
domain [IPRO11333] (1); Ankyrin repeat
[IPRO02110] (1)
Ankyrin repeat [IPRO02110] (1);
SKP1/BTB/POZ domain [IPRO11333]
(1): Regulatory protein NPR, cenral
domain [IPR024228] (1); P-loop.
. . protein binding [GO:0005515 containing nucleoside triphosphate }
GFO029234 1 0 0 Hypothetical protein (1) Pckecular fungtion] 1) adrolase (PRO37417] (1 BP0z STl _4 mRNA_1853.1
domain [IPR000210] (1); NPRI/NIM1-
like, C-terminal [IPR021094] (1);
Ankyrin repeat-containing domain
[IPRO20683] (1)
GF0029233 1 0 0 Hypothetical protein (1) scaffold_4_mRNA_1847.1
GFO0029232 1 0 0 Hypothetical protein (1) scaffold_4_mRNA_I837.1
Zine finger, CCHC-type [IPRO0ISTS]
nucleie acid binding [GO:0003676 (1): Ribonuclease H-like domain
GF0029231 1 0 0 Hypothetical protein (1) molecular_function] (1); zinc ion binding [IPROI2337] (1); Reverse transcriptase, ~ scaffold_4_mRNA_I835.1
[GO:0008270 molecular_function] (1) RNA-dependent DNA polymerase
[IPROI3103] (1)
GF0029230 1 0 0 Hypothetical protein (1) scaffold_4_mRNA_1830.1
GF0029229 1 0 0 Hypothetical protein (1) scaffold_4_mRNA_1824.1
» o protein binding [GO:0005515 2 domai .
GF0029228 1 0 0 Hypothetical protein (1) P ecuta frston (1) €2 domain [IPRO0000S] (1) scaffold_4_mRNA_1823.1
GF0029227 1 0 0 Hypothetical protein (1) scaffold_4_mRNA_1821.1
Endonuclease/exonuclease/phosphatase
GF0029226 1 0 0 Hypothetical protein (1) PRO0S138] (1) scaffold_4_mRNA_1820.1
GF0029225 1 0 0 Hypothetical protein (1) scaffold_4_mRNA_I814.1
GF0029224 1 0 0 Hypothetical protein (1) scaffold_4_mRNA_1798.1
GF0029223 1 0 0 Hypothetical protein (1) scaffold_4_mRNA_1796.1
GF0029222 1 0 0 Hypothetical protein (1) scaffold_4_mRNA_1791.1
GF0029221 1 0 0 Hypothetical protein (1) scaffold_4_mRNA_1789.1
zinc fon binding [GO:0008270
Zine finger, CCHC-type [IPRO0ISTS]
GF0029220 1 0 0 Zine knuckle family protein (1) molecular_function] (1); mucleic acid ;. 1y i of uknown function scaffold_4_mRNA_1786.1
binding [GO:0003676 | 4_mRNA_
. DUF4219 [IPR025314] (1)
molecular_fnction] (1)
GF0029219 1 0 0 Stress up-regulated Nod 19 protein (1) fl‘;m up-regulated Nod 19 [IPROTI6O2] oty 4 mRNA_1764.1
zine ion binding [GO:0008270
molecular_function] (1): nucleic acid
GF0029218 1 0 0 Hypothetical protein (1) Hidine [G0/0003676 Zine finger, CCHC-type [IPROOISTS] (1) scaffold_4_mRNA_1745.1
molecular_function] (1)
GF0029217 1 0 0 Hypothetical protein (1) scaffold_4_mRNA_1744.1
protein import into mitochondrial matrix
[GO:0030150 biological_process] (1);  Mitochondrial import inner membrane
GFO029216 1 0 0 Transporter, Paml6 (1) mitochondrial inner membrane translocase subunit Tim16 [IPR005341]  scaffold_4_mRNA_1735.1
presequence translocase complex o)
[GO:000574 cellular_componen] (1)
GF0029215 1 0 0 Hypothetical protein (1) LOG family [IPRO31100] (1) scaffold_4_mRNA_1719.1
GFO029214 1 0 0 Hypothetical protein (1) scaffold_4_mRNA_1714.1
GF0029213 1 0 0 Hypothetical protein (1) scaffold_4_mRNA_1709.1
GFO029212 1 0 0 Hypothetical protein (1) scaffold_4_mRNA_1708.1
Polynucleotidy! transferase, Ribonuclease nucleic acid binding [GO:0003676 Ribonuclease H-like domain .
GFO029211 ! 0 O H fold (1) molecular_function] (1) [IPRO12337) (1) scaffold_4_mRNA_1705.1
Zine knuckle CX2CX4HX4C
ol o) (1 mcisacid IPRO25836] 1 Zine fngr CHC-
GF0029210 1 0 0 Hypothetical protein (1) 5 type [IPRODIS7S] (1); Domain of scaffold_4_mRNA_17.1
binding [GO:0003676 o o fmction DUF
lecular_function] (1) ko fnction DUF4283
mol = [IPRO25558] (1)
Refrotransposon gag domain
GF0029209 1 0 0 Hypothetical protein (1) PROGS163] 1y scaffold_4_mRNA_1698.1
nucleic acid binding [GO:0003676
} ; molecular_function] (1); regulation of  Carlavirus nucleic acid-binding protein _
GF0029208 1 0 0 Hypothetical protein (1) mseripton. DX Al IPRO0SS6H] (1) scaffold_4_mRNA_1697.1
[GO:0006355 biological_process] (1)
LOG family [IPR031100] (1); Cytokinin
. Cytokinin riboside S-monophosphate riboside S-monophosphate .
GF0029207 ! 0 phosphoribohydrolase (1) phosphoribohydrolase LOG [IPR005269) S¢T01d_4_MRNA_1696.1
o)
GF0029206 1 0 0 Hypothetical protein (1) scaffold_4_mRNA_1690.1
GF0029205 1 0 0 Hypothetical protein (1) scaffold_4_mRNA_1688.1
GF0029204 1 0 0 Hypothetical protein (1) scaffold_4_mRNA_1684.1
Zine knuckle CX2CX4HX4C
ol mon) (1 micisacid IPRO25836] 1 Zine fngr CHC-
GF0029203 1 0 0 Hypothetical protein (1) > type [IPRODIS7S] (1); Domain of scaffold_4_mRNA_1678.1
binding [GO:0003676 o o fmction DUF
lecular_function] (1) ko fnction DUF4283
mol = [IPRO25558] (1)
GF0029202 1 0 0 Hypothetical protein (1) scaffold_4_mRNA_1675.1
s Cytokinin riboside S-monophosphate
GF0029201 1 0 Chy “fk;“"?h“hh"“;d”]’ ""‘]",“"’""5’”“‘“ phosphoribohydrolase LOG [IPR005269] scaffold_4_mRNA_1674.1
phosphoribohydrolase (1): LOG family [IPRO31100] (1)
GF0029200 1 0 0 Monosacharide transport protein (1) scaffold_4_mRNA_1665.1
Cytokinin riboside S-monophosphate . .
GF0029199 1 0 Shocphorbahmdroace (1 LOG family [IPRO31100] (1) scaffold_4_mRNA_1662.1
GF0029198 1 0 0 Hypothetical protein (1) scaffold_4_mRNA_161.1
regulation of transcription, DNA-
templated [GO:0006355 Carlavirus nucleic acid-binding protein
GF0029197 1 0 0 Hypothetical protein (1) iologieal_process] (1) muclie acid R EEAS 8P scaffold_4_mRNA_1659.1
binding [GO:0003676
molecular_finction] (1)
GF0029196 1 0 0 Hypothetical protein (1) scaffold_4_mRNA_1649.1
GF0029195 1 0 0 Hypothetical protein (1) scaffold_4_mRNA_1648.1
GF0029194 1 0 0 Hypothetical protein (1) scaffold_4_mRNA_1647.1
GF0029193 1 0 0 Hypothetical protein (1) scaffold_4_mRNA_1646.1
nucleic acid binding [GO:0003676
molecular_function] (1); regulation of  Carlavirus nucleic aci
GF0029192 1 0 0 Hypothetical protein (1) onsaipton, DNA-temoloted LPROVZS68] (1) scaffold_4_mRNA_1645.1
[GO:0006355 biological_process] (1)
GF0029191 1 0 0 Hypothetical protein (1) scaffold_4_mRNA_1644.1
GF0029190 1 0 0 Hypothetical protein (1) scaffold_4_mRNA_1643.1
Cytokinin riboside S-monaphosphate
phosphoribohydrolase LOG [IPR005269]
GF0029189 1 0 0 Hypothetical protein (1) (1): Retrotransposon gag domain scaffold_4_mRNA_1642.1
[IPRO0S162] (1); LOG family
[IPRO31100] (1)
nucleic acid binding [GO:0003676 Integrase, catalytic core [IPRO01584] (1);
GFO029188 1 0 0 Hypothetical protein (1) molecular_fimction] (1); DNA integration Ribonuclease H-like domain scaffold_4_mRNA_1641.1
[GO:0015074 biological process] (1) [IPROI2337] (1)
GFO029187 1 0 0 Hypothetical protein (1) scaffold_4_mRNA_1640.1
GFO029186 1 0 0 Hypothetical protein (1) scaffold_4_mRNA_1639.1
GFO029185 1 0 0 Hypotheical protein (1) scaffold_4_mRNA_1637.1
GFO029184 1 0 0 Hypothetical protein (1) scaffold_4_mRNA_1635.1
LOG family [IPRO31100] (1); Cytokinin
. Cytokinin riboside S-monophosphate riboside 5-monophosphate ’
GF0029183 ! 0 phosphoribohydrolase (1) phosphoribohydrolase LOG [IPR005269) STl 4 MRNA_1634.1
)
GF0029182 1 0 0 Hypothetical protein (1) scaffold_4_mRNA_1633.1
GF0029181 1 0 0 Hypothetical protein (1) scaffold_4_mRNA_1632.1
GF0029180 1 0 0 Hypothetical protein (1) scaffold_4_mRNA_1629.1
GF0029179 1 0 0 Hypothetical protein (1) scaffold_4_mRNA_1628.1
GF0029178 1 0 o Cytokinin riboside 5-monophosphate scaffold_4_mRNA_1627.1
phosphoribohydrolase (1) A mRNA
nucleic acid binding [GO:0003676
GF0029177 1 0 0 Hypothetical protein (1) molecular_function] (1); zinc ion binding Zine finger, CCHC-type [IPRO0ISTS] (1) scaffold_4_mRNA_1625.1
[GO:0008270 molecular_function] (1)
Ribonuclease H-like domain
GF0029176 1 0 0 Hypothetical protein (1) ““‘I‘c" If‘”“:uh‘"“""g] {IG'O 0003676 [IPRO12337] (1); Domain of unknown  scaffold_4_mRNA_1617.1
molecular_function function DUF4283 [IPRO25558] (1)
GFO029175 1 0 0 Hypothetical protein (1) scaffold_4_mRNA_1616.1
GFO029174 1 0 0 Hypothetical protein (1) scaffold_4_mRNA_1613.1
GFO029173 1 0 0 Hypothetical protein (1) scaffold_4_mRNA_1610.1
GFO029172 1 0 0 Hypothetical protein (1) scaffold_4_mRNA_1609.1
et i Retrotransposon gag domain .
GF0029171 1 0 0 Hypothetical protein (1) HPRO0S O] () scaffold_4_mRNA_1608.1
GF0029170 1 0 0 Hypothetical protein (1) scaffold_4_mRNA_1604.1
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0 Hypothetical protein (1)

0 Hypothetical protein (1)

Cytokinin riboside S-monophosphate
phosphoribohydrolase (1)

Cytokinin riboside S-monophosphate
phosphoribohydrolase (1)

0 Zine knuckle family protein (1)

0 Hypothetical protein (1)
Cytokinin riboside S-monophosphate
phosphoribohydrolase (1)

o Cytokinin riboside S-monophosphate
phosphoribohydrolase (1)

0 Hypothetical protein (1)

0

0 Hypothetical protein (1)
Cytokinin riboside Smonophosphate
phosphoribohydrolase (1)

0 Hypothetical protein (1)

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

Cytokinin riboside S-monophosphate
phosphoribohydrolase LOGT (1)

0 Alpha,alpha-trehalase (1)

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

0 Hypothetical protein (1)

0 Hypothetical protein (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)
o Putative RNA-directed DNA polymerase

Cytokinin riboside S-monophosphate
phosphoribohydrolase (1)
 Retrotransposon protein, putative,
unclassified (1)
0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

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

0 Hypothetical protein (1)

0 Hypothetical protein (1)

o Cytokinin riboside S-monophosphate

phosphoribohydrolase (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Transposase (1)

0 Hypothetical protein (1)

Cytokinin riboside S-monophosphate

© phosphoribohydrolase (1)

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

PLATZ transcription factor family

© protein (1)

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

0 Hypothetical protein (1)

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

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 RNA-directed DNA polymerase (1)

0 Hypothetical protein (1)

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

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

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

0 Hypothetical protein (1)

0 Strictosidine synthase family protein (1)

regulation of transcription, DNA-
templated [GO:0006355
biological_process] (1)

zine ion binding [GO:0008270
molecular_function] (1); nucleic acid
binding [GO:0003676
molecular_function] (1)

trehalose metabolic process
[GO:0005991 biological_process] (1);
catalytic activity [GO:0003824
molecular_function] (1); alpha.alpha-
trehalase activity [GO:0004555
molecular_function] (1)

regulation of transcription, DNA-
templated [GO:0006355
biological_process] (1)

nucleic acid binding [GO:0003676
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); heme binding
[GO:0020037 molecular_function] (1);
iron ion binding [GO:0005506
molecular_function] (1)

intracellular [GO:0005622
cellular_component] (1); zin ion binding
[G0:0008270 molecular_function] (1)

‘nucleic acid binding [GO:0003676
molecular_function] (1); DNA integration
[GO:0015074 biological_process] (1)

DNA integration [GO:0015074
biological_process] (1); nucleic acid
binding [GO:0003676
molecular_function] (1)

RNA-DNA hybrid ribonuclease activity
[G0:0004523 molecular_function] (1);
nucleic acid binding [GO:0003676
molecular_function] (1)

biosynthetic process [GO:0009058
biological_process] (1); strictosidine
synthase activity [GO:0016844
molecular_function] (1)

FHY3/FART family [IPR031052] (1);
FAR1 DNA binding domain
[IPR004330] (1); Retrotransposon gag
domain [IPRO0S162] (1)

LOG family [IPR031100] (1); Cytoki
riboside S-monophosphate
phosphoribohydrolase LOG [IPR005269]

LOG family [IPR031100] (1)
Zine finger, CCHC-type [IPROOIS7S] (1)
Domain of unknown function DUF4219

[IPRO25314] (1)
LOG family [IPRO31100] (1)

LOG family [IPRO31100] (1)

LOG family [IPRO31100] (1)

LOG family [IPR031100] (1)

LOG family [IPR031100] (1); Cytok
riboside S-monophosphate
phosphoribohydrolase LOG [IPR005269]

Glycoside hydrolase, family 37
[IPRO01661] (1); Glycoside hydrolase,
family 37, conserved site [IPR018232]
(1); Six-hairpin glycosidase-like
[IPRO08928] (1)

FHY3/FARI family [IPR031052] (1);
MULE transposase domain [IPR015289)
M

Transposase-associated domain
[IPRO29480] (1)

LOG family [IPRO31100] (1)

Ribonuclease H-like domain
[IPROI2337) (1)

Cytochrome P450 [IPRO01128] (1);
Cytochrome P450, E-class, group |
[IPR002401] (1)

LOG family [IPRO31100] (1)

Aspartic peptidase domain [IPR021109]
[0}

LOG family [IPR031100] (1)

Domain of unknown function DUF4218
[IPR025452] (1)

LOG family [IPR031100] (1); Cytokinin
riboside S-monophosphate
phosphoribohydrolase LOG [IPR005269]
m

Protein of unknown function DUF597
[IPRO06734] (1); B-box-type zinc finger
[IPRO00315] (1)

Aspartic peptidase domain [IPR021109]
(1); Integrase, catalytic core [IPR001584]
(1); Ribonuclease H-like domain
[IPRO12337] (1)

Protein-tyrosine phosphatase-like
[IPRO29021] (1); Aspartic peptidase
domain [IPR021109] (1); Myotubularin-
like phosphatase domain [IPRO10569]
m

Retrotransposon gag domain
[IPRO05162] (1)

Ribonuclease H-like domain
[IPRO12337] (1); Integrase, catalytic core
[IPRO01584] (1)

Aspartate/glutamate/uridylate kinase
[IPR001048] (1)

Ribonuclease H-like domain
[IPRO12337] (1); Ribonuclease H domain
[IPR002156] (1)

Aspartate/glutamate/uridylate kinase
[IPROO1048] (1)

Aspartate/glutamate/uridylate Kinase
[IPRO01048] (1)

Six-bladed beta-propeller, TolB-like
[IPRO11042] (1); Strictosidine synthase
[IPRO04141] (1); Strictosidine synthase,
conserved region [IPROIS119] (1)
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scaffold_4_mRNA_1494.1
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scaffold_4_mRNA_1310.1
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scaffold_4_mRNA_1307.1
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scaffold_4_mRNA_1301.1

scaffold_4_mRNA_1298.1
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GF0029096 1

GF0029095 1

GF0029094 1

GF0029093 1

GF0029092 1

GF0029091 1

GF0029090 1

GF0029089 1
GF0029088 1

GF0029087 1
GF0029086 1
GF0029085 1

GF0029084 1

GF0029083 1

GF0029082 1
GF0029081 1
GF0029080 1
GF0029079 1
GF0029078 1
GF0029077 1

GF0029076 1

GF0029075 1
GF0029074 1
GF0029073 1

GF0029072 1

GF0029071 1
GF0029070 1

GF0029069 1

GF0029068 1
GF0029067 1

GF0029066 1

GF0029065 1

GF0029064 1
GF0029063 1
GF0029062 1
GF0029061 1
GF0029060 1
GF0029059 1
GF0029058 1

GF0029057 1

GF0029056 1
GF0029055 1

GF0029054 1

GF0029053 1

GF0029052 1

GF0029051 1
GF0029050 1
GF0029049 1

GF0029048 1

GF0029047 1

GF0029046 1

GF0029045 1
GF0029044 1
GF0029043 1

GF0029042 1

GF0029041 1

GF0029040 1
GF0029039 1
GF0029038 1
GF0029037 1
GF0029036 1
GF0029035 1

GF0029034 1
GF0029033 1
GF0029032 1

GF0029031 1

GF0029030 1

GF0029029 1
GF0029028 1

GF0029027 1

GF0029026 1
GF0029025 1
GF0029024 1
GF0029023 1
GF0029022 1
GF0029021 1
GF0029020 1
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Retrovirus-related Pol polyprotein from
transposon 412 (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

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

0 Putative strictosidine synthase (1)

0 Hypothetical protein (1)

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

0 Putative methyltransferase PMT20 (1)

0 Hypothetical protein (1)

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

0 Hypothetical protein (1)

0 Hypothetical protein (1)
0 Hypothetical protein (1)
o Putative Athila retroelement ORF1
© protein (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

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

Cytokinin riboside S-monophosphate

© phosphoribohydrolase (1)

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

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

o Cytokinin riboside -monophosphate
phosphoribohydrolase (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

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

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)
 Pentatricopeptide repeat-containing
© fumily protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Phloem protein 2-A13 (1)

0 Hypothetical protein (1)
0 Hypothetical protein (1)
RNA-directed DNA polymerase
(Reverse transcriptase) (1)

0 Hypothetical protein (1)

0

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

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

[G0:0004523 molecular. runcnon]m

phosphatase activity [GO:0016791
molecular_function] (1);
dephosphorylation [GO:0016311
biological_process] (1); protein tyrosine.
phosphatase activity [GO:0004725
molecular_function] (1)

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

Ribonuclease H-like domain
[IPRO12337) (1; Ribonuclease H domain
[IPRO02156] (1)

Protein-tyrosine phosphatase, active site
[IPRO16130] (1): Myotubularin-like
phosphatase domain [IPRO10569] (1;
Myotubularin family [IPR030564] (1);
rotein-tyrosine phosphatase-like
[IPR029021] (1)

Ribonuclease H-like domain
[IPRO12337] (1); Ribonuclease H domain
[IPRO02156] (1)

Aspartate/glutamate/uridylate kinase
[IPRO01048] (1)

ctosidine
[GO:0016844 molecular_function] (1);
biosynthetic process [GO:0009058
biological_process] (1)

methyltransferase activity [GO:0008168
molecular_function] (1)

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

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

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

RNA binding [GO:0003723
molecular_function] (1); ribonuclease T2
activity [GO:0033897
molecular_function] (1)

ATP binding [G0:0005524
molecular_function] (1); protein
phosphorylation [GO:0006468
biological process] (1); protein kinase
activity [GO:0004672
molecular_function] (1)

nucleic acid binding [GO:0003676
molecular_function] (1); regulation of
transcription, DNA-templated
[GO:0006355 biological_process] (1)

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

zine ion binding [GO:0008270
molecular_function] (1); protein binding
[G0:0005515 molecular_function] (1)

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

protein binding [GO:0005515
molecular_function] (1)

Six-bladed beta-propeller, TolB-like
[IPRO11042] (1); Strictosidine synthase
[IPRO04141] (1); Strictosidine synthase,
conserved region [IPROIS119] (1)
Protein-tyrosine phosphatase-like
[IPR029021] (1); M)mmbu]arm falmly
[IPR030564] (1);
phosphatase domain [wkomsm] (n

Myotubularin-like phosphatase domain
[IPRO10569] (1)

Putative S-adenosyl-L-methionine-
dependent methyliransferase
[IPRO04159] (1); S-adenosyl-L-
methionine-dependent methyltransferase
[IPR029063] (1)

Zinc finger C2H2-type [IPROI3087] (1);
Zine finger, RING/FYVE/PHD-type
[IPROT3083] (1)

Retrotransposon gag domain
[IPRO0S162] (1)

Prolamin-like domain [IPRO0SS02] (1)

HAT, C-terminal dimerisation domain
[IPRO0S906] (1); Ribonuclease H-like
domain [IPRO12337] (1)

Retrotransposon gag domain
[IPRO0S162] (1)

Ribonuclease H-
[IPRO12337] (1)

e domain

Ribonuclease T2-like [IPRO01568] (1)

LOG family [IPR031100] (1); Cytoki
riboside S-monophosphate
phosphoribohydrolase LOG [IPR005269]
[

Transposase, Tnpl/En/Spm-like
[IPR004264] (1)

Aspartic peptidase domain [IPR021109]
)

Protein kinase-like domain [IPRO11009]
(1); Protein kinase domain [IPR000719]
(1); Serine/threonine-protein kinase,
active site [IPR00S271] (1)

LOG family [IPRO31100] (1)

Carlavirus nucleic aci
[IPRO02568] (1)

inding protein

Gag-polypeptide of LTR copia-type
[IPR029472] (1)

Ribonuclease H-like dom:
[IPRO12337] (1); GAG-pre-integrase
domain [IPR025724)
Gag-polypeptide of LTR copia-type
[IPR029472] (1)

P-loop conta
hydrolase [IPR027417] (1)

Aspartic peptidase domain [IPR021109]
m

Tetratricopeptide-like helical domain
[IPRO11990] (1); Pentatricopeptide
repeat (IPRO02885] (1); DYW domain
[IPR032867] (1)

Ulp! protease family, C-terminal
catalytic domain [IPR003653] (1):
Domain of unknown function DUF1985
[IPROI5410] (1)

F-box domain [IPRO0IS10] (1); Phloem
protein 2-Jike [IPRO25886] (1)

Reverse transeriptase domain
[IPRO00477] (1)

ing nucleoside triphosphate

scaffold_4_mRNA_1262.1

scaffold_4_mRNA_1260.1

scaffold_4_mRNA_1252.1

scaffold_4_mRNA_1251.1

scaffold_4_mRNA_1249.1

scaffold_4_mRNA_1247.1

scaffold_4_mRNA_1241.1

scaffold_4_mRNA_1240.1
scaffold_4_mRNA_1239.1

scaffold_4_mRNA_1236.1
scaffold_4_mRNA_1228.1
scaffold_4_mRNA_1227.1

scaffold_4_mRNA_1225.1

scaffold_4_mRNA_1224.1

scaffold_4_mRNA_1223.1
scaflold_4_mRNA_1222.1
scaflold_4_mRNA_1221.1
scaffold_4_mRNA_1213.1
scaffold_4_mRNA_1204.1
scaflold_4_mRNA_1201.1
scaffold_4_mRNA_1195.1

scaffold_4_mRNA_1185.1
scaffold_4_mRNA_1177.1
scaffold_4_mRNA_1176.1

scaffold_4_mRNA_1162.1

scaffold_4_mRNA_1159.1
scaffold_4_mRNA_1158.1

scaffold_4_mRNA_1156.1

scaffold_4_mRNA_1143.1
scaffold_4_mRNA_1133.1

scaffold_4_mRNA_1132.1

scaffold_4_mRNA_1131.1

scaflold_4_mRNA_1130.1
scaflold_4_mRNA_1129.1
scaflold_4_mRNA_1126.1
scaflold_4_mRNA_1125.1
scaflold_4_mRNA_1123.1
scaflold_4_mRNA_1120.1
scaflold_4_mRNA_1112.1

scaffold_4_mRNA_1111.1

scaffold_4_mRNA_1108.1
scaffold_4_mRNA_1107.1

scaflold_4_mRNA_1104.1

scaffold_4_mRNA_1101.1

scaffold_4_mRNA_1095.1

scaffold_4_mRNA_1093.1
scaffold_4_mRNA_1092.1
scaffold_4_mRNA_1089.1

scaflold_4_mRNA_1088.1

scaffold_4_mRNA_1087.1

scaffold_4_mRNA_1080.1

scaffold_4_mRNA_1075.1
scaffold_4_mRNA_1070.1
scaffold_4_mRNA_1063.1

scaffold_4_mRNA_1052.1

scaffold_4_mRNA_1051.1

scaffold_4_mRNA_1050.1
scaffold_4_mRNA_1048.1
scaffold_4_mRNA_1024.1
scaffold_4_mRNA_1013.1
scaffold_4_mRNA_1002.1
scaffold_4_mRNA_L.1

scaffold_3_mRNA_991.1
scaflold_3_mRNA_989.1
scaffold_3_mRNA_987.1

scaffold_3_mRNA_985.1

scaffold_3_mRNA_979.1

scaffold_3_mRNA_973.1
scaffold_3_mRNA_97.1

scaffold_3_mRNA_959.1

scaffold_3_mRNA_935.1
scaffold_3_mRNA_932.1
scaffold_3_mRNA_929.1
scaffold_3_mRNA_924.1
scaflold_3_mRNA_923.1
scaflold_3_mRNA_922.1
scaflold_3_mRNA_903.1



T Nam inC.celementine  Numin C. unshia Note Go TaterPro Member Members in PArolaE
GF0029019 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_899.1
GFO029018 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_897.1
GF0029017 1 0 0 Hypothetial protein (1) scaffold_3_mRNA_896.1
GFO029016 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_895.1
GF0029015 1 0 0 Hypothetical protein (1) (’}’;"a"” peptidase domain (IPRO21109) (14 3 upNA_881.1
iron fon binding [GO:0005506
molecular_function] (1); heme binding
GOA0020037 molecular_funtion] (1): ¢y, hvome pa50 (1PROOT128] (1
oxidation-reduction process Cotocnome B30, consenied ke
GF0029014 1 0 0 Geraniol 10-hydroxylase (1) [GO:0055114 bmk_wgmal process] (1): L tochmome paso, . Scaold 3 mRNA_§77.1
oxidoreductase atviy. atng onpaired (% T LRI
donors, with incorporation or reduction - group
of molecular oxygen [GO:001670:
molecla uncion] (1)
imary a ivity
1GO0008151 molecur f\mcnon] o
copper ion binding [GO:0005507
molecular_function] (1); nxldauon- Copper amine oxidase, C-terminal
GF0029013 1 0 0 Hypothetical protein (1) reduction process [GO:0055114 [IPROIS798] (1); Copper amine oxidase  scaffold_3_mRNA_838.1
biological_process] (1); quinone binding ~[IPR000269] (1)
[GO:0048038 molccular_function] (1)
amine metabolic process [GO:0009308
biological_process] (1)
Endonuclease/exonuclease/phosphatase
GFO029012 1 0 0 Hypothetical protein (1) [IPRO0S135] (1); Reverse transcriptase  scaffold_3_mRNA_834.1
zinc-binding domain [IPR026960] (1)
SANT/Myb domain [IPR00100S] (1):
GF002901 1 1 0 0 Protein ODORANTI (1) 2";{\0 b::f’;‘g“[ﬁg“;“(’f‘m” Myb domain [IPRO17930] (1); scaffold_3_mRNA_828.1
eeutarfune Homeobox dom: [IPR009057] (1)
Cytokinin riboside S'-monophosphate
GF0029010 1 0 Shosphorbahmdrolace (1 LOG family [IPRO31100] (1) scaffold_3_mRNA_814.1
proteolysis [GO:0006508 Ulp! protease family, C-terminal
. . biological_process] (1); cysteine-type  catalytic domain [IPR003653] (1); }
(F0029009 ! o © Hypothetcal protein (1) peptidase activity [GO:0008234 Domain of unknown function DUFfogs 0143 mRNA_SOL1
molecular_function] (1) [IPROIS410] (1)
GF0029008 1 0  Zine finger matrin-type protein 1, scaffold_3_mRNA_77.2
putative isoform 1 (1) -3 mRNA
GF0029007 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_766.1
GF0029006 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_747.3
structural consituent of ribosome
! Ribosomal protein L1 Se core domain
GO:0005738 molecuar_funcrion] (1): st RORIE C O P 0T
translation [GO:0006412 L15e, conserved site [IPR020925] (1);
GF0029005 1 0 0 Ribosomal protein L15 (1) biological_process] (1); intracellular ', conserved s " scaffold_3_mRNA_743.1
Ribosomal protein L23/L15e core domain
[GO:0005622 cellular_component] (1); "
Hiboname [GO00058H0 [IPROI2678] (1: Ribosomal protein
LiSe [IPRO00439] (1)
cellular_component] (1)
GF0029004 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_724.1
GF0029003 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_711.1
GF0029002 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_709.1
GF0029001 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_697.1
GF0029000 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_694.1
GF0028999 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_693.1
GF0028998 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_692.1
nucleic acid binding [GO:0003676 Ribonuclease H-like domain
GF0028997 1 0 0 Hypothetical protein (1) oclecuar functons (1) [IPR 1397 (1) scaffold_3_mRNA_690.1
. of unknown function DUF4283
GFO028996 1 0 0 Hypothetical protein (1) [IPROZ S350 scaffold_3_mRNA_689.1
intracellular [GO:0005622
el componen] (1 ik depndent
a
Peptidase C12, ubiquitin carboxyl- .
GF0028995 1 0 o Comminal nydrolace IPROO1STS) (1) 54Tl 3_ mRNA_686.1
process [GO:0006511
biological_process] (1)
GF0028994 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_683.1
GF0028993 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_682.1
GTP binding [GO:0005525
molecular_function] (1); oxidation- FAD-binding domain [IPRQDZ‘)ZR] a
. FAD/NAD(P)
reduction process [GO:0055114
[IPRO23753] (1: P-loop conlammb
biological_process] (1); oxidoreductase | P55 (% Ploap o
GF0028992 1 0 0 Hypothetical protein (1) activity [GO:0016491 prosphate hy scaffold_3_mRNA_677.1
[IPRO27417] (1); Small GTPase
molecular_funcion] (1): GTPase aciviey: (ECETE IR RREC
[GO:0003924 molecular_function] (1); f;'}’;’b. e o m
FAD binding [GO:0071949 Ry
molecular_function] (1)
regulation of transcription, DNA- FHY3/FARI family [IPR031052] (1);
GF0028991 1 0 0 FARI DNA-binding domain protein (1) templated [GO:0006355 FARI DNA binding domain scaffold_3_mRNA_644.1
biological_process] (1) [IPRO04330] (1)
GF0028990 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_640.1
GF0028989 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_631.1
GF0028988 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_629.1
GF0028987 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_628.1
GF0028986 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_6279.1
zine ion binding [GO:0008270 ADF-H/Gelsol
X [1PRO29006] (1), Gelsoln ke domsin
protein transport [GO:0006886 [IPRO07123] (1; Zine finger,
ot trans ; biological_process] (1); ER to Golgi  Sec23/Sec24-type [IPRO0689S] (1); von
GFO028985 ! 0 0 Protein transport protein SEC23 (1) Gje medinted transport [GO:0006888  Willebrand factor, type A [IPR002035]  ><2T0ld_3_mRNA_6276.2
biological_process] (1); COPII vesicle  (1): Sec23/Sec24, helical domain
coat [GO:0030127 cellular_component] ~[IPRODG900] (1); Sec23/Sec24, trunk.
) domain [IPRO0G896] (1)
cysteine-type peptidase activity Domain of unknown function DUF1985
i i [GO:0008234 molecular_function] (1); ~ [IPRO15410] (1); Ulp! protease family, _
GF0028984 1 0 0 Hypothetical protein (1) proteolysis [GO-0006503 Chemminalctalyic domaim [IPRO03663] *c4TId 3 MRNA_625.1
biological_process] (1) m
Small GTPase superfamily [IPRO01S06]
GTPase activity [GO:0003924 (1): P-loop containing nucleoside
GF0028983 1 0 0 Hypothetical protein (1) molecular_function] (1): GTP binding  triphosphate hydrolase [IPR027417] (1); scaffold_3_mRNA_6248.1
[GO:0005525 molecular_function] (1) Small GTP-binding protein domain
[IPRO0S225] (1)
GF0028982 1 0 0 DNA repair recO (1) ZEFLZ domain IPR007650] (1) scaffold_3_mRNA_6241.1
. Cytokinin riboside S'-monophosphate . .
GFO028981 1 0 shcephoribohydolare () LOG family [IPRO31100] (1) scaffold_3_mRNA_6169.1
GF0028980 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_6168.1
GF0028979 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_6110.1
GF0028978 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_6102.1
GF0028977 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_6096.1
positive regulation of transeription from
RNA polymerase Il promoter
[GO:0045944 biological_process] (1);
regulation of transeription, DNA-
templated [GO:0006355
biological_process] (1) MAPK cascade
[GO:0000165 biological_process] (1);
transeription factor activity, sequence-  Transeription factor, MADS-box
specific DNA binding [GO:0003700  [IPR002100] (1); Transcription factor, K-
GF0028976 ! 0 0 MADS-box protein SOCI (1) molecular_function] (1); protein box [IPR002487] (1); MADS MEF2-like. . scaffold_3_ mRNA_6067.1
dimerization activity [GO:0046983 [IPRO33896] (1)
molecular_function] (1); nucleus
[GO:0005634 cellular_component] (1);
DNA binding [GO:0003677
molecular_function] (1): RNA
polymerase I regulatory region
sequence-specific DNA binding
[GO:0000977 molecular_function] (1)
GF0028975 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_6060.1
GF0028974 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_6026.1
GF0028973 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_6025.1
Short-chain dehydrogenascreductase
GF0028972 1 0 0 Carbonyl reductase 3 (1) SDR [IPR002347] (1); NAD(P)-binding  scaffold_3_mRNA_6024.1
domain [IPRO16040) (1)
ATP binding [GO:0005524
L‘:‘:'::'“L :‘(‘::p":"“']“i 'k) nz‘s‘fl::l’“ & Ploop containing mucleoside triphosphate
§ - " ! hydrolase [IPRO27417] (1); Adenylate
GFO028971 1 0 0 Adenylate kinase (1) GO:0019203 molecular function] (1); 2 SR e o gty Scaffold 3 mRNA_602.1
nucleabase-containing compound o
metabolic process [GO:0006139
biological_process] (1)
) ) ) SANT/Myb domain [IPRO0I00S] (1):
GFO028970 1 0 Myb transeription factor MIXTA-tike  DNA binding [G0:0003677 Myb domain [IPROI7930] (1); scaffold_3_mRNA_6012.1

protein (1)

molecular_function (1) Homeobox domain-like [IPR009057] (1)
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GF0028969 1
GF0028968 1
GF0028967 1
GF0028966 1
GF0028965 1
GF0028964 1
GF0028963 1
GF0028962 1
GF0028961 1
GF0028960 1
GF0028959 1
GF0028958 1
GF0028957 1
GF0028956 1
GF0028955 1
GF0028954 1
GF002895. 1
GF0028952 1
GF0028951 1
GF0028950 1
GF0028949 1
GF0028948 1
GF0028947 1
GF0028946 1
GF0028945 1
GF0028944 1
GF0028943 1
GF0028942 1
GF0028941 1
GF0028940 1
GF0028939 1
GF0028938 1
GF0028937 1
GF0028936 1
GF0028935 1
GF0028934 1
GF0028933 1
GF0028932 1
GF0028931 1
GF0028930 1

oo oo

o oo o

Integrin-linked protein kinase family
o 40)

isoform

o Caleium-dependent lpi
© domain) family protein, put

0 Unspecific monooxygenase (1)

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

0 Hypothetical protein (1)

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

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

0 Ubiquitin-40S ribosomal protein $27a (1)

0 Hypothetical protein (1)

0 Mutator-like transposase (1)

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

0 Hypothetical protein (1)

0D27 fas

protein, putative (1)

o Multidrug resistance protein ABC
© tansporte funily protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 GATA transcription factor 15 (1)

0 Fumarate hydratase (1)

0 Ribosomal protein L19 (1)

0 Epoxide hydrolase 2 (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Poly [ADP-ribose] polymerase (1)

o Empfindiicher im dunkelroten licht |
© fumily protein (1)

0 Mutator-like transposase (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Sieve element occlusion protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

Non-LTR retroelement reverse
transeriptase-like (1)

ATP binding [GO:0005524
molecular_function] (1); protein kinase
activity [GO:0004672
molecular_function] (1); protein
phosphorylation [GO:0006468
biological process] (1); protein binding
[GO:0005515 molecular_function] (1)
protein binding [GO:0005515
molecular_function] (1)

iron ion binding [GO:0005506
molecular_function] (1); heme binding
[G0:0020037 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:0055114
biological_process] (1)

nucleic acid binding [GO 0003676
molecular_function] (

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

translation [GO:0006412
biological_process] (1); structural
constituent of ribosome [GO:0003735
molecular_function] (1; protein binding
50:0005515 molecular_function] (1);
ribosome [GO:0005840
cellular_component] (1)
proteolysis [GO:0006508
biological_process] (1); cysteine-type
peptidase activity [GO:0008234
molecular_function] (1)

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

zinc ion binding [GO:0008270
molecular_function] (1); nucleic acid
binding [GO:0003676
molecular_function] (1)

selenium binding [GO:0008430
molecular_function] (1)

regulation of transcription, DNA-
templated [GO:0006355
biological_process] (1; sequence-
specific DNA binding [GO:0043565
molecular_function] (1); zinc ion binding
[G0:0008270 molecular_function] (1);
transeription factor activity, sequence-
specific DNA binding [GO:0003700
molecular_function] (1)

fumarate metabolic process
[GO:0006106 biological_process] (1)
ricarboxylic acid cyele [GO:0006099
biological_process] (1); ricarboxylic acid
le enzyme complex [GO:0045239

cellular_component] (1): lyase activity
[GO:0016829 molecular_function] (1);
catalytic activity [G0:0003824
molecular_function] (1); fumarate
hydratase activity [GO:0004333
molecular_function] (1)
structural constituent of ribosome.
[GO:0003735 molecular_function] (1);
intracellular [GO:0005622
cellular_component] (1); translation
[GO:0006412 biological _process] (1);
cy\mam large ribosomal subunit

2625 cellular_component] (1);
nhosome [GO:0005840
cellular_component] (1)

catalytic activity [G0:0003824
molecular_function] (1)

regulation of transcription from RNA
polymerase II promoter [GO:0006357
biological_process] (1): RNA polymerase
11 transcription cofactor activity
[GO:0001104 molecular_function] (1);
mediator complex [GO:0016592
cellular_component] (1)

NAD+ ADP-ribosyltransferase activity
[GO:0003950 molecular_function] (1);
protein ADP-ribosylation [GO:0006471
biological_process] (1)

protein binding [GO:0005515
molecular_function] (1)

zine ion binding [GO:0008270
molecular f\mcllon] (1); nucleic acid
binding [GO:0003
molzuular)\mclmn] a

integral component of membrane
[GO:0016021 cellular_component] (1);
mechanically-gated ion channel activity
[GO:0008381 molecular_function] (1)

nucleic acid binding [GO:0003676
molecular_function] (1); zinc ion binding
[GO:0008270 molecular_function] (1)

nucleic acid binding [GO:0003676
moleculnr _function] (1); RNA-DNA

Ankyrin repeat-containing domain
[IPR020683] (1); Protein kinase, ATP
binding site [IPRO17441] (1); Ankyrin
repeat [IPR002110] (1; Protein kinase-
like domain [IPRO11009] (1; Protein
Kinase domain [IPR000T19] (1)

scaffold_3_mRNA_5995.1

C2 domain [IPR00000S] (1) scaffold_3_mRNA_5987.1

Cytochrome P450, E-class, group |
[IPR002401] (1); Cytochrome P450,
conserved site [IPRO17972] (1);
Cytochrome P450 [IPRO01128] (1)

scaffold_3_mRNA_5976.1

scaffold_3_mRNA_5974.1

scaffold_3_mRNA_5935.1
Zine knuckle CX2CX4HX4C
[IPRO25836] (1);

Endonuclease/exonuclease/phosphatase

[IPRO0S135] (1); Domain of unknown
function DUF4283 [IPR025558] (1);
Ribonuclease H-like domain
[IPRO12337] (1); Reverse transcriptase
zinc-binding domain [IPR026960] (1)

scaffold_3_mRNA_5912.1

scaffold_3_mRNA_5910.1

UDP-glucuronosy/UDP-

glucosylransferase [IPRo02213] (1) SC4To1d.3_mRNA_S893.1
scaffold_3_mRNA_S891.1
scaffold_3_mRNA_5890.1
scaffold_3_mRNA_S81.1
scaffold_3_mRNA_5806.1

Ubiquitin domain [IPR000626) (1);

Ubiquitin conserved site [IPRO19954]

(1): Zine-binding ribosomal proiein

[IPROT1332] (1); Ribosomal protein ~ scaffold_3_mRNA_5709.1

$27a [IPR002906] (1); Ubiquitin

[IPRO19956] (1); Ubiquitin-related

domain [IPR029071] (1)

Ulpl protease family, C-terminal
catalytic domain [IPR003653] (1) scaffold_3_mRNA_S701.1
MULE transposase domain IPR018289]
(1): Zine finger, PMZ-type [IPRO06564]
(1) Transposase, MuDR, plant
[IPRO04332] (1); Zine finger, SWIM-
type [IPR00TS27] (1)

scaflold_3_mRNA_5700.1

scaffold_3_mRNA_S688.1
scaflold_3_mRNA_5684.1
scaflold_3_mRNA_5671.1
Zinc finger, CCHC-type [IPRODISTS]

1); Domain of unknown function
DUF4283 [IPR025558] (1)

scaffold_3_mRNA_668.1

Domain of unknown function DUF4033
[IPRO25114] (1)

Protein of unknown function DUF4228,
plant [IPR025322] (1)

scaflold_3_mRNA_5652.1
scaffold_3_mRNA_5626.1

scaffold_3_mRNA_5616.1
scaffold_3_mRNA_S611.1
scaffold_3_mRNA_5603.1

fﬁcmum.\,inding proein (PROOSS26] 1 3 nia 5509.1

Zine finger, NHRIGATA-type
[IPROI3088] (1); Zinc finger, GATA-  scaffold_3_mRNA_S598.1
type [IPR000679] (1)

Fumarase/histidase, N-terminal
[IPRO24083] (1); Fumarate lyase,

conserved site [IPR020557] (1);

Fumarate lyase family [IPR000362] (1);

Fumarate lyase, N-terminal [IPRDZZ761] scaffold_3_mRNA_5581.2
ay Fummcc C-termi

[IPROIS9S1] (1); Fuminte hydra\a:e,

class 11 [IPR00S677) (1); L-Aspartase-

like [IPRO0SO4S] (1)

Ribosomal protein L19/L19¢ conserved
site [IPR023638] (1); Ribosomal prot
L19, eukaryotic [IPR033935] (1);
Ribosomal protein L19/L19e, domain 3

[IPRO15974] (1); Ribosomal protein  scaffold_3_mRNA_S578.1
LI19/L19e, domain 2 [IPRO15973] (1);
Ribosomal protein L19/L19e
[IPR000196] (1): Ribosomal protein
LI19/L19e, domain 1 [IPRO15972] (1)
Epoxide hydrolase-like [IPR000639] (1);
Alpha/Beta hydrolase fold (IPR029058]
(1); Alpharbeta hydrolase fold-1
[IPR000073] (1)

scaffold_3_mRNA_5567.1

Mediator complex, subunit Med14

UPROIIS4TI (1) scaflold_3_mRNA_5566.1

scaffold_3_mRNA_5552.1

Poly(ADP-ribose) polymerase, regulatory

domain [IPR004102] (1); Poly(ADP-
ibose) polymerase, catalytic «(omnm

[IPRO12317] (1); WGR doma

[IPRO08893] (1): SAP domain

[IPRO03034] (1)

scaffold_3_mRNA_5551.1

F-box domain [IPRO0IS10] (1) scaffold_3_mRNA_5535.1

Zine finger, CCHC-type [IPROO1S7S]
1); MULE trans| domain
[IPRO18289] (1); Zinc finger, PMZ-type
[IPRO06564] (1); Transposase, MuDR,
plant [IPR004332] (1); Zinc finger,
SWIM-type [IPR007527] (1)

scaffold_3_mRNA_5464.1

scaffold_3_mRNA_5462.1

scaffold_3_mRNA_5455.1
Sieve element occlusion, N-terminal
[IPR027942] (1); Sieve element
occlusion, C-terminal [IPR027944] (1)

scaffold_3_mRNA_545.1

Piezo family [IPR027272] (1) scaffold_3_mRNA_5423.1

Domain of unknown function DUF4283
[IPRO25558] (1); Zinc finger, CCHC-
type [IPRO0I878] (1): Zine knuckle
CX2CX4HXAC [IPR025836] (1)
Endonuclease/exonuclease/phosphatase
[IPRO0S135] (1); Reverse transcriptase

zinc-binding domain [IPR026960] (1);

scaffold_3_mRNA_S413.1

scaffold_3_mRNA_5412.1

[uo 0004523 molecular_function] (1)

[IPRO12337) (1); Ribonuclease H domain
[IPRO02156] (1)



T Nam inC.celementine  Numin C. unshia Note Go TaterPro Member Members in PArolaE
} Exonuclease, RNase T/DNA polymerase
nucleic acid binding [GO:0003676 111 [IPRO13520] (1); Ribonuclease H-like
molecular_function] (1); metal ion TS —
GF0028929 1 0 0 RNA exonuclease 4 (1) transport [GO:0030001 71 Heay scaffold_3_mRNA_5404.1
biological_process] (1); metal ion binding 235°¢i2ted domain, HMA [IPR00G121)
[GO:0046872 molecular_function] (1) I:: Zine finger C2H2-type [IPRO13087)
cysteine-type peptidase activity Ulp! protease family, C-terminal
. . [GO:0008234 molecular_function] (1); ~ catalytic domain [IPR003653] (1); .
GFO028928 1 0 0 Hypothetical protein (1) Irotcolysi [GO006508 Do o o finction DUFIogs  Scaffold_3_mRNA_5402.1
biological_process] (1) [IPROIS410] (1)
GF0028927 1 0 0 Hypothetical protein (1) ;;“Qz’;‘;f;;] “(557“'“‘" domain scaffold_3_mRNA_5375.1
. . nucleic acid binding [GO:0003676 Ribonuclease H-like domain .
GF0028926 1 0 0 Hypothetical protein (1) oetecuar functions (1) (PROIZ3371 1) scaffold_3_mRNA_5358.1
GF0028925 1 0 0 Monosacharide transport protein (1) scaffold_3_mRNA_5353.1
GF0028924 1 0 0 Hypothetical protein (1) scaffold_3_mRNA,_5352.1
GF0028923 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_S351.1
heme binding (GO:0020037
molecular_function] (1); iron on binding
[GO:0005506 molecular_function] (1);
oxidoreductase activity, acting on paired
GF0028922 1 0 0 Cytochrome P450 71A21 (1) donors, with incorporation or reduction  Cytochrome P450 [IPR001128] (1) scaffold_3_mRNA_S34.1
of molccular oxygen [GO:0016705
molecular._function] (1); oxidation-
reduction process [GO:0055114
biological_process] (1)
GFO028921 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_533.1
GF0028920 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_5309.1
chlorophyll catabolic process
i i [GO:0015996 biological process] (1); .
GF0028919 1 0 0 Hypothetical protein (1) chlorophyllase ctity [Go0047746 CHlorophylase [IPROIT395] (1 scaffold_3_mRNA_5306.1
molecular_fnction] (1)
GFO028918 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_S3.1
GF0028917 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_5293.1
J— | o  Retrotransposon proten, putative, Ty3- Aspartic pepidase domain [IPROZUIO9) o5 on 5200 1
aypsy subelass (1) o)
GF0028915 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_5280.1
GF0028914 1 0 0 Hypothetical protein (1) ﬁ;nglznsggﬁ wuya” function DUFA283 (oot 3 mRNA_5272.1
GFO028913 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_5271.1
nucleic acid binding [GO:0003676
GF0028912 1 0 0 Hypothetical protein (1) molecular_function] (1); DNA binding ;::Z g:g:: C';E:Z"‘W“c [[';':‘);ﬁ;sxi]] (("’7‘ scaffold 3_mRNA_5247.1
[GO:0003677 molecular_function] (1) ger C2H2-typ: ;
egral component of membrane
GF0028911 1 0 0 Hypothetical protein (1) [GO:0016021 cellular_component] (1):yy x 1 tejared protein [IPRO30184] (1) scaffold_3_mRNA._5229.1
transmembrane transporter activity
[GO:0022857 molecular_function] (1)
GFO028910 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_5226.1
GFO028909 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_5224.1
actin binding [GO:0003779
molecular_function] (1) actn SIament | L i
lepolymerization [G 0042 " e i
GF0028908 1 0 0 Actin-depolymerizing factor 6 (1) biological_process] (1); intracellular Eii‘ﬁ?n‘ﬁo‘bxl ":’:““'I‘"ﬁ'l'l’,‘;zm;g‘;@ scaffold_3_mRNA_5214.1
1GO:0005622 cellar_component (1): (51 T TR O
actin eytoskeleton [GO:0015629 g
cellular_component] (1)
GF0028907 1 0 0 Pollen Ole ¢ I family allergen (1) scaffold_3_mRNA_5208.1
Pepidase S24/S26A/S26B/S26C family Peptidase S24/S26A/S26B/S26C
GF0028906 1 0 0 ety PRO1S27] (1) scaffold_3_mRNA._5203.1
nucleobase-containing compound
metabolic process [GO:0006139 YqgF/RNase H-like domain [IPR006641]
GF0028905 1 0 0 Hypotheical protein (1) biological_process] (1; nucleic acid ~ (1): Ribonuclease Helike domain scaffold_3_mRNA_5202.1
binding [GO:0003676 [IPROI2337] (1)
molecular_function] (1)
cysteine-type peptidase activity
. [GO:0008234 molecular_function] (1);  Ulpl protease family, C-terminal ’
GFO028904 1 0 0 Hypothetical protein (1) Irocolysi [GO0006508 cantyiodomin IFR0365] 1) scaffold_3_mRNA_S188.1
biological_process] (1)
GF0028903 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_5185.1
response to metal fon [GO:0010038
biological_process] (1); metal ion binding
Gluathione [€5000a6872 molecular_functon] (0: - pyytocheatin synthase [IPROOT7101 (1);
GF0028902 1 0 o Glutathione gamma- o glutathione gamna- Phytochelatin synthase, C-terminal scaffold_3_mRNA_5175.1
[GO:0016736 molecular_function] (1~ [PRO13407 ()
phytochelatin biosynthetic process
[GO:0046938 biological process] (1)
GFO0028901 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_S169.1
Zinc finger, PMZ-type [IPR006564] (1);
. zinc fon binding [GO:0008270 MULE transposase domain [IPR018289] _
GF0028900 1 0 0 Mutator-like transposase (1) ocleouar functon] (1) Q1);Zine g, SWIMvype scaffold_3_mRNA_S153.1
[IPRO07527] (1)
GF0028899 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_5119.1
GF0028898 1 0 0 Hypothetical protein (1) ;;‘;gn;usﬂ;sspz?:l“) gag domain scaffold_3_mRNA_S114,1
GF0028897 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_510.1
GF0028896 1 0 0 S-protein homologue 1 (1) ;';;‘()“%';‘;‘]‘I““;’“"b"“y st scaffold_3_mRNA_5098.1
GF0028895 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_S081.1
Refrotransposon gag domain
GF0028894 1 0 0 Hypothetical protein (1) [IPRO0S162] (1); Aspartic peptidase  scaffold_3_mRNA_5076.1
domain [IPRO21109] (1)
GF0028893 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_S067.1
GF0028892 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_S061.1
ribosome [GO:0005840
cellular_component] (1); intracellular
[GO:0005622 cellular_component] (1);
m Ribosomal protein L1S [IPRO30878] (1):
translation [GO:0006412
GF0028891 1 0 0 608 ribosomal protein L27a (1) biological_process] (1); large ribosomal ﬁ:’:;;‘r‘”;:]“(’::’"R";j;:;:i;‘::‘:.im scaffold 3_ mRNA_505.1
subunit [GO:0015934 ph !
cellular_component] (1; structural LiSe/LISP [IPROZLI31) (1)
constituent of ribosome [GO:0003735
molecular_function] (1)
LOG family [IPRO31100] (1); Cytokinin
. Cytokinin riboside S-monophosphate riboside 5-monophosphate .
GF0028890 ! 0 phosphoribohydrolase (1) phosphoribohydrolase LOG [IPR005269) STl _3_MRNA_S021.1
M
GF0028889 1 0 0 Hypothetical protein (1) scaffold_3_mRNA._5020.1
binding [GO:0005488 Amadillo-like helical (IPRO11989] (1);
GFO028888 1 0 0 Hypotheical protein (1) motcods fncton] (1) Al type old (PROL602A] (1 SC4TO143_ mRNA 5021
oxidoreductase activity, acting on paired
donors, with incorporation or reduction
ofmolecular oxygen [GODOIGT0S (o
molecular_function] (1); oxidation- : conserved s
GFO028887 1 0 0 Cytochrome P450 82A4 (1) reduction process [GO:0055114 E":i‘);;zﬂ ([‘l;;;uy”‘;’;("‘:‘;':‘l”"’““' B Gcaffold_3_mRNA_S018.1
biological_process] (1); heme binding . d
[GO:0020037 molecular_function] (1);  C¥\ochTome P450 [IPROOTI28] (1)
iron fon binding [GO:0005506
molecular_function] (1)
ranslation [GO:0006412
biological_process] (1); intracellular
[GO:0005622 cellular_component] (1);
GF0028886 1 0 0,608 ribosomal protein L36 (1) structural constituent of ribosome Ribosomal protein L36¢ [IPR000509] (1) scaffold_3_mRNA_5002.1
[GO:0003735 molecular_function] (1);
ribosome [GO:0005840
cellular_componen] (1)
GFO028885 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_4989.1
BPM, C-terminal [IPRO34090] (1);
y SKP1/BTB/POZ domain [IPRO11333]
J— . o BTB/POZ and MATH domain-containing protein binding [GO:0005515 (1; TRAF ks [PRO0B974] 1) scafold_3 mNA, 4983.1
protein 4 (1) molecular_function] (1) v alorspr) s SR
BTB/POZ domain [IPR000210] (1)
Ubiquitin-conjugating enzyme, active si
[IPRO23313] (1; Ubiquitin-conjugating
GFO028883 1 0 0 Ubiquitin-conjugating enzyme E22 (1) enzyme/RWD-like [IPROIG13S] (1) scaffold_3_mRNA_4980.1
Ubquitin-conjugating enzyme E2
[IPRO00GOS] (1)
zinc ion binding [GO:0008270
molecular_function] (1); cellular amino
acid biosynthetic process [GO:0008652  Cobalamin-independent methionine
biological_process] (1); methionine ~ synthase [IPR006276) (1); Cobalamin-
P — . N  S-methyletrahydropteroyltrightamate-—  biosynthetic process [GO:0009086 independent methionine synhase ME, 4oy

homocysteine S-methyliransferase (1)

biological_process] (1); 5-

N-terminal [IPRO13215] (1); Cobalamin-
independent methionine synthase MetE,

activity [GO:0003871
molecular_function] (1)

C [IPR002629) (1)
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GFO028881 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_497.1
GFO028880 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_4948.1
carbohydrate binding [GO:0030246
molecular_function] (1); carbohy Glycoside hydrola rbohyd
GFO028879 1 0 0 Photosynthetic NDH subcomplex B 2 (1) metabolic process [GO:0005975 binding [IPROI4718] (1); Galactose scaffold_3_mRNA 4926.1
biological_pracess] (1); catalytic activity mutarotase-like domain [IPRO11013] (1)
[GO:0003824 molecular_function] (1)
GFO028878 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_4918.1
GF0028877 1 0 0 Hypothetical protein (1) Transposase, MuDR, plant [IPRO04332] (.14 3 mRNA_4913.1
GF0028876 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_4912.1
GF0028875 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_4902.1
GF0028874 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_4887.1
GF0028873 I 0 0 Hypothetical protein (1) [|;nglz"5:;;ﬁ w"ya” function DUFA283 (ool 3 mRNA_4875.1
oxidoreductase actvity, acting on paired
donors, with incorporation or reduction
of molccular oxygen [GO:0016705 tochrome N
oo ] (o, S50 FRG01128) 0
GF0028872 1 0 0 Cytochrome P450 83B1 (1) reduction process [GO:0055114 [IPRO2A0T] (1; Cytachme .;Tv:s o scaffold_3_mRNA_4873.1
biological_process] (1) iron fon binding L 072 P [‘i,kz‘l s
[GO:0005506 molecular_function] (1) § 2
heme binding [GO:0020037
molecular_fnction] (1)
GF0028871 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_4871.1
GF0028870 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_4870.1
GF0028869 1 0 0 Hypothetical protein (1) ﬁ;;’%‘g;’;;’;‘;‘("“; gag domain scaffold_3_mRNA_4868.1
oxidoreductase activity, acting on paired
donors, with incorporation or reduction
"’“fulm;‘:;‘:"‘f;::ﬁ:‘]“ ([ﬁo(‘gf'c:ﬂf'j Cytochrome P450, conserved site
GF0028868 1 0 0 Hypothetical protein (1) reduction process [GO:0055114 [IPRO17972] (1; Cytochrome PAS0.E- S caffold_3_mRNA_4867.1
biological process] (1); ron ion binding €1%5% 810UP 1[IPRO02401] (1);
[GO:0005506 molecular_function] (1);  C¥'0chrome P40 [IPROOTI28] (1)
heme binding [GO:0020037
molecular_function] (1)
GF0028867 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_4865.1
 Cytokinin riboside S-monophosphte
GF0028866 1 0 O Sroxphoribahydrolas (1 LOG family [IPRO31100] (1) scaffold_3_mRNA_4864.1
. 5 Cupin 1 [IPRO06O45] (1); Germin,
Germin-like protein subfamily 1 member m;lrfc'\:‘l: ’;.r:::’;:c]‘:vl’:yn[:.? :n'ﬁ:i.s. manganese binding site [IPRO19750] (1),
GF0028865 1 0 0T P family Mg GO0 Germin [IPR001929] (1); RmiC-like jely scaffold_3_mRNA_4853.1
Leestor fonction) (1) oll fold [IPRO14710] (1): RanlC-like
molecular_functior cupin domain [IPRO11051] (1)
GFO028864 1 0 0 Hypothetial protein (1) RmIC-like jelly roll fold [IPRO14710] (1) scaffold_3_mRNA_4849.1
nutrient reservoir activity [GO:0045735 RmIC-like cupin domain [IPRO11031)
Germin-like protein subfamily 1 member molecular_function] (1): manganesc jon ("> CUPin 1 [IPRO0GO45] (1); Germin,
GFO028863 1 0 0 Mg [GO0001S ‘manganese binding site [IPRO19780] (1); scaffold_3_mRNA_4846.1
Leeutar fancton) (1) Germin [IPR001929] (1); RanlC-like jelly
molecular_functior roll fold [IPRO14710] (1)
GFO028862 1 0 0 Hypothetical protein (1) Pentatricopeptide repeat [IPR002885] (1) scaffold_3_mRNA_4844.1
nient reseroie iy [GOA045735. (MEIelely ol 0 (HEOTION
Groossel , o  Germin-ikeprotin subfamily 1 member - molecular_function] (1) manganese on 1 S IIEVEEIRERE, L
“70) binding [GO:0030145 (1 Rl ke capin
" o : pin domain
molecular_function] (1) {PROTI051] 1y
Protein kinase domain [IPR000719] (1):
N Leucine-rich repeat domain, L domain-
":: Iz :’:‘:‘“’f‘ [ﬁ?”?]"(“ls“s;‘:mc, like [IPR032675] (1); Protein kinase-like
A domain [IPRO11009] (1); Leucine-rich
GF0028860 1 0 ¢ LRR receptor-ike serine threonine- phosphorylation [GO:0006468 repeat, typical subtype [IPR003591] (1); scaffold_3_mRNA_4837.1
© protein kinase RCHI (1) iological proces] (1) potein kinase ¢ PR SRR LETEER
“".Y"ﬂi“?@f’":f (2” site [IPR008271] (1); Leucine-rich
molecular_functior eat-containing N-terminal, plant-type
[IPROI3210] (1)
i . G Tetratricopeptide-like helical domain
PR | o  Plastid transcrptionally active 3 isoform _protein binding [GO:0005515 [IPRO11990] Ly SAP dormsin Scaffold 3 mRNA 4835.1
molecular_function] (1) (PROD3034] 1) -3 mRNA
) Cyokinin hoide S-monophospts
GF0028858 1 0  Cytokinin riboside S'-monophosphate phosphoribohydrolase LOG [IPR005269] scaffold 3 mRNA_4829.1
phosphoribohydrolase (1) 1): LOG family [ka03| 1001 (1)
GF0028857 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_4828.1
hydrolase aciviy,acting on ester bonds el I drolase-type esterase domain
GFO028856 1 0 0 GDSL esteraselipase LTLI (1) b 1 acting [IPROI3830] (1); GDSL lipasefesterase  scaffold_3_mRNA_4826.1
1GO:0016788 molecuar_function] (1) (17 ootecot (1
catalytic activity [GO:0003824 PPM-type phosphatase domain
GF0028855 1 0 0 Hypothetical protein (1) x::z:;:ﬂ’:‘"“"’“] M; ;“g':l'““"" O [IPRO0I932] (1); FHY3/FARI family  scaffold_3_mRNA_4819.1
[G0:0006355 biological_process] (1) [PRO10521 (1)
GF0028854 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_4805.1
Ribonuclease Helike domain
y [IPROI12337] (1 Aspartic peptidase
GF0028853 1 0 0 Hypothetical protein (1) "“Cllf'“ I:C“:_l"f'?"r"g] {(‘;‘o 0003676 domain [IPRO21109] (1); scaffold 3_mRNA_4802.1
molecular_functior Retrotransposon gag domain
[IPRO0S162] (1)
GF0028852 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_4781.1
iron fon binding [GO:0005506
molecular_function] (1); heme binding
ot tanetonl (0 Cytotrome paso.conserved sie
GF0028851 1 0 0 Cytochrome P450 83B1 (1) 35114 biological process] (I, LI R017972] (1) Cytochrome PASO. E- iy 3 pia_4780.1
oxidoreductase activity, acting on paired 5% 8r0uP L[IPRO02401] (1)
donors,with incorporation or reduction C¥0¢hrome P4S0 [IPROOT128] (1)
of molecular oxygen [GO:0016705
molecular_function] (1)
Plant methyliransferase dimerisation
methyliransferase activity [GO:0008168 ~[IPRO12967] (1); O-methyltransferase
molecular_fnction] (1); protein COMT-type [IPRO16461] (1); Winged
dimerization activity [GO:0046983  helix-tum-helix DNA-binding domain
GF0028850 1 0 0 Caffeic acid 3-0-methylransferase (1) Sseion ECe (00 IPROI1091] (1), O-methyltansfomase,  SC4To1d_3 mRNA 47711
methyliransferase activity [GO:0008171  family 2 [IPR001077] (1); S-adenosyl-L-
molecular_fnction] (1) ‘methionine-dependent methyltransferase
[IPRO29063] (1)
nucleic acid binding [GO:0003676
GF0028849 1 0 0 Hypothetical protein (1) molecular_function] (1); zinc ion binding  Zine finger, CCHC-type [IPRO0ISTS] (1) scaffold_3_mRNA_4770.1
[GO:0008270 molecular_function)] (1)
GFO028848 1 0 0 Zine knuckle family protein (1) scaffold_3_mRNA_4769.1
» R S-adenosyl-L-methionine-dependent
g;g"‘”;g;ﬁ"\“r”?c_ “Ic""ﬁ:y ion] (1 Mehylanstease [IPRO29063] (1), O-
GF0028847 1 0 0 Hypothetical protein (1) ) molecular_functio] (1) oy hransferase COMT-type scaffold_3_mRNA_4767.1
mehylansterase activity [GO:0008168 (LRI ORIAN L
molecular_function] (1) Tl 2 (1PR001077] (1)
Domain of unknown function DUF4371 _
GF0028846 1 0 0 Hypothetical protein (1) [PRO25398] (1) scaffold_3_mRNA_4763.1
GF0028845 1 0 0 Phd finger protein, putative (1) scaffold_3_mRNA_4742.1
GFO028844 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_4734.1
GF0028843 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_4731.1
Protein kinase domain [IPR000TI9] (1);
protein phosphorylation [GO:0006468  Protein klmu like domain [IPRO11009]
biological_process] (1): protein kinase  (1): Serine/threonine-protein kinase,
GF0028842 1 0 ofzyi‘f)’““"" receptor-like protein kinase i 1G0:0004672 active site [IPR008271] (1); Serine- scaffold_3_mRNA_473.1
molecular_function] (1); ATP threonineftyrosine-protein kinase,
[GO:0005524 molecular_function] (1) catalytic domain [IPR001245) (1); Gnk2-
homologous domain [IPR002902] (1)
. i} nucleic acid binding [GO:0003676 Ribonuclease Helike domain .
GFO028841 1 0 0 Hypothetical protein (1) molecular function] (1) TPROIZ397] (1) scaffold_3_mRNA_4727.1
GF0028840 1 0 0 Hypothetical protein (1) z’:’“s”"sas" MuDR, plant (IPRO04332] oy etg 3 mRNA_4724.1
GF0028839 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_4723.1
GFO028838 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_4711.1
regulation of ranseription, DNA-
) . templated [GO:0006355 - doma o
GFO028837 1 0 0 Hypothetical protein (1) bilogical provess] (1, DNA binding  NAC domain [IPRO03441] (1) scaffold_3_mRNA_4707.1
[GO:0003677 molecular_function] (1)
GF0028836 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_4701.1
GF0028835 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_4700.1
RNA-DNA hybrid ribonuclease actvity p oo
GF0028834 1 0 0 Hypothetical protein (1) [GO:0004523 molecular_function] (1): - 1pgg15337) (1); Ribonuclease H domain scaffold_3_mRNA_47.1
nucleic acid binding [GO:0003676
molecular_function] (1) [IPRO02136] (1)
P . N o Polynucleotidyl transferase, Ribonuclease scalold3 mRNA 4696.1

O H fold, putative (1)
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GF0028832 1

GF0028831 1
GF0028830 1
GF0028829 1

GF0028828 1

GF0028827 1
GF0028826 1

GF0028825 1

GF0028824 1
GF0028823 1
GF0028822 1
GF0028821 1
GF0028820 1

GF0028819 1

GF0028818 1

GF0028817 1

GF0028816 1

GF0028815 1

GF0028814 1

GF0028813 1

GF0028812 1

GF0028811 1

GF0028810 1
GF0028809 1

GF0028808 1

GF0028807 1
GF0028806 1

GF0028805 1

GF0028804 1

GF0028803 1

GF0028802 1
GF0028801 1
GF0028800 1

GF0028799 1

GF0028798 1

GF0028797 1

GF0028796 1

GF0028795 1

GF0028794 1
GF0028793 1
GF0028792 1
GF0028791 1

GF0028790 1

GF0028789 1

GFO028788 1

GF0028787 1

GF0028786 1

GF0028785 1

GF0028784 1

GF0028783 1

s oo o

c oo oo

s o

s o oo o

0 Hypothetical protein (1)

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

0 Hypothetical protein (1)

Cytokinin riboside S-monophosphate
phosphoribohydrolase (1)
0 Hypothetical protein (1)

0 Biotin synthase (1)

0 Hypothetical protein (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)
o ﬁi;wnuclea:e Hlike superfamily protein

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

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

0 Hypothetical protein (1)

0 NAC domain-containing protein 42 (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)

0 Hypothetical protein (1)

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

0 Hypothetical protein (1)

0 Hypothetical protein (1)

BED zinc finger,hAT family dimerization
domain (1)
0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)
0 Hypothetical protein (1)
RNA-directed DNA polymerase ;

© Ribonuclease H, putative (1)

0 Putative ribonuclease H protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Monoterpene synthase (1)

0 F-box protein SKIP16 (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)

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

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

catalytic activity [G0:0003824
molecular f\mcnon] (|) biotin synthase
activity [G

molecular,mmmn] u ); iron-sulfur
cluster binding [GO:0051536
molecular_function] (1); biotin
biosynthetic process [GO:0009102
biological_process] (1)

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

biotin biosynthetic process [GO:0009102
biological_process] (1); catalytic activity
824 molecular_function] (1);
biotin synthase activity [GO:0004076
molecular_function] (1);iron-sulfur
cluster binding [GO:0051536
molecular_function] (1)

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

DNA binding [GO:0003677
molecular_function] (1); regulation of
transeription, DNA-templated
[GO:0006355 biological_process] (1)
regulation of transcription, DNA-
templated [GO:0006355
biological_process] (1); DNA binding
[G0:0003677 molecular_function] (1)

regulation of transcription, DNA-
templated (GO:0006355

biological_process] (1); DNA binding
[G0:0003677 molecular_function] (1)

DNA binding [GO:0003677
molecular_function] (1)

nucleic acid binding [GO:0003676
molecular_function] (1); protein
dimerization activity [GO:0046983
molecular_function] (1); DNA binding
[GO:0003677 molecular_function] (1)

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

DNA binding [GO:0003677
molecular_function] (1); protein
dimerization activity [GO:0046983
molecular_function] (1); nucleic acid
binding [GO:0003676
molecular_function] (1)

nucleatide binding [GO:0000166
molecular_function] (1)

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

zine ion binding [GO:0008270
molecular_function] (1); nucleic acid
binding [GO:0003676
molecular_function] (1)

metabolic process [GO:0008152
bmlogcal )roce!:] (1); Iyase activity
9 molecular_function] (
terpene :ymhm actvity [GO:0010333
molecular_function] (1); magnesium ion
binding [GO:0000287
molecular_function] (1)

nucleic acid binding [GO:0003676
molecular_function] (1); zinc ion binding
[GO:0008270 molecular_function] (1)

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

regulation of transcription, DNA-
templated [GO:0006355
biological_process] (1); DNA binding
[G0:0003677 molecular_function] (1)

DNA binding [GO:0003677
molecular_function] (1); nucleic acid
binding [GO:0003676
molecular_function] (1); zinc ion binding
[GO:0008270 molecular_function] (1);
regulation of transcription, DNA-
templated [GO:0006355
biological process] (1)
transcription factor activity, sequence-
specific DNA binding [GO:0003700
molecular_function] (1); regulation of
transcription, DNA-templated
[GO:0006355 biological_process] (1);
DNA binding [GO:0003677
molecular_function] (1)

Biotin synthase [IPR024177] (1);
Elongator protein 3/MiaB/NifB
[IPRO06638] (1): Biotin synthase/Biotin
biosynthesis bifunctional protein BioAl
[IPR002684] (1); Biotin and thiamin
synthesis-associated domain
[IPRO10722] (1); Aldolase-type TIM
barrel [IPRO13785] (1); Radical SAM
[IPRO07197] (1)

Ribonuclease H-like domain
[IPROI2337] (1)

LOG family [IPRO31100] (1)

Biotin synthase/Biotin biosynthesis
bifunctional protein BioAB [IPR002684]
(1); Elongator protein 3/MiaB/NifB
[IPRO0GG38] (1); Aldolase-type TIM
barrel [IPRO13785] (1); Biotin and
thiamin synthesis-associated domain
[IPRO10722] (1); Biotin synthase
[IPR024177] (1)

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

Ulpl protease family, C-terminal
catalytic domain [IPR003653] (1)

NAC domain [IPR003441] (1)

NAC domain [IPR003441] (1)

NAC domain [IPR003441] (1)

Zine finger, BED-type [IPR003656] (1)

HAT, C-terminal dimerisation domain
[IPRO08906] (1); Zinc finger, BED-type
[IPRO03656] (1): Rlbomlc]eaae Helike
domain [IPRO12337] (1; Viral

movement protein [xrkozxm] ay:
hAT-like transposase, RNase-H fold
[IPR025525] (1)

Ribonuclease H-like domain
[IPRO12337) (1)

Zine finger, BED-type [IPR003656] (1);
Ribonuclease H-like domain
[IPRO12337] (1); hAT-like transposase,
RNase-H fold [IPRO25525] (1); Zine
finger C2H2-type [IPROI3087] (1);
HAT, C-terminal dimerisation domain
[IPR008906] (1)

P-type ATPase, transmembrane domain
[IPR023298] (1)

P-type ATPase, cytoplasmic domai
[IPR023299] (1); HAD-like dom
[IPR023214] (1)

N

Endonuclease/exonuclease/phosphatase
[IPRO0S135] (1)

Ribonuclease H-like domain
[IPRO12337] (1); Reverse transcriptase
zinc-binding domain [IPR026960] (1)

Zine finger, CCHC-type [IPROOIS7S] (1)

Tsoprenoid synthase domain [IPR008949]
(1); Terpene synthase, N-t lemunal «(omnin
[IPRO01906] (1); Terpene synthas
‘metal-binding domain [ummxsm] ay
Terpenoid cyclases/protein
prenyltransferase alpha-alpha toroid
[IPR008930] (1)

SMI1/KNR4-like domain [IPROTS958]
(1); ApaG domain [IPR007474] (1)

Reverse transcriptase zinc-binding
domain [IPR026960] (1); Domain of
unknown function DUF4283
[IPRO25558] (1); Ribonuclease H-like
domain [IPRO12337] (1); Zine knuckle
CX2CX4HXAC [IPRO25836] (1): Zine
finger, CCHC-type [IPRO0ISTS] (1)
Aspartic peptidase domain [IPR021109]
)

HAT, C-terminal dimerisation domain
[IPRO08906] (1); Ribonuclease H-like
domain [IPRO12337] (1)

NAC domain [IPR003441] (1)

Zine finger, CCHC-type [IPRO01S7S]
(1): NAC domain [IPRO03441] (1); Zinc,
finger, BED-type [IPRO03656] (1); Zinc
finger C2H2-type [IPROI3087] (1)

DNA-binding domain [IPRO16177] (1);
AP2/ERF domain [IPRO01471] (1)

scaffold_3_mRNA_4695.1

scaflold_3_mRNA_4694.1
scaflold_3_mRNA_4693.1
scaflold_3_mRNA_4692.1

scaffold_3_mRNA_4691.1

scaffold_3_mRNA_4689.1

scaflold_3_mRNA_4687.1

scaffold_3_mRNA_4684.1

scaffold_3_mRNA_4683.1
scaffold_3_mRNA_4682.1
scaffold_3_mRNA_4681.1
scaffold_3_mRNA_4679.1
scaffold_3_mRNA_4669.1

scaffold_3_mRNA_4663.1
scaffold_3_mRNA_4655.1
scaflold_3_mRNA_4650.1
scaffold_3_mRNA_4649.1

scaffold_3_mRNA_4647.1

scaflold_3_mRNA_4645.1

scaffold_3_mRNA_4644.1

scaffold_3_mRNA_4639.1

scaffold_3_mRNA_4638.1

scaflold_3_mRNA_4629.1

scaffold_3_mRNA_4614.1

scaffold_3_mRNA_4611.1

scaflold_3_mRNA_4606.1

scaffold_3_mRNA_4601.1

scaffold_3_mRNA_4599.1

scaffold_3_mRNA_4591.1

scaffold_3_mRNA_4590.1

scaffold_3_mRNA_4588.1
scaffold_3_mRNA_4587.1
scaffold_3_mRNA_4578.1

scaffold_3_mRNA_4577.1

scaffold_3_mRNA_4571.1

scaffold_3_mRNA_4570.1

scaffold_3_mRNA_4569.1

scaffold_3_mRNA_4563.1

scaffold_3_mRNA_4555.1
scaflold_3_mRNA _4535.1
scaflold_3_mRNA_4528.1
scaflold_3_mRNA_4527.1

scaflold_3_mRNA_4526.1

scaffold_3_mRNA_4523.1

scaffold_3_mRNA_4520.1

scaflold_3_mRNA _4518.1

scaffold_3_mRNA_4517.1

scaffold_3_mRNA_4514.1

scaflold_3_mRNA_4512.1

scaffold_3_mRNA_4510.1
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GF0028782 1

GF0028781 1

GF0028780 1

GF0028779 1
GF0028778 1

GF0028777 1

GF0028776 1
GF0028775 1

GF0028774 1

GF0028773 1
GF0028772 1

GF0028771 1
GF0028770 1

GF0028769 1

GF0028768 1

GF0028767 1

GF0028766 1

GF0028765 1

GF0028764 1

GF0028763 1

GF0028762 1

GF0028761 1

GF0028760 1

GF0028759 1
GF0028758 1
GF0028757 1
GF0028756 1
GF0028755 1

GF0028754 1

GF0028753 1

GF0028752 1

GF0028751 1

GF0028750 1

GF0028749 1

GF0028748 1

GF0028747 1

GF0028746 1
GF0028745 1
GF0028744 1

GF0028743 1

GF0028742 1

GF0028741 1

GF0028740 1

GF0028739 1

GF0028738 1

GF0028737 1

GF0028736 1
GF0028735 1
GF0028734 1

GF0028733 1

GF0028732 1

GF0028731 1

GF0028730 1
GF0028729 1

GF0028728 1

GF0028727 1
GF0028726 1

oo oo o

reductoisomerase acivty [GO 0030604
molecular_function] (1; oxidation-
reduction process [Gi
biological_process] (1): NADPH binding
[GO:0070402 molecular_function] (1);
isoprenoid biosynthetic process
[G0:0008299 biological_process] (1);
metal ion binding [GO:0046872
molecular_function] (1); protein binding
[GO:0005515 molecular_function] (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

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

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

0 Hypothetical protein (1)

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

0 Hypothetical protein (1)

0 Hypothetical protein (1)

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

0 Hypothetical protein (1)

o Polynucleotidyl transferase, Ribonuclease nucleic acid binding [GO 0003676
Hfold (1) molecular_function] (
0 Hypothetical protein (1)

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

0 Hypothetical protein (1)
protein dimerization activity
[GO:0046983 molecular funmm\] ay
nucleic acid binding [GO:000367¢
molecular_function] (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)
0 Hypothetical protein (1)
protein binding [GO:0005515
molecular_function] (1); zinc ion binding

C6HC-type 7ine finger RING/U-bo 000008270 molecular ﬁmcnon] .

protein (1)

l
protein ubiguitination [GO 016567
biological_process] (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)
ATP binding [GO:0005524
molecular_function] (1); protein
Probably inactive leucine-rich repeat  phosphorylation [GO:0006468
receptor-like protein kinase (1) biological_process] (1); protein kinase
activity [GO:0004672
molecular_function] (1)
0 Hypothetical protein (1)
o Retrotransposon protein, putative, Ty3-
© gypsy subclass, expressed (1)

0 AvI9/CE9 rapidly elicited protein (1)

protein kinase activity [GO:0004672
molecular_function] (1); protein

0PK (1) phosphorylation [GO:0006468
biological_process] (1); ATP binding
[G0:0005524 molecular_function] (1)

protein phosphorylation [GO:0006468
biological_process] (1); protein kinase
activity [GO:0004672

molecular_function] (1); ATP
[GO:0005524 molecular_function] m

Leucine-rich repeat receptor-like kinase
At109970 (1)

0 Hypothetical protein (1)
zine ion binding [GO:0008270
molecular_function] (1); nucleic acid
binding [GO:000367
molecular_function] (1)

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

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

protein dimerization activity
[GO:0046983 molecular ﬁmcnon] [
nucleic acid binding [GO:000367¢
molecular_function] (1)

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

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

protein phosphorylation [GO:0006468
biological | pmcw] u) protein kinase
0 Hypothetical protein (1) activity [GO
molecular mncuon]m ATP binding
[G0:0005524 molecular_function] (1)

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

0 Hypothetical protein (1)
protein binding [GO:0005515
0 Hypothetical protein (1) molecularfunction] (1)
0 Hypothetical protein (1)

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

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

0 Hypothetical protein (1)

proteolysis [GO:0006508
biological_process] (1); peptidase
activity [GO:0008233
molecular_function] (1); attachment of
GPIanchor to protein [GO:0016255
biological_process] (1); GPl-anchor
transamidase activity [G0:0003923
molecular_function] (1); ADP binding
G 31 molecular_function] (1);
‘GPl-anchor transamidase complex
[G0:0042765 cellular_component] (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

1-deoxy-D-xylulose 5-phosphate
reductaisomerase, N-terminal
[IPRO13512] (1); Peroxisome membrane

anchor protein Pex14p, N-terminal

[IPRO06785] (1); 1-deoxy-D-xylulose 5-

phosphate reductoisomerase, C-terminal  scaffold_3_mRNA_451.1
[IPRO13644] (1); DXP reductoisomerase
Cterminal domain [IPR026877] (1);
NAD(P)-binding domain [IPR016040]
(1); 1-deoxy-D-xylulose 5-phosphate
reductoisomerase [IPR003821] (1)
MULE transposase domain [IPR015289]
(1); Transposase, MuDR, plant
[IPR004332] m
Powdery mild:
RPWS domsin [kamxsox] (Ii

scaffold_3_mRNA_4507.1

tein, scaffold 3_mRNA_4500.1

scaffold_3_mRNA_4498.1
scaffold_3_mRNA_4495.1

Ribonuclease H domain [IPRn()HSb] [03
Ribonuclease H-like dom:
[IPROI2337] (1)

scaffold_3_mRNA_4492.1

scaffold_3_mRNA_4486.1
scaffold_3_mRNA_4480.1
Non-haem dioxygenase N-terminal
domain [IPR026992] (1); Isopenicillin N scaffold_3_mRNA_4478.1
synthase-like [IPR027443] (1)
Ribosome biogenesis protein
BMSI/TSRI, C-terminal [IPR007034]  scaffold_3_mRNA_4477.1
0
scaffold_3_mRNA_4471.1
scaffold_3_mRNA_4470.1
scaffold_3_mRNA_4468.1
Domain of unknown function DUF4283
[IPRO25558] (1)
Ribonuclease H-like domain
[IPROI2337] (1); Reverse transcriptase  scaffold_3_mRNA_4461.1
zine-binding domain [IPR026960] (1)

scaffold_3_mRNA_4466.1

scaffold_3_mRNA_4460.1
MULE transposase domain [IPROIS289] oo s b uce )

m
Rab-GTPase-TBC domain [IPROOVISS] (.. vo1s 3 mra a457.1

scaffold_3_mRNA_4456.1

Ribonuclease H-
[IPROI2337] (1); HAT, C-terminal scaffold_3_mRNA_4455.1
dimerisation domain [IPR00S906] (1)

scaffold_3_mRNA_4453.1
scaffold_3_mRNA_4448.1

Zine finger, RING-type, conserved site
[IPRO17907] (1); E3 ubiquitin ligase
RBR family [IPRO31127] (1): Zine
finger, RING-type [IPRO0IS41] (1); IBR
domain [IPRO02867] (1); Zine finger,
RING/FYVE/PHD-type [IPRO13083] (1)

scaffold_3_mRNA_4437.1

scaffold_3_mRNA_4433.1
scaffold_3_mRNA_4430.1
scaffold_3_mRNA_4420.1
scaffold_3_mRNA_441.1

scaffold_3_mRNA_4397.1

Serine/threonine-protein kinase, active
site [IPRO0S271] (1); Protein kinase-like
domain [IPROT1009] (1; Protein kinase
domain [IPR000719] (1)

scaffold_3_mRNA_4379.1

scaffold_3_mRNA_4377.1

;\s‘pz\mc peptidase domain [IPRO21109] ey 5 ooa 4375.1

Protein of unknown function DUF668
[IPRO07700] (1); Protein of unknown  scaffold_3_mRNA_4372.1
function DUF3475 [IPRO21864] (1)
Protein kinase domain [IPR000719] (1);
Protein kinase-like domain [IPRO11009]
(1; Protein kinase, ATP binding
[IPRO17441] (1); Serine/threonine-
protein kinase, active site [IPR00S271]
m
Serine/threonine-protein kinase, active
site [IPRO08271] (1); Protein kinase
domain [IPR000719] (1); Protein kinase-
like domain [IPROT1009] (1)

scaffold_3_mRNA_4370.1

scaffold_3_mRNA_4369.1

scaffold_3_mRNA_4367.1

Zine finger, CCHC-type [IPRO01S7S]
(1); Domain of unknown function
DUF4219 [IPR025314] (1)

scaffold_3_mRNA_4366.1

HAT, C-terminal dimerisation domain
[IPRO08906] (1); Ribonuclease H-like  scaffold_3_mRNA_4364.1
domain [IPRO12337] (1)
scaffold_3_mRNA_4363.1
scaffold_3_mRNA_4362.1
scaffold_3_mRNA_4361.1

Ribonuclease H-like domain
[IPRO12337] (1); HAT, C-terminal scaflold_3_mRNA_4359.1
dimerisation domain [IPRO0S906] (1)

Protein kinase domain [IPR000719] (1);
Protein kinase-like domain [IPROT1009] ~scaffold_3_mRNA_4358.1
[0}

scaffold_3_mRNA_4357.1
Protein kinase domain [IPR000719] (1);

Protein kinase-like domain [IPRO11009]

(1; Protein kinase, ATP binding site
[IPRO17441] (1); Serine/threonine-
protein kinase, active site [IPR00S271]
)

scaffold_3_mRNA _4355.1

scaffold_3_mRNA_4338.1
Transposon, En/Spm-like [IPR004242]
(1): Domain of unknown function scaffold_3_mRNA_4335.1
DUF4218 [IPR025452] (1)

scaffold_3_mRNA_4330.1
VASt domain [IPRO31968] (1); C2 N
domain [IPRO0000S] (1) scaffold_3_mRNA_4329.1

scaffold_3_mRNA_4325.1

scaffold_3_mRNA_4315.1
Reverse transcriptase zinc-binding
donein [IPRO26960] (1); scaffold_3_mRNA_4301.1
Endonuclease/exonuelease/phosphatase 3 mRNA.
[IPRO0S135] (1)
scaffold_3_mRNA_4295.1
scaffold_3_mRNA_4294.1

scaffold_3_mRNA_4285.1

LOG family [IPRO31100] (1)

P-loop containing nucleoside triphosphate
hydrolase [IPR027417] (1); NB-ARC
[IPRO02182] (1); GPl-anchor s
transamidase [IPRO28361] (1); Peptidase
C13, legumain [IPR001096] (1)

affold_3_mRNA_4283.1

Arabidopsis retrotransposon Orfl

PRO012] (1) scaffold_3_mRNA_4282.1

scaffold_3_mRNA_4281.1
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GO

TaterPro

Members in P.trifoliata

GF0028725 1

GF0028724 1

GF0028723 1

GF0028722 1

GF0028721 1

GF0028720 1
GF0028719 1
GF0028718 1
GF0028717 1

GF0028716 1

GF0028715 1

GF0028714 1

GF0028713 1
GF0028712 1
GF0028711 1

GF0028710 1

GF0028709 1

GF0028708 1

GF0028707 1
GF0028706 1
GF0028705 1
GF0028704 1

GF0028703 1
GF0028702 1

GF0028701 1

GF0028700 1
GF0028699 1

GF0028698 1

GF0028697 1
GF0028696 1

GF0028695 1

GF0028694 1

GF0028693 1

GF0028692 1

GF0028691 1
GF0028690 1
GF0028689 1
GF0028688 1

GF0028687 1

GF0028686 1
GF0028685 1
GF0028684 1

GF0028683 1

GF0028682 1

GF0028681 1

GF0028680 1

GF0028679 1

GF0028678 1
GF0028677 1
GF0028676 1
GF0028675 1
GF0028674 1
GF0028673 1

GF0028672 1

GF0028671 1

c oo oo

c oo o

°

oo oo

coocoo o

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 GPI-anchor transamidase (1)

0 LRR receptor-like kinase (1)

0 Hypothetical protein (1)

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

0 Hypothetical protein (1)

0 Hypothetical protein (1)

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

o Pentatricopeptide repeat-containing
© fumily protein (1)

0 Phospholipase, patatin family (1)

o Cysicine-rich RLK (RECEPTOR-like
© protein kinase) § (1)
0 Hypothetical protein (1)

0 Hypothetical protein (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)
Cytokinin riboside S-monophosphate
phosphoribohydrolase (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)

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

0 Zine knuckle family protein (1)

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

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

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

0 Hypothetical protein (1)

0 Hypothetical protein (1)
0 Hypothetical protein (1)
0 Putative retroelement pol polyprotein (1)

o Hypothetical leucine rich repeat protein

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)
0 ATIG67060 protein (1)
0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

protein phosphorylation [GO:0006468
biological process] (1); protein kinase
activity [GO:0004672
molecular_function] (1)

Gr1-anchor transamiase compiex
[GO:0042765 cellular_component] (1);
‘GPl-anchor transamidase activity
[G0:0003923 molecular_function] (1);
attachment of GPI anchor to protein
[GO:0016255 bwlogcal proces ax
proteolysis [G

biological | pmcw] u) pepndx:e
ativity[GO:000823

i (11
protein binding [GO:0005515
molecular mncum\] (1); protein kinase
activity [GO:000467.

molecular_function] (1) protein
phosphorylation [GO:0006468
biological_process] (1); ATP binding
G 524 molecular_function] (1)
UFI-anchor transamidaseé actr
[G0:0003923 molecular. f\mcnon] ay
‘GPl-anchor transamidase comple;
[GO:0042765 cellular Lompom,m] ay
proteolysis [GO:0006508
biological_process] (1); peptidase
activity [GO:0008233
molecular_function] (1); attachment of
GPIanchor to protein [GO:0016255

protein kinase activity [GO:0004672
molecular_function] (1); proteolysis
[GO:0006508 biological_process] (1);
peptidase activity [GO:0008233
molecular_function] (1); protein
phosphorylation [GO:0006468
biological_process] (1); attachment of
GPIanchor to protein [GO:0016255
biological_process] (1): ATP binding
[GO:0005524 molecular_function] (1);
GPlLanchor transamidase activity
[GO:0003923 molecular_function] (1);
‘GPLanchor transamidase complex
[GO:0042765 cellular_component] (1)

protein binding [GO:0005515
molecular_function] (1)

metabolic process [GO:0008152
biological_process] (1)

nucleic acid binding [GO:0003676
molecular_function] (1); zinc ion binding
[G0:0008270 molecular_function] (1)

nucleic acid binding [GO:0003676
molecular_function] (1); zinc ion binding
0:0008270 molecular._function] (1)

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

methyltransferase activity [GO:0008168
molecular_function] (1)

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

nucleic acid binding [GO:0003676
molecular_function] (1); zinc ion binding
[GO:0008270 molecular_function] (1)

protein binding [GO:0005515
molecular_function] (1)

nucleus [GO:0005634
cellular_component] (1); transcription
factor activity, sequence-specific DNA
binding [GO:0003700
molecular_function] (1); root
development [GO:0048364
biological_process] (1); regulation of
transcription, DNA-templated
[GO:0006355 biological process] (1)

ATP binding [GO:0005524
molecular_function] (1); regulation of
microtubule-based process [GO:0032886
biological_process] (1); microtubule
binding [GO:0008017
molecular_function] (1); microtubule-
based movement [GO:0007018
biological_process] (1); microtubule
motor activity [GO:0003777
molecular_function] (1); root
development [GO:0048364
biological_process] (1)

nucleic acid binding [GO:0003676

Protein kinase-like domain [IPRO11009]
(1); Serine-threonine/tyrosine-protein
Kinase, catalytic domain [IPR001245] (1)

Leucine-rich repeat domain, L domain-
like [IPRO32675] (1)

GPIL-anchor transamidase [IPR028361]
(1); Peptidase C13, legumain
[IPR001096] (1)

Malectin [IPR021720] (1); Protein
kinase, ATP binding site [IPRO17441]
(1); Leucine-rich repeat [IPRO01611] (1);
Protein kinase domain [IPR000719] (1);
Leucine-ichrepeat domin, L domain-
like [IPRO32675] (1); Protei
domain [IPROT1009] (1)

GPI-anchor transamidase [n’knzmw]
(1); Peptidase C13, legum:
[IPR001096] (1)

Leucine-rich repeat domain, L domain-
like [IPRO32675] (1)

GPI-anchor transamidase [IPR028361]
(1); Protein kinase domain [IPR000719]
(1; Protein kinase-like domain
[IPRO11009] (1); Peptidase C13,
legumain [IPR001096] (1); Serine-
threoninetyrosine-protein kinase,
catalytic domain [IPR001245] (1)

Pentatricopeptide repeat [IPR00288S]
(1); Tetratricopeptide-like helical domain
[IPRO11990] (1)

Acyl transferase/acy

hydrolase ly:aphmphollpxu

[IPROT6035] (1)

Reverse transcriptase, RNA-dependent
DNA polymerase [IPRO13103] (1)

LOG family [IPRO31100] (1)

Zine finger, CCHC-type [IPROOIS7S] (1)

Domain of unknown function DUF4219
[IPRO25314] (1); Zine finger, CCHC-
type [IPRO0ISTS] (1)

RNA recognition motif domain
[IPR000504] (1)
Endonuclease/exonuclease/phosphatase
[IPRO0S135] (1)

Putative S-adenosyl-L-methionine-
dependent methyliransferase
[IPR004159] (1)

LOG family [IPRO31100] (1);
Ribonuclease H-like domain
[IPRO12337] (1)

Aspartic peptidase domain [IPR021109]
(1; Retrotransposon gag domain
[IPRO05162] (1); Retroviral aspartyl
protease [IPRO13242] (1); Zinc finger,
CCHC-type [IPRODISTS] (1)

Leucine-rich repeat [IPRO01611] (1);
Leucine-rich repeat domain, L domain-
like [IPR032675] (1); Leucine-rich
repeat, typical subtype [IPR003591] (1)

‘Transcription factor LHW [IPR033260]

Retrotransposon gag domain
[IPRO0S162] (1)

Armadillo repeat-containing kinesin-like
protein 1/2 [IPR033291] (1); Kinesin
‘motor domain [IPR001752] (1)

Viral movement protein [IPR028919] (1)

MULE transposase domain [IPR018289)
): Transposase, MuDR, plant

a
[IPR004332] (1)

scaffold_3_mRNA_4280.1

scaffold_3_mRNA_4279.1

scaflold_3_mRNA_4275.1

scaffold_3_mRNA_4274.1

scaffold_3_mRNA_4273.1

scaffold_3_mRNA_4266.1
scaffold_3_mRNA_4265.1
scaflold_3_mRNA_4262.1
scaflold_3_mRNA_4261.1
scaffold_3_mRNA_4256.1

scaffold_3_mRNA_4253.1

scaffold_3_mRNA_4252.1

scaflold_3_mRNA_4251.1
scaflold_3_mRNA_4250.1
scaffold_3_mRNA_4249.1

scaffold_3_mRNA_4239.1

scaffold_3_mRNA_4237.1

scaffold_3_mRNA_4236.1

scaffold_3_mRNA_4233.1
scaffold_3_mRNA_4231.1
scaffold_3_mRNA_4230.1
scaffold_3_mRNA_4228.1

scaffold_3_mRNA_4227.1

scaflold_3_mRNA_4213.1
scaffold_3_mRNA_4212.1

scaffold_3_mRNA_4210.1
scaffold_3_mRNA_4207.1

scaffold_3_mRNA_4205.1

scaflold_3_mRNA_4204.1
scaflold_3_mRNA_4203.1

scaffold_3_mRNA_4202.1

scaffold_3_mRNA_420.1

scaffold_3_mRNA_4199.1

scaffold_3_mRNA_4192.1

scaffold_3_mRNA_4191.1
scaflold_3_mRNA_4190.1
scaflold_3_mRNA_4189.1
scaflold_3_mRNA_4180.1

scaflold_3_mRNA_4178.1

scaflold_3_mRNA_4169.1
scaflold_3_mRNA_4161.1
scaffold_3_mRNA_4160.1

scaffold_3_mRNA_4159.1

scaffold_3_mRNA_4156.1

scaflold_3_mRNA_4152.1

scaffold_3_mRNA_4151.1

scaffold_3_mRNA_4147.1

scaffold_3_mRNA_4146.1
scaffold_3_mRNA_4145.1
scaffold_3_mRNA_4144.1
scaffold_3_mRNA_4142.1
scaffold_3_mRNA_4125.1
scaffold_3_mRNA_4122.1

scaffold_3_mRNA_4121.1

molecular_function] (1); zinc ion binding Zine finger, CCHC-type [IPRO0IS78] (1) scaffold_3_mRNA_4120.1

[GO:0008270 molecular_function] (1)
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GO
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Members in P.trifoliata

GF0028670 1
GF0028669 1
GF0028668 1
GF0028667 1
GF0028666 1
GF0028665 1
GF0028664 1
GF0028663 1
GF0028662 1
GF0028661 1
GF0028660 1
GF0028659 1
GF0028658 1
GF0028657 1
GF0028656 1
GF0028655 1
GF0028654 1
GF0028653 1
GF0028652 1
GF0028651 1
GF0028650 1
GF0028649 1
GF0028648 1
GF0028647 1
GF0028646 1
GF0028645 1
GF0028644 1
GF0028643 1
GF0028642 1
GF0028641 1
GF0028640 1
GF0028639 1
GF0028638 1
GF0028637 1
GF0028636 1
GF0028635 1
GF0028634 1
GF0028633 1
GF0028632 1
GF0028631 1
GF0028630 1
GF0028629 1
GF0028628 1
GF0028627 1

c cocooo o

c oo oo

0 Hypothetical protein (1)

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

0 Cytochrome P450 7IAI (1

0 Hypothetical protein (1)

0 Cytochrome P450 (1)

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

0 Hypothetical protein (1)

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

0 Kinase superfamily protein isoform 2 (1)

 Protein FARI-RELATED SEQUENCE 6

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

Class I glutamine amidotransferase-like

© uperfamily protein isoform 2 (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)
o Retrotransposon proein, putative, Ty3-

© gypsy subclass (1)

o methyl-5(B-hydroxyethyl)-thinzole
© monophosphate biosynthesis (1)

o methyl-5(B-hydroxyethyl)-thinzole
© monophosphate biosynthesis (1)

4-methyl-5(B-hydroxyethyl)-thiazole
monophosphate biosynthesis (1)

o methyl-5(B-hydroxyethyl)-thinzole
© monophosphate biosynhesis (1)

Class I glutamine amidotransferase-like
superfaily protein isoform 1 (1)

0 Hypothetical protein (1)

LRR receptor-like kinase family protein

R0}

LRR receptor-like kinase family protein

0(\)

Class 1 glutamine amidotransferase:

© upertamily protein

0 Hypothetical protein (1)

0 Hypothetical protein (1)

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

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Mads box protein, putative (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); monooxygenase
activity [GO:0004497
molecular_function] (1); heme binding
[G0:0020037 molecular_function] (1);

n ion binding [GO:0005506
molecular_function] (1)

oxidoreductase activity, acting on paired
lonors, with incorporation or reduction
of molecular oxygen [GO:0016705
molecular_function] (1); oxidation-
reduction process [GO:0055114
biological_process] (1); iron ion binding
[GO:0005506 molecular ﬁmcuon] o
heme binding [GO:0020
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); iron ion binding
[GO:0005506 molecular_function] (1);
heme binding [GO:0020037
molecular_function] (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 redution
of molecular oxygen [GO:0016705
molecular_function] (1); oxidation-
reduction process [GO:0055114
biological_process] (1)

magnesium ion binding [GO:0000287
molecular_function] (1); lyase activity
[GO:0016829 molecular_function] (1);
terpene synthase activity [GO:0010333
molecular_function] (1); zinc ion binding
[G0:0008270 molecular_function] (1);
regulation of transcription, DNA-
templated [GO:0006355
biological_process] (1)

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

protein kinase activity [GO:0004672
molecular_function] (1); protein
hosphorylation [GO:0006468
biological process] (1); ATP binding
[GO:0005524 molecular_function] (1);
protein binding [GO:0005515
molecular_function] (1)

protein binding [GO:0005515
molecular_function] (1); protein
hosphorylation [GO:0006468
bmlogwal |_process] (1); protein kinase
activity [GO:0004672
molecular_function] (1); ATP binding
[G0:0005524 molecular_function] (1)

DNA binding [GO:0003677
molecular_function] (1); nucleic acid
binding [GO:0003676
molecular_function] (1)

binding [GO:0005488
molecular_function] (1)

nucleic acid binding [GO:0003676
molecular_function] (1); zinc ion binding
[G0:0008270 molecular_function] (1)
nucleic acid binding [GO:0003676
molecular f\mcnou](l) protein
dimerization activity [GO:0046983
molecular_function] (1); sulfotransferase
activity [GO:0008146
molecular_function] (1)

protein dimerization activity
[GO:0046983 molecular_function] (1);
DNA binding [GO:0003677
molecular_function] (1)

Cytochrome P4S0, E-class, group IV
[IPR002403] (1); Cytochrome P450
[IPRO01128] (1); Cytochrome P450,
conserved site [IPRO17972] (1)

Cytochrome P450 [IPRO01128] (1);
Cytochrome P450, conserved site
[IPRO17972] (1); Cytochrome P450, E-
class, group I [IPR002401] (1)

Cytochrome P450 [IPROO1128] (1);
Cytochrome P450, E-class, group |
[IPR002401] (1)

Cytochrome P450 [IPRO01128] (1);
Cytochrome P450, E-class, group |
[IPR002401] (1)

Wall-associated receptor kinase, C-
inal [IPR032872] (1)
FHY3/FARI family [IPR031052] (1);
FARI DNA binding domain
[IPR004330] (1); Isoprenoid synthase
domain [IPRO0S949] (1); Zine finger,
SWIM-type [IPR007527) (1); Zinc
finger, PMZ-type [IPR006564] (1);
MULE transposase domain [IPR18289]
(1; Terpene synthase, metal-binding
domain [IPRO0S630] (1)

te

Protein DJ-1 [IPRO06287] (1); Cla>sl
elutamine amidotransferase-ll
[IPR029062] (1); DJ-1/Pfpl [lpmuzm]
m

Class I glutamine amidotransferase-like
[IPR029062] (1); Ribosomal protein L9,
N-terminal [IPR020070] (1); Ribosomal
protein L9, C-terminal [IPR020069] (1);
Protein DJ-1 [IPRO06287] (1); DJ-1/Pfpl
[IPRO02818] (1)

Ribonuclease H-like domain
[IPRO12337] (1); Aspartic peptidase
domain [IPRO21109] (1)

Class I glutamine amidotransferase-like
[IPR029062] (1); Protein DJ-1
[IPRO06287] (1); DJ-1/Pfpl [IPRO02815]
)

DJ-1/Pfpl [IPRO02818] (1); Class |
elutamine amidotransferase-like
[IPR029062] (1)

DJ-1/Pfpl [IPRO02818] (1); Class |
elutamine amidotransferas
[IPR029062] (1)
DJ-1/Pfpl [IPRO02818] (1); Protein DJ-1
[IPR006287] (1); Class 1 glutamine
amidotransferase-like [IPR029062] (1)
DJ-1/Pfpl [IPRO02818] (1); Class |
elutamine amidotransferase-like
[IPR029062] (1); Protein DJ-1
[IPR006287] (1)

Protein kinase-like domain [IPRO11009]
0

like

Protein kinase domain [IPR000719] (1);
Leucine-rich repeat, typical subtype
[IPR003591] (1); Leucine-rich repeat
domain, L domain-like [IPR032675] (1);
Protein kinase-like domain [IPRO11009]
(1; Protein kinase, ATP binding site
[IPRO17441] (1); Serine/threonine-
protein kinase, active site [IPR00S271]
(1); Leucine-rich repeat [IPR001611] (1)
Serine/threonine-protein kinase, active
site [IPRO08271] (1); Protein kinase,
TP binding site [IPRO17441] (1);
Leucine-rich repeat [IPR001611] (1);
Protein kinase domain [IPR000719] (1);
Protein kinase-like domain [IPRO11009]
-rich repeat domain, L
domain-like [IPR032675] (1); Leucine-
rich repeat, typical subtype [IPR003591]
)

DJ-1/Pfpl [IPRO02818] (1); Protein DJ-1
[IPR006287) (1); Class 1 glutamine
amidotransferase-like [IPR029062] (1)

Zinc finger, BED-type [IPR003656] (1);
Zine finger C2H2-type [IPRO13087] (1)

Ammadillo-like helical [IPROT1989] (1);
Condensin complex subunit 1, C-terminal
[IPR032682] (1); Armadillo-type fold
[IPRO16024] (1)

Viral movement protein IPR028919] (1)
Zine finger, CCHC-type [IPROOIS7S] (1)

HAT, C-terminal dimerisation domain
[IPRO08906] (1); P-loop containing
nucleoside triphosphate hydrolase
[IPR027417) (1); Sulfotransferase
domain [IPRO00S63] (1; Ribonuclease
Helike domain [IPR012337] (1)

Transcription factor, MADS-box
[IPR002100] (1)

scaflold_3_mRNA_4117.1

scaffold_3_mRNA_4116.1
scaffold_3_mRNA_4115.1
scaffold_3_mRNA_4114.1

scaffold_3_mRNA_4112.1

scaflold_3_mRNA_4111.1

scaffold_3_mRNA_4110.1

scaffold_3_mRNA_4109.1
scaffold_3_mRNA_4107.1

scaffold_3_mRNA_4106.1

scaflold_3_mRNA_4105.1
scaflold_3_mRNA_4104.1
scaflold_3_mRNA_4103.1
scaffold_3_mRNA_4094.1
scaflold_3_mRNA_4093.1
scaffold_3_mRNA_4080.1

scaffold_3_mRNA_4079.1

scaffold_3_mRNA_4077.1

scaffold_3_mRNA_4064.1
scaflold_3_mRNA_4057.1
scaflold_3_mRNA_4056.1

scaffold_3_mRNA_4052.1

scaffold_3_mRNA_4044.1

scaffold_3_mRNA_4043.1

scaffold_3_mRNA_4042.1

scaffold_3_mRNA_4037.1

scaffold_3_mRNA_4034.1

scaffold_3_mRNA_4032.1

scaffold_3_mRNA_4030.1

scaffold_3_mRNA_4026.1

scaffold_3_mRNA_4025.1

scaflold_3_mRNA_4024.1

scaflold_3_mRNA_4022.1

scaffold_3_mRNA_4019.1

scaffold_3_mRNA_4018.1

scaffold_3_mRNA_4015.1

scaflold_3_mRNA_4014.1
scaflold_3_mRNA_4013.1
scaflold_3_mRNA_4011.1
scaflold_3_mRNA_401.1

scaflold_3_mRNA_4005.1

" scaffold_3_mRNA_4001.1

scaflold_3_mRNA_3998.1

scaffold_3_mRNA_3995.1
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GF0028626 1

GF0028625 1

GF0028624 1

GF0028623 1
GF0028622 1
GF0028621 1
GF0028620 1
GF0028619 1
GF0028618 1
GF0028617 1
GF0028616 1

GF0028615 1

GF0028614 1
GF0028613 1

GF0028612 1

GF0028611 1
GF0028610 1

GF0028609 1

GF0028608 1

GF0028607 1

GF0028606 1

GF0028605 1

GF0028604 1

GF0028603 1

GF0028602 1

GF0028601 1

GF0028600 1

GF0028599 1

GF0028598 1

GF0028597 1

GF0028596 1

GF0028595 1

GF0028594 1

GF0028593 1

GF0028592 1

GF0028591 1

GF0028590 1

GF0028589 1
GF0028588 1
GF0028587 1
GF0028586 1
GF0028585 1

GF0028584 1

GF0028583 1
GF0028582 1
GF0028581 1
GF0028580 1
GF0028579 1
GF0028578 1
GF0028577 1
GF0028576 1
GF0028575 1

GF0028574 1

c cocococoo oo

°

s oo o

o oo oo

0 MurA transferase2 (1)

0 MADS-box protein MADS2 (1)

0 Hypothetical protein (1)

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

0 Hypothetical protein (1)

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

0 Ankyrin repeat protein (1)

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

0 Hypothetical protein (1)

0 Hypothetical protein (1)

o Putative RNA-directed DNA polymerase
)

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

0 Hypothetical protein (1)

0 Hypothetical protein (1)

fon eyele protein 16 putative (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Oxalate oxidase (1)

Germin-like protein subfamily 1 member
%7

0 Ribonuclease H protein (1)

Germin-like protein subfamily 1 member
%7

0 RNA-dependent RNA polymerase 6 (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

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

0 Hypothetical protein (1)
Cytokinin riboside S-monophosphate
phosphoribohydrolase (1)

0 Hypothetical protein (1)

0 Trypsin inhibitor (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)
Cytokinin riboside S-monophosphate
phosphoribohydrolase (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Glycerol kinase (1)

catalytic activity [GO:0003824
molecular_function] (1); UDP-N-

acetylglucosamine | Enolpyruvate transferase domain

carboxyvinyltransferase activity [IPRO01986] (1); UDP-N-
[GO:0008760 molecular_function] (1):  acetylglucosamine 1-

UDP-N biosynthetic i [IPRO0STS0] (1);
process [G0:0019277 RNA 3-terminal phosphate
biological_process] (1); transferase: cyclase/enolpyruvate transferase,

activity, transferring alkyl or aryl (other  alpharbeta [IPRO13792] (1)
than methyl) groups [GO:0016765

molecular_function] (1)

protein dimerization activity

[GO:0046983 molecular_function] (1);  Transeription factor, MADS-box
DNA binding [GO:0003677 [IPR002100] (1)
molecular_function] (1)

zine ion binding [GO:0008270
molecular_function] (1); nucleic acid
binding [GO:0003676
molecular_function] (1)

Zine finger, CCHC-type [IPROOIS7S] (1)

Myb/SANT-like domain [IPR024752] (1)

Retrotransposon gag domain
[IPRO05162] (1)

Ankyrin repeat-containing domain
[IPR020683] (1): PGG domain
[IPRO26961] (1)

Zine finger, SWIM-type [IPR007527]

zinc fon binding [GO:0008270 (1): Zine finger, PMZ-type [IPR006564]
(O]

molecular_function] (1)

Ulpl protease family, C-terminal

catalytic domain [IPR003653] (1)
Tetratricopeptide-like helical domain
[IPRO11990] (1); Tetratricopeptide
repeat-containing domain [IPRO13026]
m

proteolysis [GO:0006508
biological_process] (1); protein binding
[GO:0 molecular_function] (1);
cysteine-type peptidase activity
1GO:0008234 molecular_function] (1)

Domain of unknown function DUF4283
[IPRO25558] (1); Ribonuclease H-like

nucleic acid binding [GO:0003676 domain [IPRO12 ): Reverse
molecular_function] (1) transcriptase domain [IPRO00477] (1);
ndonuclease/exonuclease/phosphatase

[IPRO0S135] (1)
Ankyrin repeat-containing domain

[IPR020683] (1); Ankyrin repeat

[IPRO02110] (1)

Ankyrin repeat [IPR002110] (1); Ankyrin

repeat-containing domain [IPR020683]

[0}

protein binding [GO:0005515
molecular_function] (1)

protein binding [GO:0005515
molecular_function] (1)

protein binding [GO:0005515 Tetratricopeptide-like helical domain
molecular_function] (1) [IPRO11990] (1)

Ankyrin repeat-containing domain
[IPR020683] (1); Ankyrin repeat
[IPR002110] (1)

protein binding [GO:0005515
molecular_function] (1)

protein binding [GO:0005515
molecular_function] (1); cysteine-type
peptidase activity [GO:0008234
molecular_function] (1): proteolysis
[GO:0006508 biological process] (1)

Tetratricopeptide-like helical domain
[IPRO11990] (1); Ulp! protease fa
Ceterminal catalytic domain [IPR003653]
M

Tetratricopeptide repeat [IPRO19734]
(1; Tetratricopeptide repeat-containing

protein binding [GO:0005515 domain [IPRO13026] (1);

molecular_function] (1) Tetratricopeptide-like helical domain
[IPRO11990] (1); Tetratricopeptide
repeat 1 [IPR001440] (1)

nucleic acid binding [GO:0003676 Ribonuclease H domain [IPR002156] (1);
molecular_function] (1); RNA-DNA  Ribonuclease H-like doma
hybrid ribonuclease activity [IPRO12337) (1); Domain of unknown

[GO:0004523 molecular_function] (1) function DUF4283 [IPR025558] (1)
RmiC-like jelly roll fold [IPR014710]
(1); Germin [IPR001929] (1); Germin,
‘manganese binding site [IPRO19780] (1);
Cupin 1 [IPR006045] (1)
Pentatricopeptide repeat [IPR00288S]
(1); RmlC-like cupin domain
[IPRO11051] (1)
RmiC-like jelly roll fold [IPR014710]
(1); RmlC-like cupin domain
[IPRO11051] (1)
RmiC-like jelly roll fold [IPR014710]
(1); RmlC-like cupin domain
[IPRO11051] (1)
RmiC-like cupin domain [IPRO11051]
(1); Germin [IPR001929] (1); RmiC-like
Je“y ml! fold [IPRO14710] (1; Cupin |
[IPR006045] (1); Germin, manganese
b.na.nb site [IPRO19780] (1)

everse transcriptase zinc-binding
dommn [IPR026960] (1)
RmiC-like cupin d(vmxm [IPROI 1051]

nutrient reservoir activity [GO:0045735
molecular_function] (1); manganese ion
binding [GO:0030145
molecular_function] (1)

manganese ion binding [GO:0030145
molecular_function] (1); nutrient
reservoir activity [GO:0045735
molecular_function] (1)

manganese ion binding [GO:0030145  (1); Germin, mangant ing site
molecular_function] (1); nutrient [IPROI9780] (1); c..pm 1 [IPRUB&MS]
reservoir activity [GO:0045735 (1); RnlC-like jelly roll fold
molecular_function] (1) [IPRO14710] (1); Germin [IPR001929]
[0}
RNA-directed 5-3' RNA polymerase  RNA-dependent RNA polymerase,
activity [GO:0003968 eukaryotic-type [IPRO0TS55] (1); Protein
molecular_function] (1) Kinase-like domain [IPRO11009] (1)

RNA-dependent RNA polymerase,
eukaryotic-type [IPRO0T8SS] (1);
Arabidopsis retrotransposon Orfl
[IPRO04312] (1)

Formin, FH2 domain [IPRO15425] (1);
Alpha/Beta hydrolase fold [IPR029058]
(1): Signal transduction response
regulator, receiver domain [IPRO01789]
(1); CheY-like superfamily [IPRO11006]
(1); Fungal lipase-like domain
[IPRO02921] (1)

RNA-directed 5'-3' RNA polymerase
activity [GO:0003968
molecular_function] (1)

lipid metabolic process [GO:0006629
biological_process] (1); phosphorelay
signal transduction system [GO:0000160
biological_process] (1)

sigma fictor antagonist activity Anti sigma-E protein RseA, N-terminal
GO:0016989 molecular_function] (1) [IPRO0S572] (1)

LOG family [IPR031100] (1)

Proteinase inhibitor I3, Kunitz legume
[IPRO02160] (1): Kunitz inhibitor ST1-

endopeptidase inhibitor activity
& like [IPROT1065] (1)

0:0004866 molecular_function] (1)

LOG family [IPR031100] (1)

carbohydrate metabolic process

[GO:0005975 biological_process] (1);  Carbohydrate kinase, FGGY, C-terminal
phosphotransferase activity, alcohol  [IPROIS48S] (1); Carbohydrate kinase,
‘roup as aceptor [GO:0016773 FGGY, N-terminal [IPRO18484] (1)
molecular_function] (1)

scaflold_3_mRNA_3994.1

scaffold_3_mRNA_3993.1

scaffold_3_mRNA_3988.1

scaflold_3_mRNA_3983.1
scaflold_3_mRNA_3981.1
scaflold_3_mRNA_3977.1
scaflold_3_mRNA_3976.1
scaflold_3_mRNA_3975.1
scaflold_3_mRNA_3972.1
scaflold_3_mRNA_3967.1
scaflold_3_mRNA_3940.1
scaffold_3_mRNA_3938.1

scaffold_3_mRNA_3926.1
scaffold_3_mRNA_3925.1

scaffold_3_mRNA_3924.1

scaflold_3_mRNA_3920.1
scaffold_3_mRNA_3919.1

scaffold_3_mRNA_3918.1

scaflold_3_mRNA_3917.1

scaflold_3_mRNA_3916.1

scaffold_3_mRNA_3914.1

scaffold_3_mRNA_3910.1

scaffold_3_mRNA_3907.1

scaffold_3_mRNA_3906.1

scaffold_3_mRNA_3905.1

scaffold_3_mRNA_3903.1

scaflold_3_mRNA_3901.1

scaffold_3_mRNA_3897.1

scaffold_3_mRNA_3896.1

scaffold_3_mRNA_3891.1

scaffold_3_mRNA_3889.1

scaffold_3_mRNA_3885.1

scaffold_3_mRNA_3884.1

scaffold_3_mRNA_3880.1

scaffold_3_mRNA_3871.1

scaffold_3_mRNA_3870.1

scaffold_3_mRNA_387.1

scaffold_3_mRNA_3869.1
scaffold_3_mRNA_3863.1
scaflold_3_mRNA_3862.1
scaffold_3_mRNA_3860.1

scaffold_3_mRNA_3859.1
scaffold_3_mRNA_3841.1

scaflold_3_mRNA_3840.1
scaflold_3_mRNA_384.1

scaflold_3_mRNA_3837.1
scaffold_3_mRNA_3836.1
scaffold_3_mRNA_3835.1
scaffold_3_mRNA_3831.1
scaffold_3_mRNA_3830.1
scaffold_3_mRNA_3829.1
scaffold_3_mRNA_3828.1

scaffold_3_mRNA_3825.1
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Leucine-rich repeat [IPRO0I611] (1);
Leucine-rich repeat-containing N-
. (G terminal, plant-type [IPR013210] (1);
"::fl‘:c'zl;‘f“’m‘:“::“":] {‘I"U;:‘o’:gg"’ HAT, C-terminal dimerisation domain
GF0028573 1 0 0 Receptor like protein 21 (1) dimerization activity [GO:0046983 E:ﬂ:x?:lﬁatnﬁf::’ﬁ;"z';;‘z‘ggz?‘(I) scaffold_3_mRNA_3823.1
molecular_function] (1); protein binding 1 o, oo ep repeat, cysteine-containing.
1GO:0005515 molecutar_funcrion] (1) e L Eee s e ich
repeat 4 [IPRO25875] (1; Ribonuclease
Helike domain [IPRO12337] (1)
GF0028572 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_3821.1
GF0028571 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_3819.1
GF0028570 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_3818.1
Uncharacterized mitochondrial protein
GF0028569 1 0 Levivhstrivs scaffold_3_mRNA_3816.1
GFO028568 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_3814.1
GF0028567 1 0 0 Hypothetical protein (1) :‘I“"““" peptidase domain [IPRO2T109) (o, v1q 3 RNA 3813.1
GF0028566 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_3811.1
GF0028565 1 0 0 Hypothetical protein (1) m"“"” peptidase domain [IPROZH09] (14 3 mRNA_3810.1
response to wounding [GO:0009611
Type I proteinase inhibitor-like protein  biological_process] (1); serine-type  Proteinase inhibitor 113, potato inhibitor I _
GFRO028364 ! 0 Oy endopeptidase inhibitor activity [IPRO00864] (1) scaffold_3_mRNA_3806.1
[GO:0004867 molecular_function)] (1)
GFO028563 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_3805.1
response to wounding [GO:0009611
§ Type | proteinase inhibitor-like protein  biological_process] (1); serine-type  Proteinase inhibitor 113, potato inhibitor | .
GF0028562 ! 0 iy endopeptidase inhibitor activity [IPRO00S64] (1) scaffold_3_mRNA_3804.1
[GO:0004867 molecular_function] (1)
GF0028561 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_3801.1
GF0028560 1 0 0 Hypothetical protein (1) scaffold_3_mRNA._3799.1
Protein of unknown function DUF247,
GF0028559 1 0 0 UPFO481 protein (1) it IPRO0K1S8] (1) scaffold_3_mRNA_3796.1
GFO028558 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_3791.1
serine-type endopeptidase inhibitor
R activity [GO:0004867
GF0028557 1 0 o Type I proteinase inhibitor-like protein o ior function] (1): response to E’;‘:;g‘:”xz';h(’;’;'“' 113, potato inhibitor 1,014 3 mRNA_3790.1
‘wounding [GO:00096|
biological_process] (1)
GF0028556 1 0 0 Hypothetical protein (1) ﬁ;‘]{“(’;;’;z‘z‘]‘("l") gag domain scaffold_3_mRNA_3788.1
GF0028555 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_3787.1
GF0028554 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_3786.1
Zine finger, SWIM-type [IPR007527]
Putative muDR family transposase-like zinc ion binding [GO:0008270 (1): MULE transposase domain
GF0028553 ! 0 0 molecular_function] (1) [IPROIS289] (1); Zine finger, PMZ-type C2T01d-3 MRNA_3783.1
[IPRO06S64] (1)
GF0028552 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_3782.1
Serine-threoninetyrosine-protein kinase.
catalytic domain [IPR001245] (1);
R Protein kinase, ATP binding site
ATP binding (GO:0005524 [IPRO17441] (1); Serine/threonine-
molecular_function] (1);protein kinase L' e RO08271
LRR like kinase famil activity [GO:0004672 iy Leucinerich repest eu[-wm 1 ]w
GF0028551 1 0 o LRR receptor-fike kinase family protein o 1arfunction] (1); protein (1: Leucine.rich repeat [ 6111 (5 caffola_3_mRNA_3775.1
0} osphoration (GO-0006466 Protein kinase domain [IPR000719] (1);
phosphory " Leucine-rich repeat, typical subtype
iological proces] (1) proten binding  EECREE AL R SONE
1600005515 molecular_funciion] (1) {11
Protein kinase-like domain [IPRO11009]
o)
nucleic acid binding [GO:0003676 RNA recognition morif domain
GF0028550 1 0 0 Hypothetical protein (1) el funton (1 PRO0DS04] (1 scaffold_3_mRNA_3769.1
Leucine-rich repeat [IPRO01611] (1);
Leucine-rich repeat-containing N-
LRR receptor-fike serine/threonine-  protein binding [GO:0005515 terminal, plant-type [IPRO13210] (1);
GFO028549 ! 0 O protein kinase GSOI (1) molecular_function] (1) Leucine-rich repeat, typical subtype 210143 mRNA_3768.1
[IPRO03591] (1; Leucine-rich repeat
domain, L domain-like [IPR032675] (1)
GFO028548 1 0 0 Hypothetial protein (1) scaffold_3_mRNA_3763.1
GFO028547 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_3755.1
GFO028546 1 0 0 Hypotheical protein (1) scaffold_3_mRNA_3753.1
GFO028545 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_3750.1
GFO028544 1 0 0 Hypothetical protein (1) Viral movement protein [IPR028919] (1) scaffold_3_mRNA_3749.1
GFO028543 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_3741.1
GFO028542 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_3739.1
GF0028541 1 0 0 Hypothetical protein (1) ﬁ:“""""““g”“ domain [IPRO2S724] (. io1d 3 mRNA_3738.1
Protein kinase domain [IPR000719] (1);
Leucine-rich repeat domain, L domain-
protein kinase activity [GO:0004672 ke [IPR032675] (1); Protein kinas
molecular_function] (1); profein jomain [IPRO11009] (1); Serine-
GF0028540 1 0 0 LRR receptor-like kinase (1) phosphorylation [GO:0006468 threonine/tyrosine-protein kinase, scaffold_3_mRNA_3736.1
biological_process] (1); ATP binding  catalytic domain [IPR001245] (1);
(GO:0005524 molecular_function] (1) Malectin [IPR021720] (1);
lecular_fncti I
Serine/threonine-protein kinase, active
site [IPRO0S271] (1)
. Spm 2
GF0028539 1 0 0 Hypothetical protein (1) Transposon, En/Sp-fike (IPROV4242] (.14 3 mRNA_3735.1
GFO028538 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_3734.1
GF0028537 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_3730.1
Serine/threonine-specific protein
phosphatase/bis(s-nucleosyl)-
tetraphosphatase [IPRO0G16] (1);
GF0028536 1 0  Serinelthreonine-protein phosphatase  hydrolase activity [GO:0016757 Calcineurin-like phosphoesterase domain, scaffold_3_mRNA_373.1
PP2A-1 catalytic subunit (1) molecular_function] (1) ‘apall type ((PRO04BA3) (1), Motllor 3 MRNA.
dependent phosphatase-like [IPR029052]
)
GF0028535 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_3729.1
GF0028534 1 0 0 Retrotransposon gag protein (1) g;;%‘r’:?;sﬁpz?sm gag domain scaffold_3_mRNA_3728.1
Cytokinin riboside S-monophosphate . .
GFO028533 1 0 shosphoribobydrolase (1) LOG family [IPRO31100] (1) scaffold_3_ mRNA_3727.1
GF0028532 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_3725.1
i . Malectin [IPR021720] (1);
T digtcoRst T e e
osphorynton [GO-X06HG5 site (IPRO0S271] (1); Protein kinase-like
GF0028531 1 0 0 LRR receptor-like kinase (1) Phosphory § domain [IPRO11009] (1); Leucine-rich  scaffold_3_mRNA_3724.1
biological_process] (1) protein kinase £ U PRI OO (L
activity [GO:0004672 [IPRO32675] (1); Protein kinase domain
molecular_finction] (1) (IPRODOTIZN 1)
Malectin [IPR021720] (1); Serine-
N threonine/tyrosine-protein kinase,
Aot LS,
e om it TG D000 Serine/threonine-protein kinase, active
GF0028530 1 0 0 LRR receptor-like kinase (1) phasphorylation [6O site [IPRO0S271] (1); Protein kinase  scaffold_3_mRNA_3721.1
biological proces] (1) potein kinase 4 ® L PG (RIS
sy oo ey sl
molecular_functior [IPR032675] (1); Protein kinase-like
domain [IPROT1009) (1)
GF0028529 1 0 0 Hypothetical protein (1) scaffold_3_ mRNA_3707.1
GF0028528 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_3706.1
GF0028527 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_3705.1
nucleic acid binding [GO:0003676 Ribonuclease H-like domain
GF0028526 1 0 0 Hypothetical protein (1) et funton (1 HPRO1337] (1) scaffold_3_mRNA_3703.1
GFO028525 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_3699.1
GF0028524 1 0 0 Hypothetical protein (1) ;";;z"z’;ﬁ:’z‘]’;l’)y"'hm"‘ke scaffold_3_mRNA_3691.1
GF0028523 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_3688.1
. Isopenicillin N synthase-like
GF0028522 1 0 0 Zz;’niil"?‘:;yff)"‘m family [IPR027443] (1); Non-haem dioxygenase scaffold_3_mRNA_3687.1
» N-terminal domain [IPR026992] (1)
ocidation-redaction process Oxoglutarate/iron-dependent dioxygenase
[GO:0055114 bioloy el rocess] (1), LPRO05123] (1): Nonhaem dioxygenase
GFO028521 1 0 0 Senescence-related gene 1 (1) ! wical " Neterminal domain [IPRO26992] (1), scaffold_3_mRNA_3684.1
oxidoreductase activity [GO0016491 (1oL A [PREEO
molecular_function] (1) [’w; 027043] my s
GF0028520 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_3682.1
oxidoreductase activity [GO001641 6, oy yeron-dependent dioxygenase
GFO028519 1 0 20G-Fe(ID oxygenase family molecular_function] (1); oxidation- [IPRO05123] (1); Isopenicillin N scaffold_3_mRNA_3680.1

oxidoreductase (1)

reduction process [GO:0055114
biological_process] (1)

synthase-like [IPR027443] (1)
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- § Non-haem dioxygenase N-terminal
e OO STt ) o
GFO028518 1 0 0 Senescence-related gene 1 (1) - : synthase-like [IPRO27443] (1); scaffold_3_mRNA_3679.1
reduction process [GO:0055114
Hologial procest (1 Oxoglutarate/iron-dependent dioxygenase
g [IPRO0S123] (1)
GFO028517 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_3671.1
GFO028516 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_3664.1
GFO028515 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_3659.1
GFO028514 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_3656.1
cysteine-type peptidase activity
. . [GO:0008234 molecular_function] (1); ~ Ulpl protease family, C-terminal .
GFO028513 1 0 0 Hypothetical protein (1) proteclysis (GO0006308 catlyic domain IPR003653] 1) scaffold_3_mRNA_3655.1
biological_process] (1)
Leucine-rich repeat domain, L domain-
y like [IPR032675] (1); Protein kinase-like
premymrrre e
ecutar. lune ds domain (IPR000719] (1); Leucine-rich
GF0028512 1 0 0 LRR receptor-like kinase (1) molecular_function] (1); protein repeat [IPROOI6L1] (1); scaffold_3_mRNA_3644.1
Serine/threonine-protein kinase, active
phosphorylation [GO:0006468
site [IPRO0S271] (1; Serine-
biological_process] (1); ATP binding
GO:0005524 molecular_function] (1) "recnine/rosine protin inase,
> - catalytic domain [IPR001245] (1);
Maloatin [IDB0217201 (1
RNA-dirccted 5-3' RNA polymerase
GF0028511 1 0 0 Hypothetical protein (1) activity [GO:0003968 RNA-dependent RNA polymerase, scaffold_3_mRNA_3642.1
eukaryotic-type [IPRO07855] (1)
molecular_function] (1)
Cytokinin riboside S-monophosphate
GFO028510 1 0 0 prosphoribobydrolase (1) LOG family [IPRO31100] (1) scaffold_3_mRNA_3638.1
nucleic acid binding [GO:0003676
y ; molecular_function] (1); regulation of  Carlavirus nucleic acid-binding protein _
GF0028509 1 0 0 Hypothetical protein (1) nseription, DN Arictplted PRO0IS68] (1) scaffold_3_mRNA_3637.1
[GO:0006355 biological process] (1)

. Phosphate import ATP-binding PstB 2 Retrotransposon gag domain . |
GFO028508 1 0 o0 PROVSIEZ] () scaffold_3_mRNA_3634.1
GF0028507 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_3630.1

nucleic acid binding [GO:0003676
GFO028506 1 0 0 Hypothetical protein (1) molecular_function] (1); zinc ion binding Zine finger, CCHC-type [IPRO0ISTS] (1) scaffold_3_mRNA_3628.1
[GO:0008270 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 Cytochrome P4s0, consarved site
. 3 ; [IPRO17972] (1); Cytochrome P450, E-
GFO0028505 1 0 0 Secologanin synthase (1) molecular_function] (1); iron ion binding scaffold_3_mRNA_3627.1
Y - class, group IV [IPR002403] (1);
GO:0005506 molecular function] (1); 2% B0 1 (0
heme binding [GO:0020037 ¥
molecular_function] (1): monooxygenase
activity [GO:0004497
molecular_finction] (1)
GFO028504 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_3625.1
GFO028503 1 0 0 Hypothetical protein (1) LOG family [IPRO31100] (1) scaffold_3_mRNA_3622.1
iron fon binding [GO:0005506
molecular_function] (1); heme binding
GO:0020037 molecula_function] (15 (. 1vome pas (PROOT128] (1
oxidation-reduction process Criochrome P450, consemved site
GFO028502 1 0 0 Secologanin synthase (1) [GO0S5114 biological process] (1), RS PR SRR safold 3 mRNA 36211
oxidoreducase activity, acting on paired
class, group I [IPRO02401] (1)
donors, with incorporation or reduction
of molecular oxygen [GO:0016705
molecular_fnction] (1)
GF0028501 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_3620.1
GFO028500 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_3619.1
GF0028499 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_3618.1
iron fon binding [GO:0005506
molecular_function] (1); heme binding
[GO:0020037 molecular_function] (1);
oxidation-reduction process
GF0028498 1 0 C’:‘:j\h"‘;‘:“; PASO family 72 protein, 16,0055114 biological_process] (1) Cytochrome P450 [IPR001128] (1) scaffold_3_mRNA_3616.1
putative oxidoreductase activity, acting on paired
donors, with incorporation or reduction
of molecular oxygen [GO:0016705
molecular_function] (1)
GF0028497 1 0 0 Hypothetial protein (1) scaffold_3_mRNA_3610.1
manganese fon binding [GO:0030145  RmIC-like cupin domain [IPRO11051]
. molecular_function] (1) nutient ). RmiC-like jely roll fold
2 ca
GFO028496 1 0 0 Oxalate oxidase 2 (1) reservoir activity (GO:0045735 PROI4710] (L, Germin [IPRO01929] 552014 3 mRNA _361.1
molecular_function] (1) (1): Cupin 1 [IPRO0G045] (1)
GF0028495 1 0 0 Zine finger MYM:-type protein 1 (1) scaffold_3_mRNA_3607.1
Domain of unknown function DUF4371
GFO028494 1 0 0 Hypothetical protein (1) 1PROYS308] (1) scaffold_3_mRNA_3606.1

. Cysteine-rich RLK (RECEPTORlike Reverse transcriptase, RNA-dependent
GF0028493 1 0 O poicin kinase) 8 (1) DNA polymeesse [PROI3103] () scaffold_3_mRNA_3600.1
GF0028492 1 0 0 Hypothetical protein (1) scaffold_3_mRNA._360.1

nucleic acid binding [GO:0003676 Ribonuclease H-like domain
GFO028491 1 0 0 Hypothetical protein (1) eleedin uneion () HPRO17] (1) scaffold_3_mRNA_3599.1
GFO028490 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_3597.1
GFO028489 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_3596.1

§  Cytokininriboside S-monophosphate ; .

GF0028488 1 0 thphmm’dmlm o LOG family [IPRO31100] (1) scaffold_3_mRNA_3595.1
Cytokinin riboside S-monophosphate
GFO028487 1 0 0 prosphorisobydrolase (1) LOG family [IPRO31100] (1) scaffold_3_mRNA_3594.1
HAD-like domain [IPR023214] (1);
GF0028486 1 0 R}l’: E::Z:‘I'r: 411“0‘ terminal domain BRCT domain [IPR00I357] (1) FCP1  scaffold 3_mRNA_359.1
phospl homology domain [IPR004274] (1)
GF0028485 1 0 0 Hypothetical protein (1) scaffold_3_mRNA._3586.1
nucleic acid binding [GO:0003676 Domain of unknown function DUF4219
GF0028484 1 0 0 Hypothetical protein (1) molecular_function] (1); zinc ion binding [IPR025314] (1); Zine finger, CCHC-  scaffold_3_mRNA_3585.1
[GO:0008270 molecular_function] (1) type [IPRODIS7S] (1)
Leucine-rich repeat (IPRO01611] (1);
Leucine-rich repeat-containing N-
P . N o Verticillium wiltdiscase resistance protin binding [GO:0005515 terminal, planttype [IPROII2I01(1): ooy 3o e
© protein (1) molecular_function] (1) Leucine-rich repeat domain, L domain- 3 miRA.
like [IPR032675] (1); Leucine-rich
repeat, typical subtype [IPRO03591] (1)
Leucine-rich repeat domain,
GFO028482 1 0 0 Hypothetical protein (1) like [IPRO32675] (1); Aspartic peptidase scaffold_3_mRNA_3582.1
domain [IPRO21109] (1)
GF0028481 1 0 0 Monosacharide transport protein (1) scaffold_3_mRNA_3581.1
Leucine-rich repeat [IPRO01611] (1);
protein binding [GO:0005515 ine-rich repeat, typical ovve
GF0028480 1 0 0 LRR receptor-like kinase (1) Tolecular function] (1) IPRODSSOT] (i Leustme rich rpe scaffold_3_mRNA_3580.1
domain, L domain ke (IPR032675) (|)
GF0028479 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_3579.1
Leucine-rich repeat domain, L domain-
GF0028478 1 0 0 Hypothetical protein (1) ke [bR0326701 (1) scaffold_3_mRNA_3577.1
) Cytokinin riboside S-monaphosphate
GF0028477 1 0 C’f'“k:‘"‘,b' “;“”:d‘] f f":‘:““"h""”h‘““ phosphoribohydrolase LOG [IPR005269] scaffold 3 mRNA_3576.1
phosphoribohydrolase (1) (1): LOG family [IPRO31100] (1)
GF0028476 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_3573.1
Aspartic peptidase domain [IPR021109]
GFO028475 1 0 0 Hypothetical protein (1) (1): Retrotransposon gag domain scaffold_3_mRNA_3569.1
[IPRO0S162] (1)
S-adenosyl-L-methionine-dependent
. me'myltmn:fem:e [IPR029063] (1);
GF0028474 1 0 0 Putative methyltransferase PMT20 (1) ethliransferase activity [GO:0008168  p 26 < 4 denosyl-L-methionine- scaffold_3_mRNA_3567.1
molecular_function] (1)
dependcm methylizansferase
[IPRO04159] (1)
Leucine-rich repeat, typical subtype
. Verticillium wilt disease resistance  protein binding [GO:0005515 [IPRO03591] (1); Leucine-rich repeat .
GF0028473 ! 0 O protein (1) molecular_function] (1) domain, L domain-like (IPR032675] (1); 32Tl _3_MRNA_3565.1
Leucine-rich repeat [IPRO01611] (1)
Refrotransposon gag domain
GFO028472 1 0 0 Hypothetical protein (1) 1PROSIO0] (1) scaffold_3_mRNA_3564.1
i . SOUL haem-binding protein i
GF0028471 1 0 0 Hypothetical protein (1) TPRODSONT] (1) scaffold_3_mRNA_3561.1
GF0028470 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_3558.1
regulation of ranseription, DNA-
i . ceuo MULE transposase domain [IPROI8289] _
GF0028469 1 0 0 Hypothetical protein (1) templated [GO:0006355 Q0); FHYSFARY iy [PR031053) (1) S04T0143_ mRNA 3552.1
biological_process] (1)
GFO028468 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_3549.1
GFO028467 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_3543.1
GFO028466 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_3527.1
. Reverse transeriptase zinc-binding
GF0028465 1 0 0 Putative ribonuclease H protein (1) :::‘:Il:c'zli?“’ﬁ:’"'::‘::f] {IG)O.OOUSNG domain [IPR026960] (1); Ribonuclease ~ scaffold 3 mRNA_3523.1
= Helike domain [IPRO12337] (1)
GF0028464 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_3515.1
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GF0028463 1

GF0028462 1

GF0028461 1

GF0028460 1

GF0028459 1
GF0028458 1
GF0028457 1

GF0028456 1
GF0028455 1

GF0028454 1
GF0028453 1
GF0028452 1
GF0028451 1
GF0028450 1
GF0028449 1
GF0028448 1

GF0028447 1

GF0028446 1

GF0028445 1

GF0028444 1

GF0028443 1

GF0028442 1
GF0028441 1
GF0028440 1
GF0028439 1
GF0028438 1

GF0028437 1

GF0028436 1

GF0028435 1

GF0028434 1

GF0028433 1

GF0028432 1

GF0028431 1

GF0028430 1
GF0028429 1

GF0028428 1

GF0028427 1
GF0028426 1
GF0028425 1

GF0028424 1

GF0028423 1
GF0028422 1
GF0028421 1
GF0028420 1

© oo oo

c oo oo

o oo oo

s oo o

0 Ac-like transposase (1)

0 Hypothetical protein (1)

0 Glutathione transferase (1)

0 Glutathione S-transferase 3 (1)

Cytokinin riboside S-monophosphate

O phosphoribohydrolase (1)

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

0 Hypothetical protein (1)

0 Hypothetical protein (1)

Cytokinin riboside S-monophosphate
phosphoribohydrolase (1)

0 Hypothetical protein (1)

0

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

Cytokinin riboside S-monophosphate
phosphoribohydrolase (1)

0 Hypothetical protein (1)

0 TMV resistance protein N (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 TMV resistance protein N (1)

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

0 Accelerated cell death 6 (1)

0 Hypothetical protein (1)

0 TMV resistance protein N (1)

0 Hypothetical protein (1)

Cytokinin riboside S-monophosphate
phosphoribohydrolase (1)

0 Hypothetical protein (1)

0 TMV resistance protein N (1)

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

Disease resistance protein (TIR-NBS-
LRR class) (1)

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

0 TMV resistance protein N (1)

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

nucleic acid binding [GO:0003676
molecular_function] (1); DNA binding
[GO:0003677 molecular_function] (1)
nucleic acid binding [GO:0003676
molecular_function] (1); zinc ion binding
[G0:0008270 molecular_function] (1)

protein binding [GO:0005515
molecular_function] (1)

protein binding [GO:0005515
molecular_function] (1)

signal transduction [GO:0007165
biological_process] (1); ADP binding
[G0:0043531 molecular_function] (1);
protein binding [GO:0005515
molecular_function] (1)

ADP binding [G0:0043531
molecular_function] (1)

signal transduction [GO:0007165
biological_process] (1); ADP binding
[G0:0043531 molecular_function] (1);
protein binding [GO:0005515
molecular_function] (1)

molecular_function] (1); signal
transduction [GO:0007165
biological_process] (1); protein binding
[GO:0005515 molecular_function] (1)

integral component of membrane
[GO:0016021 cellular_component] (1);
cellular response to salicylic acid
stimulus [GO:0071446
biological_process] (1); protein binding
[GO:0005515 molecular_function] (1);
regulation of defense response
[GO:0031347 biological_process] (1);
regulation of salicylic acid mediated
signaling pathway [GO:2000031
biological_process] (1)

signal transduction [GO:0007165
biological_process] (1); ADP binding
[GO:0043531 molecular_function] (1);
protein binding [GO:000515
molecular_function] (1)

protein binding [GO:0005515
molecular_function] (1); signal
transduction [GO:0007165
biological_process] (1); ADP binding
[GO:0043531 molecular_function] (1)

signal transduction [GO:0007165
biological_process] (1); ADP binding
[GO:0043531 molecular_function] (1);
protein binding [GO:0005515
molecular_function] (1)

ADP binding [GO:0043531
molecular_function] (1); signal
transduction [GO:0007165
biological_process] (1); protein binding
[GO:0005515 molecular_function] (1)

Ribonuclease H-like domain
[IPRO12337] (1); hAT-like transposase, ~ scaffold_3_mRNA_3514.1
RNase-H fold [IPR025525] (1)

Zine finger, CCHC-type [IPRO0TS78] (1) scaffold_3_mRNA_3509.1

Thioredoxin-like fold [IPR012336] (1);
Glutathione S-transferase, N-termina
[IPR004045] (1); Glutathione S-
transferase, C-terminal-like [IPRO10987]
m

Glutathione S-transferase, N-terminal
[IPR004045] (1); Glutathione S
transferase, C-terminal-like [IPRO10987] scaffold_3_mRNA_3504.1
(1); Thioredoxin-like fold [IPRO12336]
[

LOG family [IPR031100] (1); Cytokinin
riboside S-monophosphate
phosphoribohydrolase LOG [IPR005269]
m

scaffold_3_mRNA_3505.1

scaffold_3_mRNA_3503.1

scaffold_3_mRNA_3496.1
scaffold_3_mRNA_3495.1
scaffold_3_mRNA_3493.1
scaffold_3_mRNA_3489.1

LOG family [IPRO31100] (1) scaffold_3_mRNA_3487.1

LOG family (IPRO31100] (1) scaffold_3_mRNA_3481.1
scaffold_3_mRNA_3480.1
scaffold_3_mRNA_3479.1
scaffold_3_mRNA_3477.1
scaffold_3_mRNA_3475.1
LOG family [IPRO31100] (1); Cytokinin
;:s:;t:bgf;m::f 12*32 [1PRO05269) Sc4T01d3MRNA_3474.1
)

scaffold_3_mRNA_3469.1
Tollfinterleukin-1 receptor homology
(TIR) domain [IPR000157] (1; Leucine-
rich repeat 3 [IPRO11713] (1); Winged
helix-turn-helix DNA-binding domain
[IPRO11991] (1); Leucine-rich repeat
domain, L domain-like [IPR032675] (1);
Leucine-ich repeat, typical subtype
[IPRO03591] (1); P-loop containing
nucleoside triphosphate hydrolase
[IPR027417] (1); Leucine-rich repeat
[IPRO01611] (1): NB-ARC [IPR002182]
0}

scaffold_3_mRNA_3468.1

P-loop containing nucleoside triphosphate
hydrolase [IPR027417] (1); NB-ARC
[IPRO02182] (1); Winged helix-turn-helix
DNA-binding domain [IPROT1991] (1)

scaffold_3_mRNA_3467.1

NB-ARC [IPR002182] (1); P-loop
containing nucleoside triphosphate
hydrolase [IPR027417] (1);
Toll/nterleukin-1 receptor homology
(TIR) domain [IPRO001S7] (1)
Leucine-rich repeat [IPRO01611] (1);
NB-ARC [IPR002182] (1); P-loop.
containing nucleoside triphosphate
hydrolase [IPR027417] (1); Winged
helix-tum-helix DNA-binding domain
[IPRO11991] (1); Leucine-rich repeat
domain, L domain-like [IPR032675] (1);
Leucine-rich repeat, typical subtype
[IPRO03591] (1); Tollinterleukin-1
receptor homology (TIR) domain
[IPRO001S7] (1); Leucine-rich repeat 3
[IPRO11713] (1)

scaffold_3_mRNA_3466.1

scaffold_3_mRNA_3461.1

scaffold_3_mRNA_3460.1
scaffold_3_mRNA_3455.1
scaffold_3_mRNA_3448.1
scaffold_3_mRNA_3446.1
scaffold_3_mRNA_3439.1

Ankyrin repeat [IPR002110] (1); Protein
accelerated cell death 6 [IPRO32846] (1);

PGG domain [IPR026961] (1); Ankyrin ~ scaffold_3_mRNA_3437.1
repeat-containing domain [IPR020683]

b}

scaffold_3_mRNA_3436.1

Toll/interleukin-1 receptor homology
(TIR) domain [IPRO001S7] (1); Leucine-
rich repeat domain, L domain-like
[IPR032675] (1); Winged helix-turn-helix
inding domain [IPROT1991] (1);
P-loop containing nucleoside triphosphate
hydrolase [IPR027417] (1); NB-ARC
[IPRO02182] (1)

Aspartic peptidase domain [IPR021109]
)

scaffold_3_mRNA_3415.1

scaffold_3_mRNA_3413.1

Cytokinin riboside S-monophosphate
phosphoribohydrolase LOG [IPR005269] scaffold_3_mRNA_3411.1
(1): LOG family [IPRO31100] (1)

scaflold_3_mRNA_3410.1
Toll/nterleukin-1 receptor homology
(TIR) domain [IPRO001S7] (1); Winged
helix-turn-helix DNA-binding domain
[IPRO11991] (1); Leucine-rich repeat
domain, L domain-like [IPR032675] (1);
P-loop containing nucleoside triphosphate
hydrolase [IPR027417] (1); NB-ARC
[IPR002182] (1)

scaffold_3_mRNA_3408.1

scaffold_3_mRNA_3405.1
scaffold_3_mRNA_3404.1

Leucine-rich repeat [IPRO01611] (1);

NB-ARC [IPR002182] (1); P-loop.

containing nucleoside triphosphate

hydrolase [IPR027417] (1); Winged

helix-tum-helix DNA-binding domain  scaffold_3_mRNA_3402.1

[IPRO11991] (1); Leucine-rich repeat

domain, L domain-like [IPR032675] (1);

Toll/interleukin-1 receptor homology

(TIR) domain [IPRO001S7] (1)
scaflold_3_mRNA_3400.1
scaflold_3_mRNA_3398.1
scaflold_3_mRNA_3397.1

Leucine-rich repeat 3 [IPROT1713] (1);

Toll/nterleukin-1 receptor homology

(TIR) domain [IPRO001S7] (1); Leucine-

rich repeat domain, L doma

[IPR032675] (1); P-loop containing

nucleoside triphosphate hydrolase

[IPR027417] (1); NB-ARC [IPR002182]

)

Galactose-binding domain-like

[IPR008979] (1)

scaffold_3_mRNA_3396.1

scaffold_3_mRNA_3395.1
scaflold_3_mRNA_3394.1
scaflold_3_mRNA_3390.1
scaflold_3_mRNA_3389.1
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P-loop containing nucleoside triphosphate
hydrolase [IPR027417] (1); Leucine-rich
repeat (IPRO01611] (1); NB-ARC
proein binding [GO0008515 IPRO02182] (1) Tolintrleukin-|
molecular_function] (1); ADP bi receptor homology (TIR) domain
P . o Discase resistance proten (TIR-NBS- 00 e ey PROODIST] (1 Leucinerich epeat 3ot e 33y
LRR class) (1) [IPRO11713] (1; Leucine-rich repeat,
signal transduction [GO:0007165 -
Silogical process (1) typical subtype [IPRO03591] (1);
* Leucine-rich repeat domain, L domain-
like [IPR032675] (1); Winged helix-tum-
helix DNA-binding domain [IPR011991]
[0
GFO028418 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_3380.1
GFO028417 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_3378.1
Leucine-rich repeat domain, L domain-
like [IPRO32675] (1); Leucine-
repeat, typical subtype [IPR003591] (1);
protein binding [GO:0005515 ‘Winged helix-turm-helix DNA-binding
o molecular_function] (1): signal domain [IPRO11991] (1);
GF0028416 1 0 0 E";;‘“; ’_”;'f:‘:““ protein (TIRNBS- -1 duction [GO:0007165 Tollinterleukin-1 receptor homology ~ scaffold_3_mRNA_3374.1
cast) biological_process] (1) ADP binding  (TIR) domain [IPR000157] (1); NB-ARC
[GO:0043531 molecular_function] (1) [IPR002182] (1); Leucine-rich repeat
[IPROO1611] (1; P-loop containing
nucleoside triphosphate hydrolase
[IPRO27417] (1)
GFO028415 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_3372.1
GFO028414 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_3371.1
. . Leucine-rich repeat domain, L domain-
GFO028413 1 0 0 Hypothetical protein (1) ke (IPRO32679) (1) scaffold_3_mRNA_3369.1
GF0028412 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_3366.1
GF0028411 1 0 0 Hypothetical protein (1) ﬁ"’“"’c peptidase domain [IPRO2H09T (. vi 3 mRNA_3363.1
GFO028410 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_3362.1
Leucine-rich repeat-containing N-
y terminal, plant-type [IPRO13210] (1);
GF0028409 1 0 0 Hypothetical protein (1) protein binding [GO:0005515 Leucine-rich repeat [IPRO01611] (1);  scaffold_3_mRNA_3356.1
molecular_function] (1)
Leucine-rich repeat domain, L domain-
like [IPRO32675] (1)
GFO028408 1 0 0 Monosacharide transport protein (1) scaffold_3_mRNA_3353.1
GF0028407 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_3352.1
GF0028406 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_3346.1
. i Leucine-rich repeat domain, L domain-
GF0028405 1 0 0 LRR receptor-like kinase (1) e PRO65] 1) scaffold_3_mRNA_3344.1
GF0028404 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_3339.1
nucleic acid binding [GO:0003676 Ribonuclease H-like domain
GF0028403 1 0 0 Hypothetical protein (1) el funton (1 HPRO1337] (1) scaffold_3_mRNA_3337.1
. . Leucine-rich repeat domain, L domain- |
GFO028402 1 0 0 Hypothetical protein (1) e (IPRO32679) (1) scaffold_3_mRNA_3336.1
Domain of unknown function DUF4219 N
GF0028401 1 0 0 Hypothetical protein (1) PROSSS14] (1) scaffold_3_mRNA_3329.1
GF0028400 1 0 0 Monosacharide transport protein (1) scaffold_3_mRNA_3325.1
GF0028399 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_3324.1
GFO028398 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_3323.1
GF0028397 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_3319.1
metabolic process [GO:0008152
. . bm!ogvcal |_process] (1); transferase  UDP-glucuronosy/UDP- . .
GFO028396 1 0 0 UDP-glycosyltransferase 74E2 (1) ansloming heow groups glucomgiansfomee [IPRO02213] (1) S64TO143_ mRNA_3318.1
[Go.oomss molecular_function] (1)
el sampen (1 aion  RECSTALpriin 2, i3
[GO:0006412 biological_process] (1): gfﬂ;‘;ﬁ};&,’;z’:&” 2’:‘)' g“:‘:s': n":l'
GF0028395 1 0 0 Hypothetical protein (1) intracellular [GO:0005622 > : scaffold_3_mRNA_3315.1
protein L2 [IPR002171] (1); Translation
cellular_component] (1); structural orein SH3-lke dom
constituent of ribosome [GO:0003735 :’” 3
molecular_fnction] (1)
GFO028394 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_3308.1
GF0028393 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_3306.1
Alcohol dehydrogenase, C-terminal
[IPROI3149] (1); Winged helix-turn-helix
DNA-binding domain [IPRO11991] (1);
oxidation-reduction process Leucine-rich repeat domain, L domain-
LR and NE-ARC dosin e [GO05S114 bl process (1 ke [IPRO32675](1): Receptor L-donin
GF0028392 ! 0 resistance protein (1) ADP binding [GO:004353 [IPR000494] (1); NAD(P)-binding scaffold_3_mRNA_3302.1
molecular_function] (1) domain [IPRO16040] (1; P-loop
containing nucleoside triphosphate
hydrolase [IPR027417] (1); NB-ARC
[IPRO02182] (1)
Winged helix-tum-helix DNA-binding
domain [IPRO11991) (1); Leucine-rich
y repeat domain, L domain-like
GF0028391 1 0 LRR and NB-ARC domain discase ADP binding [GO:0043531 [IPR032675] (1); P-loop containing scaffold_3_mRNA_3301.1
resistance protein (1) molecular_function] (1)
nucleoside triphosphate hydrolase
[IPRO27417] (1); NB-ARC [IPR002182]
0]
Transposase, MuDR, plant [IPR004332]
y (1): MULE transposase domain
GF0028390 1 0 0 Mutator-like transposase (1) Iz\::fe‘::::r‘“;‘"“i‘ﬁ?(’:’;m“70 [IPRO18289] (1); Zinc finger, PMZ-type scaffold_3_mRNA_3299.1
= [IPRO06S64] (1; Zine finger, SWIM-
type [IPRO0TS27] (1)
proteolysis [GO:0006508 NB-ARC [IPR002182] (1); Ulpl
biological_process] (1); cysteine-type  protease family, C-terminal catalytic
GF0028389 1 0 0 Hypothetical protein (1) peptidase activity [GO:0008234 domain [IPR003653] (1); P-loop. scaffold_3_mRNA_3298.1
molecular_function] (1); ADP binding  containing nucleoside triphosphate
[GO:0043531 molecular_function] (1) hydrolase [IPR027417] (1)
Zine finger, SWIM-type [IPR007527]
. § . zine ion binding [GO:0008270 (1): Zinc finger, PMZ-type [IPRO06S64] .
GFO028388 1 0 0 MuDR family transpos: clecular fuomtion] (1) (0, MULE tmespoose domin scaffold_3_mRNA_3290.1
[IPROIS289] (1)
GF0028387 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_3287.1
Retrotransposon gag domain
GF0028386 1 0 0 Hypothetical protein (1) [IPRO0S162] (1); Aspartic peptidase ~ scaffold_3_mRNA_3286.1
domain [IPRO21109] (1)
ATP binding (GO:0005524 Serine-threonine/tyrosine-protein kinase,
molecular_function] (1): protein kinase
ety 10000461 catalytic domain (IPR001245] (1);
GF0028385 1 0 0 Hypothetical protein (1) Y , . Protein kinase domain [IPR000719] (1); - scaffold_3_mRNA_3281.1
molecular_function] (1); protein Protein kinase-like domain [IPROT1009]
phosphorylation [GO:0006468 o
biological_process] (1)
GFO028384 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_3278.1
GFO028383 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_3277.1
GFO028382 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_3275.1
GFO028381 1 0 0 Hypothetical protein (1) Viral movement protein IPR028919] (1) scaffold_3_mRNA_3274.1
GFO028380 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_3272.1
zinc ion binding [GO:0008270 Zine finger, CCHC-type [IPRO0ISTS]
i i molecular_function] (1); nucleic acid  (1); Retroviral aspartyl protease .
GF0028379 1 0 0 Hypothetical protein (1) Dinding [GO003676 IPROT3542] (1, Acgartc pepidase €443 mRNA_3271.1
molecular,maim] ) domain [IPRO21109) (1)
metabolic process [GO:0008152 S-adenosyl-L-methionine-dependent
§ bm!ogvcal Lprocess] (1): methylransferase [IPR029063] (1): . .
GFO028378 1 0 0 Embryonic abundant protein-like (1) tinty (GO:00081 ype 11 [IPRO1S216) ST 3 mRNA 32701
molecular_function] (1) m
zinc fon binding [GO:0008270
Retrovirus-related Pol polyprotein from  molecular_function] (1: nucleic acid -
GFO028377 1 0 rmeposen TNT 1.56 (1) binding [G0:00036/6 Zine finger, CCHC-type [IPROOISTS] (1) scaffold_3_mRNA_3264.1
molecular_function] (1)
GF0028376 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_3259.1
GF0028375 1 0 0 Hypothetical protein (1) (TI’:’"S”"“’“' EwSpi-like [IPRO04242] (o1 3 mRNA_3256.1
. Domain of unknown function DUF4371 5
GFO028374 1 0 0 Hypothetical protein (1) TPRO25998] 1) scaffold_3_mRNA_3252.1
GF0028373 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_3232.1
Domain of unknown function DUF4219
GF0028372 1 0 0 Hypothetical protein (1) HPROYSS14] (1) scaffold_3_mRNA_3231.1
. zine ion binding [GO:0008270 . R s s
GFO028371 1 0 0 Hypothetical protein (1) ockecuar fumaion] (D Zine finger, GRF-type [IPROI0666] (1)~ scaffold_3_mRNA_3228.1
Transposase, MuDR, plant [IPR004332]
(1): Domain of unknown fnction
Transposon protein, putative, Mutator  zinc ion binding [GO:0008270 DUF4219 [IPR025314] (1); Zine finger,
GF0028370 ! 0 sub-class (1) molecular_function] (1) PMZ-type [IPR006564] (1): MULE. scaffold_3_mRNA_3227.1
transposase domain [IPRO1S289] (1);
Zine finger, SWIM-type [IPR007527] (1)
GF0028369 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_3226.1
GFO028368 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_3224.1
GF0028367 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_3221.1
GFO028366 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_3218.1



T NuminC. celementine  Numin C. unshia Note [ TnterPro Member Members in P rifoliata

GF0028365 [ 0 0 Hypothetical protein (1) LOG family [IPRO31100] (1) scaffold_3_mRNA_3217.1

GF0028364 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_3215.1
regulation of transcription, DNA- FARI DNA binding domain

GF0028363 1 0 0 Hypothetical protein (1) templated [GO:0006355 [IPRO04330] (1); FHY3/FARI family  scaffold 3_mRNA _3213.1
biological_proeess] (1) [IPRO31052] (1)

GF0028362 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_3210.1

GF0028361 1 0 o Cytoknin riboside 5 '“°"°"h""’h‘““ scaffold_3_mRNA_3200.1

© phosphoribohydrolase 3 miRA.

GF0028360 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_3204.1

GF0028359 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_3203.1

Pectin lyase fold/virulence fuctor
GF0028358 1 0 0 Hypothetical protein (1) [IPROT1050] (1); Pectin Iyase fold scaffold_3_mRNA_3199.1
[IPRO12334] (1)
iy GO Pectin lyase fold [IPRO12334] (1; Pectin

GF0028357 1 0 0 Hypothetical protein (1) cecutartunetion) (1); 4 (1); Glycoside hydrolase, family 28 scaffold_3_mRNA_3195.1
metabolic process [GO:0005975
biclogonl prosess] 1 [IPRO00743] (1); Parallel beta-helix

eicalp repeat [IPRO0G626] (1)
GFO028356 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_3194.1
GFO028355 1 0 0 Hypothetical protein (1) Viral movement protein [PR028919] (1) scaffold_3_mRNA_3190.1
Pectin lyase fold/virulence fuctor
carbohydrate metabolic process IPRO110580] 1y Poctm fyame id
[GO:0005975 biological_process] (1); . .

GF0028354 1 0 0 Polygalacturonase (1) . [IPRO12334] (1); Parallel beta-helix ~~ scaffold_3_mRNA_3188.1
polygalacturonase activity [GO:0004650 8 O mERA
molecular_function] (1) repent [IPRO06620] (1) Gtveoside

- hydrolase, family 28 [IPR000743] (1)

GFO028353 1 0 0 Monosacharide transport protein (1) scaffold_3_mRNA_3187.1

GF0028352 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_3186.1
catalytic activity [GO:0003824
molecular_function] (1); omega peptidase
activity [GO:0008242 Peptidase C26, gamma-glutamyl

GF0028351 1 0 0 Hypothetical protein (1) molecalar functon] (1; ghtarmine Todrolase [IPR0L5527] () scaffold_3_mRNA_3184.1
metabolic process [GO:0006541
biological_process] (1)

vy (000004650 Pecun Iyase fold [IPR012334] (1); Pectin
molecular_function] (1); carbohydrate factor [IPRO11050]

GFO028350 1 0 0 Polygalacturonase (1) ar! & m (vlycosnd«, hydrolase, family 28 scaffold_3_mRNA_3182.1
metabolic process [GO:0005975
biclogioal prosess] () [IPRO00743] (1); Parallel beta-helix

eical p repeat [IPR006626] (1)

GF0028349 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_3180.1

GF0028348 1 0 0 Monosacharide transport protein (1) scaffold_3_mRNA_3179.1

J—— . N  Retrotransposon protein, putative, Ty3- Asparti peptidase domain [IPRO21I09] oo o

© gypsy subelass (1) ) 3 miRA

GF0028346 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_3176.1
Cam“y drte metabolic process Pectin lyase fold [IPRO12334] (1); Pectin

1GO:0005975 biological process] (1, lence fctor [IPRO11050]
GF0028345 1 0 0 Polygalacturonase (1) osiea b (1): Parallel beta-helix repeat scaffold_3_mRNA_3175.1
polygalacturonase activity [GO:0004630 PRo
ool Tometon (1) [IPRO06G626] (1); Glycoside hydrolase,
mol = family 28 [IPRO00743] (1)
. . . . Leucine-rich repeat domain, L domain- N

GF0028344 1 0 0 Putative Leucine Rich Repeat Protein (1) e PRO65] 1) scaffold_3_mRNA_3173.1

y Pectin lyase fold/virulence factor
:j;yg:'I“:r““_"”‘"“;::‘ﬂ"l"‘"ia[:;;:hogrf" [IPROT1050] (1; Pectin lyase fold

GF0028343 1 0 0 Polygalacturonase (1) ”b:hc :‘m‘m (GO 0005075 iy [IPRO12334] (1); Glycoside hydrolase, ~ scaffold_3_mRNA_3172.1

bwb ol P rooss] () family 28 [IPR000743] (1); Parallel beta-
eical p helix repeat [IPR006626] (1)
Leucine-ich repeat domain, L domain-

GF0028342 1 0 0 Hypothetial protein (1) e [1bROY2674] (1) scaffold_3_mRNA _3171.1

GF0028341 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_3170.1
carbohydrate metabolic process Pectin lyase fold/virulence fuctor

. cturonas [GO:0005975 biological_process] (1);  [IPRO11050] (1); Pectin lyase fold . 5
GF0028340 ! 0 0 Polygalacturonase (1) polygalacturonase activity [GO:0004650 [IPR012334] (1): Glycoside hydrolase, S°2T01-3_MRNA_3167.1
molecular_function] (1) family 28 [IPRO00743] (1)
Cytokinin riboside S-monophosphate
GF0028339 1 0 0 Hypothetical protein (1) phosphoribohydrolase LOG [IPR005269] scaffold_3_mRNA_3166.1
(1): LOG family [IPRO31100] (1)
GF0028338 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_3160.1
U, Pectin lyase fold [IPRO12334] (1; Pectin
f:r::ﬁ;:‘;s?alhm I"“‘“’*_ (1 base fldniulence factor [IPRO11050]

GF0028337 1 0 0 Polygalacturonase (1) ol vnIactumna‘sz?\afjlrp[rgcg"wﬂ seso (1: Glyeoside hydrolase, family 28 scaffold_3_mRNA_3157.1

f; Dlyegcul” ﬁmmm:] o y [GOA [IPR000743] (1); Parallel beta-helix
- repeat [IPRO06626] (1)

GF0028336 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_3155.1
nucleic acid binding [GO:0003676

GF0028335 1 0 0 Hypothetical protein (1) molecular_function] (1): zinc ion binding Zin finger, CCHC-type [IPROOIS7S] (1) scaffold_3_mRNA_3154.1
[GO:0008270 molecular_function] (1)

GF0028334 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_3153.1

GF0028333 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_3152.1

GF0028332 1 0 0 Hypothetical protein (1) scaffold_3_mRNA 31511

GF0028331 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_3150.1

GF0028330 1 0 0 Hypothetical protein (1) scaffold_3_mRNA _3148.1

GF0028329 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_3143.1
kiew B8 GOMONTS i s doin

GF0028328 1 0 0 Hypothetical protein (1) - : [IPRO12337] (1): Ribonuclease H domain scaffold_3_mRNA_3140.1
hybrid ribonuclease activity 1PRO2156] (1)

[GO:0004523 molecular_function] (1)
Protein kinase domain [IPR000TI9] (1);
Protein kinase-like domain [IPRO11009]
(1) Calcineurin-like phosphoesterase
y domain, IpxH type [IPRO24654] (1):
protin kinase actvity [GO:0004672 PR PR BT E
molecular_function] (1); protein PROI7441] (1. Sermefneonin
GF0028327 1 0 0 KINASE 2B family protein (1) phosphorylation [GO:0006468 (1); Serinefthreonine- scaffold_3_mRNA_313.1
protein kinase. active site [IPR00S271] O mERA
biological_process] (1): ATP binding
[GO:0005524 molecular function] (1) (1: Serinethreonine/yrosine-protein
. - Kinase, catalytic domain [IPRO01245]
(1): Phosphodiesterase MI0936/Vps29
[IPRO00979] (1); Metallo-dependent
phosphatase-like [IPRO29052] (1)

GF0028326 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_3126.1

GF0028325 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_3123.1

GF0028324 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_3122.1

GF0028323 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_3119.1

GF0028322 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_3117.1

GF0028321 1 0 0 Monosacharide transport protein (1) scaffold_3_mRNA_3116.1
riboflavin synthase complex

009349 cellular. cmnpnnenl] (1) 6.7-dimethyl-8-ribityllumazine synthase
GF0028320 1 0 0 ABC transporter G family member 33 (1) 0 ML S O iPROOO1S0] (1) scaffold_3_mRNA_3108.1
[GO:0009231 biological Jmcn,ss] m
Leucine-rich repeat domain, L domain-
like [IPR032675] (1): Winged helix-tum-
. ADP binding [GO:0043531 helix DNA-binding domain [IPRO11991]
GF0028319 1 0 0 Disease resistance Nelike proten (1) 13 R (1 NBARC [IPROGSTSR) (1 Plogp  S04TO143_mRNA 31021
containing nucleoside triphosphate
hydrolase [IPR027417] (1)
GF0028318 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_3098.1
‘Winged helix-tumn-helix DNA-binding
domain [IPRO11991] (1); Leucine-s e
indine . repeat domain, L domain-like
GF0028317 1 0 0 Disease resistance N-like protein (1) 3‘0’::1'” ;{Ssﬂ‘;‘m’“ [IPRO32675) (1); Receptor L-domain  scaffold_3_mRNA_3092.1
- [IPR000494] (1): NB-ARC [IPR002152]
(1: P-loop containing nucleoside
triphosphate hydrolase [IPR027417] (1)
GF0028316 1 0 0 Hypothetical protein (1) (TI’:’"S”"“’“' EwSpm-like [IPRO04242] (o1 3 mRNA_3091.1
. of unknown function DUF4218 5

GF0028315 1 0 0 Hypothetical protein (1) [mwz 5452y scaffold_3_mRNA_3090.1

GF0028314 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_3083.1

GF0028313 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_3079.1

GF0028312 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_3077.1

MULE transposase domain [IPR018289]

regulation of transcription, DNA- .
. (1): FHY3/FARI family [IPRO31052]
GF0028311 1 0 0 Hypothetical protein (1) EE’Z‘TS [<‘“(‘>c o?gs(s‘s)s (1) FAR1 DNA binding domain scaffold_3_mRNA_3076.1
gical_process [IPRO04330] (1)
GF0028310 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_3072.1
Gr0028309 | N  Puttive retsotransposable clemens scaffold 3 mRNA 3071.1
NP2 (1) |3 mRNA
LOG family [IPRO31100] (1); Cytoki
N Cytokinin riboside S-monophosphate riboside S'monophosphate

GF0028308 ! 0 phosphoribohydrolase (1) phosphoribohydrolase LOG [IPR005269] S°4T0143 mRNA_3070.1
GF0028307 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_3069.1

Retrotransposon gag domain
GF0028306 1 0 0 Hypothetical protein (1) PROSTO0] (1) scaffold_3_mRNA_3058.1
GF0028305 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_3057.1
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GFO028304 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_3054.1
GF0028303 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_3052.1
. . Leucine-rich repeat domain, L domain-
GFO028302 1 0 0 Hypothetical protein (1) e (IPRO32679) (1) scaffold_3_mRNA_3050.1
nucleic acid binding [GO:0003676 ﬁ;gg'z"s;g;]“:‘;‘)“;“’"i“:f‘::zlnumm
GF0028301 1 0 0 Hypothetical protein (1) molecular_function] (1); zinc ion binding scaffold_3_mRNA._3042.1
GO0008270 molecula_function] (1) o gt IPROI86] (1) Zine
! finger, CCHC-type [IPROOISTS] (1
) RNA-dirceted DNA polymerase Reverse transeriptase domain .
GFO028300 ! 0 O (Reverse transcriptase) (1) [IPRO00477) (1) seaffold_3_mRNA_3040.1
Ankyrin repeat-containing domain
GF0028299 1 0 0 Hypothetical protein (1) 1PROX0684] (1) scaffold_3_mRNA_3027.1
GFO028298 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_3024.1
GF0028297 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_3023.1
Alpha/Beta hydrolase fold [IPR029058]
GF0028296 1 0 0 Hydrolase, alpha/beta domain protein (1) (1): Alphabeta hydrolase fold-1 scaffold_3_mRNA_3016.1
[IPRO000T3] (1)
proteolysis [GO:0006508
biological_process] (1); cysteine-type  Ulpl protease family, C-terminal
Gro028295 ! o © Hypothetical protei (1) peptidase activity [GO:0008234 catalytic domain [IPR003653] (1) scaffold_3_mRNA_3009.1
molecular_function] (1)
GF0028294 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_3004.1
GF0028293 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_3003.1
GF0028292 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_3000.1
Leucine-rich repeat domain, L domain-
GF0028291 1 0 0 Hypothetical protein (1) ke [bR0326701 (1) scaffold_3_mRNA_2995.1
GF0028290 1 0 0 Hypotheical protein (1) scaffold_3_mRNA_2993.1
. Aluminum-activated malate transporter 4 malate transport [GO:0015743 Aluminum-activated malate transporter
GFO028289 1 0 0 bilogioal reocess) (1 IPRO20966] () scaffold_3_mRNA_2992.1
GF0028288 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_2990.1
Arabidopsis retrotransposon Orfl
GF0028287 1 0 0 Hypothetical protein (1) PRO013] (1) scaffold_3_mRNA_2987.1
P-loop containing nucleoside triphosphate
hydrolase [IPR027417] (1); NB-ARC
[IPRO02182] (1; Leucine-rich repeat 3
GFO028286 1 0 uiiffﬂi:?'f ::m P S e mlssn';‘mm [IPRO11713] (1) Leucine-rich repeat  scaffold_3_mRNA_2984.1
domain, L domain-like [IPR032675] (1);
Winged helix-tum-helix
domain [IPRO11991] (1)
nucleic acid binding [GO:0003676
GF0028285 1 0 0 Hypothetical protein (1) molecular_function] (1); zinc ion binding Zine finger, CCHC-type [IPRO0ISTS] (1) scaffold_3_mRNA_2982.1
[GO:0008270 molccular_function] (1)
GF0028284 1 0 0 Hypothetical protein (1) ﬁ"""“/wa hydrolase fold [IPRO290S8] 14 3 mRNA_2975.1
P-loop containing nucleoside triphosphate
signal transduction [GO:0007165 hydrolase [IPR027417] (1); NB-ARC
biological_process] (1); ADP binding  [IPR002182] (1); GAG-pre-integrase
[GO:0043531 molecular_function] (1); ~ domain [IPR025724] (1); Zinc finger,
Disease resistance protein (TIR-NBS-  zinc ion binding [GO:0008270 CCHC-type (IPRODISTS] (1):
GF0028283 ! 0 LRR class) (1) molecular_function] (1); protein binding  Tollinterleukin-1 receptor homology ~>°21014-3_ MRNA_2973.1
[GO:0005515 molecular_function] (1); ~ (TIR) domain [IPR000157] (1); Winged
nucleic acid binding [GO:0003676 helix-tum-helix DNA-binding domain
molecular_finction] (1) [IPRO11991] (1; Leucine-rich repeat
domain, L domain-like [IPR032675] (1)
GFO028282 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_2972.1
NB-, ARC [wkunz\az] (1): P-loop.
y ucleoside triphosphate
£ (600043531 hydmlase [IPRO27417) (1); Winged
Discase resistance protein (TIR-NBs.  Molecular_function] (1): signal helix-turn-helix DNA-binding domain
GFO028281 1 0 sease resis transduction [GO:0007165 scaffold_3_mRNA_2964.1
LRR class) (1) [IPROT1991] (1); Leucine-rich repeat
biological_process] (1); protein binding
. ! domain, L domain-like [IPR032675] (1);
[GO:0005515 molecular_function)] (1)
Tollinterleukin-1 receptor homology
(TIR) domain [IPR000157] (1)
NB-ARC [IPR002182] (1; P-loop
’ containing nueleoside triphosphate
protein binding [GO:0005515 hydrolase [IPR027417] (1); Leucine-rich
isease resistance protein (TIR-NBs.  molecular_function] (1) signal eat domain, L domain-like
GFO028280 1 0 v transduction [GO:0007165 b . scaffold_3_mRNA_2963.1
O LRR class) (1) [IPRO32675] (1); Winged helix-turn-helix
biological_process] (1); ADP binding
DNA-binding domain [IPRO11991] (1);
[GO:0043531 molecular_function] (1) ?
Tollinterleukin-1 receptor homology
(TIR) domain [IPR0001S7] (1)
GF0028279 1 0 0 Hypotheical protein (1) scaffold_3_mRNA_2961.1
protein binding [GO:0005515 P-loop containing nucleoside triphosphate
molecular_fnction] (1); signal hydrolase [IPR027417] (1); NB-ARC
GF0028278 1 0 f:;az;::'f::““ protein (TIRNBS- 1 duction [GO:0007165 [IPR002182] (1); Tollinterleukin-1 scaffold_3_mRNA_2960.1
bilogclprocse] (1, ADPbinding . rcxporbomoloy (TR)dorsin
GO:0043531 molecular_function] (1) [IPRO001S7] (1)
mmlauan release factor activity
. . molecular_function] (1);  Peptide chain release factor class Uclass
GFO028277 1 0 0 Hypothetical protein (1) mmldlmml Cmination [GO0006415 1 [PRO00352] (1 scaffold_3_mRNA_2958.1
biological_process] (1)
protein binding [GO:0005515
molecular_fnction] (1); signal Tollinterleukin-1 receptor homology
GFO028276 1 0 0 Hypothetical protein (1) {ansduction [GO-0007165 (TIR) domnin [IPROO0137] () scaffold_3_mRNA_2957.1
biological_process] (1)
GF0028275 1 0 0 Hypothetical protein (1) ﬁ':""‘m“ hydrolase fold [IPRO290S8] 14 3 mRNA_2956.1
GFO028274 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_2953.1
GFO028273 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_2952.1
translational termination [GO:0006415
§ biological_process] (1); translation Peptide chain release factor class Uiclass
2 ase f o
GFO028272 1 0 0 Peptide chain release factor 1 (1) rleass Btor atviy [GO0003H7 11 UPROO3S2) (19 scaffold_3_mRNA_2950.1
molecular_function] (1)
GF0028271 1 0 0 Putative hydrolase yugF (1) Alpha/Beta hydrolase fold [IPRO290S8] (014 3 mRNA_2949.1
‘Winged helix-turn-helix DNA-binding
protein binding [GO:0005515 domain [IPRO11991] (1);
molecular_function] (1); signal Tollinterleukin-1 receptor homology
GF0028270 1 0 0 Hypothetical protein (1) transduction [GO:00071635 (TIR) domain [IPRO0OLS7) (1) NB-ARC (o, 1019 3 mmia_2947.1
[IPRO02182] (1: Arabidopsis
iological process](1): ADP binding | WEVEEICVERILONEL
[GO:0043531 molecular_function] (1) POSS y g
loop containing nucleoside triphosphate
hydrolase [IPR027417] (1)
translation release factor activity
[GO:0003747 molecular_function] (1); ~ Peptide chain release factor class Vclass
GF0028269 1 0 0 Hypothetical protein (1) maational temmination [GO000641S 1 [PROVO352] (1) scaffold_3_mRNA_2946.1
biological_process] (1)
Leucine-rich repeat domain, L domain-
GFO028268 1 0 0 Hypothetical protein (1) like [IPR032675] (1); Leucine rich repeat scaffold_3_mRNA_2943.1
4 [IPRO25875] (1)
GFO028267 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_2942.1
RNA-DNA hybrid ribonuclease activity  Ribonuelcase H domain [IPR0021S6] (1);
. i [GO:0004523 molecular_function] (1);  Domain of unknown function DUF4283
GF0028266 ! 0 0 Hypothetical protein (1) nucleic acid binding [GO:0003676 [IPRO25558] (1: Ribonuclease Holike  *AT014_3_MRNA_2940.1
molecular_function] (1) domain [IPRO12337] (1)
signal transduction [GO:0007165 Tollinterleukin- receptor homology
GF0028265 1 0 0 Hypothetical protein (1) biological_process] (1); potein binding e d:n;“m “PR;U”U"I 710 Y Scaffold_3_mRNA_2936.1
[GO:0005515 molecular_function)] (1)
GFO028264 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_2935.1
et i Retrotransposon gag domain .
GF0028263 1 0 0 Hypothetical protein (1) IPROGSIGE] () scaffold_3_mRNA 29311
NB-ARC [IPR002182] (1; P-loop
protein binding [GO:0005515 containing nucleoside triphosphate
mleeuar function] (1) ADP binding  hydrolse PR027417](1): Leucine-ich
GF0028262 1 0 0R 4 protein (1) [GO:0043531 molccular_function] (1);  repeat domain, L domain-like scaffold_3_mRNA_2929.1
signal transduction [GO:0007165 [IPRO32675] (1); Tollinterleukin-1
biological_process] (1) receptor homology (TIR) domain
[IPRO001S7] (1)
. i} Repeat of unknown fumetion XGLTT
GFO028261 1 0 0 Hypothetical protein (1) [PROVEIEAI () scaffold_3_mRNA_2925.1
y P-loop containing nucleoside triphosphate
GF0028260 1 0 0 Hypothetical protein (1) fo’lzwla' ﬁ‘f“[gl‘;;l‘]"ﬁ’:”' hydrolase [IPR027417) (1); NB-ARC  scaffold_3_mRNA_2924.1
- [IPRO02182] (1)
. i} nucleic acid binding [GO:0003676 Ribonuclease H-like domain .
GF0028259 1 0 0 Hypothetical protein (1) molecular function] (1 TPROIZ397] (1) scaffold_3_mRNA_2917.1
Leucine-rich repeat domain, L domain-
like [IPR032675] (1); Winged helix-turn-
protein binding [GO:0005515 helix DNA-binding domain [IPRO11991]
Disease resistance protein (TIR-Nps-  "oeeular_function] (1): ADP binding ) i ereuiin 1 receptor homolo
GF0028258 1 0 P [GO:0043531 molecular_function] m g ep! 8 Scaffold_3_mRNA_2912.1
LRR class) (1) (TIR) domain [IPR000157] (1); NB-ARC
signal transduction [GO:0007165
Mitogical procest] (1) [IPRO02182] (1; P-loop containing
. nucleoside triphosphate hydrolase
[IPRO27417] (1)
GF0028257 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_2907.1
GFO028256 1 0 0 Hypotheical protein (1) scaffold_3_mRNA_2906.1



T Nam inC.celementine  Numin C. unshia Note Go TaterPro Member Members in PArolaE
leavy-metal-associated, conserved site
metal fon transport [GO:0030001 [IPROI7969] (1); Heavy metal-associated
biological_process] (1); metalion binding domain, HMA [IPR00G121] (1); HAD-
GF0028255 1 0 0 Hypothetial protein (1) [GO:0046872 molecular_function] (1); ke domain [IPR023214] (1); P-type  scaffold_3_mRNA_290.1 -
integral component of membrane ATPase [IPR001757] (1); P-type
[GO:0016021 cellular_component] (1)~ ATPase, transmembrane domain
[IPRO23298] (1)
GFO028254 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_2896.1 -
. i . nucleie acid binding [GO:0003676 Ribonuclease Helike domain .
GF0028253 1 0 0 Hypothetical protein (1) oetecuar functions (1) (PROIZ3371 1) scaffold_3_mRNA_2895.1
P-loop containing nucleoside triphosphate
y hydrolase [IPR027417] (1); NB-ARC
signal transduction [GO:0007165 [IPR002182] (1); Tollinterleukin-1
Disease resistance protein (TIR-NBs.  Cioiogical_process] (1) ADP binding i yoloqy (TIR) domain
GF0028252 1 0 p [GO:0043531 molecular_function] (1); Y " - scaffold_3_mRNA_2894.1 -
LRR class) (1) votein binding [GO.0003515 [IPRO00157] (1); Winged helix-turn-helix 3 miRA
P '8 1G0:00055 DNA-binding domain [IPROT1991] (1);
molecular_function] (1)
Leucine-rich repeat domain, L domain-
like [IPRO32675] (1)
translation release factor actvity
. y ; [GO:0003747 molecular_function] (1);  Peptide chain release factor class Uclass _
GF0028251 1 0 0 Hypothetical protein (1) ransatonsl crmimtion [GO-0006415 11 [IPRO00YS2] (1) scaffold_3_mRNA_2893.1 -
biological_process] (1)
P-loop containing nucleoside triphosphate
. y hydrolase [IPR027417] (1); NB-ARC
ADP binding [C0:0043531 [IPRO02182] (1: Tolinterleukin-1
Discase resistance protein (TIR-NBS.  Molecular_function] (1): signal receptor homology (TIR) domain
GF0028250 1 0 sease resis transduction [GO:0007165 scaffold_3_mRNA_2892.1 -
LRR class) (1) [IPRO00157] (1); Leucine-rich repeat
biological_process] (1); protein binding i
GO:0005515 moleculr_function] (1) Somei L domain-tke (IPRO32675) (1:
> - ‘Winged helix-turn-helix DNA-binding
domain [IPRO11991] (1)
protein complex assembly [GO:0006461  Armadillo-type fold [IPR016024] (1);
Protein phosphatase 2A regulato biological_process] (1); binding Serine/threonine-protein phosphatase 2A
GF0028249 1 0 subunit '/’\ . |];7 reguiatory [GO:0005488 molecular_function] (1);  subunit A, metazoa [IPRO31090] (1);  scaffold_3_mRNA_2891.1 -
protein phosphatase regulator activity  HEAT, type 2 [IPRO21133] (1);
[GO:0019888 molecular_function] (1) Armadillo-like helical [IPRO11989] (1)
NB-ARC [IPR002182] (1; P-loop
containing nueleoside triphosphate
protein binding [GO:0003315 hydrolase [IPR027417] (1); Winged
Disease resistance protein (TIR-NBs.  moiecular_function] (1); ADP binding - Lu ' o b hINA binding domain
GFO028248 1 0 [GO:0043531 molecular_function] (1); scaffold_3_mRNA_2887.1 -
LRR class) (1) [IPRO11991] (1; Leucine-rich repeat
signal transduction [GO:0007165 .
Bitogical process) (1) domain, L domain-like [IPR032675] (1);
Lproces Tollinterleukin-1 receptor homology
(TIR) domain IPR0001S7] (1)
. Cytokinin riboside S'-monophosphate . .
GFO028247 1 0 phcephoribohydrolare () LOG family [IPRO31100] (1) scaffold_3_mRNA_2871.1 -
GF0028246 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_2870.1 -
GF0028245 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_2868.1 -
GF0028244 1 0 0 Hypothetical protein (1) LOG family [IPRO31100] (1) scaffold_3_mRNA_2867.1 -
oxidoreductase actvity, acting on paired
donors, with incorporation or reduction
of molecular oxygen [GO:0016705
molecular_function] (1); oxidation-  Cytochrome P450, E-class, group |
GF0028243 1 0 0 Hypothetical protein (1) reduction process [GO:0055114 [IPRO02401] (1; Cytochrome P40 scaffold_3_mRNA_2866.1 -
biological_process] (1); heme binding  [IPRO01128] (1)
[GO:0020037 molecular_function] (1);
iron fon binding [GO:0005506
molecular_function] (1)
‘Winged helix-turn-helix DNA-binding
domain [IPRO11991] (1); Leucine-rich
signal transduction [GO:0007165 repeat domain, L domain-like
biological_process] (1); ADP binding  [IPRO32675] (1); Reverse transeriptase
[GO:004353| moleculr o] (1 zinindingdomin [PRO26960] (1)
GF0028242 1 0 0 Hypothetical protein (1) protein binding [GO:0005515 Ribonuclease H-like dom: scaffold_3_mRNA_2865.1 -
molecular_function] (1); nucleic acid ~ [IPROI2337) (1); Tbl]/mrzrlzukm 1
binding [GO:000367¢ receptor homology (TIR)
molecular_function] (1) LPROOIST) (1, NE-ARC (IPRO02152]
(1): P-loop containing nucleosid
triphosphate hydrolase [IPR027417) (1)
oxidoreductase actvity, acting on paired
donors, with incorporation or reduction
of molccular oxygen [GO:0016705 — N
molecular_function] (1); oxidation- g:::::m ;:ig [lzi:):! ‘Ii]“g %
300282 vone synthas on process [G 50, o 2 .
GFO028241 1 0 0 Flavone synthase 11 (1) reduction process [GO:0055114 PROI7073] (1 Cytochrome Paso, . SC0Told3_ mRNA 2864.1
iological proces] (1) romion binding (8 PR L VORI
[GO:0005506 molecular_function] (1): S, group
heme binding [GO:0020037
molecular_function] (1)
P-loop containing nucleoside triphosphate
hydrolase [IPR027417] (1); NB-ARC
P binding (GO:0043531 [IPRO02182] (1); Leucine-rich repeat
malecular_funcion] (1); signal [IPROOI611] (1: TolVinterleukin-1
GF0028240 1 0 0 TMV resistance protein N (1) transduction [GO:0007165 receptor homology (TIR) domain scaffold_3_mRNA_2858.1 -
biological_process] (1); protein binding  [IPRO00157] (1); Leucine-rich repeat,
[GO:0005515 molecular_function] (1) typical subtype [IPR003591) (1);
Leucine-rich repeat domain, L domain-
like [IPR032675] (1)
protein binding [GO: noossws Tollinterleukin-1 receptor homology
molecular_function] (1); Al (TIR) domain [IPR0001S7] (1); NB-ARC
GF0028239 1 0 f:;az;::'f::““ protein (TIR-NBS- [G :0043531 molecular. funcnon] m [IPR002182] (1); P-loop containing scaffold_3_mRNA_2857.1 -
jgnal transduction [GO:0007165 nucleaside triphosphate hydrolase
bm!ogwal | process] (1) (IPRO27417] (1)
GFO028238 1 0 0 Hypotheical protein (1) scaffold_3_mRNA_2852.1 -
GF0028237 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_2851.1 -
struetural consttuent of ribosome
[GO:0003735 molecular_function] (1);  pypcomat protein L13¢ [IPR001380]
macellular [GO:0005622 (1); Ribosomal protein L13, eukaryotic
GFO028236 1 0 0 Hypothetical protein (1) cellular_component] (1: translation g ” | COKIOUC caffold_3_mRNA_2850.1 -
[IPR034295] (1: Ribosomal proicin
1GO:0006412 biological process] (i1 130" or e i [IPROIS236] (1)
ribosome [GO:0005840 - cons
cellular_component] (1)
i . DNA methylase, C-S cytosine-specific, _
GF0028235 1 0 0 Hypothetical protein (1) aive site [PROIBLLT (1) scaffold_3_mRNA_2843.1
GF0028234 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_2836.1 -
GF0028233 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_2835.1 -
nucleic acid binding (GO:0003676
molecular_function] (1); protein
E'y‘c‘“y al“"" [Goq \" 486 Glycosyl transferase, family 31
GF0028232 1 0 0 Hypothetical protein (1) fological_process] (1); [IPR002659] (1); Ribonuclease H-like  scaffold_3_mRNA_2830.1 -
galactosyliransferase activity domain TPROI2537] () 3 miRA
[GO:0008378 molecular_function] (1);
membrane [GO:0016020
cellular_component] (1)
protein glycosylation [GO:0006486
biological_process] (1); membrane ool tmsferase. fan
GF0028231 1 0 o N-acetylactosaminide 3-alpha- [GO:0016020 cellular Cnmpanenl] (1, Glycosyl tmansferase, family 31 scaffold_3_mRNA_2829.1 -
© galactosyltransferase (1) [IPR002659] (1)
galactosyliransferase activit
1GO:0008378 moleeular function] (1)
G 1-type guanine nucleotide-binding
GF0028230 1 0 0 Protein AIGI (1) GTP binding [GO:0005525 () domain [IPROOGTO3] (1: P-loop (o, yorg 3 urna 28191 -
molecular_function] (1) containing nucleoside triphosphate 3 MRNA.
hydrolase [IPR027417] (1)
GF0028229 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_2817.1 -
GFO028228 1 0 0 Hypotheical protein (1) scaffold_3_mRNA_2815.1 -
AIG1-type guanine nucleotide-binding
GF0028227 1 0 0 Protein AIG1 (1) GTP binding [GO:0003525 (G domain [IPRO06703] (1: P-loop (0,514 3 A 2813.1 -
molecular_function] (1) containing nucleoside triphosphate
drolase (IPRO27417) (1)
GF0028226 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_2800.1 -
nucleic acid binding [GO 0003676 Ribonuclease H-like domain
GF0028225 1 0 0 Hypothetical protein (1) molecular functond IBRO123571 (1) scaffold_3_mRNA_2799.1 -
i . Reverse transeriptase, RNA-dependent
GF0028224 1 0 0 Hypothetical protein (1) DNA polymeesse [PROI3103] () scaffold_3_mRNA_2798.1
GF0028223 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_2791.1 -
GF0028222 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_2790.1 -
Putative non-LTR retrolelement reverse  nucleic acid binding [GO:0003676 Ribonuclease H-like domain
GF0028221 ! 0 © anscriptase (1) molecular_function] (1) [IPRO12337] (1) scaffold_3_mRNA_2783.1 -
Hological -:::::S;T;J) yirale Alpha/beta hydrolase fold-3 [IPR013094]
GF0028220 1 0 0 Gibberellin receptor GIDIC (1) ey o007 (1): Alpha/Beta hydrolase fold scaffold_3_mRNA_2782.1 -
yIGO001eTsT [IPR0290S8] (1)
GF0028219 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_2764.1 -
GFRO028218 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_2763.1 -
GF0028217 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_2762.1 -
GFO028216 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_2760.1 -
Cytokinin riboside S-monophosphate
GFO028215 1 0 Shosphoribohmdrolace (1) scaffold_3_mRNA_2752.1 -
Cytokinin riboside S-monophosphate ; .
GF0028214 1 0 shosphoribobydrolase (1) LOG family [IPRO31100] (1) scaffold_3_mRNA_2744.1
GF0028213 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_2743.1 -
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GF0028212
GF0028211

GF0028210

GF0028209

GF0028208

GF0028207

GF0028206

GF0028205

GF0028204
GF0028203
GF0028202

GF0028201
GF0028200

GF0028199

GF0028198
GF0028197

GF0028196

GF0028195

GF0028194

GF0028193

GF0028192

GF0028191

GF0028190

GF0028189

GF0028188
GF0028187

GF0028186

GF0028185

GF0028184

GF0028183
GF0028182

GFO028181

GF0028180
GF0028179
GF0028178
GF0028177
GF0028176

GF0028175

GF0028174

GF0028173

GF0028172
GF0028171
GF0028170
GF0028169

GF0028168

GF0028167

GF0028166
GF0028165

cooo

0 Hypothetical protein (1)
0 Hypothetical protein (1)
o Retrotransposon protein, putative, Tyl-
© copia subclass (1)

Disease resistance protein (TIR-NBS-
LRR class) (1)

0 Hypothetical protein (1)

Putative non-LTR retroelement reverse
transcriptase (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

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

0 Hypothetical protein (1)
0 Hypothetical protein (1)
0 TMV resistance N (1)

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

0 Hypothetical protein (1)

0 Chalcone reductase (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

o Ankyrin repeat family protein, putative
[}

 Retrotransposon protein, putative, Tyl-
© copia subelass (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

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

0 Hypothetical protein (1)

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

protein binding [GO:0005515
molecular_function] (1); signal
transduction [GO:0007165
biological_process] (1); ADP binding
[GO:0043531 molecular_function] (1)

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

catalytic activity [GO:0003824
molecular_function] (1); oxidoreductase
activity [GO

molecular_function] (1); oxidation-
reduction process [GO:0055114
biological_process] (1); omega peptidase
activity [GO:0008242
molecular_function] (1; glutar
metabolic process [GO:0006541
biological_process] (1)

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

nucleic acid binding [GO:0003676
molecular_function] m rebula\mn of
transcription, DNA-templated
[GO:0006355 bmlogxcal pmm;] ay

regulation of salicylic acid mediated
signaling pathway [GO:2000031
biological_process] (1); regulation of
defense reporse [GO:0031347
biological_process] (1): protein binding
[GO:0005515 moleculr f\mcnon] ay
integral component of membrans
[GO:0016021 cellular mmpom,m] ay
cellular response to salicy’
stimulus [GO:0071446
biological_process] (1)

ADP binding [GO:0043531
molecular_function] (1)

oxidoreductase activity [GO:0016491
molecular_function] (1); oxidation-
reduction process [GO:0055114
biological_process] (1); nucleic acid
binding [GO:0003676
molecular_function] (1); protein
dimerization activity [GO:0046983
molecular_function] (1); amino a
binding [GO:0016597
molecular_function] (1); cellular amino
acid biosynthetic process [GO:0008652
biological_process] (1); metabolic
process [GO:0008152

biological_process] (1): NADP binding
[GO:0050661 molecular_function] (1);
aspartate kinase activity [GO:0004072
molecular_function] (1); cellular amino
acid metabolic process [GO:0006520
biological process] (1)

12 [GO:004353
molecular_function] (1); protein binding
[GO:0005515 molecular_function] (1)

activity [GO:00081

P-loop containing nucleoside triphosphate
hydrolase [IPR027417] (1); NB-ARC
[IPRO02182] (1); Tollinterleukin-1
receptor homology (TIR) domain
[IPRO00157] (1); Leucine-rich repeat
domain, L domm like [IPR032675] (1);
Winged hel

domain [lPRL\I 1991] (1)

Reverse transcriptase domain
[IPRO00477] (1); Reverse transcriptase
zinc-binding domain [IPR026960] (1);
Ribonuclease H-like domain
[IPRO12337] (1)
Endonuclease/exonuclease/phosphatase
[IPRO0S135] (1)

Domain of unknown function DUF4283
[IPRO25558] (1)

Leucine-rich repeat domain, L domain-
like [IPRO32675] (1)

Leucine-rich repeat domain, L domain-
like [IPRO32675] (1)
Leucine-rich repeat domain, L domain-
like [IPRO32675] (1)

Reverse transcriptase, RNA-dependent
DNA polymerase [IPRO13103] (1)

NADP-dependent oxidoreductase domain
[IPR023210] (1); Peptidase C26, gamma-
elutamyl hydrolase [IPRO15527] (1);
Aldo/keto reductase, conserved site
[IPROI8170] (1); Class I glutamine
amidotransferase-like [IPR029062] (1);
Aldo/keto reductase [IPR020471] (1)

Protein kinase, ATP binding site
[IPRO17441] (1); Protein kinase-like
domain (IPROT1009] (1; Leucine-rich
repeat domain, L domain-like
[IPR032675] (1); Protein kinase domain
[IPRO00T19] (1)

Carlavirus nucleic
[IPR002568] (1)

inding protein

Ankyrin repeat-contai
[IPR020683] (1); PGG dom

[IPR026961] (1); Protein eclerated cell
death 6 [IPR032846] (1); Ankyrin repeat
[IPRO02110] (1)

 domsin

Reverse transcriptase, RNA-dependent
DNA polymerase [IPRO13103] (1)

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

Aspartate kinase, conserved site
[IPRO18042] (1); Zinc finger, TTF-type
[IPRO06580] (1); Ribonuclease H-like
domain [IPRO12337] (1); GATS:
ACT domain [IPR027795] (1);
Homoserine dehydrogenase, catalytic
[IPRO01342] (1); Leucine-rich repeat
domain, L domain-like [IPR032675] (1);
Aspartate/glutamate/uridylate inase
[IPRO01048] (1): NAD(P)-binding
domain [IPRO16040] (1); HAT, C-
terminal dimerisation domain
[IPRO08906] (1); Aspartate/homoserine
dehydrogenase, NAD-binding
[IPRO05106] (1): ACT domain
[IPR002912] (1); Homoserine
dehydrogenase, conserved site
[IPRO19811] (1); Aspartate Kinase
domain [IPR001341] (1); Domain of
unknown function DUF4371
[IPR025398] (1)

Leucine-rich repeat (IPRO01611] (1);
AAA+ ATPase domain [IPRO03593] (1);
NB-ARC [ummmxz] (1): P-loop.
containing nucleoside triphosphate
hydmlase [mwzm 7] (1); Winged

helix-tum-helix DNA-binding domain
[IPRO11991] (1); Leucine-rich repeat
domain, L domain-like [IPR032675] (1);
Leucine-rich repeat, typical subtype
[IPR003591] (1)

Reverse transcriptase, RNA-dependent
DNA polymerase [IPRO13103] (1)
Reverse transcriptase, RNA-dependent
DNA polymerase [IPRO13103] (1)

S-adenosyl-L-methionine-dependent
[IPR029063] (1); SAM

o Saliylic acid carboxyl
m

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)
0 Hypothetical protein (1)
0 TMV resistance N (1)

0 Hypothetical protein (1)

molecular_finction) (1)

nucleic acid binding [GO:0003676
molecular_function] (1); zinc ion binding
[GO:0008270 molecular_function] (1);

protein binding [G
molecular_function] (1)

General transcription factor 2-related zinc nucleic acid binding [GO:0003676

finger protein (1)

TSA: Wollemia nobilis transcribed RNA.
sequence (1)

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

molecular_function] (1)

nucleic acid binding [GO:0003676
molecular_function] (1); zinc ion binding
[GO:0008270 molecular_function] (1)

dependent carboxyl methyliransferase
[IPRO05299] (1)

Zine finger, CCHC-type [IPRO01S7S]
(1); Zine finger, SWIM-type
[IPR007527] (1); Leucine-rich repeat
domain, L domain-like [IPR032675] (1);
Zine finger, PMZ-type [IPRO06564] (1);
F-box domain [IPRO0IS10] (1)
Endonuclease/exonuclease/phosphatase
[IPRO0S135] (1)

Viral movement protein IPR028919] (1)
Leucine-rich repeat domain, L domain-
like [IPRO32675] (1)

Domain of unknown function DUF4371
[IPR025398] (1); Zinc finger, TTF-type
[IPR006580] (1); Ribonuclease H-like
domain [IPRO12337] (1)

Domain of unknown function DUF4283
[IPRO25558] (1); Zinc finger, CCHC-
type [IPRO01878] (1): Zine knuckle
CX2CX4HXAC [IPR025836] (1)

scaffold_3_mRNA_2742.1
scaffold_3_mRNA_2741.1

scaffold_3_mRNA_2739.1

scaffold_3_mRNA_2736.1

scaffold_3_mRNA_2734.1

scaffold_3_mRNA_2732.1

scaffold_3_mRNA_2731.1

scaffold_3_mRNA_2724.1

scaffold_3_mRNA_2706.1
scaffold_3_mRNA_2699.1
scaffold_3_mRNA_2698.1

scaffold_3_mRNA_2696.1
scaffold_3_mRNA_2692.1

scaffold_3_mRNA_2684.1

scaffold_3_mRNA_2682.1
scaffold_3_mRNA_2681.1

scaffold_3_mRNA_2678.1

scaffold_3_mRNA_2667.1

scaffold_3_mRNA_2662.1

scaffold_3_mRNA_2659.1

scaffold_3_mRNA_2658.1

scaffold_3_mRNA_2656.1

scaffold_3_mRNA_2655.1

scaffold_3_mRNA_2650.1

scaffold_3_mRNA_265.1
scaffold_3_mRNA_2640.1

scaffold_3_mRNA_2629.1

scaffold_3_mRNA_2613.1

scaffold_3_mRNA_2611.1

scaffold_3_mRNA_2610.1
scaffold_3_mRNA_2608.1

scaffold_3_mRNA_2606.1
scaffold_3_mRNA_2604.1
scaffold_3_mRNA_2600.1
scaffold_3_mRNA_2599.1
scaffold_3_mRNA_2598.1
scaffold_3_mRNA_2596.1

scaffold_3_mRNA_2589.1

scaffold_3_mRNA_2587.1

scaffold_3_mRNA_2582.1

scaffold_3_mRNA_2573.1
scaffold_3_mRNA_2559.1
scaflold_3_mRNA_2531.1

scaffold_3_mRNA_2529.1

scaffold_3_mRNA_2525.1

scaffold_3_mRNA_2523.1

scaffold_3_mRNA_2521.1
scaffold_3_mRNA_2520.1



D Num. in C. celementine

Numin C. unshiu

Note

GO

TaterPro

Members in P.trifoliata

GF0028164 1

GF0028163 1
GF0028162 1
GF0028161 1
GF0028160 1
GF0028159 1

GF0028158 1

GF0028157 1

GF0028156 1
GF0028155 1

GF0028154 1

GF0028153 1

GF0028152 1
GF0028151 1
GF0028150 1

GF0028149 1

GF0028148 1

GF0028147 1

GF0028146 1

GF0028145 1
GF0028144 1

GF0028143 1
GF0028142 1
GF0028141 1
GF0028140 1

GF0028139 1
GF0028138 1

GF0028137 1

GF0028136 1
GF0028135 1

GF0028134 1
GF0028133 1

GF0028132 1

GF0028131 1
GF0028130 1
GF0028129 1
GF0028128 1

GF0028127 1

GF0028126 1
GF0028125 1

GF0028124 1

GF0028123 1

GF0028122 1

GF028121 1

GF0028120 1

GF0028119 1
GF0028118 1

GF0028117 1

GF0028116 1

GF028115 1
GF028114 1
GF0028113 1
GF0028112 1
GFO028111 1

GF0028110 1

GF0028109 1

GF0028108 1

o oo oo

s cooo o

o o oo

o cocoo o

<

0 Caffeic acid 3-O-methyltransferase (1)

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

0 Retrotransposon tyl-copia subclass (1)

0 Caffeic acid O-methyltransferase (1)

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

0 Hypothetical protein (1)

0 Hypothetical protein (1)

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

0 Caffeic acid O-methyltransferase (1)

0 GDSL esterase/lipase 7 (1)

0 GDSL esterasellipase 7 (1)
GDSL-like Lipase/Acylhydrolase

0 superfamily protein, putative isoform 2
a

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Monosacharide transport protein (1)

0 Hypothetical protein (1)

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

0 Hypothetical protein (1)

0 Hypothetical protein (1)
Cytokinin riboside S-monophosphate
phosphoribohydrolase (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)
o Cytokinin riboside 54 |non0pho<phxle
© phosphoribohydrolase

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

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

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Protein AIG1 (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Pre-mRNA-proc

ing factor 17 (1)

o Isoflavone reductase-like protein 4

isoform
0 Hypothetical protein (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)

0

0

0 Putative ribonuclease H protein (1)

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

S-adenosyl-L-methionine-dependent
‘methyltransferase [IPR029063] (1); O-
‘methyltransferase COMT-type
[IPRO16461] (1); O-methyltransferase,
family 2 [IPR001077] (1)

Reverse transcriptase, RNA-dependent
DNA polymerase [IPRO13103] (1)
S-adenosyl-L-methionine-dependent

activity [GO:00081
molecular_function] (1); protein
dimerization activity [uo 0046983
molecular_function] (1)
methylransferase activity [ro 0008171
molecular_function] (1)

oxidoreductase activity, acting on paired
jonors, with incorporation or reduction
of molecular oxygen [GO:0016705
molecular_function] (1); oxidation-
reduction process [GO:0055114
biological_process] (1); heme binding
[G0:0020037 molecular_function] (1);
iron ion binding [GO:0005506
molecular_function] (1)
nucleic acid binding [GO:0003676
molecular_function] (1); zinc ion binding
[GO:0008270 molecular_function] (1)

O-methyliransferase activity
[GO:0008171 molecular_function] (1);
protein dimerization activity
[GO:0046983 molecular_function] (1):

[IPROZ‘ZOSJ] ayo-
methyltransferase COMT-type
[IPROI6461] (1); Plant memynmmfzme
dimerisation [IPR012967] (1); O-
methyltransferase, family 2 [IPR001077]
(1); Winged helix-turn-helix DNA-
binding domain [IPRO11991] (1)

Cytochrome P450 [IPRO01128] (1)

Zine finger, CCHC-type [IPROOIS7S] (1)

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

activity [GO:00081
molecular_function] (1)

hydrolase activity, acting on ester bonds
[GO:0016788 molecular_function] (1)
hydrolase activity, acting on ester bonds
[GO:0016788 molecular_function] (1)

catalytic activity [GO:0003824
molecular_function] (1); oxidation-
reduction process [GO:0055114

[IPRO12967] (1); O-methyltransferase
COMT-type [IPRO16461] (1)

GDSL lipase/esterase [IPRO010S7] (1)

GDSL lipase/esterase [IPRO01087] (1)

Leucine-rich repeat domain, L domain-
like [IPRO32675] (1)

Reverse transcriptase domain
[IPR000477] (1)

Aldolase-type TIM barrel [IPRO13785]

biological_process] (1);
activity [GO:0016491

molecular_function] (1); FMN binding
[GO:0010181 molecular_function] (1)

GTP binding [GO:0005525
molecular_function] (1)

35" exonuclease activity [GO:0008408
molecular_function] (1); nucleobase-
containing compound metabolic process
[GO:0006139 biological_process] (1)
nucleic acid binding [GO:0003676
molecular_function] (1)

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

GTP binding [G0:0005525
molecular_function] (1)

nucleus [GO:0005634
cellular_component] (1); nucleic acid
binding [GO:0003676
molecular_function] (1); zinc ion binding
[GO:0008270 molecular_function] (1);
regulation of transcription, DNA-
templated [GO:0006355
biological_process] (1); transcription
factor activity, sequence-specific DNA
binding [GO:0003700
molecular_function] (1)

GTP binding [GO:0005525
molecular_function] (1); hydrolase
activity, acting on ester bonds
[GO:0016788 molecular_function] (1)

catalytic step 2 spliceosome
[GO:0071013 cellular_component] (1);
mRNA splicing, via spliceosome
[GO:0000398 biological_process] (1);
protein binding [GO:0005515
molecular_function] (1)

Phenylcoumaran benzylic ether reductase

Polynucleotidyl transferase, Ribonuclease nucleic acid binding [GO:0003676

molecular_function] (1)

) 1
oxidase, N-terminal [IPRO01155] (1)

LOG family [IPRO31100] (1)

AIGI-type guanine nucleotide-binding
(G) domain [IPRO06703] (1); P-loop
containing nucleoside triphosphate
hydrolase [IPR027417] (1)

LOG family [IPR031100] (1)

Retrotransposon gag domain
[IPRO0S162] (1)

35" exonuclease domain [IPR002562]
(1); Ribonuclease H-like domain
[IPRO12337] (1)

LOG family [IPRO31100] (1)

Transposon, En/Spm-like [IPR004242]

Ulp! protease family, C-terminal
catalytic domain [IPR003653] (1):
Probable transposase, Ptta/En/Spm, plant
[IPR004252] (1); Domain of unknown
function DUF4218 [IPR025452] (1)
AIG1-type guanine nucleotide-binding
(07 domm [IPRO06703] (1); P-l
g nucleoside triphosphate
hydmlase [IPR027417] (1)

Transcription factor, K-box [IPR002487]
(1); Zin finger, CCHC-type
[IPROOIS7S] (1)

P-loop containing nucleoside triphosphate
hydrolase [IPR027417] (1); Harbinger

scaffold_3_mRNA_2506.1

scaffold_3_mRNA_2504.1
scaffold_3_mRNA_2503.1
scaffold_3_mRNA_2501.1
scaffold_3_mRNA_2500.1
scaffold_3_mRNA_2495.1

scaffold_3_mRNA_2490.1

scaffold_3_mRNA_2486.1

scaffold_3_mRNA_2483.1
scaffold_3_mRNA_2482.1

scaffold_3

_mRNA_2481.1

scaffold_3_mRNA_2473.1

scaffold_3_mRNA_2471.1
scaffold_3_mRNA_2468.1
scaffold_3_mRNA_2466.1

scaffold_3_mRNA_2465.1

scaffold_3_mRNA_2463.1

scaffold_3,

_mRNA_2456.1

scaffold_3_mRNA_2454.1

scaffold_3_mRNA_2453.1

scaffold_3_mRNA_2452.1

scaflold_3_mRNA_2450.1
scaflold_3_mRNA_2446.1
scaflold_3_mRNA_2444.1
scaflold_3_mRNA_2440.1

scaffold_3_mRNA_2437.1

scaffold_3_mRNA_2436.1

scaffold_3_mRNA_2432.1

scaffold_3_mRNA_2420.1
scaffold_3_mRNA_2416.1

scaflold_3_mRNA_2415.1

scaffold_3_mRNA_2412.1

scaffold_3_mRNA_2411.1

scaflold_3_mRNA_2410.1

scaffold_3_mRNA_2406.1

scaffold_3_mRNA_2405.1

scaffold_3_mRNA_2401.1

scaffold_3_mRNA_2395.1

scaflold_3_mRNA_2388.1
scaflold_3_mRNA_2385.1

scaffold_3_mRNA_2383.1

scaffold_3_mRNA_2382.1

scaffold_3_mRNA_2368.1

scaffold_3_mRNA_2367.1

transposase-derived protein [IPR006912] scaffold_3_mRNA_2366.1

m AIG1-type guanine nucleotide-
ing 1(;; domain [IPRO06703] (1)

gulator of nonsense-mediated decay,
UPFZ [IPRQBSIZB] n

WD40-repeat-containing domain
[IPRO17986] (1); WD40 repeat
[IPRO01680] (1); WD40 repeat,
conserved site [IPROI9775] (1);
WD40/Y VTN repeat-like-cont
domain [IPRO15943] (1); G-protein beta
WD-40 repeat [IPR020472] (1); Pre-
MRNA-processing factor 17
[IPR032847] (1)

NAD(P)-binding domain [IPR016040]
(1); NrA-like domain [IPR008030] (1)

NAD(P)-binding domain [IPR016040]
(1); NmrA-like domain [IPR008030] (1)
Ribonuclease H-like domain
[IPROI12337] (1); Reverse transcriptase
zinc-binding domain [IPR026960] (1)
Reverse transcriptase zine-binding
domain [IPR026960] (1)

scaffold_3_mRNA_2363.1

scaffold_3_mRNA_2354.1

scaflold_3_mRNA_2353.1

scaffold_3_mRNA_2350.1

scaffold_3_mRNA_2341.1
scaffold_3_mRNA_2338.1
scaffold_3_mRNA_2337.1
scaffold_3_mRNA_2336.1
scaffold_3_mRNA_2331.1

scaffold_3_mRNA_2329.1

scaffold_3_mRNA_2302.1

scaflold_3_mRNA_2301.1



T Nam inC.celementine  Numin C. unshia Note Go TaterPro Member Members in PArolaE
GFO028107 1 0 0 Monosacharide transport protein (1) scaffold_3_mRNA_2298.1
GFO028106 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_2296.1
GF0028105 1 0 0 Hypothetial protein (1) scaffold_3_mRNA_2204.1
DNA binding [GO:0003677
molecular_function] (1); hydrolase
activity, hydrolyzing O-glycosy!
compounds [GO:0004553 Glycoside hydrolase superfamily
molccular_function] (1); carbohydrate  [IPRO17853] (1); Zine finger, SWIM-
metabolic process [GO:0005975 type [IPRO0TS27] (1; Zine finger, PMZ-
. . biological_process] (1); catalytic activity type [IPRO06564] (1); Transposase, .
GF0028104 ! 0 0 Hypothetical protein (1) 1GO:0003824 molecular_function] (1);  mutator type [IPR001207] (1); Glycoside 013 MRNA_2290.1
zinc ion binding [GO:000827 hydrolase, family 27 [IPR002241] (1)
molecular_function] (1); transposition, Aldo!xsc -type TIM barrel [IPRO13785]
DNA-mediated [GO:0006313 o)
biological_process] (1); transposase
activity [GO:0004803
molecular_function] (1)
GF0028103 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_2288.1
membrane [GO:0016020 Major itrinsic protein [IPR000425] (1);
cellular_component] (1); transport Aquaporin transporter [IPR034204] (1;
GF0028102 1 0 0 Hypothetical protein (1) [GO:0006810 biological process] (1);  Major intrinsic protein, conserved site  scaffold_3_ mRNA_2283.1
transporter activity [GO:0005215 [IPR022357] (1); Aquaporin-like
molecular_function] (1) [IPRO23271] (1)
Domain of unknown function DUF4283
GF0028101 1 0 0 Hypothetical protein (1) [IPRO25558] (1) scaffold_3_mRNA_2272.1
. . ‘nucleic acid binding [oo 0003676 Ribonuclease H-like domain .
GFO028100 1 0 0 Hypothetical protein (1) ckecas function [PROIZI37] 1) scaffold_3_mRNA_2269.1
nucleic acid binding [GO 0003676 Ribonuclease H-like domain
GF0028099 1 0 0 Hypothetical protein (1) molecular_function] (1): DNA integration [IPRO12337] (1); Integrase, catalytic core scaffold_3_mRNA_2249.1
[GO:0015074 biological process] (1) [IPRO0IS84] (1)
GF0028098 1 0 DNA/RNA polymerases superfimily scaffold_3_mRNA_2247.1
protein (1) R
GF0028097 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_2246.1
GF0028096 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_2244.1
Cytokinin riboside S'-monophosphate
GF0028095 1 0 Shosphorbatmdroace (1 LOG family [IPRO31100] (1) scaffold_3_mRNA_2243.1
GF0028094 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_2241.1
GF0028093 1 0 Hypothetical protein (1) scaffold_3_mRNA_2239.1
endopenidase inhibitor ctivit Kunitz inhibitor ST!-like [IPR011065]
GF0028092 1 0 0 Kunitz trypsin inhibitor (1) peptidss Y (1): Proteinase inhibitor 13, Kunitz scaffold_3_mRNA_2232.1
1GO:0004866 molecular_function] (1) 10" ORGSO
dopentidase inhibitor activi KuniL/ h:bnorSTL ke [IPRO11065]
GF0028091 1 0 0 Kunitz trypsin inhibitor (1) endopepricase Iniblior acvity (1): P for 13, Ku scaffold_3_mRNA_2230.1
1GO:0004866 molecuar_funcrion] (1) 10" 0 [lpmmz | sn] o
GF0028090 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_2228.1
Ribonuclease H-like domain
GF0028089 1 0 0 Hypothetical protein (1) nucleic acid binding [GO:0003676 [IPRO12337] (1); GRAM domain scaffold 3_mRNA_2220.1
molecular_function] (1) PRO0A182] (1)
endopepidase inhibitor activit Proteinase inhibitor I3, Kunitz legume
GFO028088 1 0 0 Miraculin (1) e Y [IPR002160] (1); Kunitz inhibitor STI-  scaffold_3_mRNA_2219.1
GO:0004866 molecular_function] (1) e MRS
GFO028087 1 0 Cytokinin riboside S'-monophosphate scaffold_3_mRNA_2216.1
phosphoribohydrolase (1)
regulation of transcription, DNA-
templated [GO:0006355 Carlavirus nucleic acid-binding protein
GF0028086 1 0 0 Hypothetical protein (1) biological_process] (1); nucleic acid [irRau;‘stT “)‘ 8P scaffold_3_mRNA_2215.1
binding [GO:0003676
molecular_function] (1)
GF0028085 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_2214.1
GF0028084 1 0 Cytokinin riboside S"monophosphate scaffold 3 mRNA_2213.1
phosphoribohydrolase (1) 1.3 mRNA
GF0028083 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_2211.1
GF0028082 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_2210.1
GFO028081 1 0 0 Hypothetial protein (1) scaffold_3_mRNA_2208.1
GF0028080 1 0 0 Hypotheical protein (1) scaffold_3_mRNA_2202.1
GF0028079 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_2201.1
Proteinase inhibitor 13, Kunitz legume
GF0028078 1 0 0 Hypothetical protein (1) endopeptidase inhibitor activity [IPR002160] (1); Kunitz inhibitor ST1-  scaffold 3 mRNA _2199.1
GO:0004866 molecula_function] (1) 13 L I
endopepidase inhibitor activit Proteinase inhibitor 13, Kunitz legume
GF0028077 1 0 0 Miraculin (1) pep ¥ [IPR002160] (1); Kunitz inhibitor ST1- ~ scaffold_3_mRNA_2195.1
1GO:0004866 molecuar_function] (1) ioe i 1
GFO028076 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_2193.1
proteolysis [GO:0006508
. biological_process] (1); cysteine-type  Ulpl protease family, C-terminal }
GFO028075 1 0 0 Hypothetical protein (1) Pemtine aeiviy [GO00032%4 cantyicdomin IFROD36551 1) scaffold_3_mRNA_2192.1
molecular_fnction] (1)
ki g COMMNTS s i
GFO028074 1 0 0 Hypothetial protein (1) r [IPROI2337] (1); HAT, C-terminal  scaffold_3_mRNA_2190.1
dimerization activity [GO:0046983
dimerisation domain [IPR00S906] (1)
molecular_function] (1)
Retrotransposon gag domain
GF0028073 1 0 0 Hypothetical protein (1) HPRO0S1 03] 1y scaffold_3_mRNA 218.1
GF0028072 1 0 0 Hypotheical protein (1) scaffold_3_mRNA_2176.1
GFO028071 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_2174.1
LOG family [IPR031100] (1); Cytokinin
. Cytokinin riboside S-monophosphate riboside 5-monophosphate }
GF0028070 ! 0 phosphoribohydrolase (1) phosphoribohydrolase LOG [IPR005269) ¢TI _3_MRNA_2173.1
)
GF0028069 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_2172.1
GF0028068 1 0 0 Hypothetical protein (1) scaffold_3_mRNA 21711
Leucine-rich repeat, typical subtype
o LRR receptor-lke serine/threonine-  protein binding [GO:0005515 [IPRO03591] (1; Leucine-rich repeat
GF0028067 ! 0 O protein kinase GSOI (1) molecular_function] (1) domain, L domain-like [IPR032675] (1); S°AT0143 mRNA_2169.1
Leucine-rich repeat [IPRO01611] (1)
transmembrane transporter ac
[GO:0022857 molecular_function] (1); .
; - WAT I-elated protein [IPRO30184] (1),
GF0028066 1 0 Z:::'::::‘:f:('lf“m ke transporter '“T::;;':";ﬁ‘zﬂ‘zif?f}o - Aspartic peptidase domain [IPR021109] scaffold_3_mRNA_2166.1
component of membrane [GO:0016021 (1) EamA domain [IPR000620] (1)
cellular_component] (1)
GF0028065 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_2159.1
GF0028064 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_2156.1
GF0028063 1 0 0 Hypothetical protein (1) scaffold_3_mRNA 2152.1
GF0028062 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_2146.1
GF0028061 1 0 o Cytoknin riboside 5 '“°"°"h"“’h“” LOG family [IPRO31100] (1) scaffold_3_mRNA_2145.1
© phosphoribohydrolase
GF0028060 1 0 0 Hypothetical profein (1) scaffold_3_mRNA_2144.1
GF0028059 1 0 Hypothetical protein (1) scaffold_3_mRNA_2143.1
omega peptidase activity [GO:0008242
molecular_function] (1); ghuta Pepidase 26, gumma-glutams]
GF0028058 1 0 0 Hypothetical protein (1) metabolic process [GO:0006541 P! » gamma-glutamy| scaffold_3_mRNA_2134.1
hydrolase [IPR015527] (1)
biological_pracess] (1); catalytic activity
[GO:0003824 molecular_function] (1)
GF0028057 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_2133.1
GF0028056 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_2132.1
GF0028055 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_2131.1
GFO028054 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_2129.1
GF0028053 1 0 0 H»pomeucal protein (1) scaffold_3_mRNA_2128.1
GF0028052 1 0 ylokinin riboside S'-monophosphate LOG family [IPR031100] (1) scaffold_3_mRNA _2127.1
plmsphonbonydlok\s e (1)
GF0028051 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_2126.1
GF0028050 1 0 0 Hypothetical protein (1) scaffold_3_mRNA 2125.1
GF0028049 1 0 0 Hypothetical protein (1) scaffold_3_mRNA _2124.1
GF0028048 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_2123.1
Cytokinin riboside S'monophosphate N
GF0028047 1 0 Shocphorbahudroase (1 LOG family [IPRO31100] (1) scaffold_3_mRNA_2120.1
GFO028046 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_2119.1
GF0028045 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_2117.1
GFO028044 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_2115.1
GF0028043 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_2108.1
. . Retrotransposon gag domain .
GFO028042 1 0 0 Hypothetical protein (1) PROVSIEZ] () scaffold_3_mRNA_2105.1
GF0028041 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_2104.1
GF0028040 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_2103.1
GF0028039 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_2101.1
GF0028038 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_2100.1
GF0028037 1 0 0 Hypothetical protein (1) scaffold_3_mRNA 211
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GF0028036 1

GF0028035 1

GF0028034 1

GF0028033 1
GF0028032 1

GF0028031 1

GF0028030 1
GF0028029 1
GF0028028 1
GF0028027 1
GF0028026 1
GF0028025 1
GF0028024 1
GF0028023 1
GF0028022 1
GF0028021 1
GF0028020 1
GF0028019 1
GF0028018 1

GF0028017 1

GF0028016 1
GF0028015 1
GF0028014 1
GF0028013 1
GF0028012 1

GF0028011 1

GF0028010 1
GF0028009 1
GF0028008 1
GF0028007 1
GF0028006 1
GF0028005 1
GF0028004 1

GF0028003 1

GF0028002 1
GF0028001 1
GF0028000 1
GF0027999 1
GF0027998 1
GF0027997 1

GF0027996 1

GF0027995 1
GF0027994 1

GF0027993 1

GF0027992 1
GF0027991 1
GF0027990 1
GF0027989 1
GF0027988 1
GF0027987 1
GF0027986 1
GF0027985 1
GF0027984 1
GF0027983 1

GF0027982 1

GF0027981 1

GF0027980 1
GF0027979 1
GF0027978 1
GF0027977 1

GF0027976 1

GF0027975 1

GF0027974 1

GF0027973 1
GF0027972 1
GF0027971 1
GF0027970 1
GF0027969 1
GF0027968 1
GF0027967 1
GF0027966 1
GF0027965 1
GF0027964 1
GF0027963 1
GF0027962 1
GF0027961 1
GF0027960 1
GF0027959 1
GF0027958 1
GF0027957 1
GF0027956 1
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o Putative muDR family transposase-like

0 Hypothetical protein (1)

0 Hypothetical protein (1)

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

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)
Cytokinin riboside Smonophosphate
phosphoribohydrolase (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Triose-phosphate isomerase (1)

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

BED zinc finger,hAT family dimeriz:
domain isoform 1 (1)

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

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

 Retrotransposon protein, putative, Ty3-
ypsy subclass (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

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

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)
CDNA clone:002-112-E03, full insert
sequence (1)

0 Hypothetical protein (1)
Cytokinin riboside S-monophosphate
phosphoribohydrolase (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

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

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

zinc ion binding [GO:0008270
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)

nucleic acid binding [GO:0003676
molecular_function] (1; signal
transduction [GO:0007165
biological_process] (1); zine ion binding
[GO:0008270 molecular_function] (1);
protein binding [GO:0005515
molecular_function] (1)

ATPase activity [GO:0016887
molecular_function] (1); ATP binding
[G0:0005524 molecular_function] (1)

metabolic process [GO:0008152
biological_process] (1); catalytic act
GO:0003824 molecular_function] (
triose-phosphate isomerase activity

[GO:0004807 molecular_function] (1)

DNA binding [GO:0003677
molecular_function] (1); nucleic acid
binding [GO:0003676
molecular_function] (1); protein
dimerization activity [GO:0046983
molecular_function] (1)

nucleic acid binding [GO:0003676
molecular_function] (1); zinc ion binding
[GO:0008270 molecular_function] (1)

zine ion binding [GO:0008270
molecular_function] (1); nucleic acid
binding [GO:0003676
molecular_function] (1)

aspartic-type endopeptidase activity
[GO:0004190 molecular_function] (1);
zine ion binding [GO:0008270
molecular_function] (1); proteolysis
[GO:0006508 biological process] (1);
nucleic acid binding [GO:0003676
molecular_function] (1)

zine ion binding [GO:0008270
molecular_function] (1); nucleic acid
binding [GO:0003676
molecular_function] (1)

nucleic acid binding [GO:0003676
molecular_function] (1); regulation of
transcription, DNA-templated
[GO:0006355 biological_process] (1)

Zine finger, CCHC-type [IPRO01878]
(1); MULE transposase domain

[IPROI8289] (1); Zinc finger, PMZ-type ~scaffold_3_mRNA_2096.1
[IPRO06564] (1): Zinc finger, SWIM-

type [IPRO0T527] (1)

Ulp! protease family, C-terminal

catalytic domain [IPR003653] (1) scaffold_3_mRNA,_2095.1

Toll/interleukin-1 receptor homology
(TIR) domain [IPRO00IS7] (1); Zine  scaffold_3_mRNA_2087.1
finger, CCHC-type [IPROOIS7S] (1)

scaffold_3_mRNA_2084.1
scaffold_3_mRNA_2083.1
Plant PDR ABC transporter associated
[IPROI3581] (1); P-loop containing
nucleoside triphosphate hydrolase
[IPRO27417] (1): AAA+ ATPase domain
[IPRO03593] (1); ATP-binding cassete
transporter, PDR-like subfamily G,
domain 2 [IPR034003] (1); ABC
transporter-like [IPR003439] (1)

scaffold_3_mRNA_2081.1

scaffold_3_mRNA_2080.1
scaffold_3_mRNA_2075.1

LOG family [IPR031100] (1) scaffold_3_mRNA_2074.1

scaffold_3_mRNA_2070.1

mpamc peptiduse domain [IPRO21109)__voti 3 ea 2069.1

scaflold_3_mRNA_2067.1
scaflold_3_mRNA_2064.1
scaffold_3_mRNA_2062.1

;’:::;Z;‘Z‘s’;;‘:’:‘;““' Pua/En/Spm, plant 014 3 mRNA_2061.1
scaffold_3_mRNA_2055.1
LOG family [IPRO31100] (1) scaffold_3_mRNA_2046.1
scaffold_3_mRNA_2045.1

scaffold_3_mRNA_2041.1

y Triosephosphate isomerase [IPR000652]

(1); Aldolase-type TIM barrel scaffold_3_mRNA_2037.1
[IPROI3785] (1)

scaffold_3_mRNA_2033.1
scaffold_3_mRNA_2032.1
scaffold_3_mRNA_2026.1
scaffold_3_mRNA_2025.1
scaffold_3_mRNA_2024.1

hAT-like transposase, RNase-H fold

[IPR025525] (1); Ribonuclease H-like

domain [IPRO12337] (1); HAT,

terminal dimerisation domain

[IPR008906] (1)

scaffold_3_mRNA_2023.1

scaffold_3_mRNA_2020.1
scaffold_3_mRNA_2017.1
scaffold_3_mRNA_2016.1
scaffold_3_mRNA_2015.1
scaffold_3_mRNA_2012.1
scaffold_3_mRNA_2011.1
scaffold_3_mRNA_2005.1

Zine finger, CCHC-type [IPRO0IS7S] (1) scaffold_3_mRNA_2003.1

scaflold_3_mRNA_1999.1
scaflold_3_mRNA_1998.1
scaflold_3_mRNA_1997.1

::pxmc peptidase domain [IPRO21109] 1 4 o 1905 1

scaffold_3_mRNA_1994.1
scaffold_3_mRNA_1993.1

Zine finger, CCHC-type [IPRO0TS78] (1) scaffold_3_mRNA_1989.1

scaffold_3_mRNA_1988.1
scaffold_3_mRNA_1987.1

Zine finger, CCHC-type [IPRO01S7S]
(1); Peptidase A2A, retrovirus, catalytic ~ scaffold_3_mRNA_1985.1
[IPR001995] (1)

scaffold_3_mRNA_1984.1
scaffold_3_mRNA_1983.1
scaffold_3_mRNA_1976.1
scaffold_3_mRNA_1975.1
scaffold_3_mRNA_1974.1
scaffold_3_mRNA_1973.1
scaffold_3_mRNA_1972.1
scaffold_3_mRNA_1970.1
scaffold_3_mRNA_1969.1

;;;’g;:’;;‘]‘f‘;‘)"'m domain scaffold_3_mRNA_1968.1
scaffold_3_mRNA_1967.1
Cytokinin riboside 5*morophosphate
phosphoribohydrolase LOG [IPR005269] scaffold_3_mRNA_1966.1
(1): LOG funily [IPRO31100] (1)
scaffold_3_mRNA_1965.1
scaffold_3_mRNA_1956.1
scaffold_3_mRNA_1952.1
scaffold_3_mRNA_1948.1

Zine finger, CCHC-type [IPRO0TS78] (1) scaffold_3_mRNA_1947.1

Viral movement protein [IPR028919] (1) scaffold_3_mRNA_1946.1

Carlavirus nucleic acs
[IPR002568] (1)

nding Protein ol 3 mRNA._1945.1

scaflold_3_mRNA_1944.1
scaflold_3_mRNA_1943.1
scaflold_3_mRNA_1941.1
scaflold_3_mRNA_1939.1
scaflold_3_mRNA_1937.1
scaflold_3_mRNA_1936.1
scaflold_3_mRNA_1935.1

Reverse transcriptase domain

[IPR000477] (1)

Viral movement protein [IPR028919] (1) scaffold_3_mRNA_1933.1
scaffold_3_mRNA_1931.1

scaffold_3_mRNA_1934.1

;;;’5;;:’;’%‘?:‘""“ domain scaffold_3_mRNA_1930.1
scaffold_3_mRNA_1929.1
scaffold_3_mRNA_1928.1
scaffold_3_mRNA_1925.1
scaffold_3_mRNA_1922.1
scaffold_3_mRNA_1920.1
scaffold_3_mRNA_1917.1
scaffold_3_mRNA_1913.1
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GF0027955
GF0027954
GF0027953

GF0027952

GF0027951

GF0027950
GF0027949
GF0027948
GF0027947
GF0027946
GF0027945
GF0027944
GF0027943
GF0027942
GF0027941
GF0027940
GF0027939
GF0027938
GF0027937
GF0027936
GF0027935
GF0027934
GF0027933
GF0027932
GF0027931
GF0027930
GF0027929
GF0027928
GF0027927
GF0027926
GF0027925

GF0027924

GF0027923

GF0027922

GF0027921

GF0027920

GF0027919

GF0027918
GF0027917
GF0027916
GF0027915
GF0027914
GF0027913
GF0027912

GF0027911

GF0027910
GF0027909

GF0027908

GF0027907
GF0027906

GF0027905
GF0027904
GF0027903

GF0027902

GF0027901

GF0027900

GF0027899
GF0027898
GF0027897
GF0027896

GF0027895

GF0027894
GF0027893
GF0027892
GF0027891
GF0027890
GF0027889
GF027888
GF0027887

GF0027886

GF0027885
GF0027884
GF0027883

GF0027882
GF0027881
GF0027880

GF0027879

GF0027878

GF0027877

GF0027876
GF0027875
GF0027874
GF0027873
GF0027872
GF0027871

GF0027870
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0 Hypothetical protein (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Cation/H(+) antiporter 15 (1)

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

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

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

0 Hypothetical protein (1)

0 Hypothetical protein (1)

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

0 Hypothetical protein (1)

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

0 Hypothetical protein (1)

0 Retrotransposon gag protein (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)

 Retrovinus-relted Pol polyprotein from
1

transposon TNT 1-94 (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)
Cytokinin riboside S-monophosphate
phosphoribohydrolase (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Integrase (1)

Cytokinin riboside S-monophosphate

phosphoribohydrolase (1)

0 Hypothetical protein (1)
Cytokinin riboside S-monophosphate
phosphoribohydrolase (1)

0 Hypothetical protein (1)

0

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

o Cytokinin riboside S-monophosphate
1

e
phosphoribohydrolase (1)
0 Hypothetical protein (1)

Cytokinin riboside 5'-monophosphate
phosphoribohydrolase (1)

0

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

Cytokinin riboside S-monophosphate

© phosphoribohydrolase (1)

cation transport [GO:0006812
biological_process] (1); integral
‘component of membrane [GO:0016021
cellular_component] (1); transmembrane
transport [GO:0055085
biological_process] (1); solute:proton
antiporter activity [GO:0015299
molecular_function] (1)

zinc ion binding [GO:0008270
molecular_function] (1); nucleic acid
binding [GO:0003676
molecular_function] (1)

zine ion binding [GO:0008270
molecular_function] (1); aspartic-type
endopeptidase activity [GO:0004190
molecular_function] (1); nucleic acid
binding [GO:0003676
molecular_function] (1); DNA binding
[G0:0003677 molecular_function] (1);
proteolysis [GO:0006508
biological_process] (1)

zine ion binding [GO:0008270
molecular_function] (1); nucleic acid
binding [GO:0003676
molecular_function] (1)

nucleic acid binding [GO:0003676
molecular_function] (1); DNA integration
[GO:0015074 biological_process] (1)

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

zine ion binding [GO:0008270
molecular_function] (1); nucleic acid
binding [GO:0003676
molecular_function] (1)

endopeptidase inhibitor activity
[GO:0004866 molecular_function] (1)

Retrotransposon gag domain
[IPRO0S162] (1)

Cation/H+ exchanger [IPRO06153] (1);
Rossmann-fike alphabeta/alpha
sandwich fold [IPR014729] (1)

Viral movement protein [IPR028919] (1)

Reverse transcriptase domain
[IPRO00ATT] (1)

Viral movement protein [IPR028919] (1)

Reverse transcriptase domain
[IPR000477] (1)

Aspartic peptidase domain [IPR021109]
(1; Viral movement protein [IPR028919]
m

Zine finger, CCHC-type [IPRO1S7S]
(1); Aspartic peptidase domain
[IPRO21109] (1); Retropepsins
[IPROIS061] (1)

Zine finger, CCHC-type [IPRO01S7S]
(1); Aspartic peptidase domain
[IPRO21109] (1); Peptidase A2A,
retrovirus, catalytic [IPR001995] (1);
Zinc finger, BED-type [IPR003656] (1);
Retropepsins [IPROIS061] (1)

Viral movement protein [IPR028919] (1)

Zine finger, CCHC-type [IPROO1S7S] (1)

Ribonuclease H-like domain

scaffold_3_mRNA_1912.1
scaffold_3_mRNA_1911.1
scaffold_3_mRNA_1904.1

scaffold_3_mRNA_1901.1

scaffold_3_mRNA_190.1

scaffold_3_mRNA_19.1
scaffold_3_mRNA_1895.1
scaffold_3_mRNA_1892.1
scaffold_3_mRNA_1891.1
scaffold_3_mRNA_1885.1
scaffold_3_mRNA_1884.1
scaffold_3_mRNA_1883.1
scaffold_3_mRNA_1880.1
scaffold_3_mRNA_1877.1
scaffold_3_mRNA_1875.1
scaffold_3_mRNA_1873.1
scaffold_3_mRNA_1871.1
scaffold_3_mRNA_1867.1
scaffold_3_mRNA_1866.1
scaffold_3_mRNA_1864.1
scaffold_3_mRNA_1862.1
scaffold_3_mRNA_1858.1
scaflold_3_mRNA_1857.1
scaffold_3_mRNA_1856.1
scaflold_3_mRNA_1855.1
scaffold_3_mRNA_1854.1
scaflold_3_mRNA_1853.1
scaflold_3_mRNA_1850.1
scaflold_3_mRNA_1849.1
scaflold_3_mRNA_1846.1
scaffold_3_mRNA_1843.1

scaffold_3_mRNA_1840.1
scaffold_3_mRNA_1838.1

scaflold_3_mRNA_1837.1

scaffold_3_mRNA_1836.1

scaffold_3_mRNA_1835.1

scaffold_3_mRNA_1833.1

scaffold_3_mRNA_1831.1
scaffold_3_mRNA_1830.1
scaffold_3_mRNA_1825.1
scaffold_3_mRNA_1824.1
scaffold_3_mRNA_1823.1
scaffold_3_mRNA_1820.1
scaffold_3_mRNA_1813.1

scaffold_3_mRNA_I811.1

scaflold_3_mRNA_1809.1
scaflold_3_mRNA_1807.1

[IPRO12337] (1); Integrase, catalytic core scaffold_3_mRNA_I804.1

[IPRO0IS84] (1)

Ribonuclease H-like domain
[IPROI2337] (1)

Zine finger, CCHC-type [IPRO01S7S]
(1); Ribonuclease H-like domain
[IPRO12337] (1)

Aspartic peptidase domain [IPR021109]
0}
Domain of unknown function DUF4216

[IPRO25312] (1); Transposase-associated
domain [IPR029480] (1)

LOG family [IPRO31100] (1)

Retrotransposon gag domain
[IPRO05162] (1)

Aspartic peptidase domain [IPR021109]
ay

LOG family [IPRO31100] (1)

LOG family [IPRO31100] (1)

LOG family [IPR031100] (1); Cytok
riboside S-monophosphate
phosphoribohydrolase LOG [IPR005269]
)

Kunitz inhibitor ST1-like [IPR011065]
(1); Proteinase inhibitor 13, Kunitz
legume [IPR002160] (1)

LOG family [IPR031100] (1); Cytokinin
riboside S-monophosphate
phosphoribohydrolase LOG [IPR005269]
m

scaffold_3_mRNA_1803.1
scaffold_3_mRNA_1801.1
scaflold_3_mRNA_1798.1
scaflold_3_mRNA_1792.1
scaflold_3_mRNA_1791.1

scaffold_3_mRNA_1788.1

scaflold_3_mRNA_1787.1

scaflold_3_mRNA_1785.1

scaffold_3_mRNA_1783.1
scaffold_3_mRNA_1782.1
scaffold_3_mRNA_1781.1
scaffold_3_mRNA_1780.1

scaffold_3_mRNA_1779.1

scaffold_3_mRNA_1778.1
scaffold_3_mRNA_1776.1
scaffold_3_mRNA_1773.1
scaffold_3_mRNA_1769.1
scaffold_3_mRNA_1768.1
scaffold_3_mRNA_1767.1
scaffold_3_mRNA_1759.1
scaffold_3_mRNA_1758.1
scaflold_3_mRNA_1757.1
scaffold_3_mRNA_1755.1
scaffold_3_mRNA_1747.1
scaflold_3_mRNA_1746.1

scaffold_3_mRNA_1745.1
scaffold_3_mRNA_1743.1
scaffold_3_mRNA_1739.1

scaffold_3_mRNA_1738.1

scaffold_3_mRNA_1736.1

scaffold_3_mRNA_1734.1

scaffold_3_mRNA_1730.1
scaffold_3_mRNA_1723.1
scaffold_3_mRNA_1722.1
scaffold_3_mRNA_1716.1
scaffold_3_mRNA_1703.1
scaffold_3_mRNA_1702.1

scaffold_3_mRNA_1701.1
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GF0027869

GF0027868

GF0027867
GF0027866
GF0027865

GF0027864

GF0027863
GF0027862

GF0027861
GF0027860

GF0027859

GF0027858
GF0027857
GF0027856
GF0027855

GF0027854

GF0027853
GF0027852

GF0027851

GF0027850

GF0027849
GF0027848

GF0027847

GF0027846
GF0027845
GF0027844
GF0027843
GF0027842
GF0027841
GF0027840

GF0027839

GF0027838
GF0027837
GF0027836
GF0027835
GF0027834
GF0027833

GF0027832

GF0027831

GF0027830

GF0027829

GF0027828

GF0027827
GF0027826
GF0027825
GF0027824
GF0027823
GF0027822
GF0027821
GF0027820
GF0027819
GF0027818
GF0027817
GF0027816
GF0027815
GF0027814
GF0027813
GF0027812
GF0027811
GF0027810
GF0027809
GF0027808

GF0027807

GF0027806

GF0027805
GF0027804
GF0027803
GF0027802

GF0027801

GF0027800

GF0027799
GF0027798
GF0027797
GF0027796

GF0027795

GF0027794
GF0027793

GF0027792

GF0027791
GF0027790
GF0027789

GF0027788

GF0027787
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0 Hypothetical protein (1)

 Retrotransposon protein, putative, Tyl-
copia subclass (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

Putative non-LTR retroclement reverse
transcriptase (1)

0 Hypothetical protein (1)

o Cytokinin riboside S-monophosphate
phosphoribohydrolase (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

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

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)
Cytokinin riboside S-monophosphate
phosphoribohydrolase (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Putative nuclease HARBI (1)

0 Hypothetical protein (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)
0 Retrotransposon gag protein (1)

Phenazine biosynthesis PhzC/PhzF family

© protein (1)

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

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

Far-red impaired responsive family
protein isoform 1 (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

o Cytokinin riboside S-monophosphate
phosphoribohydrolase (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)
RNA-directed DNA polymerase
(Reverse transcriptase) (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

Hydrolase, alpha/beta fold family protein-

like (1)

0 Hypothetical protein (1)

0
0 Hypothetical protein (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)

0 Hypothetical protein (1)

nucleic acid binding [GO:0003676

molecular_function] (1); zinc ion binding Zinc finger, CCHC-type [IPRO01878] (1)

[GO:0008270 molecular_function] (1)

‘nucleic acid binding [GO:0003676
molecular_function] (1); zinc ion binding
[G0:0008270 molecular_function] (1);
sequence-specific DNA binding
[GO:0043565 molecular_function] (1);
regulation of transcription, DNA-
templated [GO:0006355
biological_process] (1); transc

LOG family [IPRO31100] (1)

Reverse transcriptase zinc-binding
domain [IPR026960] (1; Ribonuclease
H-like domain [IPR012337] (1); Zinc
finger, GATA-type [IPR000679] (1);
Reverse transcriptase domain
[IPRO00477] (1);

jon
factor activity, sequence-specific DNA
binding [GO:0003700
molecular_function] (1)

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

intracellular signal transduction
[GO:0035556 biological_process] (1)

catalytic activity [GO:0003824
molecular_function] (1); biosynthetic
process [GO:0009058
biological_process] (1)

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

metabolic process [GO:0008152
biological_process] (1); branched-chain
amino acid biosynthetic process
[GO:0009082 biological_process] (1;
acetolactate synthase activity
[GO:0003984 molecular_function] (1);
serine-type endopeptidase activity
[G0:0004252 molecular_function] (1);
nucleic acid binding [GO:0003676
molecular_function] (1); amino acid
binding [GO:0016597
molecular_function] (1); proteolysis
[GO:0006508 biological_process] (1)
regulation of transcription, DNA-
templated [GO:0006355
biological_process] (1)

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

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

nucleic acid binding [GO:0003676
molecular_function] (1); DNA binding
[G0:0003677 molecular_function] (1)

[IPRO0S135] (1)
LOG family [IPR031100] (1)

Ulpl protease family, C-terminal
catalytic domain [IPR003653] (1):
Probable transposase, Ptta/En/Spm, plant
[IPR004252] (1)

DEP domain [IPR000591] (1)

Aspartic peptidase domain [IPR021109]
ay

Transposase, MuDR, plant [IPR004332]

LOG family [IPRO31100] (1)

scaffold_3_mRNA_17.1
scaffold_3_mRNA_1695.1

scaffold_3_mRNA_1694.1
scaflold_3_mRNA_1692.1
scaflold_3_mRNA_1691.1

scaffold_3_mRNA_1689.1

scaflold_3_mRNA_1680.1
scaffold_3_mRNA_1679.1

scaffold_3_mRNA_1678.1
scaffold_3_mRNA_1677.1

scaffold_3_mRNA_1676.1

scaffold_3_mRNA_167.1
scaffold_3_mRNA_1666.1
scaffold_3_mRNA_1665.1
scaffold_3_mRNA_1662.1

scaffold_3_mRNA_1661.1
scaflold_3_mRNA_1660.1
scaffold_3_mRNA_1657.1
scaffold_3_mRNA_1654.1
scaflold_3_mRNA_1651.1

scaffold_3_mRNA_1650.1

Myb/SANT-like domain [IPR024752] (1) scaffold_3_mRNA_1642.1

Harbinger transposase-derived nuclease
domain [IPRO27806] (1); Myb/SANT-
like domain [IPR024752] (1)

LOG family [IPRO31100] (1)

Phenazine biosynthesis PhzF protein
[IPRO03719] (1)

Zine knuckle CX2CX4HX4C
[IPRO25836] (1)
Ribonuclease H-like domain
[IPRO12337] (1)

ACT domain [IPR002912] (1); Peptidase
S1, PA clan [IPR009003] (1);
Acetolactate synthase, small subunit
[IPRO04789] (1); Peptidase SI1C
[IPR001940] (1); Ribonuclease H-like
domain [IPRO12337] (1)

FHY3/FARI family [IPR031052] (1);
FARI DNA binding domain
[IPR004330] (1)

Ribonuclease H-like domain
[IPROI12337] (1); HAT, C-terminal
dimerisation domain [IPR00S906] (1)

Ribonuclease H-like domain
[IPROI2337] (1)

Alpha/Beta hydrolase fold [IPR029058]

LOG family [IPR031100] (1)

Retrotransposon gag domain
[IPR005162] (1)

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

Reverse transcriptase domain
[IPR000477] (1)

Retrotransposon gag domain
[IPRO0S162] (1)
Alpha/Beta hydrolase fold [IPR029058]

Zine finger, BED-type [IPR003656] (1);
Zinc finger C2H2-type [IPROI3087] (1)

scaflold_3_mRNA_1640.1

scaffold_3_mRNA_1635.1
scaffold_3_mRNA_1634.1
scaffold_3_mRNA_1633.1
scaffold_3_mRNA_1632.1
scaffold_3_mRNA_1631.1
scaffold_3_mRNA_1629.1
scaffold_3_mRNA_1626.1

scaflold_3_mRNA_1604.1

scaffold_3_mRNA_16.1
scaffold_3_mRNA_1598.1
scaffold_3_mRNA_1591.1
scaffold_3_mRNA_1590.1
scaffold_3_mRNA_1588.1
scaffold_3_mRNA_1587.1

scaffold_3_mRNA_1584.1

scaffold_3_mRNA_1583.1

scaflold_3_mRNA_1578.1

scaffold_3_mRNA_1577.1

scaffold_3_mRNA_1576.1

scaffold_3_mRNA_1574.1
scaflold_3_mRNA_1571.1
scaflold_3_mRNA_1570.1
scaffold_3_mRNA_1565.1
scaffold_3_mRNA_1555.1
scaflold_3_mRNA_1553.1
scaflold_3_mRNA_1552.1
scaflold_3_mRNA_1547.1
scaflold_3_mRNA_1546.1
scaflold_3_mRNA_1545.1
scaffold_3_mRNA_1541.1
scaffold_3_mRNA_1540.1
scaffold_3_mRNA_1532.1
scaffold_3_mRNA_1527.1
scaffold_3_mRNA_1526.1
scaffold_3_mRNA_1525.1
scaffold_3_mRNA_1524.1
scaffold_3_mRNA_1521.1
scaffold_3_mRNA_1520.1
scaflold_3_mRNA_1519.1

scaffold_3_mRNA_1518.1

scaffold_3_mRNA_1516.1
scaflold_3_mRNA_1511.1
scaffold_3_mRNA_1510.1
scaflold_3_mRNA_151.1

scaflold_3_mRNA_1506.1

scaffold_3_mRNA_1503.1

scaffold_3_mRNA_1502.1
scaflold_3_mRNA_1501.1
scaflold_3_mRNA_1500.1
scaflold_3_mRNA_1498.1
scaflold_3_mRNA_1492.1

scaffold_3_mRNA_1491.1

scaffold_3_mRNA_1488.1
scaffold_3_mRNA_1485.1

scaffold_3_mRNA_1483.1

scaflold_3_mRNA_1481.1
scaffold_3_mRNA_1469.1
scaffold_3_mRNA_1467.1

scaffold_3_mRNA_1457.1

scaffold_3_mRNA_1456.1
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GFO027786 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_1449.1
GFO027785 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_1447.1
regulation of transeription, DNA-
templated [GO:0006355 Carlavirus nucleic acid-binding protein
GFO027784 1 0 0 Hypothetical protein (1) biological_proces] (1) muceic acid e CELS P scaffold_3_mRNA_1444.1
binding [GO:0003676
molecular_function] (1)
GFO027783 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_1443.1
Protein kinase, ATP binding site
[IPRO17441] (1; Serine/threonine-
ATP binding [GO:0005524 protein kinase, active site [IPRO0S271]
molecular_function] (1); protein kinase ~ (1); Serine-threonine/tyrosine-protein
Receptor-like protein kinase FERONIA  activity [GO:0004672 kinase, catalytic domain (IPR001245]
GF0027782 ! 0 Oy molecular_function] (1); protein (1): Protein kinase domain [IPR000719] S°4T014.3_mRNA_1440.1
phosphorylation [GO:0006468 (1): Protein kinase-like domain
biological_process] (1) [IPRO11009] (1); Malectin-like
carbohydrate-binding domain
[IPRO24788] (1)
GFO027781 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_1438.1
GF0027780 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_1437.1
proteolysis [GO:0006508 Retropepsins [IPROT8O061] (1); Aspartic
biological_process] (1); aspartic-type  pepidase, active site (IPRO01969] (1);
GF0027779 ! 0 0 Hypothetical protein (1) endopeptidase activity [GO:0004190  Aspartic peptidase domain [IPR021109] S¢T01d_3_MRNA_1431.1
molecular_function] (1) )
GF0027778 1 0 0 Retrotransposon gag protein (1) scaffold_3_mRNA_1426.1
GF0027777 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_1419.1
y Ribonuclease H-like domain
GF0027776 1 0 0 Hypothetical protein (1) "::fl‘:c';l::“’m‘:“::“;k] {‘I’)"""’“W" [IPROI2337) (1); TBYDPI/HVA22-  scaffold_3_mRNA_I418.1
- related protein [IPR004345] (1)
GFO027775 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_1409.1
GFO027774 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_1408.1
GFO027773 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_1404.1
GFO027772 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_1403.1
exidaton reduction process NAD(P)-binding domain [IPRO16040]
GFO027771 1 0 0 Hypothetical protein (1) TGO00%5 114 iotogeal process] (1y (1) Alooholdehydrogenase, C-terminal - scafold 3 mRNA_1401.1
[IPROI3149] (1)
GF0027770 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_1305.1
GF0027769 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_1304.1
GF0027768 1 0 o Cytokinin riboside 5 '“°"°"h""’h‘““ LOG family [IPRO31100] (1) scaffold 3_mRNA_1393.1
© phosphoribohydrolase
GFO027767 1 0 0 Hypothetical pm!em(l) scaffold_3_mRNA_1391.1
response to metal fon [GO:0010038
biological_process] (1); phytochelatin
biosynthetic proces
biological_process] (1); glutathione atin svnthase. C-
GF0027766 1 0 0 Hypothetical protein (1) gamma-glutamyleysteinyltransferase E‘;ﬂm};jg%“ a’;""'“”' Cterminal scaffold_3_mRNA_1390.1
activity [GO:0016756
molecular_function] (1); metal ion
binding [GO:0046872
molecular_finction] (1)
GF0027765 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_1386.1
- cide 5 g boside 5-monophosphate
GF0027764 1 0 (ﬁ:‘s’k;':::b“obn"’;:’:]:s;"“"")“"’h“”’h“"e phosphenbehydmla:e LOG [IPR005269] scaffold_3_mRNA_1385.1
phospl 4 (1): LOG family [IPRO31100] (1)
GFO027763 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_1383.1
. Zine finger containing preotein, putative ~ zinc ion binding [GO:0008270 Zine finger, PMZ-type [IPR006S64] (1);
GF0027762 ! 0 Oy molecular_function] (1) Zine finger, SWIM-type [IPR007527] (1) S°2T01d_3_mRNA_1382.1
Non-haem dioxygenase N-terminal
GFO027761 1 0 0 Hypothetical protein (1) domain [IPR026992) (1); Isopenicillin N~ scaffold_3_mRNA_1380.1
synthase-like [IPR027443] (1)
GF0027760 1 0 0 Hypotheical protein (1) scaffold_3_mRNA_1379.1
GFO027759 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_1378.1
protein dimerization activity
. Ribonuclease H-like domain
GF0027758 1 0 0 Hypothetical protein (1) [GO:0046953 molecular_function] (1) 1pgg15337) (1); HAT, C-terminal scaffold_3_mRNA_1377.1
nucleic acid binding [GO:0003676
dimerisation domain [IPR00S906] (1)
molecular_function] (1)
Transposase-associated domain
GFO027757 1 0 0 Hypothetical protein (1) IPROS0] (1) scaffold_3_mRNA_1376.1
GFO027756 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_1375.1
Terpenoid cyclases/protein
GFO027755 1 0 0 Syn-copalyl-diphosphate synthase (1) prenyltransferase alpha-alpha toroid  scaffold_3_mRNA_1369.1
[IPRO08930] (1)
GF0027754 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_1361.1
Reverse transeriptase domain
. [IPRO00477] (1; Reverse transcriptase
GF0027753 1 0 0 Hypothetical protein (1) nucleic acid binding [GO:0003676 Zinc-binding domain [IPR026960] (1);  scaffold 3 mRNA_1359.1
molecular_function] (1) R
ibonuclease H-like domain
[IPROI2337] (1)
Endonuclease/exonuclease/phosphatase
GFO027752 1 0 0 Hypothetical protein (1) PRO0S138] (1) scaffold_3_mRNA_1358.1
GFO027751 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_1353.1
GFO027750 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_1352.1
GFO0027749 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_1347.1
GFO027748 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_1341.1
NAD(P)-binding domain [IPRO16040]
(1): Male sterilty, NAD-binding
fatty-acyl-CoA reductase (alcohol- .
P . N o Hexadecanaldehydrogenase (aeylaing) VN CAE € HOREORET [IPROI3120] (1); Faty acyl-CoA scalold 3 mRNA 13331
0} el famcson (1) reductase [IPRO26055] (1; Faty acyl-
- CoA reductase, C-terminal [IPRO33640]
o)
Retrotransposon protein, putative, Ty1- Reverse transcriptase, RNA-dependent
GFo027746 ! 0 9 copia subelass (1) DNA polymerase [IPRO13103] (1) scaffold_3_mRNA_1329.1
GF0027745 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_1325.1
GF0027744 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_1324.1
GF0027743 1 0 0 VQ motif-containing family protein (1) VQ [IPROOSSS9] (1) scaffold_3_mRNA_1313.1
GF0027742 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_1306.1
GF0027741 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_1302.1
GF0027740 1 0 0 Monosacharide transport protein (1) scaffold_3_mRNA_13.1
protein binding [GO:0005515 Tollinterleukin-1 receptor homology
molecular_function] (1): ADP binding  (TIR) domain [IPR000157] (1); P-loop
GF0027739 1 0 2“:’:“‘ disease resistance protein (TMV' (6.0043531 molecular ﬁmcnon] (1);  containing nucleoside triphosphate scaffold_3_mRNA_1296.1
ke) (1) signal transduction [GO:000716; hydrolase [IPR027417] (1); NB-ARC
biological_process] (1) [IPRO02182] (1)
Leucine-rich repeat, typical subtype
GRO027738 1 0 0 Hypothetical protein (1) [IPRO03591] (1; Leucine-rich repeat  scaffold_3_mRNA_1295.1
domain, L domain-like [IPR032675] (1)
GFO027737 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_1294.1
Tollinterleukin-1 receptor homology
(TIR) domain [IPR000IS7] (1); Reverse
protein binding [GO:0005515 transcriptase, RNA-dependent DNA
molccular_function] (1); ADP binding  polymerase [IPRO13103] (1); Winged
GRO027736 1 0 0 Hypothetical protein (1) [GO:0043531 molecular_function] (1); ~ helix-turn-helix DNA-binding domain  scaffold_3_mRNA_1203.1
signal transduction [GO:0007165 [IPRO11991] (1: P-loop conlaimng
biological_process] (1) nucleaside triphosphate hydrolas:
IPROZ7417] (1), NB-ARC [1PRO021S2]
[0
GF0027735 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_1288.1
Cytokinin riboside S-monophosphate
GFO027734 1 0 0 rosphoribobydrolase (1) LOG family [IPRO31100] (1) scaffold_3_mRNA_I287.1
HEAT, type 2 [IPRO21133] (1); HEAT
binding [GO:0005488
2 : .
GF0027733 1 0 o Scrinefthreonine protein phosphatase 2A. 1\ o function] (1); protein binding "°Pet [IPRO00357] (1); Amadillo-like oy 5 pnia 12741
regulatory subunit A (1) 1CO0005315 moteesin Tometon] (1 1elcal [PROTI989] (1) Armadillo-ype
00033 - fold [IPRO16024] (1)
GFO027732 1 0 0 Hypothetial protein (1) scaffold_3_mRNA_1272.1
GFO027731 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_1269.1
GFO027730 1 0 0 Hypothetial protein (1) scaffold_3_mRNA_1267.1
LOG family [IPRO31100] (1); Cytokinin
. Cytokinin riboside S-monophosphate riboside S-monophosphate }
Gr0027729 ! 0 phosphoribohydrolase (1) phosphoribohydrolase LOG [IPR005269) STl _3_MRNA_1266.1
o)
GF0027728 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_1265.1
GF0027727 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_1264.1
GF0027726 1 0 0 Hypothetical protein (1) LOG family [IPRO31100] (1) scaffold_3_mRNA_1263.1
Cytokinin riboside S-monophosphate
GF0027725 1 0 0 rosphoribobydrolase (1) LOG family [IPRO31100] (1) scaffold_3_mRNA_1261.1
Zine finger, SWIM-type [IPR007527]
GF0027724 1 0  Zine finger containing preotein, putative  zinc ion binding [G0:0008270 (1): Zinc finger, PMZ-type [IPR006564] scaffold 3 mRNA_1254.1
molecular_function] (1) o
GF0027723 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_1253.1
GF0027722 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_1252.1
GF0027721 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_1246.1



T Nam inC.celementine  Numin C. unshia Note Go TaterPro Member Members in PArolaE
N Carbon catabolite repressor-like protein Endonuclease/exonuclease/phosphatase
GF0027720 1 0 0 PROVSI3E] 1y scaffold_3_mRNA_1245.1
GF0027719 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_1244.1
GFO027718 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_1240.1
GF0027717 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_1237.1
nucleic acid binding [GO:0003676 Ribonuclease H-like domain N
GFO027716 1 0 0 Hypothetical protein (1) el funton (1 HPRO1337] (1) scaffold_3_mRNA_1226.1
protein dimerization activity .
[GO:0046983 molecular_function] (1); ;::Z 2:“: ;z:;:"'p: [[;I[:Eg(;; :58 67]] :]])) -
GFO027715 1 0 0 Hypothetial protein (1) nucleic acid binding [GO:0003676 ger, BED-typ: " Scaffold_3_mRNA_1225.1
HAT, C-terminal dimerisation domain
moleculr_funcion] (1): DNA binding ot CORRY
[GO:0003677 molecular_function] (1)
‘nucleic acid binding [GO:0003676 Ribonuclease H-like domain
o General transcripton factor 2-related zine molecular_function] (1): protein [IPROI2337] (1); HAT, C-terminal
GFO027714 1 0 O e prorein (1) meizaion sty (000046953 dimersaton domai IPRUUKSO6) (1) - scaffd 3, mRNA_1223.
et p et “.ﬂuﬁ' s ain of unknown function DUF4371
eeutarfune [IPROZS&QX](H
GFO027713 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_1201.1
GFO027712 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_1199.1
GFO027711 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_1196.1
.  Retrotransposon proten, putative, Ty3- Retrotransposon gag domain .
GFO027710 1 0 0 grpey subtioss (1 PROVSIEZ] () scaffold_3_mRNA_1188.1
mRNA splicing factor SYF2
GF0027709 1 0 0 Pre-mRNA-splicing factor syf2 (1) TPROT360] (1) scaffold_3_mRNA_1159.1
metabolic process [GO:0008152
. . biological_process] (1); transferase  UDP-glucuronosy/UDP- .
GFO027708 1 0 0 Hypothetical protein (1) o, foring hosol roups gloconplansime [PR002213] (1) ST _3 mRNA_1158.1
16758 molecular_function] (1)
GF0027707 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_1155.1
TBYDP1/HVA22-related protein
GF0027706 1 0 0 Hypothetical protein (1) ““‘I‘c" If‘”“:uh‘"“""g] {]G'O 0003676 [IPR004345] (1); Ribonuclease H-like  scaffold 3_mRNA_1142.1
molecular_function] domain [IPRO12337] (1)
i . nucleie acid binding [GO:0003676 Ribonuclease H-like domain .
GFO027705 1 0 0 Hypothetical protein (1) oekecuar functions (1) (PROIZ3371 1) scaffold_3_mRNA_1131.1
cell growth [GO:0016049
biological_process] (1); cellulose
. . " microfibril organi [t,o oomis il 3
GFO027704 1 0 0 Phytochelatn synthetase-like protein (1) 1" Vo ) (1. COBRA, plant [IPR006918] (1) scaffold_3_mRNA_1127.1
of membrane [m osi225
ccllu\ar}(umponn,nt] )
cellulose microfibril organization
COBRAlike extracelular gyeosyl- (90010213 bological process] (1
GF0027703 1 0 0 phosphatidyl inositol-anchored protein o 1<y COTPOnent of membrane COBRA, plant [IPRO06918] (1) scaffold_3_mRNA_1124.1
Ty mofoama (1 [GO:0031225 cellular_component] (1);
Y cell growth [GO:0016049
biological_process] (1)
Retrotransposon gag domain
GF0027702 1 0 0 Hypothetial protein (1) PROGS163] (1) scaffold_3_mRNA_11.1
GFO027701 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_1097.1
GFO027700 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_1088.1
. Reverse transeriptase zinc-binding
GF0027699 1 0 o Putative non-LTR reverse transcriptase :::‘:Il:c'zli?“’ﬁ:’"'::‘::f] {IG)O.OOUSNG domain [IPR026960] (1); Ribonuclease ~ scaffold 3 mRNA_1085.1
= Helike domain [IPRO12337] (1)
AAA+ ATPase domain [IPR003593] (1);
CIpA/B, conserved site 1 [IPROIS368]
(1): P-loop containing nucleoside
GF0027698 1 0 0 ATP-dependent chaperone CIpB (1)~ 1" x;ﬁ'“;n[gﬁ'ﬂo("f)m triphosphate hydrolase [IPR027417] (1); - scaffold_3_mRNA_1075.1
- Clp ATPase, C-terminal [IPRO19489]
(1): ATPase, AAA-type, core
[IPRO03959] (1)
metabolic process [GO:0008152
. . biological_process] (1); transferase  UDP-glucuronosyVUDP- .
Gro027697 ! 0 0 UDP-glycosyltransferase $3AT (1) activity, transferring hexosyl groups alucosyltransferase [IPRO02213] (1) SC2T0ld_3_mRNA._1066.1
[GO:0016758 molecular_function] (1)
transferase activity, ransferring hexosyl
groups [GO:0016758 g o
GF0027696 1 0 0 UDP-glycosyltransferase $3A1 (1) molecular_function] (1); metabolic E’P;ﬁ:::?::{m“g; G013 (1) SOk 3 mRNA 10641
process [GO:0008152 lucosy! e
biological_process] (1)
GF0027695 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_1062.1
Cytokinin riboside S-monophosphate
GF0027694 1 0 0 mocphoribobydrolase (1) LOG family [IPRO31100] (1) scaffold_3_mRNA_1061.1
Bidirectional sugar transporter SWEET4 _integral component of membrane SWEET sugar transporter [IPRO04316] _
GFO027693 ! 0 Oy [GO:0016021 cellular_component] (1) (1) seaffold_3_mRNA_105.1
GF0027692 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_1046.1
telomere maintenance (GO:0000723
AT hook motifcontaining protein biological_process] (1); DNA helicase  DNA helicase Pifl-like [IPRO10285] (1);
GF0027691 1 0 o 8 peoteln, activity [GO:0003678 P-loop containing nuclcoside triphosphate scaffold_3_mRNA_1027.1
putative (1) molecular_function] (1); DNA repair  hydrolase [IPR027417] (1)
[GO:0006281 biological_process] (1)
GF0027690 1 0 0 Hypothetical protein (1) scaffold_3_mRNA_1014.1
nucleic acid binding [GO:0003676 Aspartic peptidase domain [IPR021109]
molecular_fnction] O RNADNA (D Ribonuclease Hlike domain
GFo027689 ! 0 0 Hypothetical protein (1) hybrid ribonuclease [IPROI2337] (1; Ribonuclease H domain ***T01d-3_mRNA_1012.1
[GO:0004523 m e ﬁmcnon] o) [IPROQZISS] M
GTP binding [GO:0005525 Small GTPase superfamily, ARF/SAR
molecular_function] (1); iransferase  type [wmwssxo] (1): Transferase
GFRO027688 1 0 0 Hypothetical protein (1) activity, transferring acyl groups other  [IPR003480] (1); P-loop containing ~ scaffold 2 mRNA_996.1
than amino-acyl groups [GO:0016747  mucleoside triphosphate hydrolase
molecular_function] (1) [IPRO27417] (1)
Bifunctional inhibitor/plant lipid transfer
GFO027687 1 0 0 Hypothetical protein (1) protein/seed storage helical domain ~ scaffold_2_mRNA_959.1
[IPROI6140] (1)
Leucine-rich repeat, typical subiype
§  Kinase family proten withleucine-rich  protein binding [GO:0005515 [IPRO03591] (1); Leucine-rich repeat
GF0027686 ! 0 O epeat domain (1) molecular_function] (1) jomain, L domain-like [IPR032675] (1), S°2T01d_2_MRNA_957.1
Leucine-rich repeat [IPRO01611] (1)
. . Leucine-rich repeat [IPRO01611] (1)
GF0027685 1 0 0 Hypothetical protein (1) “"‘I‘c'_“ Ih‘“‘:;“b‘[,m; FID:)S 315 Leucine-rich repeat domain, L domain-  scaffold 2 mRNA_955.1
molecular_function like (IPR032675] (1)
GFO027684 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_946.1
integral component of membras
y ; [GO:0016021 cellular. cnmponcm] : - .
GF0027683 1 0 0 Hypothetical protein (1) rasporer st 005215 Purine permease, plant [IPRO30182] (1)~ scaffold 2 mRNA_936.1
molecular_finction] (1)
oxidation-reduction process. Saccharopine dehydrogenase, NADP
. [GO:0035114 biological_process] (1); ing domain [IPR00S097] (1); I,
GF0027682 ! 0 0 Hypothetical protein (1) oxidoreductase activity [GO:0016491  NAD(P)-binding domain [IPRO16040) 52014 2_MRNA_927.1
molecular_function] (1) o)
GFO027681 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_925.1
GF0027680 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_924.1
GF0027679 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_921.1
Leucine-rich repeat-containing N-
y terminal, plani-type [IPRO13210] (1);
GF0027678 1 0 0 Receptor like protein 33 (1) protein binding [GO:0005515 Leucine-rich repeat [IPRO0I611] (1), scaffold 2 mRNA 918.1
molecular_function] (1) b .
eucine-rich repeat domain, L domain-
like [IPR032675] (1)
Endonuclease/exonuclease/phosphatase:
 Retrotransposon proten, putative, nucleic acid binding [GO:0003676 [IPRO0S135] (1); Reverse transcriptase
GF0027677 ! 0 O unclassified (1 molecular_function] (1) domain [IPRO00477] (1); Ribonuclease S T01d-2-MRNA 911
Helike domain [IPRO12337] (1)
 Transposon protein, putative, Pong sub- No apical meristem-associated, C- N
Gro027676 ! 0 O class, expressed (1) terminal domain [IPR029466] (1) scaffold_2_mRNA._902.1
.  Discase resistance protein (CC-NBS- Leucine-rich repeat domain, L domain-
GF0027675 ! 0 O LRR class) family protein, putative (1) like [IPR032675] (1) scaffold_2_ mRNA._895.1
y P-loop containing nucleoside triphosphate
GR0027674 1 0 0 Hypothetical protein (1) ﬁz::;‘g‘:"‘:ﬂf;;’;‘ﬁi”' hydrolase [IPR027417) (1); NB-ARC  scaffold_2_mRNA_894.1
- [IPRO02182] (1)
NB-ARC [IPRO02182] (1); AAA+
ATPase domain (IPR003593] 0 ruloop
' containing nucleoside triphosphat
GF0027673 1 0 g Discase resistance protein (CC-NBS- ADP binding [GO:0043531 hydrolase [IPR027417] (1); Lcncmmch scaffold 2 mRNA_893.1
LRR class) family protein (1) molecular_function] (1) :
- repeat domain, L domain-like
[IPRO32675] (1); Winged helix-turn-helix
DNA-binding domain [IPRO11991] (1)
Leucine-rich repeat domain, L domain-
GF0027672 1 0 0 Hypothetical protein (1) ke [bR0326701 (1) scaffold_2_mRNA_891.1
GF0027671 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_890.1
GF0027670 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_86.1
GF0027669 1 0 0 Protein TRANSPARENT TESTA 1 (1) "eleic acid binding [GO:0003676 Zine finger C2H2-type [IPRO13087] (1) scaffold_2_mRNA_844.1
molecular_function] (1
GFO027668 1 0 0 Hypothetical protein (1) scaffold 2 mRNA_843.1
protein [GO:0006468 kinase,
biological_process] (1); protein kinase  catalytic domain [IPR001245] (1);
GF0027667 1 0 0 Hypothetical protein (1) activity [GO:0004672 Protein kinase-like domain [IPRO11009] scaffold 2 mRNA_840.1

molecular_function] (1); ATP
[G0:0005524 molecular_function] m

(1; Protein kinase domain [IPR000719]
a



T Nam inC.celementine  Numin C. unshia Note Go TaterPro Member Members in PArolaE
GFO027666 1 0 0 Monosacharide transport protein (1) scaffold_2_mRNA_838.1
GF0027665 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_837.1
GFO027664 1 0 0 Hypothetial protein (1) scaffold_2_mRNA_833.1
. Tyrosine-protein kinase, aclivc site
e T
o nsplmnlmmn P binding s (IPROI7441) (1) Loucine-
GF0027663 1 0 o LRR receptor-like kinase family protein o) ot process] (1); ATP binding  Dhrepeat (IPROOIGLLT (1) Protein iyt 5 g g3t
) s e moteculat functon] (1, Kinse domain [IPRO00719] (1: Protein
ot binding [GOROT515 " inase-like domain [IPRO11009] (1)
P '8 1G0:00025 Leucine-rich repeat domain, L domain-
molecular_function] (1) ke [bRO32670 (1)
ATP binding [GO:0005524 Serine-threonin/yrosine-protein kinase,
molecular iunclml\] (s proteinkinase 20 PRO01543) (1
GF0027662 1 0 0 Hypothetical protein (1) activity [GO:000467 Protein kinase domain [IPR000719] (1); ~ scaffold 2 mRNA_830.1
P L molecular function] (1); protein L2 -
Thosphoriaton (GO0006165 (Plrfxem kinase-like domain [IPRO11009]
biological_process] (1)
Protein kinase domain [IPR000719] (1):
ATP binding [G0:0005524 Protein kinase-like domain [IPRO11009]
molecular_function] (1); protein (I eucine ch repent doma L.
I phosphorylation [GO:0006468 g "
P— | o  LRR receptor-like kinase family protein bmlwcal‘pmm] 03 e domainlike [IPROS267S] (1), Tyrosine- o s o )
0} ctiviy (00 protein kinase, active site [IPROD8266]
aetwity (1); Protein kinase, ATP binding site
molcculnrj\mcnon] (s proteimbinding {1 00 eh wepeat
1GO-0005515 molecular_function] (1) ey
cysteine-type peptidase activity Probable transposase, Pita/En/Spm, plant
. o Ulpt protease family, carboxy-terminal - [GO:0008234 molecular_function] (1); ~ [IPR004252] (1; Ulp! protease f 2
GF0027660 ! 0 protein (1) proteolysis [GO:0006508 C-terminal catalytic domain [IPRO03653] S¢T01d_2_ mRNA._82.1
biological_process] (1) o)
GF0027659 1 0 0 Hypothetical protein (1) scaffold_2_mRNA._819.1
Protein of unknown function DUF247,
GFO027658 1 0 0 Hypothetical protein (1) it [IPRO0H1S8] (1) scaffold_2_mRNA_817.1
s Protein of unknown function DUF247, _
GF0027657 1 0 0 Hypothetical protein (1) plaat (PRODATSE] (1) scaffold 2 mRNA_814.1
y MULE transposase domain (IPR018289]
Putative muDR family transposase-like .z\::?e‘::::rm;.‘n“i‘ﬁ]o(?;m ..gﬂf.c acia  (1); Zine finger, PMZ-type [IPRO0GS64]
GF0027656 1 0 0 ' transposas binding [GO0003676 (1): Zine finger, SWIM-type scaffold_2_mRNA._812.1
“:m’u‘:m ﬁmdi;“] o [IPR007527] (1); Zinc finger, CCHC-
- type IPRODISTS] (1)
Protein of unknown function DUF247,
GF0027655 1 0 0 Hypothetical protein (1) it IPRO0H1S8] (1) scaffold_2_mRNA_808.1
GFO027654 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_806.1
GF0027653 1 0 Cytokinin riboside 5"-monophosphate scaffold_2_mRNA_804.1
phosphoribohydrolase (1) 2 miRA
Protein of unknown function DUFS94
GF0027652 1 0 0 DUF594 family protein (1) [IPRO07658] (1); Domain of unknown  scaffold 2 mRNA_789.1
function DUF4220 [IPRO25315] (1)
Endonuclease/exonuclease/phosphatase
[IPRO0S135] (1: Zinc knuckle
—
molecular_function] (1); zinc ion binding R‘bumkm T4 Goraim IPROIIS6] (1
GF0027651 1 0 0 Hypothetial protein (1) [G0:0008270 molecular_function] (1): [ et (O e seaffold_2_mRNA_779.1
RNA-DNA hybrid ribonuelease acivity DR 8 N EE CREOn RS
[GO:0004523 molecular_function] (1) e 13500 0 Reverse
transeriptase zine-binding domain
[IPRO26960] (1)
iron fon binding [GO:0005506
molecular_function] (1); heme binding
[GO:0020037 molecular_function] (1)
oxidation-reduction process.
GFO027650 1 0 0 Flavonoid 3-monooxygenas: [GO:0055114 biological process] (1, Cytochrome P450 [IPR001128] (1) scaffold_2_mRNA_778.1
oxidoreductase acivity, acting on paired
donors, with incorporation or reduction
of molecular oxygen [GO:0016705
molecular_finction] (1)
oxidation-reduction process.
[GO:0055 114 biological_process] (1);
oo i pron or o Cyiome PSD, consred s
GF0027649 1 0 0 Hypothetical protein (1) of molecular oxygen [GO:0016705 3:20'7::2]I([=;;'{%¥";:3:‘;';\°)P45“' B eaffold 2_mRNA_771.1
molecular_function] (1); heme binding Cy‘u;ﬁ:om’; P30 [TPROOTL28] 1)
[GO:0020037 molecular funcum\] ay 2
iron fon binding [GO:00055
molecular f\mcnon] )
oxidation-reduct
[GO:0055114 bmloglcal - process] (1
oxidoreductase activity, acting on paired
donors, with incorporation or reduction
GFO027648 1 0 0 Hypothetical protein (1) of molecular oxygen [GO:0016705  Cytochrome P430 [IPROO1I28] (1) scaffold_2_mRNA_768.1
molecular_function] (1); heme binding
[GO:0020037 molecular_function] (1)
n ion binding [GO:0005506
molecular_finction] (1)
heme binding (GO:0020037
molecular_function] (1);iron ion binding
[GO:0005506 molecular_function] (1);
oxidoreductase activity, acting on paired
GF0027647 1 0 0 Cytochrome P40 718 (1) donors, with incorporation or reduction  Cytochrome P450 [IPR001128] (1) scaffold_2_mRNA_767.1
of molecular oxygen [GO:0016705
molecular_fnction] (1); oxidation-
juction process [GO:0055114
biological_process] (1)
oxidoreductase actvity, acting on paired
fonors, with incorporation or reduction
of molccular oxygen [GO:0016705
molecular_function] (1); oxidation-
GFO027646 1 0 0 Flavonoid 3monooxygenase (1) reduction process [GO:0055114 Cytochrome P450 [IPRO01128] (1) scaffold_2_mRNA_766.1
biological_process] (1); heme binding
[GO:0020037 molecular_function] (1)
iron fon binding [GO:0005506
molecular_finction] (1)
. signal transduction [GO:0007165 Tollinterleukin-1 receptor homology
GFO027645 1 0 0 TMV resistance protein N (1) biological_process] (1); protein binding scaffold_2_mRNA_760.1
(TIR) domain [IPR0001S7] (1)
[GO:0005515 molecular_function] (1)
transferase activity, transferring hcxosyl
groups [GO:0016758
GF0027644 1 0 0 UDP-glycosyltransferase 92A1 (1) molecular_function] (1); metabolic lii';f::::‘r:i{c [mmnzz Iy Seald 2 mRNA 741
process [GO:0008152 glucosyl
biological_process] (1)
transferase activity, transferring hexosyl
groups [GO:0016758
GF0027643 1 0 Ulf"; f'ﬁf:::f:'g:z"::dlf o molecular_function] (1); metabolic lii':f::::‘;e‘:i{ﬁg;bm Iy Seald 2 mRNA 7401
glucosy process [GO:0008152 glucosyl
biological_process] (1)
transferase activity, transferring hexosyl
groups [GO:0016758
GF0027642 1 0 0 Hypothetical protein (1) molecular_function] (1); metabolic lii':f::::‘;e‘:i{ﬁg;bm Iy Scald 2 mRNA 7471
process [GO:0008152 glucosyl
biological_process] (1)
metabolic process [GO:0008152
. ransforas bmkvgvcal ‘procn,gs] (1) transferase~ UDP-glucuronosy/UDP- I
GFO027641 1 0 0 UDP-glycosyltransferase 92A1 (1) et horowl goups gluconylianefonme [IPRO02213] (1) SC4T0Id 2 mRNA 744.1
[GO 0016758 moleclr _function] (1)
GF0027640 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_737.1
GF0027639 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_734.1
GF0027638 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_733.1
GF0027637 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_732.1
GF0027636 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_731.1
GF0027635 1 0 0 Hypothetical protein (1) ﬁ"m"’""“”g'“" domain [IPRO2ST24]. (.. iol_2_mRNA_728.1
GFRO027634 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_723.1
GFO027633 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_720.1
GF0027632 1 0 0 Monosacharide transport protein (1) scaffold_2_mRNA_719.1
GFO027631 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_714.1
Zine knuckle CX2CX4HXAC
[IPRO25836] (1); Zine finger, CCHC-
zine ion binding [GO:0008270 type (IPRODISTS] (1); Domain of
molecular_function] (1); nucleic acid  unknown function DUF42;
GF0027630 1 0 0 Hypothetical protein (1) binding [GO-0003676 IPRO2SE5S] (1 Ribomuclense HLike  SC4T01d 2 MRNA 713.1
molecular_function] (1) domain [IPRO12337] (1); Reverse
transeriptase zine-binding domain
[IPRO26960] (1)
GF0027629 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_706.1
nucleic acid binding [GO:0003676 Endonuclease/exonuclease/phosphatase:
GF0027628 1 0 0 Non-LTR reverse transeriptase (1) molecular_function] (1); zine ion binding [IPRO0S135] (1): Zine finger, CCHC-  scaffold_2_ mRNA_699.1

[GO:0008270 molecular_function] (1)

type [IPROOISTS] (1)
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GF0027627 1

GF0027626 1
GF0027625 1

GF0027624 1
GF0027623 1

GF0027622 1

GF0027621 1

GF0027620 1

GF0027619 1

GF0027618 1
GF0027617 1
GF0027616 1

GF0027615 1

GF0027614 1
GF0027613 1

GF0027612 1

GF0027611 1

GF0027610 1

GF0027609 1

GF0027608 1
GF0027607 1

GF0027606 1
GF0027605 1

GF0027604 1

GF0027603 1

GF0027602 1

GF0027601 1

GF0027600 1

GF0027599 1

GF0027598 1
GF0027597 1

GF0027596 1

GF0027595 1

GF0027594 1

GF0027593 1

GF0027592 1

GF0027591 1

GF0027590 1

GF0027589 1
GF0027588 1

GF0027587 1

GF0027586 1
GF0027585 1
GF0027584 1

0 Hypothetical protein (1)

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

0 Hypothetical protein (1)

0 Hypothetical protein (1)

Grtype lectin S-receptor-like

© Serine/threonine-protein kinase RLKT (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

Grtype lectin S-receptor-like

© Serinefthreonine-protein kinase RLKT (1)

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

 2-oxoglutarate and Fe(l1)-dependent
© oxygenase superfanily protein (1)

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

0 Hypothetical protein (1)

0 Callose synthase 3 (1)

0 Peroxidase 15 (1)

0 Peroxidase 15 (1)

0 Hypothetical protein (1)
Cytokinin riboside Smonophosphate
phosphoribohydrolase (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 DUF247 domain protein (1)
0 Hypothetical protein (1)

0 UPF0481 protein (1)

0 PPR containing plant-like protein (1)

0 Hypothetical protein (1)

0 UPFO481 protein (1)

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

0 Hypothetical protein (1)

0 Cytochrome P450 83B1 (1

0 Caffeic acid 3-O-methyltransferase (1)

0 Hypothetical protein (1)

0 Transmembrane protein 45B (1)

0 Cytochrome P450 83B1 (1)

0 Hypothetical protein (1)

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

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)
Cytokinin riboside S-monophosphate
phosphoribohydrolase (1)

Iyase activity [GO:0016829

molecular_function] (1); terpene synthase Terpene synthase, N-terminal domain

activity [GO:0010333

molecular mncum] m metabolic
process [GO:000815:
biological_process] u)

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

ATP binding [GO:0005524
molecular_function] m protein kinase
activity [GO:000467.
molecular_function] (I ); protein
phosphorylation [GO:0006468
biological_process] (1)

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

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

membrane [GO:0016020
cellular_component] (1); 1,3-beta-D-
glucan synthase complex [GO:0000148
cellular_component] (1); 1,3-beta-D-
glucan synthase activity [GO:0003843
molecular_function] (1); (1->3)-beta-D-
‘glucan biosynthetic process
[GO:0006075 biological_process] (1)
oxidation-reduction process
[GO:0055114 biological_process] (1);
peroxidase activity [GO:0004601
molecular_function] (1; response to
oxidative stress [GO:0006979
biological_process] (1); heme binding
[GO:0020037 molecular_function] (1);
hydrogen peroxide catabolic process
[GO:0042744 biological_process] (1)
peroxidase activity [GO:0004601
moleculr _function] (1); oxidation-
reduction process [GO:00551 14
biological_process] (1); heme binding
[G0:0020037 molecular_function] (1);
response to oxidative stress
[GO:0006979 biological_process] (1);
hydrogen peroxide catabolic process
[GO:0042744 biological_process] (1)

protein binding [GO:0005515
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); heme binding
[GO:0020037 molecular_function] (1);
iron ion binding [GO:0005506
molecular_function] (1)

protein dimerizati it

[IPRO01906] (1); Terpenoid
cyclases/protein prenyltransferase alpha-
alpha toroid [IPRO0S930] (1)

Protein kinase-like domain [IPROT1009]
M

Protein kinase-like domain IPRO11009]
(1; Protein kinase domain [IPR000719]
(1); Bulb-type lectin domain
[IPROO1480] (1); Serine/threonine-
protein kinase, active site [IPRO0S271]
(1; Protein kinase, ATP binding site
[IPRO17441] (1)

Bulb-type lectin domain [IPR001480]
(1); Serine/threonine-protein kinase,
active site [IPRO0S271] (1); Prot
Kinase-like domain [IPRO11009] (1);
Protein kinase domain [IPR000719] (1)

GAG-pre-integrase domain [IPR025724]
)

Protein kinase domain [IPR000719] (1;
Protein kinase-like domain [IPRO11009]
(1); Protein kinase, ATP binding site
[IPRO17441] (1); Serine/threonine-
protein kinase, active site [IPRO0S271]
m

Tsopenicillin N synthase-like
[IPR027443] (1); Non-haem dioxygenase
N-terminal domain [IPR026992] (1);
Oxoglutarate/iron-dependent dioxygenase
[IPRO05123] (1)

Zine finger, SWIM-type [IPR007527]
(1; Zine finger, PMZ-type [IPR006564]
(1); MULE transposase domain
[IPROIS289] (1)

Glycosyl transferase, family 48
[IPRO03440] (1); 1,3-beta-glucan
synthase subunit FKSI-like, domain-1
[IPR026899] (1); Vacuolar protein
sorting-associate protein Veal/Callose
synthase, N-terminal domain
[IPRO23175] (1)

Haem peroxidase [IPRO10255] (1);
Haem peroxidase, plant/fungal bacterial
[IPR002016] (1); Secretory peroxidase
[IPR033905] (1); Peroxidase, active site
[IPRO19794] (1); Peroxidases heam-
ligand binding site [IPR019793] (1);
Plant peroxidase [IPR000823] (1)

Secretory peroxidase [IPR033905] (1);

jaem peroxidase, plant/fungal/bacterial
[IPR002016] (1); Peroxidase, active site
[IPRO19794] (1); Plant peroxidase
[IPR000823] (1); Haem peroxidase
[IPRO10255] (1)

LOG family [IPR031100] (1)

Protein of unknown function DUF247,
plant [IPR004158] (1)
GAG-pre-integrase domain [IPR025724]
)
Protein of unknown function DUF247,
plant [IPR004158] (1)
Protein kinase-like domain [IPROT1009]
(1); Pentatricopeptide repeat
[IPRO02885] (1): Te!mmcaptpude like
helical domain [IPRO1 I )

rotein of unknown funclion DUF247,
plant [IPR004158] (1)
Protein of unknown function DUF247,
plant [IPRO04158] (1)

Aspartic peptidase domain [IPR021109]
ay

Cytochrome P450, E-class, group |
[IPR002401] (1); Cytochrome P450
[IPROO1128] (1)

S-adenosyl-L-methionine-dependent
[IPR029063] (1); O-

[GO:0046983 moleculnr _function] (1);
O-methyltransferase activity
[GO:0008171 molecular_function] (1);

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

activity [GO:00081
molecular_fnction) (1)

O-methyltransferase activity
[GO:0008171 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:0055114
biological_process] (1); iron ion binding
[G0:0005506 molecular_function] (1);
heme binding [GO:0020037
molecular_function] (1)

oxidoreductase activity, acting on the
CH-CH group of donors [GO:0016627
molecular_function] (1); integral
‘component of membrane [GO:0016021
cellular_component] (1); cytoplasm
[G0:0005737 cellular_component] (1;
lipid metabolic process [GO:0006629
biological process] (1)

aspartic-type

family 2 [IPR001077]
(1); Winged helix-turn-helix DNA-
binding domain [IPRO11991] (1)
S-adenosyl-L-methionine-dependent
‘methyltransferase [IPR029063] (1)
Winged helix-turn-helix DNA-binding
domain [IPROT1991] (1); O-
methyltransferase, family 2 [IPR001077]
[

Protein of unknown function DUF716
(TMEMA5) [IPR006904] (1)

Cytochrome P450, conserved site
[IPRO17972] (1); Cytochrome P4S0, E-
class, group I [IPR002401] (1);
Cytochrome P450 [IPRO01128] (1)

3-0x0-S-alpha-steroid 4-dehydrogenase,
C-terminal [IPROOT104] (1)

[GO:0004190 molecular ﬁmcnon] (|)
proteolysis [GO:0006508
biological_process] (1)
mitochondrial matrix [GO:0005759
cellular_component] (1)

Aspartic pep [IPR021109]
(1) Aspartic pepidase, active site
[IPR001969] (1)

Mitochondrial glycoprotein [IPR003428]
M

LOG family [IPR031100] (1)

scaflold_2_mRNA_688.1

scaffold_2_mRNA_687.1
scaffold_2_mRNA_686.1

scaffold_2_s

mRNA_677.1

scaflold_2_mRNA_673.1

scaflold_2_mRNA_666.1

scaffold_2_s

mRNA_665.1

scaffold_2_mRNA_662.1

scaffold_2_mRNA_659.1

scaffold_2,
scaffold_2_s

scaffold_2_s

scaffold_2,

scaffold_2,

scaffold_2,

_mRNA_657.1

mRNA_656.1
mRNA_654.1

_mRNA_65.1

_mRNA_638.1
_mRNA_634.1

scaflold_2_mRNA_627.1

scaffold_2_mRNA_625.1

scaffold_2_mRNA_618.1

scaffold_2,

_mRNA_617.1

scaflold_2_mRNA_599.1

scaffold_2_mRNA_S91.1

scaffold_2_mRNA_590.1
scaffold_2_mRNA_S88.1

scaffold_2,

_mRNA_586.1

scaffold_2_mRNA_S85.1

scaffold_2,

_mRNA_583.1

scaffold_2_mRNA_S81.1

scaflold_2_mRNA_S78.1

scaffold_2_mRNA_S75.1

scaffold_2,

scaffold_2,

_mRNA_570.1
_mRNA_569.1

scaflold_2_mRNA_568.1

scaffold_2_mRNA_559.1

scaffold_2_mRNA_556.1

scaffold_2,

_mRNA_S51.1

scaffold_2_mRNA_549.1

scaflold_2_mRNA_546.1

scaflold_2_mRNA_527.1

scaffold_2,

scaffold_2,

_mRNA_526.1
_mRNA_504.1

scaflold_2_mRNA_503.1

scaffold_2_s

mRNA_S01.1

scaflold_2_mRNA_496.1

scaffold_2_mRNA_495.1
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Zine knuekle CX2CX3HX4C
. [IPRO25836] (1; Ribonuclease H-like
GF0027583 1 0 Hypothetical protein (1) nucleic acid binding [GO:0003676 domain [IPRO12337] (1); Domainof  scaffold 2 mRNA_478.1
molecular_function] (1) unknown function DUF4283
[IPRO25558] (1)
GFO027582 1 0 Hypothetical protein (1) scaffold_2_mRNA_4712.1
zinc ion binding [GO:0008270 DYW domain [IPRO32867] (1)
GF0027581 1 0 Hypothetical protein (1) molecular_function] (1); protein binding  Tetratricopeptide-like helical domain  scaffold_2_mRNA_4707.1
3P P 2 P 2 pep! 12 mRNA
[GO:0005515 molecular_function] (1) [IPRO11990] (1)
polygalacturonate 4-alpha- Nucleotide-diphospho-sugar transferases
galacturonosyliransferase activit (IPR029044] 1y Blogt
GF0027580 1 0 Hexosyltransferase (1) (GO:0047262 molecular_function] (1) 1.ty ronosyiransferase GAUT scaffold 2 mRNA_4706.1
ransferase activity ransfering glycosyl (i CIEIRTEIE B
‘groups [GO:0016757 : e .
molecular_finction] (1) fomily 8 [IPRO02495] (1)
GF0027579 1 0 Hypothetical protein (1) scaffold 2 mRNA_47.1
GF0027578 1 0 :(‘\)‘A'd""”d DNA polymerase , related scaffold 2 mRNA_466.1
GFO027577 1 0 Hypotheical protein (1) scaffold_2_mRNA_4642.1
ER membrane protein complex subunit 3
§ ER membrane protein complex subunit 3 membrane [GO:0016020 [IPRO0SS68] (1); Integral membrane o 2
GF0027576 ! O cellular_component] (1) protein EMC3/TMCO-like [IPR002809] 3¢2T01d 2 MRNA_4637.1
M
GF0027575 1 0 Hypothetical protein (1) scaffold_2_mRNA_4636.1
Short-chain dehydrogenasereductase,
y conserved site [IPR020904] (1);
GF0027574 1 0 Hypothetical protein (1) ""‘ff”“l‘:“c"_“".:?“:""‘y‘[Gn 0016491\ A D(P)-binding domain [IPRO16040]  scaffold_2_mRNA_4615.1
molecular_functior (1); Short-chain dehydrogenase/reductase
SDR [IPR002347] (1)
PR o RIN4, pathogenic type Il effector
GFO027573 1 0 (Rl’;M‘ interacting protein 4 transcript 2 avirulence factor Avr cleavage site scaffold_2_mRNA_4612.1
[IPRO08700] (1)
GFO027572 1 0 Hypothetical protein (1) scaffold_2_mRNA_4510.1
GFO027571 1 0 Hypothetical protein (1) scaffold_2_mRNA_4508.1
GF0027570 1 0 Hypothetical protein (1) ﬁ;}iﬁ‘&iﬁ;’;‘]‘ﬁ", padomn scaffold_2_mRNA_4506.1
hydrolase activity, hydrolyzing O- Glycoside hydrolase family 3 C-terminal
glycosyl compounds [GO:0004553  domain [IPR002772] (1);
GF0027569 1 0 Hypothetical protein (1) molecular_function] (1); carbohydrate  Immunoglobulin-like fold [IPR013783]  scaffold_2_mRNA_4487.1
metabolic process [GO:0005975 (1): Fibronectin type IIl-like domain
biological_process] (1) [IPRUZGXQI] (1)
Chlorophyl & protein domaiy
GF0027568 1 0 Chlorophyll a/b binding protin (1) bt hrvestne [CO00765 T binding proten, plant [IPROO1344] (1), scaffold 2. mRNA_4453.1
ight harvesting (G Chlorophyll A-B binding protein
biological_process] (1) (IPRO32796] 1)
Chlorophyll /b binding protein domain
GF0027567 1 0 Chlorophyll a/b binding protein (1) bt irvestne [CO000876 T binding proten.plant [IPRODI34] (1) scafold_2 mRNA_4481.1
ight harvesting [G Chlorophyll A-B binding protein
biological_process] (1) IPRO32796] 1)
GF0027566 1 0 Hypothetical protein (1) scaffold_2_mRNA_4455.1
Leucine-rich repeat-containing N-
terminal, plant-type [IPRO13210] (1);
P— ,  Leveinerich repeat protein kinase family. protein binding [GO:0005515 Leucine-rieh epeat [PROOIGIL] (); oo s g
© protein (1) molecular_function] (1) Leucine-rich repeat, typical subiype
[IPRO03591] (1; Leucine-rich repeat
domain, L domain-ike [IPR032675] (1)
GF0027564 1 0 Hypothetical protein (1) scaffold_2_mRNA_4402.1
Leucine-rich repeat [IPRO01611] (1)
protein kinase activity [GO:0004672 f“;"[‘;{,:"':;;“z';’”]""l";c;::'“"“ active
molecular_function] (1: protein 'ATP binding it [PAOTH441] (.
LRR receptor-like kinase family protein  PROPhorylation [GO:0006468 Protein kinase-like domain [IPRO11009]
GF0027563 1 00 biological process] (1) AT binding (P70 SRS B T scaffold_2_mRNA_4401.1
L‘l’o?e'::’gf:;:g"r'““'“ fonction] (1: o sinlike (IPR032675] (1); Leucine-
rich repeat, typical subtype [IPR003591]
molecular_function] (1) (1); Protein kinase domain [IPR000719]
[0
Reverse transeriptase, RNA-dependent
GF0027562 1 0 Hypothetical protein (1) DNA polymerss IPROIS 1031 (1) scaffold_2_mRNA_4400.1
14-3-3 protein, conserved site
[IPRO23409] (1; 14-3-3 protein
i . protein domain specific binding [IPRO0030S] (1); Agenet domain, plant ~_
GFO027561 ! 0 Hypothetical protein (1) [GO:0019904 molecular_function] (1) type [IPRO14002) (1); 14-3-3 domain <1012 mRNA_4380.1
[IPRO23410] (1 Agenet-like domain
[IPRO08395] (1)
GF0027560 1 0 Hypothetical protein (1) scaffold_2_mRNA_4359.1
zinc ion binding [GO:0008270 -
Zine finger, PMZ-type [IPR006564] (1);
molecular_function] (1) regulation of 7.1 ﬁﬂiﬂ SWIM'Y!pypi [IPRDD752]7(] )
GF0027559 1 0 Hypothetical protein (1) transcription, DNA-templated (1); Zine finger, CCHC-type scaffold_2_ mRNA _4337.1
1GO0006355 biologieal process](1); v VR L 2 miRA
nucleic acid binding [GO:0003676 (PRO31052] (1)
molecular_function] (1)
GFO027558 1 0 Hypothetial protein (1) scaffold_2_mRNA_4303.1
GFO027557 1 0 Hypothetical protein (1) scaffold_2_mRNA_4285.1
(1--3)-beta-D-glucan biosynthetic:
process [GO:0006075 .
. Histidine phosphatase superfamily, clade-
Callose synthase 1 catalytic subunit-like b::i:i‘?ﬂﬁ?:ﬂ.&) y [ﬁ%&%ﬂ 1 [IPROI3078] (1); Glycosy! transferase,
GF0027556 1 5c synifias Itie s lucan synthaso activity [OX family 48 [IPRO03440] (1); Histidine  scaffold 2 mRNA_4273.1
protein (1) moleculr_funcion] (1), 1.3-beta-D- R ER
‘glucan synthase complex [GO:0000148 :’” 7! P y 3
cellular_componen] (1); membrane
[GO:0016020 cellular_componen] (1)
GF0027555 1 0 Hypothetical protein (1) scaffold 2 mRNA_426.1
ATP binding [GO:0005524 ABC lmnsporlcr -like [IPR003439] (1);
GFO027554 1 0 ABC transporter G family member 9 (1) molecular_function] (1); ATPase activity P-loop containing nucleoside triphosphate scaffold_2_mRNA_4229.1
[GO:0016587 molecuar fintion] (1)~ bydrolse [1PRO27417) (1
GF0027553 1 0 Hypothetical protein (1) scaffold_2_mRNA_4210.1
DNA catabolic process [GO:0006308
biological_process] (1); hydrolase
activity, acting on ester bonds
" . [GO:0016788 molecular_function] (1); S/ nuclease [IPRO03154] (1):
GF0027552 1 0 Nuclease S1 (1) Phospholipase C/P1 nuclease domain  scaffold_2_mRNA_4206.1
nucleie acid binding [GO:0003676 1PRO0SOMT] (1)
molecular_function] (1); endonuclease
activity [GO:0004519
molecular_function] (1)
Quinone oxidoreductase PIG3
[IPRO14189] (1); NAD(P)-binding
oxidation-reduction process domain [IPRO16040] (1); Polyketide
1600055114 bl "mal rocess] (1), SYnihase, enoylreductase domain
GF0027551 1 0 Quinone oxidoreductase PIG3 (1) doreductase sty (G000 0491 IPRO20843] (1); Alcohol scaffold_2_mRNA_4205.1
o h "_"I “‘m‘”‘.c ] :ly ) ) dehydrogenase, N-terminal [IPRO13154]
molecular_function (1); Aleohol dehydrogenase, C-terminal
[IPROI3149] (1); GroES-like
[IPRO11032] (1)
Protein of unknown function DUF761,
§ § plant [IPROOS4S0] (1); Organic solute
GF0027550 1 0 Hypothetical protein (1) ransportersubunit alpha/Transmembrane *°401d 2 MRNA_4200.1
protein 184 [IPR00S178] (1)
GF0027549 1 0 Nucleolar protein 12, 25 kDa protein (1 Nucleolar protein 12 [IPROI9IS6] (1) scaffold 2 mRNA_4193.1
P P P 12 mRNA
GFO027548 1 0 Hypothetical protein (1) scaffold_2_mRNA_4192.1
GF0027547 1 0 Hypothetical protein (1) struetural molecule activity [GO:0005198 14y (1pRO01746] (1) scaffold_2_mRNA_4183.1
molecular_function] (1)
GFO027546 1 0 Hypothetical protein (1) scaffold_2_mRNA_4180.1
GFO027545 1 0 Hypothetical protein (1) scaffold_2_mRNA_418.1
GFO027544 1 0 Hypothetical protein (1) scaffold_2_mRNA_4162.1
protein phosphorylation [GO:0006468
Protein kinase-like domain [IPRO11009]
GF0027543 1 0 ;’(’f“;“f"“h RLK (Receptor-like kinase) ::“lhlg‘“' process] “) protein kinase (I; Serine-threonine/tyrosine-protein  scaffold 2 mRNA_4153.1
olecuar fone ‘m] m ase, catalytic domain (IPR001245] (1)
nucleic acid binding [GO:0003676
GFO027542 1 0 Hypothetical protein (1) ol fncion](1):zin o binding Zinc fger, CCHC ype [PRODIETE (1) scafold 2 mRNA 4151
[GO:0008270 molecular funcuon] )
ine synthase acti Six-bladed beta-propeller, TolB-like
o Adipocyte plasma membrane-associated 16844 molecular. mncnon] (1): [IPROI1042] (1); Strctosidine synthase,
GF0027541 ! O protein (1) biosynthetic process [GO:0009058 conserved region [IPRO18119] (1); scaffold 2 mRNA_413.1
biological_process] (1) Strictosidine synthase [IPRO04141] (1)
Cysteine-rich receptor-like protein kinase Protein kinasc-like domain (IPRO11009]
GF0027540 1 0 25" W P P ): Gnk2-homologous domain scaffold_2_mRNA_4129.1
[IPR002902] (1)
GF0027539 1 0 Monosacharide transport protein (1) scaffold_2_mRNA_4127.1
GF0027538 1 0 Hypothetical protein (1) scaffold_2_mRNA_4126.1



T Nam inC.celementine  Numin C. unshia Note Go TaterPro Member Members in PArolaE
Retrovirus capsid, C-terminal
. [IPRO0S916] (1: Refrotransposon gag
GF0027537 1 0 0 Hypothetical protein (1) ‘b:‘;'ap::|°55r£?§3?;?“3 2 domain [IPR005162] (1); Retroviral scaffold_2_mRNA_4125.1 -
wical_proces nucleocapsid protein Gag [IPR000721]
[0}
GF0027536 1 0 0 Hypothetical protein (1) Gnk2-homologous domain [IPRO02902] (.14 5 mRNA_4124.1 -
GF0027535 1 0 0 Vacuolar iron transporter like 4 (1) Cael family [IPRO0S217] (1) scaffold_2_mRNA_4096.1 -
GF0027534 1 0 0 Hypothetical protein (1) scaffold 2 mRNA_408.1 -
GFO027533 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_4078.1 -
GF0027532 1 0 0 Hypothetical protein (1) LOG family [IPRO31100] (1) scaffold 2 mRNA_405.1 -
metallocndopeptidase activity
[GO:0004222 molecular_function] (1);
zine ion binding [GO:000827 Peptidase MIOA, cysteine switch, zinc
molecular_function] (1): metallopeptidase binding site [IPR021158] (1
GF0027531 1 0 0 Hypothetical protein (1) activity [GO:0008237 ctallopeptidase, catalytc domain  scaffold_2 mRNA_4031.1 -
molecular_function] (1); proteolysis  [IPR024079] (1): Peptidoglyean binding-
[GO:0006508 biological process] (1);  like [IPR002477] (1)
extracellular matrix [GO:0031012
cellular_component] (1)
ATPase activity, coupled to
transmembrane movement of substances
[GO:0042626 molecular_function] (1), *2C transporter-like [IPR003439) (1;
ammenbrane manaport [G00085085  ABC trnsporter tpe 1, transmerbrane
domain [IPRO11527] (1); AAA+ ATPase
biological_process] (1) ATP binding 07" [IPR 003 2o 1) o
GF0027530 1 0 0 ABC transporter C family member 2 (1) [GO:0005524 molecular_function] (1); ™™ ol ( "‘:w scaffold_2_mRNA_4028.1 -
ATPase activity [GO:001 hydmlase [IPR0274I7] m, ABC
molecular_function] (1); inegral transporter, conserved site [IPRO17871]
component of membrane [GO 001 o porter,
cellular_component] (1); transport
[GO:0006810 biological_process] (1)
GF0027529 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_402.1 -
elyeolipid transport [GO:0046836
biological_process] (1); elycol
y . transporter activity [GO:0017089 y .
GF0027528 1 0 Z’o'i"““md ‘:’:::’fm molecular_function] (1); glycolipid ﬁ:,y‘:;'l‘s‘;};']a("l’)f" protein domain scaffold_2_mRNA_4019.1 B
faining pr binding [GO:0051861
molecular_function] (1); cytoplasm
[GO:0005737 cellular_component] (1)
GFO027527 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_4000.1 -
GF0027526 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_3999.1 -
GTPase activity [GO:0003924
molecular_function] (1); microtubule-
based proceas [GO0S017 Tubulin [IPR000217] (1); Beta tbulin,
autoregulation binding site [IPRO13838]
iologieal process](1): GTP binding (ORI IRRECE PN
GF0027525 1 0 0 Tubulin beta-9 chain (1) [GO:0005525 molecular_function] (1);  { - Bet@ tuoutin [1FR d scaffold_2_mRNA_3988.1 -
! : Tubulin, conserved site [IPRO17975] (1);
microtubule [GO:0005874
Tubulin/FisZ, GTPase domain
cellular_componen] (1; structural 1PRO03O0S] (1)
constituent of cyloskeleton [GO:0005200
molecular_function] (1)
GF0027524 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_3984.1 -
iron fon binding [GO:0005506
molecular_function] (1); lipid
biosynthetic process [GO:0008610
i . biological_process] (1); oxidoreductase ] lase .
GF0027523 1 0 0 Hypothetical protein (1) activiy [GO00I645 Fatty acid hydroxylase [IPR006694] (1)~ scaffold 2 mRNA_3983.1
ol fnctin] (1) oxidton-
uction process [GO:0055114
bm!ogwal |_process] (1)
catalytic activity [GO:0003824
molecular_funcion] (1), oxioreductase L2051
activity, acting on CH-O o >
iy (1): FAD-binding, type 2, subdomain |
donors [GO:0016614
[IPROI6167] (1); CO dehydrogenase
molecular_functon] (1) flavin adenine L4010 871 () C0 S
GF0027522 1 0 0 FAD-binding Berberine family protein (1) dinuclcotide binding [GO:0050660 P ' e scaffold_2_mRNA_3980.1 -
" subdomain 2 [IPRO16169] (1); FAD
molecular_function] (1); oxidoreductase
B linked oxidase, N-terminal (IPR006094]
activity [GO:0016491 (1); FAD-binding, type 2 [IPROI6166]
molecular_function] (1): oxidation- s e ype 2
reduction process [GO:0055114
biological_process] (1)
oxl«lmeduua:e activity, acting on CH-
of donors [GO:0016614 FAD-binding, type 2, subdomain |
mleeulr function] (1: catalytic activiy (IPROIGI6T] (1 CO dehyrogenise
[GO:0003824 molecular_function] (1);  flavoprotein-like, FAD-binding,
oxidoreductase activity [GO:0016491  subdomain 2 [IPROI6169] (1); FAD
GFO027521 1 0 0 FAD-binding Berberine family protin (1) 1 0 e BN O T e oxidase, N-temminal [IPRO0G094]  SC4T01d 2 mRNA 3975.1 -
reduction process [GO:0055114 (1): FAD-binding, type 2 [IPR016166]
biological_process] (1); flavin adenine  (1); Berberine/berberine-like
dinueleotide binding [GO:0050660 [IPRO12951] (1)
molecular_function] (1)
oxidoreductase activity, acting on CH-
OH group of donors [GO:0016614 T ke
molecular._function] (1); catalytic activity SO dehydrogenase flavoprotein-like,
T o0es ! FAD-binding, subdomain 2 [IPRO16169]
[GO:0003824 molecular_function] (1);
flavin adenine dinucleotide binding (1); FAD-binding, type 2, subdomain |
GF0027520 1 0 0 FAD-binding Berberine family protein (1) [IPRO16167] (1); FAD-binding. e 2 scaffold 2_mRNA_3974.1 -
[GO:0050660 molccular_function] (1)
[IPRO|6\66] (1): FAD linked oxidas:
oxidoreductase activity 6401
molecular_function] (1); oxidation- Neterminal [IPRO0G094] (1);
edention provess (GOROSSTH Berberine/berberine-like [IPRO12951] (1)
biological_process] (1)
GF0027519 1 0 0 Hypothetical protein (1) LOG family [IPRO31100] (1) scaffold_2_mRNA_3971.1 -
GFO027518 1 0 0 Hypothetical protein (1) scaffold_2_mRNA._3970.1 -
oxidoreductase activity [GO:0016491
molecular_function] (1); oxidation-
o s (1 e €O dhyiogeass laoprri e
sical_p g @ FAD-binding, subdomain 2 [IPR016169]
dinucleotide binding [GO:0050660
GF0027517 1 0 0 Retieuline oxidase (1) " - (1): FAD linked oxidase, N-terminal  scaffold_2_mRNA_3969.1 -
molecular_functon] (1): caalyte aiviy (11 A ST -2 mRNA.
[GO:0003824 molecular_function] (1); g nding, type
[IPROI6166] (1)
oxidoreductase acivity, acting on CH-
H group of donors [GO:0016614
molecular_function] (1)
GF0027516 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_3957.1 -
GF0027515 1 0 0 Hypothetical protein (1) scaffold 2 mRNA_3955.1 -
GF0027514 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_3924.1 -
GF0027513 1 0 DNA/RNA polymerases superfamily scaffold_2_mRNA_3922.1 -
protein (1) 1 .
Leucine rich repeat ransmembrane Leucine-rich repeat domain, L domain-
GFO027512 1 0 0 A like [IPRO32675] (1); Malectin scaffold_2_mRNA_3918.1 -
protein kinase (1) PRO21720] (1)
GF0027511 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_3912.1 -
GF0027510 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_3881.1 -
GF0027509 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_3880.1 -
aspartic-type endopeptidase activity  Retrotransposon gag domain
0004190 molecular_function] (1);  [IPR005162] (1); Aspartic peptidase
GF0027508 1 0 0 Hypothetical protein (1) prtcolyets [GO006508 omaln LIPRO21100] (1. Poptdace A2, SC4TO12 mRNA_3879.1 -
biological_process] (1) retrovirus, catalytic [IPRO0199S] (1)
GFO027507 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_3878.1 -
carbohydrate binding [GO:0030246
molecular_function] (1); carbohydrate
L‘:‘;:i;;’:‘::;ﬁﬁ "cuﬂ'i:;’yz " i . Gilictose muarotase-like domain
GF0027506 1 0 0 Hypothetical protein (1) 1G00003834 moteeutr funtion (1. IPROVIOI3] (1): Gicoside hydrolase  scaffold_2 mRNA_3866.1 -
family 31 [IPRO00322] (1)
hydrolase activity, hydrolyzing O-
glycosyl compounds [GO:0004553
molecular_fnction] (1)
Refrotransposon gag domain
GF0027505 1 0 0 Hypothetical protein (1) 1PROSI00] (1) scaffold_2_mRNA_3863.1 -
GFO027504 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_3862.1 -
. ; Leucine-rich repeat domain, L domain- _
GF0027503 1 0 0 Hypothetical protein (1) ke (IPRO32675] () scaffold_2_mRNA_3858.1
Glutathione S-transferase, C-terminal-like
GF0027502 1 0 0 Glutathione transferase (1) [IPRO10987] (1); Glutathione S- scaffold_2_mRNA_3856.1 -
transferase (GST) [IPRO16639] (1)
Leucine-rich repeat [IPRO01611] (1);
Verticillium wiltresistance-like protein  protein binding [GO:0005515 Leucine-rich repeat, typical subtype
GFO027501 ! 0 0 molecular_function] (1) [IPRO035911 (1: Leucine-rich repeat 40142 MRNA_3840.1
domain, L domain-like [IPR032675] (1)
’ Leucine-rich repeat [IPRO01611] (1);
GF0027500 1 0 0 Hypothetical protein (1) pratein I‘;‘""’_‘"g.‘[.“‘:; (““)‘055 15 Leucine-rich repeat domain, L domain-  scaffold 2 mRNA_3839.1 -
molecular_functior like [IPR032675] (1)
GF0027499 1 0 0 Hypothetical protein (1) scaffold 2 mRNA_3835.1 -
Leucine-rich repeat [IPRO0I611] (1);
Vertcillium wiltdisease resistance  protein binding [GO:0005515 Leucine-rich repeat domain, L domain-
GF0027498 1 0 0 ke [PR032670) (1 Leueinerich  Scaold 2 mRNA 38311 -

protein (1)

molecular_function] (1)

repeat, typical subtype [IPR003591] (1)
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GF0027497 1

GF0027496 1
GF0027495 1
GF0027494 1

GF0027493 1
GF0027492 1

GF0027491 1

GF0027490 1
GF0027489 1

GF0027488 1

GF0027487 1
GF0027486 1

GF0027485 1

GF0027484 1
GF0027483 1
GF0027482 1

GF0027481 1

GF0027480 1

GF0027479 1

GF0027478 1
GF0027477 1

GF0027476 1
GF0027475 1
GF0027474 1
GF0027473 1
GF0027472 1

GF0027471 1
GF0027470 1

GF0027469 1

GF0027468 1

GF0027467 1

GF0027466 1
GF0027465 1

GF0027464 1

GF0027463 1

GF0027462 1

GF0027461 1

GF0027460 1

GF0027459 1

GF0027458 1

GF0027457 1
GF0027456 1

GF0027455 1

GF0027454 1

GF0027453 1

GF0027452 1
GF0027451 1
GF0027450 1

GF0027449 1

GF0027448 1

GF0027447 1

s oo o

o cocooo o

0 Hypothetical protein (1)

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

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

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

0 Receptor kinase (1)

0 Monosacharide transport protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

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

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

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

o Cytokinin riboside S-monophosphate
phosphoribohydrolase (1)

0 Hypothetical protein (1)

0 PRS-like receptor kinase (1)

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

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

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

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

0 Hypothetical protein (1)

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

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

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

zine ion binding [GO:0008270
molecular_function] (1); threonine-type
endopeptidase activity [GO:0004298
molecular_function] (1; proteolysis
involved in cellular protein catabolic
process [GO:0051603
biological_process] (1); nucleic acid
binding [GO:0003676
molecular_function] (1; proteasome core
complex [GO:0005839
cellular_component] (1)

protein dephosphorylation [GO:0006470
biological_process] (1); catalytic act
[GO:0003824 molecular_function] (1);
protein serinethreonine phosphatase
activity [GO:0004722
molecular_function] (1)

protein kinase activity [GO:0004672
molecular_function] (1); protein
phosphorylation [GO:0006468
biological_process] (1); ATP binding
[G0:0005524 molecular_function] (1);
polysaccharide binding [GO:0030247
molecular_function] (1)

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

sigma factor antagonist activity
[GO:0016989 molecular_function] (1)

polysaccharide binding [GO:0030247
molecular_function] (1); protein
phosphorylation [GO:0006468
biological_process] (1); protein kinase
activity [GO:0004672
molecular_function] (1): zine ion binding
[GO:0008270 molecular_function] (1)

polysaccharide binding [G0:0030247
molecular_function] (1)

protein phosphorylation [GO:0006468
biological )roue::] m, protein kinase
activity [GO

moleculnrj\mcnon] (1): ATP binding
G 4 molecular_function] (1);
polysaccharide binding [GO:0030247
molecular_function] (1)

ATP binding [GO:0005524
molecular_function] (1); protein
phosphorylation [GO:0006468
biological )mcen] (1), protein kinase
activity [GO

molcculnrj\mclmn] m

polysaccharide binding [GO:0030247
molecular_function

tranSmemDrane rANSPOTT [LUUUIIE
biological process] (1); antiporter
activity [GO:0015297
molecular_function] (1); drug
transmembrane transporter activity
[GO:0015238 molecular_function] (1);
membrane [GO:0016020
cellular_component] (1); dru
transmembrane transport [co 0006855
cytoplasm [GO:0005737
cellular_component] (1); protein folding
[GO:0006457 biological_process] (1)

zinc ion binding [GO:0008270
molecular_function] (1); nucleic acid
binding [GO:0003676
molecular_function] (1)

cysteine-type peptidase activity
[G0:0008234 molecular_function] (1);
proteolysis [GO:0006508
biological_process] (1)

response to biotic stimulus [GO:0009607
biological_process] (1); defense response
[GO:0006952 biological process] (1)

carbohydrate metabolic process
[GO:0005975 biological_process] (1);
hydrolase activity, hydrolyzing O-
glycosyl compounds [GO:0004553
molecular_function] (1)

ubiquitin protein ligase binding
G0:0031625 molecular_function] (1):
ubiquitin-dependent protein catabolic
process [GO:0006511
biological_process] (1)

DNA binding [GO:0003677

molecular_function] (1); DNA repair

[G0:0006281 bmloglcal Jlo:ess] ay
DNA recombination [GO:

biological process] (1); DNA Ivgasc

(ATP) activity [GO:0003910

molecular_function] (1)

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

Zine knuckle CX2CX4HXAC
[IPRO25836] (1); Proteasome, subunit

alpha/beta [IPRO01353] (1); Zin finger,

CCHC-type [IPRODISTS] (1):
Endonuclease/exonuclease/phosphatase
[IPRO0S135] (1); Nucleaphile
aminohydrolases, N-terminal
[IPR029055] (1); Domain of unknown
function DUF4283 [IPR025558] (1)

Retrotransposon gag domain
[IPRO0S162] (1)

PPM-type phosphatase domain

[IPRO01932] (1); Protein phosphatase 2C

family [IPRO15655] (1)

Protein kinase, ATP binding site
[IPRO17441] (1); Serine-
threoninetyrosine-protein kinase,
catalytic domain [IPR001245] (1);

Protein kinase-like domain [IPRO11009]

(1); Wall-associated receptor kinase,
galacturonan-binding domain
[IPR025287) (1)

Aspartic peptidase domain [IPR021109]
[0}

Protein kinase-like domain [IPRO11009]
(1): Protein kinase domain [IPR000719]

(1); Protein kinase, ATP binding site
[IPRO17441] (1); Wall-associated

receptor kinase, C-terminal [IPR032872]
n

Anti sigma-E protein RseA, N-terminal
[IPR005572] (1)

Serine-threoninetyrosine-protein kinase,

catalytic domain [IPR001245] (1);
Protein

inase-like domain [IPRO11009]

(1); Wall-associated receptor kinase,
galacturonan-binding dom:
[IPRO25287] (1); Zinc finger, SWIM-
type [IPRO0TS527] (1); MULE
transposase domain [IPRO1S289] (1);
Zine finger, PMZ-type [IPRO06564] (1)

Wall-associated receptor kinase,
‘galacturonan-binding domain
[IPRO25287] (1); Aspartic peptidase
domain [IPRO21109] (1)

Protein kinase domain [IPR000719] (1);
Protein kinase-like domain [IPROT1009]

) Wall-associated recepor kinase,
lacturonan-binding domain
[IPRO25287] (1); Serine reonine.

protein kinase, active site [IPRO0S271]

Protein kinase-like domain [IPRO11009]
(1; Protein kinase domain [IPR000719]

(1): Serine/threonine-protein kinase,
active site [IPRO08271] (1)

Wall-associated receptor kinase,
lacturonan-binding domain
[IPRO25287] (1)

Multi antimicrobial extrusion protein
[IPR002528] (1)

GroES-like [IPRO11032] (1); GroES
chaperonin family [IPRO20818] (1)

Zine finger, SWIM-type [IPR007527)

(1); Zine finger, PMZ-type [IPR006564]

(1; Zine finger, CCHC-type:
[IPRO01878] (1)

Ulpl protease family, C-terminal
catalytic domain [IPR003653] (1)

Bet v [/Major latex protein [IPR000916]

(1): START-like domain [IPR023393]
[0

Glycoside hydrolase superfamily
[IPRO17853] (1); Glycoside hydrolase
family 17 [IPR000490] (1; Reverse
transcriptase domain [IPR000477] (1);
X8 domain [IPRO12946] (1)
Endonuclease/exonuclease/phosphatase
[IPRO0S135] (1)

‘Winged helix-turn-helix DNA-binding
domain [IPRO11991] (1; Cullin
homology [IPROI6158] (1); Cullin, N-
terminal [IPRO01373] (1)

DNA ligase, ATP-dependent, N-terminal

[IPRO12308] (1)

Domain of unknown function DUF1985
[IPROT5410] (1; Ulpl protease family,

C-terminal catalytic domain [IPR003653

[0)

1

scaflold_2_ mRNA_3779.1

scaffold_2_mRNA_371.1
scaffold_2_mRNA_370.1
scaffold_2_mRNA_3673.1

scaffold_2,

_mRNA_3672.1

scaflold 2 mRNA_367.1

scaffold_2_mRNA_3666.1

scaflold_2_ mRNA_3641.1
scaflold_2_ mRNA_364.1

scaffold_2,

_mRNA_3630.1

scaffold_2_mRNA_3628.1

scaffold_2,

_mRNA_3627.1

scaffold_2_mRNA_3623.1

scaflold_2_ mRNA_3622.1
scaffold_2_ mRNA_3621.1
scaflold_2_ mRNA_3620.1

scaffold_2_mRNA_3619.1

scaffold_2_mRNA_3618.1

scaffold_2,

_mRNA_3614.1

scaflold_2_ mRNA_3613.1
scaflold_2_ mRNA_3612.1

scaffold_2_mRNA_3610.1

scaffold_2,
scaffold_2,
scaffold_2,

scaffold_2,

scaffold_2,

scaffold_2,

_mRNA_3606.1
_mRNA_3605.1
_mRNA_3604.1
_mRNA_3601.1
_mRNA_3596.1
_mRNA_3594.1

scaflold_2_ mRNA_3593.1

scaffold_2_mRNA_3592.1

scaflold_2_ mRNA_3591.1

scaffold_2_mRNA_3590.1
scaffold_2_mRNA_359.1

scaffold_2_mRNA_3589.1

scaffold_2_mRNA_3577.1

scaffold_2_mRNA_3525.1

scaflold_2_ mRNA_3523.1

scaffold_2_mRNA_3519.1

scaflold_2_ mRNA_3506.1

scaffold_2_mRNA_3505.1

scaflold_2_ mRNA_3485.1
scaflold_2_ mRNA_3482.1

scaflold_2_ mRNA_3475.1

scaffold_2_mRNA_3467.1

scaffold_2_mRNA_3460.1

scaffold_2_mRNA_3456.1
scaffold_2_mRNA_3455.1
scaffold_2_mRNA_3440.1

scaffold_2_mRNA_3438.1

scaffold_2_mRNA_3437.1

scaffold_2,

_mRNA_3423.1



D Num. in C. celementine

Numin C. unshiu

Note

GO

TaterPro

Members in P.trifoliata

GF0027446 1

GF0027445 1
GF0027444 1
GF0027443 1

GF0027442 1

GF0027441 1
GF0027440 1

GF0027439 1
GF0027438 1

GF0027437 1

GF0027436 1

GF0027435 1
GF0027434 1
GF0027433 1
GF0027432 1

GF0027431 1

GF0027430 1

GF0027429 1

GF0027428 1
GF0027427 1
GF0027426 1
GF0027425 1
GF0027424 1
GF0027423 1
GF0027422 1

GF0027421 1

GF0027420 1

GF0027419 1
GF0027418 1
GF0027417 1
GF0027416 1
GF0027415 1

GF0027414 1

GF0027413 1

GF0027412 1

GF0027411 1

GF0027410 1

GF0027409 1
GF0027408 1

GF0027407 1

GF0027406 1

GF0027405 1

GF0027404 1
GF0027403 1

GF0027402 1

GF0027401 1

GF0027400 1
GF0027399 1
GF0027398 1
GF0027397 1
GF0027396 1

GF0027395 1

GF0027394 1
GF0027393 1

GF0027392 1

GF0027391 1

GF0027390 1

GF0027389 1

GF0027388 1

GF0027387 1

GF0027386 1

c oo o

c cocococooo o

°

c oo oo

s oo o

°

o Transposable clement protein, putative,

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

 Putative receptor protein kinase TMK1
)

0 Hypothetical protein (1)
o Transmembranc ascorbate ferrireductase

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

Cytokinin riboside Smonophosphate
phosphoribohydrolase (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

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

Cytokinin riboside S-monophosphate
phosphoribohydrolase (1)

o Cytokinin riboside S-monophosphate
© phosphoribohydrolase (1)

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

0 Hypothetical protein (1)

0 UDP-glycosyltransferase 74E2 (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)
Putative auxin-induced in root cultures
protein 12-like (1)

0 ATP-dependent RNA helicase (1)

0 Hypothetical protein (1)

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

Cytokinin riboside S-monophosphate
phosphoribohydrolase (1)

0
0 Hypothetical protein (1)

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

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

0 Hypothetical protein (1)

0 Exostosin family protein (1)

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

0 Hypothetical protein (1)

Ulpl protease family, carboxy-terminal
domain protein (1)

0 Salicylate O-methyltransferase (1)

0 Hypothetical protein (1)
0 Receptor like protein 33 (1)
0 Hypothetical protein (1)

o Verticillium wiltresistan

ke protein

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

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

integral component of membrane
[GO:0016021 cellular_component] (1)

zine ion binding [GO:0008270
molecular_function] (1); ubiquinone
biosynthetic process [GO:0006744
biological_process] (1); 2-polyprenyl-6-
methoxy-1,4-benzo
methyltransferase activity [GO:0008425
molecular_function] (1)

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

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

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

ATP binding [GO:0005524
molecular_function] (1); nucleic acid
binding [GO:0003676

molecular_function] (1); ATP-dependent

helicase activity [GO:0008026
molecular_function] (1)

DNA integration [GO:0015074
biological_process] (1) ‘nucleic acid
binding [GO:00036'
molegular,mmmn] a

nucleic acid binding [GO:0003676
molecuhr +_function] (1); DNA binding
G 7 molecular_function] (1)
cysteine-type peptidase activity
[GO:0008234 molecular_function] (1);
proteolysis [GO:0006508
biological_process] (1)

LOG family [IPRO31100] (1);
Retrotransposon gag domain
[IPRO05162] (1)
Retrotransposon gag domain
[IPRO05162] (1)

Ribonuclease H-like domain
[IPROI2337] (1)

Protein kinase-like domain [IPRO11009]
(1 Protein kinase domain [IPR000719]
(1); Serine-threonine/tyrosine-protein
Kinase, catalytic domain [IPR001245] (1)

Cytochrome b361/ferric reductase
transmembrane [IPR006593] (1)

Nonaspanin (TM9SF) [IPR004240] (1)

LOG family [IPR031100] (1)

Aspartic peptidase domain [IPR021109]
[0}

S-adenosyl-L-methionine-dependent
methyltransferase [IPR029063] (1); Zine
finger, SWIM-type [IPRO07527] (1);
Ubiquinone biosynthesis O-
‘methylransferase [IPRO10233] (1);
Transposase, MuDR, plant [IPR004332]
(1); Zine finger, PMZ-type [IPR006564]
(1); MULE transposase domain
[IPKOIXZEO] )

ymain of unknown function DUF4219
[lvkozsm] [0}

LOG family [IPR031100] (1)

Cytokinin riboside S-monophosphate
phosphoribohydrolase LOG [IPR005269]
): LOG family [IPRO31100] (1)

GAG-pre-integrase domain [IPR025724]
); UDP-glucuronosyl/UDP-
glucosyltransferase [IPR002213] (1)

UDP-glucuronosyl/UDP-
elucosyltransferase [IPR002213] (1)

UDP-glucuronosyl/UDP-
elucosyltransferase [IPR002213] (1)

UDP-glucuronosylUDP-
glucosyltransferase [IPR002213] (1);
Endonuclease/exonuclease/phosphatase
[IPRO0S135] (1)

Cytochrome bS61/ferric reductase
transmembrane [IPRO06593] (1)
Helicase, C-terminal [IPRO01650] (1); P-
loop containing nucleoside triphosphate
hydrolase [IPR027417] (1); DNA/RNA
helicase, ATP-dependent, DEAH-box
type, conserved site [IPR002464] (1);
Helicase su ly 172, ATP-binding
domain [IPRO14001] (1)

Zine finger, FY VE/PHD-type
[IPRO11011] (1); Zinc finger, PHD-type,
conserved site [IPROI9786] (1); Zinc
finger, RING/FY VE/PHD-type:
[IPRO13083] (1)

lmtgm:e catalytic core [lpnomsm} ay
Ribonuclease H-like
[IPRO12337] (1)

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

Transposase-associated domain
[IPR029480] (1)

Exostosin-like [IPR004263] (1); Domain
of unknown function DUF2431
[IPRO19446] (1)

Zine finger C2H2-type [IPROI3087] (1);
Zine finger, BED-type [IPR003656] (1)

Ulp! protease family, C-terminal
catalytic domain [IPR003653] (1)

SAM dependent carboxyl

activity [GO:00081
molecular_function] (1)

protein binding [GO:0005515
molecular_function] (1)

protein binding [GO:0005515
molecular_function] (1)

protein binding [GO:0005515
molecular_function] (1)

[IPR005299] (1); S~
adenosyl-L-methionine-dependent
‘methyltransferase [IPR029063] (1)

Leucine-rich repeat, typical subtype
[IPR003591] (1); Leucine-rich repeat
domain, L domain-like [IPR032675] (1);
Leucine-rich repeat-containing N-
terminal, plant-type [IPRO13210] (1);
Leucine-rich repeat [IPRO01611] (1)
Leucine-rich repeat domain, L domain-
like [IPR032675] (1); Leucine-rich repeat
[IPROOIG11] (1)
Leucine-rich repeat [IPR001611] (1);
Leucine-rich repeat-containing N-
terminal, plant-type [IPRO13210] (1);
Leucine-rich repeat domain, L domain-
like [IPR032675] (1); Leucine-rich
repeat, typical subtype [IPRO03591] (1)

scaffold_2_mRNA_3422.1

scaffold_2_mRNA_3416.1

scaffold_2_mRNA_3404.1

scaffold_2,

_mRNA_3402.1

scaflold_2_ mRNA_3397.1

scaflold_2_mRNA_339.1

scaffold_2_mRNA_3389.1

scaffold_2_mRNA_337.1
scaffold_2_mRNA_3367.1

scaffold_2_mRNA_3353.1

scaffold_2_mRNA_3352.1

scaffold_2_mRNA_3351.1
scaffold_2_mRNA_3347.1
scaffold_2_mRNA_3346.1
scaffold_2_mRNA_3339.1

scaffold_2,

mRNA_3316.1

scaffold_2_mRNA_3312.1

scaffold_2_s

mRNA_331.1

scaflold_2_ mRNA_3294.1
scaflold_2_ mRNA_3285.1
scaflold_2_ mRNA_3282.1
scaflold_2_ mRNA_3281.1
scaflold_2_ mRNA_3280.1
scaflold_2_ mRNA_3277.1
scaflold_2_ mRNA_3261.1

scaffold_2_mRNA_326.1

scaffold_2_mRNA_3255.1

scaflold_2_ mRNA_3254.1
scaflold_2_ mRNA_3253.1
scaflold_2_ mRNA_3242.1
scaflold_2_ mRNA_3241.1
scaflold_2_ mRNA_3239.1

scaffold_2_mRNA_3227.1

scaffold_2,

scaffold_2,

_mRNA_3221.1

_mRNA_3220.1

scaflold_2_ mRNA_3216.1

scaffold_2_mRNA_321.1
scaffold_2_mRNA_3203.1
scaffold_2_mRNA_320.1

scaffold_2,

_mRNA_3196.1

scaffold_2_ mRNA_3178.1

scaffold_2_mRNA_3175.1

scaffold_2_mRNA_3173.1
scaffold_2_mRNA_3172.1

scaffold_2_mRNA_317.1

scaffold_2_ mRNA_3169.1

scaffold_2_mRNA_3166.1

scaffold_2_s

mRNA_3165.1

scaffold_2_ mRNA_3164.1
scaflold_2_mRNA_316.1

scaffold_2_mRNA_3158.1

scaffold_2_mRNA 3131.1

scaflold 2 mRNA_312.1
scaffold_2_ mRNA_3112.1

scaffold_2_s

scaffold_2_s

mRNA_3107.1

mRNA_3093.1

scaffold_2_mRNA_3090.1

scaflold_2_ mRNA_3081.1

scaffold_2_mRNA_3075.1

scaffold_2,

_mRNA_3074.1

scaflold_2_ mRNA_3073.1
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NADP binding [GO:0050661
molecularjun:lmn] (1); glucose
tabolic process [GO:0006006 Glucose-6-phosphate dehydrogenase, C-
bologcal pocess (1: gluca:e - teminal IPR02267] (1) Glucose -
GF0027385 1 0 Hypothetical protein (1) phosphate phosph PRODIagy)  ScaTold 2 mRNA 3072.1
[GO:0004345 molecular funmm\] o
oxidation-reduction process
[GO:0055114 biological _process] (1)
. G Leucine-rich repeat [IPRO01611] (1);
GF0027384 1 0 Hypothetical protein (1) "::::"‘“:""dﬁ“']‘;‘[l:ﬁﬂ")"ms Leucine-rich repeat domain, L domain-  scaffold_2_mRNA_3069.1
- like [IPR032675] (1)
Leucine-rich repeat-containing N-
terminal, plani-type [IPR013210] (1);
P—, | o LRR receptor-like serine/threonine-  protein binding [GO:0005515 Leucine-ri hnpcm [PROOIGTIT(1): (o) oA 3066.1
molecular_fnction] (1) Leucine-rich repeat, typical subtype 2 mINA
IPROOSSO1] (1 Leweime-richrpeat
domain, L domain-like [IPR032675] (1)
y Leucine-rich repeat domain, L domain-
GF0027382 1 0 Receptor like protein 33 (1) P“"f'"ll:‘"‘;‘"g‘[.“‘ﬁ (“:)055 1s like [IPR032675] (1); Leucine-rich repeat scaffold 2 mRNA_3064.1
molecular_function (1) [IPROOI61] (1)
glucose-6-phosphate dehydrogenase
activity [GO:0004345 NAD(P)-binding domain [IPRO16040]
molecular_function] (1); oxidation-  (1); Glucose-6-phosphate dehydrogenase,
. . reduction process [GO:0055114 C-terminal [IPR022675] (1); Glucose-6- >
GF0027381 ! 0 Hypothetical protein (1) biological_process] (1); glicose phosphate dehydrogenase [IPR001282)  S¢T01d 2 MRNA_3062.1
metabolic process [GO:0006006 (1): Glucose-6-phosphate dehydrogenase,
biological_process] (1); NADP binding  NAD-binding [IPR022674] (1)
[GO:0050661 molecular_function) (1)
’ Leucine-rich repeat domain, L domain-
GF0027380 1 0 Leucine-rich repeat, plant specific (1) Protcin binding [GO:0003515 like [IPR032675] (1); Leucine-rich repeat scaffold 2 mRNA_3061.1
molecular_function] (1)
[IPROOIGI1] (1)
Leucine-rich repeat (IPRO01611] (1);
protein binding [GO:0005515 Leucine-rich repeat, typical subiype
GF0027379 1 0 Puttive discase resistance proten (1) PO R IPRO0SO1] (1 Loveimerich rapeat SCATold_2_ mRNA_3055.1
domain, L domain-like [IPR032675] (1)
GFO027378 1 0 Hypothetical protein (1) scaffold_2_mRNA_3056.1
Leucine-rich repeat [IPRO01611] (1);
LRR receptor-like serine/threonine-  protein binding [GO:0005515 Leucine-rich repeat, typical subtype
GFR027377 ! O protein kinase EFR (1) molecular_function] (1) [IPRO03591] (1: Leucine-rich repeat 40142 mRNA_3055.1
domain, L domain-like [IPR032675] (1)
membrane (GO:0016020 P-loop containing nucleoside triphosphate
cellular_component] (1); ATP: % hydrolase [IPR027417] (1): ABC-2 type
GFO027376 1 0 ABC transporter G family member 14 (1) [GO:0016887 molecular_function] (1); > : P Scaffold_2_mRNA_3054.1
transporter [IPRO13525] (1); ABC
ATP binding [G0:0005524 transporter-like [IPR003439] (1)
molecular_function] (1) sporter-iike -
ATP binding [GO:0005524 ABC transporter-like [IPR003439] (1);
GF0027375 1 0 Hypothetical protein (1) molecular_function] (1); ATPase activity P-loop containing nucleoside triphosphate scaffold_2_mRNA,_3053.1
[GO:0016887 molecular_function] (1) hydrolase [IPRO27417] (1)
NADP binding [GO:0050661
":’"“::’;:‘:“2""] (:: _g'm“f"“'ﬁ' Glucose-6-phosphate dehydrogenase,
phospl ‘}4‘5 W ':‘gc | %m ion] (1 NAD-b i [IPR022674] (1); NAD(P)-
GF0027374 1 0 Hypothetical protein (1) 540 mo ecutar_function] (1) 1z domain [IPRO16040] (1); scaffold 2 mRNA_3050.1
oidation reduction process Glicose- phospae dehydrogenase
[GO:0055114 biologieal_process] (1); (100t 235] (1$ ydrogs
glucose metabolic process [GO:0006006
biological_process] (1)
glucose metabolic process [GO:0006006 Glucose-6-phosphate dehydrogenase,
biological_process] (1); oxldalmnr active site [IPRO19796)] (1); Glucose-6-
reduction process [GO:0055114 phosphate dehydrogenase, NAD-binding
biological_process] (1); glucau - [IPR022674] (1; Glucose-6-phosphate
GF0027373 1 0 Hypothetical protein (1) phosphate dehydrogenase activity dehydrogenase [IPRO0T282] (1): scaffold_2_mRNA._3047.1
[GO:0004345 molecular_function] (1);  Glucose-6-phosphate dehydrogenase, C-
NADP binding [GO:0050661 terminal [IPR022675] (1): NAD(P)-
molecular_function] (1) binding domain [IPR016040] (1)
Leucine-rich repeat, typical subtype
[IPRO03591] (1; Leucine-rich repeat
P .  Verticillium wilt resistance-like protin  protein binding [GO:0005515 domain, L domain-like (IPRO3267S] (1) (oo oo
o) molecular_function] (1) Leucine-rich repeat-containing N- -2 mRNA.
terminal, plant-type [IPRO13210] (1);
Leucine-rich repeat [IPRO01611] (1)
NADP binding [GO:0050661
molecular_function] (1); oxidation-  Glucose-6-phosphate dehydrogenase,
reduction process [GO:0055114 -binding [IPR022674] (1); Glucose-
PR |  Glucose-6-phosphate I-dehydrogenase, bmloblcal |_process] (1); Slucou 6 Gphosphut dehycrogemase (PRODL2E2] vty 5 i 30451
’ cy\opl'\slmc isoform (1) hosphate ivit ay: ! S
1GO:0004345 molceutr ﬁmcnon] (1) C-terminal [IPRO22675] (1), NAD(P)-
elucose metabolic process [GO:0006006  binding domain [IPR016040] (1)
biological_process] (1)
Leucine-rich repeat [IPRO01611] (1)
. . protein binding [GO:0005515 Leucine-rich repeat domain, L domain- .
GFO027370 1 0 Hypothetical protein (1) molecular function] (1) ke [IPRO32675] (1, Lewcinerich | Sfold 2 mRNA_3044.1
repeat, typical subtype [IPR003591] (1)
Leucine-rich repeat [IPRO01611] (1)
Leucine-rich repeat-containing N-
GF0027369 1 0 Receptor like protein 33 (1) protein binding [GO:0003515 terminal, plant-type [IPROIS210 (1: (0 g1 5 mRNA_3042.1
molecular_function] (1) Leucine-rich repeat domain, L domain-
like [IPRO32675] (1); Leucine-rich
repeat, typical subtype [IPR003591] (1)
GF0027368 1 0 Hypothetical protein (1) scaffold_2_mRNA_3041.1
Leucine-rich repeat-containing N-
y terminal, plani-type [IPRO13210] (1);
GF0027367 1 0 Receptor like protein 33 (1) protein binding [GO:0005515 Leucine-rich repeat [IPRO01611] (1), scaffold 2 mRNA_3039.1
molecular_function] (1)
cucine-rich repeat domain, L domain-
like [IPRO32675] (1)
Leucine-rich repeat, typical subtype
[IPRO03591] (1); Leucine-rich repeat
. lium wilt resistance-like protein protein binding [GO:0005515 domain, L domain-like [IPRO32675] (1); -\ >
GF0027366 ! molecular_function] (1) Leucine-rich repeat [IPRO0161 1] (1), *ATo1d_2 mRNA_3038.1
Leucine-rich repeat-containing N-
terminal, plant-type [IPRO13210] (1)
iron fon binding [GO:0005506
molecular_function] (1); heme binding
[GO:0020037 molecular_function] (1);
oxidoreductase activity, acting on paired  Cytochrome P450 [IPR001128] (1);
GFO027365 1 0 Cytochrome P450 71DS (1) donors, with incorporation or reduction  Cytochrome P450, E-class, group 1 scaffold_2_mRNA_3032.1
of molccular oxygen [GO:0016705 [IPRO02401] (1)
molecular_function] (1); oxidation-
reduction process [GO:0055114
biological_process] (1)
GFO027364 1 0 Hypothetical protein (1) scaffold_2_mRNA_303.1
GFO027363 1 0 Monosacharide transport protein (1) scaffold_2_mRNA_2996.1
et i Retrotransposon gag domain .
GF0027362 1 0 Hypothetical protein (1) (PRODSIGE () scaffold_2_mRNA_2994.1
GF0027361 1 0 Transposase tnp2 (1) (TI“““S”"S"“‘ EnSpm-like [IPRO04242] (..ol 2 mRNA_2970.1
protein dimerization acivity
Ribonuclease H-like domain
GF0027360 1 0 Hypothetical protein (1) [GO:0046983 molecular_function] (1); | 1pp12337] (1); HAT, C-terminal scaffold 2 mRNA_2965.1
nucleic acid binding [GO:0003676 ! i
Lo domain [IPRO0S906] (1)
molecular_finction] (1)
GF0027359 1 0 Hypothetical protein (1) scaffold_2_mRNA_2960.1
GFO027358 1 0 Hypothetical protein (1) scaffold_2_mRNA_2957.1
GFO027357 1 0 Pol polyprotein (1) scaffold_2_mRNA_2954.1
nucleic acid binding [GO:0003676
GF0027356 1 0 Hypothetical protein (1) molecular_function] (1); zinc ion binding Zine finger, CCHC-type [IPRO0ISTS] (1) scaffold_2_mRNA_295.1
[GO:0008270 molecular_function] (1)
GF0027355 1 0 Hypothetical protein (1) scaffold 2 mRNA_204.1
GF0027354 1 0 Hypothetical protein (1) scaffold_2_mRNA_2919.1
":::II:C';I::“’“:"::“"}] {‘I"U":‘o’:g:"’ Ribonuclease H-like domain
GF0027353 1 0 Hypothetical protein (1) - P [IPRO12337] (1); HAT, C-terminal  scaffold_2_mRNA_2902.1
dimerization activity [GO:0046983 "
" dimerisation domain [IPR00S906] (1)
molecular_function] (1)
GFO027352 1 0 Hypothetical protein (1) scaffold_2_mRNA_290.1
. Cytokinin riboside S-monophosphate .
GF0027351 1 phosphoribobydrolase (1) scaffold 2 mRNA_2898.1
GF0027350 1 0 Hypothetical protein (1) scaffold_2_mRNA_2897.1
regulation of ranseription, DNA- FHYSIFARI fanly IPRU31052] (1)
GF0027349 1 0 Hypothetical protein (1) templated [GO:0006355 inding domain scaffold_2_mRNA_2894.1
biological_process] (1) [eroumu] [0
GFO027348 1 0 Hypothetical protein (1) scaffold_2_mRNA_2893.1
) Cytokinin riboside S™-monophosphate
GF0027347 1 }3';:kl‘q"‘)‘:l::l":‘:’;;“"(“;')‘°"l“’5pm'e phosphoribohydrolase LOG [IPR005269] scaffold_2_mRNA_2892.1
phospl 4 (1): LOG family [IPRO31100] (1)
GFO027346 1 0 Hypothetical protein (1) scaffold_2_mRNA_289.1
nucleic acid binding [GO:0003676
N molecular_fnction] o rebula\mn of  Carlavirus nucleic aci
GFO027345 1 0 Hypothetical protein (1) {anseripton, DN A-emplated IPROT2368] 1y scaffold_2_mRNA_2885.1
1GO:0006355 bioogicl proces] (1)
GF0027344 1 0 Hypothetical protein (1) scaffold_2_mRNA_2884.1
GF0027343 1 0 Hypothetical protein (1) scaffold 2 mRNA_288.1
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GF0027342 1

GF0027341 1
GF0027340 1
GF0027339 1

GF0027338 1

GF0027337 1

GF0027336 1

GF0027335 1

GF0027334 1
GF002733
GF0027332 1
GF0027331 1

GF0027330 1
GF0027329 1
GF0027328 1
GF0027327 1
GF0027326 1
GF0027325 1
GF0027324 1

GF0027323 1
GF0027322 1
GF0027321 1
GF0027320 1
GF0027319 1
GF0027318 1
GF0027317 1
GF0027316 1
GF0027315 1

GF0027314 1

GF0027313 1

GF0027312 1

GF0027311 1

GF0027310 1
GF0027309 1
GF0027308 1
GF0027307 1
GF0027306 1
GF0027305 1
GF0027304 1
GF0027303 1

GF0027302 1

GF0027301 1

GF0027300 1

GF0027299 1

GF0027298 1

GF0027297 1

GF0027296 1

GF0027295 1

GF0027294 1

GF0027293 1

GF0027292 1
GF0027291 1
GF0027290 1

GF0027289 1

GF0027288 1

GF0027287 1
GF0027286 1

GF0027285 1

GF0027284 1

GF0027283 1
GF0027282 1
GF0027281 1
GF0027280 1
GF0027279 1
GF0027278 1
GF0027277 1
GF0027276 1
GF0027275 1
GF0027274 1
GF0027273 1
GF0027272 1
GF0027271 1

GF0027270 1

GF0027269 1

GF0027268 1

°
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°
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o RNA-directed DNA polymerase , related nucleic acid binding [GO:0003676

m
0 Hypothetical protein (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)
Stress responsive alpha-beta barrel
0
domain protein isoform 2 (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)
Cytokinin riboside S-monophosphate
phosphoribohydrolase (1)
0 Hypothetical protein (1)

0

0 Hypothetical protein (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)
Cytokinin riboside S-monophosphate
phosphoribohydrolase (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)
Cytokinin riboside S-monophosphate
phosphoribohydrolase (1)
0 Hypothetical protein (1)
Cytokinin riboside S-monophosphate
phosphoribohydrolase (1)
0 Hypothetical protein (1)

0

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)
Cytokinin riboside S-monophosphate
phosphoribohydrolase (1)

0 Hypothetical protein (1)

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

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

CDNA clone:001-127-C06, full insert
sequence (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

Cytokinin riboside S-monophosphate

© phosphoribohydrolase (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)
0 Mutator-like transposase (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)
Cytokinin riboside S-monophosphate
phosphoribohydrolase (1)
Cytokinin riboside S-monophosphate
phosphoribohydrolase (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Putative retroelement pol polyprotein (1)

Cytokinin riboside 5'-monophosphate
phosphoribohydrolase (1)

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

o Grtype lectin S-receptor-like
serine/threonine-protein kinase (1)

0 Frataxin (1)

0 Hypothetical protein (1)

molecular_function] (1)

‘nucleic acid binding [GO:0003676
molecular_function] (1

zinc ion binding [GO:0008270
molecular_function] (1); nucleic acid
binding [GO:0003676
molecular_function] (1)

zine ion binding [GO:0008270
molecular_function] (1); nucleic acid
binding [GO:0003676
molecular_function] (1)

ATP binding [GO:0005524
molecular_function] (1)

cell redox homeostasis [GO:0045454
biological_process] (1)

cysteine-type peptidase activity
[G0:0008234 molecular_function] (1);
proteolysis [GO:0006508
biological_process] (1)

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

DNA integration [GO:0015074
biological_process] (1); nucleic acid
binding [GO:0003676
molecular_function] (1)

protein binding [GO:0005515
molecular_function] (1); ATP binding
& 4 molecular_function] (1);
protein kinase activity [GO:0004672
molecular_function] (1); protein
serine/threonine kinase activity

0:0004674 molecular._function] (1);
recognition of pollen [GO:0048544
biological_process] (1); protein
phosphorylation [GO:0006468
biological process] (1)

ferric iron binding [GO:0008199
molecular_function] (1): mitochondrion
[GO:0005739 cellular_component] (1);
oxidation-reduction process
[GO:0055114 biological_process] (1);
ferroxidase activity [GO:0004322
molecular_function] (1); iron-sulfur
cluster assembly [GO:0016226
biological_process] (1)

Ribonuclease H-like domain
[IPRO12337] (1); Reverse transcriptase
domain [IPRO00477] (1)

LOG family [IPR031100] (1)

Stress responsive alpha-beta barrel
[IPRO13097] (1); Dimeric alpha-beta
barrel [IPRO11008] (1)

LOG family [IPRO31100] (1)

Ribonuclease H-like domain
[IPROI2337] (1)

LOG family [IPR031100] (1)

LOG family [IPRO31100] (1)

LOG family [IPRO31100] (1)

LOG family [IPR031100] (1)

Reverse transcriptase, RNA-dependent
DNA polymerase [IPRO13103] (1)

Zine finger, CCHC-type [IPROOIS7S] (1)

‘Trichome birefringence-like family
[IPR029962] (1); PC-Esterase
[IPRO260S7] (1)

Zine finger, CCHC-type [IPROOIS7S] (1)

LOG family [IPR031100] (1); Cytokinin
riboside S-monophosphate
phosphoribohydrolase LOG [IPR005269]
m

Chaperonin Cpn60/TCP-1 family
[IPR002423] (1); GroEL-like equatorial
domain [IPRO27413] (1)
Thioredoxin-like fold [IPRO12336] (1);
NADP-dependent oxidoreductase domain
[IPR023210] (1); Thioredoxin domain
[IPRO13766] (1)

Ulp! protease family, C-terminal
catalytic domain [IPR003653] (1):
Domain of unknown function DUF1985
[IPRO15410] (1)

MULE transposase domain [IPR018289]
(1); Zine finger, PMZ-type [IPR006564]
(1); Transposase, MuDR, plant
[IPR004332] (1); Zinc finger, SWIM-
type [IPR00T527] (1)

LOG family [IPRO31100] (1)

GAG-pre-integrase domain [IPR025724]
(1); Ribonuclease H-like domain
[IPRO12337] (1); Reverse transcriptase,
RNA-dependent DNA polymerase
[IPROI3103] (1); Integrase, catalytic core
[IPRO01584] (1)

LOG family [IPR031100] (1)
Aspartic peptidase domain [IPR021109]
)

Transposon,
(0]

/Spm-like [IPR004242]

Protein kinase domain [IPR000719] (1);
S-receptor-like serine/threonine-protein
Kinase [IPR024171] (1); Protein kinase-
like domain [IPROT1009] (1); S-locus
elycoprotein domain [IPRO00SSS] (1);
Serine-threonine/tyrosine-protein kinase,
catalytic domain [IPR001245] (1); EGF-
like domain [IPRO00742] (1);
Serine/threonine-protein kinase, active
site [IPRO0S271] (1): PAN/Apple domain
[IPR003609] (1): Bulb-type lectin
domain [IPRO01480] (1)

Frataxin conserved site [IPR020895] (1);

scaffold_2_mRNA_2873.1

scaffold_2_mRNA_2856.1
scaflold_2_ mRNA_2853.1
scaflold_2_mRNA_285.1

scaffold_2,

_mRNA_2843.1

scaffold_2_mRNA_2832.1
scaffold_2_mRNA_283.1

scaffold_2,

_mRNA_2826.1

scaffold_2_ mRNA_2825.1
scaffold_2_ mRNA_2823.1
scaffold_2_ mRNA_2822.1
scaflold_2_ mRNA_2821.1

scaffold_2_mRNA_2818.1

scaffold_2_mRNA_2814.1

scaffold_2,

_mRNA_2813.1

scaflold_2_ mRNA_2812.1

scaffold_2_mRNA_281.1

scaffold_2_mRNA_2806.1

scaffold_2_mRNA_2805.1

scaflold_2_ mRNA_2799.1
scaflold_2_ mRNA_2793.1
scaffold_2_ mRNA_2792.1
scaflold_2_ mRNA_2790.1
scaflold_2_mRNA_2776.1
scaflold_2_ mRNA_2774.1
scaflold_2_ mRNA_2762.1
scaflold_2_ mRNA_2753.1
scaflold_2_ mRNA_2749.1

scaffold_2_mRNA_2748.1

scaffold_2,

_mRNA_2741.1

scaffold_2_ mRNA_2739.1

scaffold_2_mRNA_2736.1

scaffold_2,
scaffold_2_s
scaffold_2,
scaffold_2,
scaffold_2_s
scaffold_2,
scaffold_2,

scaffold_2,

_mRNA_2733.1

mRNA_273.1

_mRNA_2721.1
_mRNA_2720.1

mRNA_2719.1

_mRNA_2718.1
_mRNA_2717.1
_mRNA_2716.1

scaffold_2_mRNA_2712.1

scaffold_2_mRNA_2683.1

scaffold_2_ mRNA_2666.1

scaffold_2_mRNA_2665.1

scaffold_2,

_mRNA_2663.1

scaffold_2_mRNA_2661.1

scaffold_2_mRNA_2660.1

scaffold_2_mRNA_266.1

scaffold_2,

scaffold_2,

scaffold_2,
scaffold_2_s

scaffold_2_s

_mRNA_2659.1

_mRNA_265.1

_mRNA_2649.1

mRNA_2647.1
mRNA_2646.1

scaflold_2_ mRNA_2645.1

scaffold_2_mRNA_2644.1

scaffold_2,

scaffold_2,

_mRNA_2643.1
_mRNA_264.1

scaffold_2_mRNA_2639.1

scaflold_2_ mRNA_2637.1

scaffold_2_mRNA_2636.1

scaffold_2,
scaffold_2,

scaffold_2,

_mRNA_2635.1
_mRNA_2634.1
_mRNA_2630.1

scaffold_2_ mRNA_2629.1

scaffold_2_mRNA_2625.1
scaffold_2_mRNA_2621.1
scaffold_2_mRNA_2616.1
scaffold_2_mRNA_2614.1
scaffold_2_mRNA_2613.1
scaffold_2_mRNA_2612.1
scaffold_2_mRNA_2611.1
scaffold_2_mRNA_2610.1

scaffold_2_mRNA_2603.1

Frataxin [IPRO17789] (1); Frataxin/CyaY scaffold_2_mRNA_2602.1

[IPR002908] (1)

scaffold_2,

_mRNA_260.1
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N . zinc ion binding [GO:0008270 N s
GFO027267 1 0 0 Hypothetical protein (1) octecuar fumsion] (D Zine finger, GRF-type [IPROI0666] (1)~ scaffold_2_mRNA_2599.1
protein phosphorylation [GO:0006468
biological_process] (1); protein kinase  Protein kinase domain (IPR000T19] (1);
GF0027266 1 0 0 Hypothetical protein (1) activity [GO:0004672 Protein kinase-like domain [IPRO11009] scaffold 2 mRNA _2595.1
molecular_finction] (1): ATP binding (1)
[GO:0005524 molecular_function] (1)
::‘::c:::f“’f"[fig‘;):’ffﬂlmn hAT-like transposase, RNase-H fold
- g [IPR025525] (1; Ribonuclease H-like
J—— . o BED zin fingerhAT faily dimerization dimerization activty [GO:0046083 g “EUR BUBREMIGREEAIRE L
domain (1) molecular_function] (1); nucleic acid
terminal dimerisation domain
binding [GO:0003676 PROS906) (1)
molecular_finction] (1)
protein dimerization activity
HAT, C-terminal dimerisation domain
[GO:0046983 molecular function] ();  einc ot SO S
GF0027264 1 0 0 Hypothetical protein (1) nucleic acid binding [GO:0003676 IPRO03656) (1), Ribomuclesse Ho i S€4Tld2 mRNA 25851
molecular_funcion] (1): DNA binding "R LR EM
[GO:0003677 molecular_function] (1)
GF0027263 I 0 0 Hypothetical protein (1) ﬁ;nglznsggﬁ w"ya” function DUFA283 (ool 2 mRNA 2583.1
GFo027262 1 0 0 Hypothetical protein (1) LOG family [IPRO31100] (1) scaffold_2_mRNA_2582.1
GF0027261 1 0 0 Hypothetical protein (1) g;v/:’;’0;;:‘:2‘:‘;:;&;2’:")‘;"‘7;"‘“' scaffold_2_mRNA_258.1
Cytokinin riboside S'monophosphate
GF0027260 1 0 O roxphoribahydrolas (1 LOG family [IPRO31100] (1) scaffold_2_mRNA_2579.1
e A —
componentat membrane [GO0016021  PROUZ259) (1): Majr aciator
GF0027259 1 0 0 Equilibrative nucleoside transporter 4 (1) *%/P°™ ! superfamily domain [IPRO20846] (1):  scaffold_2_ mRNA_2574.1
cellular_component] (1); nucleoside " -
Nucleoside transporter, plants
transmembrane transporter activity IPRO3200] ()
[GO:0005337 molccular_function] (1)
GFO027258 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_2571.1
GF0027257 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_257.1
GFO027256 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_2567.1
GF0027255 1 0 0 Hypotheial protein (1) scaffold_2_mRNA_2566.1
GFO027254 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_2557.1
. Cytokinin riboside S'-monophosphate - .
GF0027253 1 0 picephoribohydrolare () LOG family [IPRO31100] (1) scaffold_2_mRNA_2556.1
GF0027252 1 0 0 Hypothetical protein (1) :.r::i::xo[‘;;;?z;‘g |f]“(" D 7‘ fonwound (o1 fold_2_mRNA_2552.1
. . Protein of unknown function wound- o 2
GFO027251 1 0 0 Putative wound induced protein-ike (1) imduced PROZZZ51] (1) scaffold_2_mRNA_2551.1
zine ion binding [GO:0008270
molecular_function] (1); nucleic acid ~ Viral movement protein [IPR028919] (1);
GF0027250 1 0 0 Hypothetical protein (1) Mg (600003676 Jine ime, COIC-type [IPRO01S74] (1) SC4TOM2 mRNA 2550.1
molecular_function] (1)
GF0027249 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_2540.1
GFO027248 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_254.1
GF0027247 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_2539.1
GFO027246 1 0 0 Hypothetical protein (1) Viral movement protein IPR028919] (1) scaffold_2_mRNA_2533.1
GFO027245 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_2531.1
GFO027244 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_2529.1
GF0027243 1 0  Cyokinin riboside 5" monophosphate LOG family [IPRO31100] (1) scaffold 2 mRNA_2528.1
phosphoribohydrolase (1) 2 mIRA
GFR0027242 1 0 0 Hypothetical protein (1) scaffold_2_mRNA._2526.1
GF0027241 1 0 0 Hypothetical protein (1) scaffold_2_mRNA,_2525.1
GF0027240 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_2524.1
GF0027239 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_2523.1
GF0027238 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_2522.1
GF0027237 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_2521.1
Cytokinin riboside S-monophosphate
GF0027236 1 0 0 rocphoribobydrolase (1) LOG family [IPRO31100] (1) scaffold_2_mRNA_2520.1
GFO027235 1 0 0 Hypothetical protein (1) LOG family [IPRO31100] (1) scaffold_2_mRNA_2518.1
GFRO027234 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_2517.1
GF0027233 1 0 o Cytokinin riboside 5" monophosphate LOG family [IPRO31100] (1) scaffold 2 mRNA_2516.1
phosphoribohydrolase (1) 2 mINA
GF0027232 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_2514.1
GF0027231 1 0 0 Hypothetical protein (1) Transposon, En/Spm-like [IPRO04242] (o1 5 mRNA_2511.1
GFO027230 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_2509.1
GF0027229 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_2504.1
::‘:II:C':&?“’“:’"‘::::‘% Ef)o:?gi)j:m HAT, C-terminal dimerisation domain
GF0027228 1 0 0 Hypothetical protein (1) ] P [IPRO0S906] (1); Ribonuclease H-like  scaffold 2 mRNA _2494.1
dimerization activity [GO:0046983 2 mRNA
" domain [IPROI2337) (1)
molecular_finction] (1)
Aspartic peptidase domain [IPR021109]
DNA integration [GO:0015074 (1): Parancoplastic antigen Ma
i . biological_process] (1); nucleic acid  [IPR026523] (1); Ribonuclease H-like
GF0027227 1 0 0 Hypothetical protein (1) binding [GO003676 domain MEROIZS37) (1), Reverso scaffold_2_mRNA_2489.1
molecular_function] (1) transeriptase domain [IPRO00477] (1);
Integrase, catalytic core [IPRO01584] (1)
GF0027226 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_2488.1
GF0027225 1 0 0 Hypothetical protein (1) Viral movement protein [IPR028919] (1) scaffold_2_mRNA_2482.1
GFo027224 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_2479.1
GF0027223 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_2469.1
) Cytokinin riboside S-monaphosphate
GF0027222 1 0 C’f'“k:‘"‘,b' “;“’2"‘1 f f"(“:"m"h""”h‘““ phosphoribohydrolase LOG [IPR005269] scaffold 2 mRNA _2468.1
phosphoribohydrolase (1): LOG family [IPRO31100] (1)
GF0027221 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_2467.1
GF0027220 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_2466.1
GF0027219 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_2465.1
GFO027218 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_2463.1
'Z“l';fe‘;'::‘";‘::‘:“s’"ﬁ f:’"fz‘;m Peptidase A2A, retrovirus, catalytic
ndopentidase aci [‘(j OPQBMI";%’ [IPR001995] (1); Viral movement protein
peptidase activity [GO:000419 [IPR028919] (1); Reverse transcriptase
GF0027217 1 0 0 Hypothetical protein (1) molecular_funcion] (1), meleieacid "CER LS IR scafold 2 mRNA 24621
binding (GO:0003676 CCHC-type [IPROOIS78] (1); Aspartic
molecular_function] (1): proteolysis idess dermain (PRI 105 (1
[GO:0006508 biological process] (1) PP
GFO027216 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_2461.1
Cytokinin riboside S-monophosphate
GFoO027215 1 0 0 rosphoribobydrolase (1) LOG family [IPRO31100] (1) scaffold_2_mRNA_2460.1
GFO027214 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_2457.1
GFO027213 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_2452.1
GFO027212 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_2451.1
GFO027211 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_2448.1
GFO027210 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_2446.1
GF0027209 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_2442.1
GFO027208 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_2441.1
GF0027207 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_2440.1
GFO027206 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_2439.1
GF0027205 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_2438.1
. . nucleic acid binding [GO:0003676 Ribonuclease H-like domain .
GF0027204 1 0 0 Hypothetical protein (1) oekecuar functions (1) (PROIZ3371 1) scaffold 2 mRNA_2437.1
Reverse transcriptase domain
GF0027203 1 0 0 Hypothetical protein (1) PROOOHTT] (1) scaffold_2_mRNA_2432.1
GF0027202 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_2427.1
nucleic acid binding (GO:0003676
GF0027201 1 0 0 Hypothetical protein (1) molecular_function] (1); zinc ion binding Zine finger, CCHC-type [IPRO0ISTS] (1) scaffold_2_mRNA_2426.1
[GO:0008270 molecular_function] (1)
GF0027200 1 0 0 Hypothetical protein (1) scaffold_2_mRNA,_2425.1
Retropepsins [IPRO1S061] (1); Reverse
Putative polyprotein (Aspartic proteinase, transeriptase domain [IPRO00477] (1),
GF0027199 ! 0 O reverse transeriptase, ribonuclease H) (1) Aspartic peptidase domain [IPR021109) S°AT014.2 MRNA 24211
)
GF0027198 1 0 0 Hypothetical protein (1) scaffold_2_mRNA _2418.1
Reverse transcriptase domain
GF0027197 1 0 0 Hypothetical protein (1) HPRO0ATI] (1) scaffold_2_mRNA_2410.1
GFO027196 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_2407.1
GF0027195 1 0 0 Hypothetical protein (1) Viral movement protein [IPR028919] (1) scaffold_2_mRNA_2395.1
GFO027194 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_2393.1
GF0027193 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_2380.1
GF0027192 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_238.1
GFO027191 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_2379.1
GF0027190 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_2378.1
GFO027189 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_2375.1
GF0027188 1 0 0 Hypothetical protein (1) Reverse transcriptase domain scaffold_2_mRNA_2373.1

[IPRO00477) (1)
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GFO027187 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_2372.1
GFO027186 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_2371.1
GFO027185 1 0 0 Hypothetial protein (1) scaffold_2_mRNA_2369.1
GFO027184 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_2368.1
GFO027183 1 0 0 Hypothetical protein (1) Viral movement protein [IPR028919] (1) scaffold_2_mRNA_2367.1
GFO027182 1 0 0 Hypothetical protein (1) Viral movement protein [IPR028919] (1) scaffold_2_mRNA_2365.1
GFO027181 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_2363.1
GFO027180 1 0 0 Hypotheical protein (1) scaffold_2_mRNA_2358.1
GFO027179 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_2355.1
GFO027178 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_2354.1
GFO027177 1 0 0 Putative retroclement pol polyprotein (1) scaffold_2_mRNA_2351.1
GFO027176 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_2350.1
GFO027175 1 0 0 Hypothetial protein (1) scaffold_2_mRNA_2341.1
zinc fon binding [GO:0008270
GF0027174 1 0 0 Hypothetical protein (1) x{;::'?&g‘;;ﬁ‘;‘;%’ Jimucleicacid i o ver, CCHC-type [IPRODISTS] (1) scaffold_2_mRNA._2340.1
molecular_function] (1)
GFO027173 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_2334.1
GF0027172 1 0 0 Hypothetical protein (1) Viral movement protein [IPR028919] (1) scaffold_2_mRNA_2330.1
GRO027171 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_2328.1
GF0027170 1 0 0 Hypothetical protein (1) scaffold_2_mRNA._2326.1
GF0027169 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_2324.1
GFO027168 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_2320.1
GF0027167 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_2319.1
GF0027166 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_2316.1
GF0027165 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_2313.1
GFO027164 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_231.1
GF0027163 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_2303.1
GFo027162 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_2302.1
GF0027161 1 0 0 Hypothetical protein (1) ;;’%‘;;';56"2‘35("1“7 gag domain scaffold 2 mRNA_230.1
GFO027160 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_2294.1
GFO027159 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_2292.1
GFO027158 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_2289.1
GFO027157 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_2286.1
GF0027156 1 0 0 5{;::;’:[’:;‘:;;:’; :;'E""‘]""“P""“"“‘c LOG family [IPRO31100] (1) scaffold_2_ mRNA_2285.1
regulation of transcription, DNA-
templated [GO:0006355 Refrotransposon gag domain
GFO027155 1 0 0 Hypothetical protein (1) biological_process] (1); nucleic acid  [IPR0S162] (1); Carlavirus nucleic acid- scaffold_2_mRNA_2284.1
binding [GO:0003676 binding protein [IPR002568] (1)
molecular_finction] (1)
GF0027154 1 0 0 Hypothetical protein (1) ;;“('2'[';';56"2‘35("1“7 gag domain scaffold 2 mRNA_2282.1
GFO027153 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_2274.1
GF0027152 1 0 0 Hypothetical protein (1) ﬁ;;”&;;:’;‘;‘ﬁ’;;’ tase domain scaffold_2_mRNA_2273.1
nucleic acid binding [GO:0003676
GFO027151 1 0 0 Hypothetical protein (1) molecular_function] (1); zinc fon binding Zine finger, CCHC-type [IPROOIS7S] (1) scaffold_2_ mRNA_2270.1
[GO:0008270 molecular_function)] (1)
GFO027150 1 0 0 Retrotransposon gag protein (1) scaffold_2_mRNA_227.1
GFO027149 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_2269.1
GFO027148 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_2268.1
GFO027147 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_2267.1
GFO027146 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_2266.1
GFO027145 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_2264.1
GF0027144 1 0 5:;:;;’:[’:;‘:;3:’; :;E""‘]""“P""“”“‘c LOG family [IPRO31100] (1) scaffold 2 mRNA_2263.1
GF0027143 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_2261.1
LOG family [IPRO31100] (1); Cytok
aron7iez ' o optortamduion Bhoportn it L0G 8005269 <4102 WRNA 22601
GF0027141 1 0 0 Hypothetical protein (1) scaffold 2 mRNA_226.1
GF0027140 1 0 0 Hypothetical protein (1) scaffold 2 mRNA_2255.1
GF0027139 1 0 0 Hypothetical protein (1) scaffold 2 mRNA_2251.1
GRO027138 1 0 0 Hypothetical protein (1) scaffold 2 mRNA_2247.1
GF0027137 1 0 0 Hypothetical protein (1) scaffold 2 mRNA_2245.1
GFO027136 1 0 0 Hypothetical protein (1) scaffold 2 mRNA_2244.1
GFO027135 1 0 0 Hypothetical protein (1) scaffold 2 mRNA_2243.1
GF0027134 1 0 0 Hypothetical protein (1) Viral movement protein [PR028919] (1) scaffold_2_ mRNA_2242.1
GF002713 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_2233.1
GF0027132 1 0 0 Hypothetical protein (1) scaffold 2 mRNA_2225.1
GFO027131 1 0 0 Hypothetical protein (1) scaffold 2 mRNA_2224.1
GF0027130 1 0 Cytokinin riboside S'-monophosphate ;KQ?;L"J:JLE:?J.JS,,TS? B‘:;:;‘;209] scaffold_2_mRNA_2222.1
phosphoribohydrolase (1) (1): LOG family [IPR031100] (1)
GF027129 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_2220.1
GF0027128 1 0 0 Hypothetical protein (1) 3;;;;"5;{:]“:‘;‘)”“ function DUF4219. 5014 2 mRNA_2219.1
GF0027127 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_2218.1
GF0027126 1 0 0 Hypothetical protein (1) scaffold 2 mRNA_2217.1
LOG family [IPRO31100] (1); Cytokinin
aron7izs ' 0 O oot Doty LOG (1005 26] <02 MRNA 22161
[0}
GFO027124 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_2215.1
GFO027123 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_2214.1
GF0027122 1 0 5{;:;;’::;‘;“;3:’; i‘:"‘]""“”""“l’h“c LOG family [IPRO31100] (1) scaffold_2_ mRNA_2213.1
Ribosomal protein L/RNase H1, N-
GF0027121 1 0 0 Hypothetical protein (1) terminal [IPR009027] (1); Ribonuclease  scaffold_2_ mRNA_2210.1
HI, N-terminal [IPRO11320] (1)
GF0027120 1 0 0 Hypothetical protein (1) m‘““" peptidase domain [IPRO2T109) (o1 > RNA 2202.1
GF0027119 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_2198.1
nucleic acid binding [GO:0003676
GFO027118 1 0 0 Hypothetical protein (1) molecular_function] (1); zinc fon binding Zine finger, CCHC-type [IPROOIS7S] (1) scaffold_2_ mRNA_2196.1
[GO:0008270 molecular_function)] (1)
GFO027117 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_2191.1
GFO027116 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_219.1
GFO027115 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_2189.1
GFO027114 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_2188.1
GFO027113 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_2187.1
GFO027112 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_2186.1
GF0027111 1 0 0 s{;i‘;;’;’:;‘;:;ﬁ:’; i‘e"“‘l""“"""“l’h“c LOG family [IPRO31100] (1) scaffold 2 mRNA_2185.1
GF0027110 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_2184.1
GF0027109 1 0 0 ;3:::1‘1"‘)‘:l:“:l‘;fd‘;’:;;"(“:')‘°"l“’5pm'e LOG family [IPRO31100] (1) scaffold_2_mRNA_2183.1
GFO027108 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_2179.1
LOG family [IPRO31100] (1); Cytokinin
Groo27107 ! 0 s)f)::::r"il:::;:?:!i:'(“:')mphosmm ;:::Qii:b':ﬁﬂ?:: 12?'}, [1PRO0S269) Sc4T01d 2 MRNA 2177.1
1
GFO027106 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_2176.1
GF0027105 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_2175.1
GFO027104 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_2174.1
GF0027103 1 0 Cytokinin riboside S"monophosphate ;ﬁ:‘p‘:::l;:::;j:l:se“f{’;‘(’f :‘lol’slggﬂb‘;,’_ﬁ?] scaffold 2 mRNA _2173.1
phosphoribohydrolase (1) (1):LOG familly [IPRO31100] (1)
GF0027102 1 0 0 Hypothetical protein (1) scaffold_2_mRNA _2172.1
GF0027101 1 0 0 Hypothetical protein (1) scaffold_2_mRNA 21711
GF0027100 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_2168.1
LOG family [IPRO31100] (1); Cytoki
aron2 7 ' 0 O oot Dbty LOG (1005 26] 102 MRNA 21671
(O]
GFO027098 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_2162.1
GF0027097 1 0 0 Hypothetical protein (1) LOG family [IPRO31100] (1) scaffold_2_mRNA_216.1
GFO02709 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_2155.1
GF0027095 1 0 0 Hypothetical protein (1) Zine knuckle CX2CXAHXAC scaffold 2 mRNA_2153.1

[IPRO25836] (1)
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GF0027094 1

GF0027093 1

GF0027092 1
GF0027091 1
GF0027090 1

GF0027089 1
GF0027088 1
GF0027087 1

GF0027086 1

GF0027085 1

GF0027084 1
GF0027083 1

GF0027082 1

GF0027081 1
GF0027080 1

GF0027079 1
GF0027078 1

GF0027077 1

GF0027076 1
GF0027075 1
GF0027074 1

GF0027073 1

GF0027072 1
GF0027071 1

GF0027070 1
GF0027069 1

GF0027068 1

GF0027067 1
GF0027066 1
GF0027065 1

GF0027064 1

GF0027063 1

GF0027062 1

GF0027061 1

GF0027060 1

GF0027059 1

GF0027058 1

GF0027057 1

GF0027056 1

GF0027055 1
GF0027054 1

GF0027053 1

GF0027052 1
GF0027051 1
GF0027050 1
GF0027049 1
GF0027048 1
GF0027047 1
GF0027046 1

GF0027045 1

GF0027044 1
GF0027043 1
GF0027042 1
GF0027041 1
GF0027040 1
GF0027039 1

GF0027038 1

GF0027037 1

GF0027036 1
GF0027035 1

GF0027034 1

GF0027033 1

GF0027032 1

GF0027031 1
GF0027030 1
GF0027029 1

GF0027028 1

GF0027027 1

GF0027026 1

GF0027025 1

GF0027024 1

GF0027023 1

GF0027022 1
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nucleic acid binding [GO:0003676
molecular_function] (1); regulation of
transcription, DNA-templated

[GO:0006355 biological_process] (1)

0 Hypothetical protein (1)

Cytokinin riboside S-monophosphate
phosphoribohydrolase (1)
0 Hypothetical protein (1)

0

0 Hypothetical protein (1)

0 Hypothetical protein (1)

 Puttive Ty3-gypsy-like retroelement pol nucleic acid binding [GO:0003676
polyprotein (1) molecular_function) (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

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

0 Hypothetical protein (1)

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

zine ion binding [GO:0008270
molecular_function] (1); nucleic acid
binding [GO:0003676
molecular_function] (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

o Cytokinin riboside S-monophosphate
phosphoribohydrolase (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)
Cytokinin riboside S-monophosphate
phosphoribohydrolase (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

DNA binding [GO:0003677
molecular_function] (1); protein
BED zinc finger,hAT family dimerization dimerization activity [GO:0046983
domain isoform 1 (1) molecular_function] (1); nucleic acid
binding [GO:0003676
molecular_function] (1)

o

0 Hypothetical protein (1)
0 Hypotelprcn (1) sl sk tinding [G0.003676
0 Hypothetical protein (1)
0 Hypothetical protein (1)
Cytokinin riboside S-monophosphate
phosphoribohydrolase (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)

Cytokinin riboside 5-monophosphate
phosphoribohydrolase (1)

0 Hypothetical protein (1)
0 Hypothetical protein (1)
o Cytokinin riboside monophosphate
phosphoribohydrolase (1)
0 Hypothetical protein (1)
ribosome [GO:0005840
cellular_component] (1); translation
1GO:0006412 biological_process] (1);
0/60S ribosomal protein L14 (1) intracellular [GO:0005622
cellular_component] (1); structural
constituent of ribosome [GO:0003735
molecular_function] (1)

0 Hypothetical protein (1)

0 Ubiquitin-conjugating enzyme E2 (1)

Cytokinin riboside S-monophosphate

O phosphoribohydrolase (1)

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

Cytokinin riboside S-monophosphate
phosphoribohydrolase (1)

0 Hypothetical protein (1)

0

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

0 Hypothetical protein (1)

0 Hypothetical protein (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)
Cytokinin riboside Smonophosphate
phosphoribohydrolase (1)
metabolic process [GO:0008152
biological_process] (1); magnesium ion
binding [GO:0000287
0 Sesquiterpene synthase (1) molecular_function] (1); lyase activity
[GO:0016829 molecular_function] (1);
terpene synthase activity [GO:0010333
molecular_function] (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

o Putative Athila retroelement ORF1
protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

zine ion binding [GO:0008270
o Protein FARI-RELATED SEQUENCE 6 molecular_function] (1; regulation of
transeription, DNA-templated
[GO:0006355 biological_process] (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)
RNA-directed DNA polymerase

Carlavirus nucleic aci
[IPRO02568] (1)

ing protein

LOG family [IPRO31100] (1)

LOG family [IPRO31100] (1)
Ribonuclease H-like domain
[IPRO12337] (1)

Aspartic peptidase domain [IPR021109]
)

Ulpl protease family, C-terminal
catalytic domain [IPR003653] (1):
Probable transposase, Ptta/En/Spm, plant
[IPR004252] (1); Transposon, En/Spm-
like [IPR004242] (1); Domain of
unknown function DUF4218
[IPR025452] (1); Domain of unknown
function DUF4216 [IPR025312] (1)

Zine finger, CCHC-type [IPROOIS7S] (1)

LOG family [IPR031100] (1)

LOG family [IPRO31100] (1)

LOG family [IPR031100] (1)
HAT, C-terminal dimerisation domain
[IPRO08906] (1); Zinc finger, BED-type
[IPRO03656] (1): hAT-like transposase,
RNase-H fold [IPR025525] (1);
Ribonuclease H-like domain
[IPRO12337] (1); Zinc finger C2H2-type
[IPRO13087] (1)

Ribonuclease H-like domain
[IPRO12337] (1)

LOG family [IPRO31100] (1)

Cytokinin riboside S-monophosphate
phosphoribohydrolase LOG [IPR005269]
(1); LOG family [IPRO31100] (1)

LOG family [IPRO31100] (1)

Ribosomal protein L2 domain 2
[IPRO14722] (1); Ribosomal protein
Lide domain [IPR002784] (1)
Translation protein SH3-like domain
[IPRO0S991] (1)

Ubiquitin-conjugating enzyme/RWD-like
[IPROIG135] (1); Ubiquitin-conjugating
enzyme, active site [IPR023313] (1);
Ubiquitin-conjugating enzyme E2
[IPRO00608] (1)

LOG family [IPR031100] (1); Cytokinin
riboside S-monophosphate
phosphoribohydrolase LOG [IPR005269]
M

Viral movement protein [IPR028919] (1)
Aspartic peptidase domain [IPR021109]
(1); Paraneoplastic antigen Ma
[IPR026523] (1); Reverse transcriptase
domain [IPRO00477] (1)

LOG family [IPRO31100] (1)

Terpenoid cyclases/protein
prenyltransferase alpha-alpha toroid
[IPRO08930] (1); Terpene synthase,
‘metal-binding domain [IPR005630] (1);
Terpene synthase, N-terminal domain
[IPRO01906] (1); Isoprenoid synthase
domain [IPRO0S949] (1)

Retrotransposon gag domain
[IPRO0S162]

Arabidopsis retrotransposon Orfl
[IPR004312] (1)
Retrotransposon gag domain
[IPRO05162] (1)

FARI DNA binding domain
[IPRO04330] (1); FHY3/FARI family
[IPRO31052] (1): Zinc finger, SWIM-
type [IPRO0TS27] (1); Zine finger, PMZ-
type [IPRO06564] (1); MULE
transposase domain [IPRO18289] (1)

Retrotransposon gag domain
[IPR005162] (1)
Reverse transcriptase domain

scaffold_2_mRNA_2152.1

scaffold_2_mRNA_2151.1

scaffold_2_mRNA_215.1
scaffold_2_mRNA_2148.1
scaffold_2_mRNA_2146.1

scaffold_2_ mRNA_2142.1
scaffold_2_mRNA _214.1
scaffold_2_mRNA_2139.1

scaffold_2_mRNA_2138.1

scaffold_2_mRNA_2131.1

scaffold_2_mRNA_2130.1
scaffold_2_mRNA _213.1

scaffold_2_mRNA_2126.1

scaffold_2_ mRNA 2125.1
scaffold_2_mRNA_2124.1

scaffold_2_mRNA_2123.1
scaffold_2_mRNA_2122.1

scaffold_2_mRNA_2121.1

scaffold_2_mRNA_2120.1
scaffold_2_ mRNA 2117.1
scaflold_2_mRNA_2116.1

scaffold_2_mRNA 2114.1

scaffold_2_mRNA 2111
scaffold_2_mRNA_2109.1

scaffold_2_mRNA_2108.1
scaffold_2_mRNA_2101.1

scaflold_2_mRNA_210.1

scaffold_2_mRNA_2099.1
scaffold_2_mRNA_2098.1
scaffold_2_mRNA_2090.1

scaffold_2_mRNA_2085.1
scaffold 2 mRNA_2084.1
scaffold 2 mRNA_2072.1
scaffold_2_mRNA_2071.1

scaffold_2_mRNA_2070.1

scaffold_2_mRNA_2066.1

scaffold_2_mRNA_2061.1

scaffold_2_mRNA_2060.1

scaffold_2_mRNA_206.1

scaffold_2_mRNA_2054.1
scaffold_2_mRNA_2052.1
scaffold_2_mRNA_2050.1

scaffold_2_mRNA_205.1

scaffold_2_mRNA_2049.1
scaffold_2_mRNA_2045.1
scaffold_2_mRNA_2044.1
scaffold_2_mRNA_2043.1
scaffold_2_mRNA_2042.1
scaffold_2_mRNA_204.1

scaffold_2_ mRNA_2036.1

scaffold_2_mRNA_2035.1
scaffold_2_mRNA_2033.1
scaffold_2_mRNA_2030.1
scaffold_2_mRNA_203.1

scaffold_2_mRNA_2027.1
scaffold_2_mRNA_2025.1

scaffold_2_mRNA_202.1

scaflold_2_ mRNA_2015.1

scaffold_2_mRNA_2013.1
scaffold_2_mRNA_201.1

scaffold_2_mRNA_2007.1
scaffold_2_ mRNA_2002.1

scaffold_2_mRNA_2000.1

scaffold_2_mRNA_1997.1
scaffold_2_mRNA_1996.1
scaffold_2_mRNA_1995.1

scaffold_2_mRNA_1994.1

scaffold_2_mRNA_1984.1

scaflold_2_ mRNA_1983.1

scaffold_2_mRNA_1980.1

(Reverse transeriptase) (1) [IPR000477] (1)
Ribonuclease H-like superfamily protein Reverse transcriptase zine-binding .
P domain (PRO26960] (1) scaflold_2_ mRNA_1979.1
0 Hypothetical protein (1) scaffold_2_mRNA_1971.1
nucleic acid binding [GO:0003676
0 Hypothetical protein (1) molecular_function] (1); zin ion binding Zinc finger, CCHC-type [IPRO01878] (1) scaffold_2_mRNA_196.1

[GO:0008270 molecular_function] (1)
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N . Retrotransposon gag domain I
GFO027021 1 0 0 Hypothetical protein (1) PROVSIEZ] () scaffold_2_mRNA_1958.1
Pyridosal phosphate-dependent
transferase, major region, subdomain |
biosynthetic process [GO:00090S8 by 5431) (1): Pyridoxal phosphate-
Tyrosine/nicotianamine family biological_process] (1); catalytic activity oo njer rangferase, subdomain 2
GF0027020 1 0 e [GO:0003824 molecular_function] (1); . scaffold 2 mRNA_1957.1
aminotransferase (1) Dyriional phosphate binding [IPROI5422] (1): Aminotransferase, class
[GO:0030170 molecular_function] (1) /C125S11 [IPRO04839] (1); Pyridoxal
phosphate-dependent transferase
[IPROIS424] (1)
mRNA splicing. via spliceosome
[GO:0000398 biological_process] (1);
RNA binding [GO:0003723 Zine finger, CCCH-type [IPRO00ST1]
GFO027019 1 0 0 Hypothetical protein (1) molecular_function] (1); mefal ion (1): U2 auiliary factor small subunit~ scaffold_2_mRNA_1951.1
binding [GO:0046872 [IPRO09145] (1)
molecular_function] (1); U2AF
[GO:0089701 cellular_component] (1)
GFO027018 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_1950.1
GFO027017 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_195.1
RNA binding [GO:0003723
molecular_function] (1); mRNA splicing,
via spliceosome [GO:0000398 U2 auxiliary factor small subunit
GFO027016 1 0 0 Hypothetical protein (1) biological_process] (1); metal ion binding [IPR009145] (1); Zine finger, CCCH-  scaffold_2_mRNA_1949.1
[GO:0046872 molecular_function] (1); _ type [IPR000S71] (1)
U2AF [GO:0089701 cellular_component]
m
GF0027015 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_1935.1
GF0027014 1 0 0 Hypothetical protein (1) scaffold 2 mRNA_1932.1
GF0027013 1 0 0 Hypothetical protein (1) scaffold 2 mRNA_1931.1
GF0027012 1 0 0 Hypothetical protein (1) scaffold 2 mRNA_193.1
GF0027011 1 0 0 Hypothetical protein (1) scaffold_2_ mRNA_1920.1
GF0027010 1 0 0 Hypothetical protein (1) scaffold 2 mRNA_1928.1
Cytokinin riboside S'-monophosphate .
GF0027009 1 0 Shosphoribanmdrolace (1 LOG family [IPRO31100] (1) scaffold_2_mRNA_1927.1
GF0027008 1 0 0 Hypotheical protein (1) scaffold_2_mRNA_1923.1
GF0027007 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_1922.1
GF0027006 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_1920.1
GF0027005 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_192.1
GF0027004 1 0 0 Hypothetial protein (1) scaffold_2_mRNA_1914.1
GF0027003 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_I911.1
. CAL-1 autoinducer sensor Harbinger transposase-derived nuclease
GF0027002 ! 0 kinase/phosphatase cqsS isoform 3 (1) domain [IPR027806] (1) scaffold_2_mRNA_1909.1
GF0027001 1 0 Cytokinin riboside S"monophosphate scaffold 2 mRNA_190.1
phosphoribohydrolase (1) 1.2 mRNA_
metabolic process [GO:0008152 Terpene synthase, metal-binding domain
biological_process] (1); magnesium ion ~ [IPR005630] (1); Terpene synthase, N-
binding [GO:0000287 terminal domain [IPR001906] (1
GF0027000 1 0 0 Hypothetical protein (1) molecular_function] (1); terpene synthase Terpenoid cyclases/protein scaffold_2_mRNA_I898.1
activity [GO:0010333 prenyltransferase alpha-alpha toroid
molecular_function] (1); lyase activity  [IPR008930] (1); Isoprenoid synthase
[GO:0016829 molecular_function] (1) domain [IPR00949) (1)
Cytokinin riboside S-monophosphate .
GF0026999 1 0 Shocphorbahmdroace (1 LOG family [IPRO31100] (1) scaffold_2_ mRNA_1891.1
GF0026998 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_1890.1
GF0026997 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_189.1
GF0026996 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_1884.1
o o) e g 45, CCHC ype [PR01875)
GF0026995 1 0 0 Zine knuckle family protein (1) 5 g (1): Domain of unknown fnction scaffold_2_mRNA_I883.1
binding [GO:0003676
DUF4219 [IPR025314] (1)
molecular_function] (1)
Cytokinin riboside S'-monophosphate
GF0026994 1 0 Shosphorbatmdroace (1 LOG family [IPRO31100] (1) scaffold_2_mRNA_I881.1
GF0026993 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_I850.1
GF0026992 1 0 0 Hypothetial protein (1) scaffold_2_mRNA_I88.1
GF0026991 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_I879.1
GF0026990 1 0 0 Hypothetial protein (1) scaffold_2_mRNA_I878.1
GF0026989 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_I875.1
GFO026988 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_I874.1
regulation of transeription, DNA-
templated [GO:0006355 Carlavirus nucleic acid-binding protein
GF0026987 1 0 0 Hypothetical protein (1) iological_proces] () muclic acid e CELS &P scaffold_2_mRNA_I872.1
binding [GO:0003676
molecular_function] (1)
GF0026986 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_I871.1
GF0026985 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_1869.1
GFO026984 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_I868.1
GF0026983 1 0 0 Hypothetial protein (1) scaffold_2_mRNA_I867.1
GF0026982 1 0 Cytokinin riboside 5-monophosphate LOG family [IPR031100] (1) scaffold 2 mRNA_1866.1
phosphoribohydrolase (1)
GF0026981 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_1863.1
GF0026980 1 0 ¢ Cyokinin riboside 5 monophosphate scaffold 2 mRNA_1862.1
phosphoribohydrolase (1) 1.2 mRNA_
GF0026979 1 0 0 Hypothetial protein (1) scaffold_2_mRNA_I86.1
GFO026978 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_I858.1
. Retrotransposon gag domain .
GFO026977 1 0 0 Hypothetical protein (1) PROVSIEZ] () scaffold_2_mRNA_I857.1
LOG family [IPRO31100] (1); Cytokinin
Cytokinin riboside S-monophosphate riboside 5-monophosphate
GF0026976 ! 0 O phosphoribohydrolase (1) phosphoribohydrolase LOG [IPR005269] S°4T014-2 MRNA_1842.1
[0}
protein dimerization activity HAT, C-terminal dimerisation domain
[GO:0046983 molecular_function] (1); ~ [IPR008906] (1); Ribonuclease H-like
GF0026975 1 0 ::HZ z'ﬁ ‘ﬁ"ge"hm family dimerization |1 ic'acid binding [GO:0003676 domain [IPR012337] (1); hAT-like scaffold_2_mRNA_1839.1
molecular_function] (1): DNA binding  transposase, RNase-H fold [IPR025525]
[GO:0003677 molecular_function] (1) (1)
GFO026974 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_I83.1
RNA-directed DNA polymerase Reverse transcriptase domain .
GF0026973 1 0 Roverso tmmscptase) () (PROOATT] ) scaffold_2_mRNA_1826.1
i o) e g 45, CCHC ype [PR01875)
GF0026972 1 0 0 Hypothetical protein (1) 5 g (1): Zine knuckle CX2CX4HX4C scaffold_2_mRNA_1825.1
binding [GO:0003676
[IPRO25836] (1)
molecular_function] (1)
GF0026971 1 0 0 Hypothetical protein (1) LOG family [IPRO31100] (1) scaffold 2 mRNA_182.1
GF0026970 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_I818.1
GF0026969 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_1816.1
GF0026968 1 0 o Similarity to non-LTR etroclement scaffold_2_mRNA_I811.1
reverse transeriptase (1) 1.2 mRNA_
. Domain of unknown fumction DUF4283
GF0026967 1 0 0 Hypothetical protein (1) TPRO238581 1) scaffold_2_mRNA_1809.1
main of unknown function DUF4219
GF0026966 1 0 0 Hypothetical protein (1) HPROYSS14] (1) scaffold_2_mRNA_180.1
Ribonuclease H-like domain
[IPRO12337] (1): Domain of unknown
function DUF4283 [IPR025558] (1);
nucleic acid binding [GO:0003676 Reverse transeriptase zinc-binding
GF0026965 1 0 0 Hypothetical protein (1) el funton (1 o LIPR026960) (1 Zine knmekde S¢4T0142_ mRNA_18.1
CX2CX4HXAC [IPRO25836] (1);
Endonuclease/exonuclease/phosphatase:
[IPRO0S135] (1)
GF0026964 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_1798.1
nucleic acid binding [GO:0003676 Ribonuclease H-like domain
GF0026963 1 0 0 Hypothetical protein (1) el funton (1 HPRO1337] (1) scaffold_2_mRNA_1796.1
GF0026962 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_1793.1
. Endonuclease/exonuclease/phosphatase
GFO0026961 1 0 0 Hypothetical protein (1) PROUSI38] 1y scaffold_2_mRNA_1789.1
GF0026960 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_1788.1
GF0026959 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_1780.1
Gro026958 . N MuDR fanily transposase contaiing MULE transposase dormain [PROIS289] o oo o
protein (1) o) R
Leucine-rich repeat [IPRO01611] (1);
Leucine-rich repeat-containing N-
GF0026957 1 0 Disease resistance family protein /LRR _protein binding [GO:0005515 terminal, plant-type [IPROI3210] (1);  scaffold 2 mRNA_1752.1
family protein (1) molecular_function] (1)
Leucine-rich repeat domain, L domain-
like [IPRO32675] (1)
GF0026956 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_1751.1
Ribonuclease H-like domain
nucleic acid binding [GO:0003676 [IPROI2337] (1; Reverse transcriptase,
GF0026955 1 0 0 Hypothetical protein (1) molecular_function] (1): DNA integration RNA-dependent DNA polymerase scaffold_2_mRNA_175.1

[GO:0015074 biological_process] (1)

[IPRO13103] (1); Integrase, catalytic core
[IPRO01584] (1)
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GF0026954 1

GF0026953 1

GF0026952 1
GF0026951 1
GF0026950 1
GF0026949 1
GF0026948 1
GF0026947 1
GF0026946 1

GF0026945 1

GF0026944 1

GF0026943 1

GF0026942 1

GF0026941 1
GF0026940 1

GF0026939 1

GF0026938 1

GF0026937 1

GF0026936 1

GF0026935 1
GF0026934 1

GF0026933 1

GF0026932 1
GF0026931 1
GF0026930 1

GF0026929 1

GF0026928 1

GF0026927 1
GF0026926 1
GF0026925 1

GF0026924 1

GF0026923 1

GF0026922 1

GF0026921 1

GF0026920 1

GF0026919 1

GF0026918 1

GF0026917 1

GF0026916 1
GF0026915 1
GF0026914 1
GF0026913 1
GF0026912 1
GF0026911 1
GF0026910 1
GF0026909 1
GF0026908 1
GF0026907 1
GF0026906 1
GF0026905 1

GF0026904 1

GF0026903 1

GF0026902 1

GF0026901 1

GF0026900 1

GF0026899 1

GF0026898 1

GF0026897 1

GF0026896 1

GF0026895 1

GF0026894 1

GF0026893 1
GF0026892 1
GF0026891 1
GF0026890 1
GF0026889 1
GF0026888 1
GF0026887 1

cococoooo
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nucleic acid binding [GO:0003676
0 Hypothetical protein (1)
[GO:0008270 molecular_function] (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)
nucleic acid binding [GO:0003676

0 Hypothetical protein (1)
[GO:0008270 molecular_function] (1)
nucleic acid binding [GO:0003676

0 Hypothetical protein (1)
[G0:0008270 molecular_function] (1)

Cytokinin riboside S-monophosphate
phosphoribohydrolase (1)

0 Hypothetical protein (1)

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

zinc ion binding [GO:0008270

0 Hypothetical protein (1) molecular_function] (1)

0 Hypothetical protein (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)
Cytokinin riboside S-monophosphate
phosphoribohydrolase (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)
DNA integration [GO:0015074
biological process] (1); RNA-DNA
o Retrotransposon protein, putative, Ty3-  hybrid ribonuclease acivi
ypsy subclass (1) [G0:0004523 molecular_function] (1);
nucleic acid binding [GO:0003676
molecular_function] (1)

0 Hypothetical protein (1)

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

0 Mutator-like transposase (1)

0 Hypothetical protein (1)

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

0 Hypothetical protein (1)

0 Hypothetical protein (1)

o Putative muDR family transposase-like  zin ion binding [GO:0008270
molecular_function] (1)

0 Hypothetical protein (1)
integral component of membrane
[GO:0016021 cellular_component] (1);
0 Homogentisate phytyltransferase (1) transferase activity, transferring all
aryl (other than methyl) groups
[GO:0016765 molecular_function] (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

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

o Cytokinin riboside '-monophosphate
phosphoribohydrolase (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)
nucleic acid binding [GO:0003676
0 Hypothetical protein (1)
[G0:0008270 molecular_function] (1)
o Polynucleotidyl transferase, ribonuclease nucleic acid binding (GO:0003676
Hlike superfamily protein (1) molecular_function] (1)

protein binding [GO:0005515
molecular_function] (1); ATP binding
[GO:0005524 molecular_function] (1)

ATP-dependent Clp protease ATP-
binding subunit clpC (1)

0 Hypothetical protein (1)

serine-type endopeptidase activity
[G0:0004252 molecular_function] (1);
proteolysis [GO:0006508
biological_process] (1)

0 Subtilisin-like serine protease (1)

0 Hypothetical protein (1)
Cytokinin riboside S-monophosphate
phosphoribohydrolase (1)

serine-type endopeptidase acti
[G0:0004252 molecular_function] (1);
proteolysis [GO:0006508
biological_process] (1)

0 Subtilisin-like serine protease (1)

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

molecular_function] (1); zinc ion binding Zinc finger, CCHC-type [IPRO01878] (1)

molecular_function] (1); zin ion binding (1); Domain of unknown function

Retrotransposon gag domain
[IPRO05162] (1)

molecular_function] (1); zinc ion binding Zinc finger, CCHC-type [IPRO0IS78] (1) scaffold_2_mRNA_1746.1

scaffold_2_mRNA_1741.1

scaffold_2_mRNA_1735.1
scaffold_2_mRNA_1734.1
scaffold_2_mRNA_1728.1
scaffold_2_mRNA_1727.1
scaffold_2_mRNA_1721.1
scaffold_2_mRNA_1720.1
scaffold_2_mRNA_1718.1

Zine finger, CCHC-type [IPRO01S7S]

DUF4219 [IPR025314] (1)
Cytokinin riboside S-monophosphate

scaffold_2,

scaffold_2_mRNA_171.1

_mRNA_1701.1

phosphoribohydrolase LOG [IPR005269] scaffold 2 mRNA_170.1

(1): LOG family [IPRO31100] (1)
Protein of unknown function DUF3339
[IPRO21775] (1)

Retrotransposon gag domain
[IPR005162] (1)

scaffold_2,

scaffold_2_mRNA_1691.1

_mRNA_169.1

scaflold_2_ mRNA_1681.1

Zine finger, SWIM-type [IPR007527]

(1); Zin finger, PMZ-type [IPR006564] - scaffold 2.

[0}

_mRNA_1674.1

scaffold_2_mRNA_167.1
scaffold_2_mRNA_1668.1

ABC-transporter extension domain
[IPRO32781] (1)

scaffold_2,

_mRNA_1666.1

scaffold_2_mRNA_166.1
scaflold_2_ mRNA_1659.1

LOG family [IPR031100] (1)

scaffold_2_mRNA_1656.1

scaffold_2_mRNA_1655.1
scaffold_2_mRNA_1652.1
scaffold_2_mRNA_1651.1

Ribonuclease H domain [IPR002156] (1);
Ribonuclease H-like domain
[IPRO12337) (1); Integrase, catalytic core

[IPRO01S84] (1); Aspartic peptidase ~ scaffold_2_mRNA_1650.1

domain [IPRO21109] (1);
Retrotransposon gag domain
[IPRO05162] (1)

LOG family [IPRO31100] (1);
Retrotransposon gag domain
[IPRO0S162] (1)

scaffold_2_mRNA_165.1

scaffold_2_mRNA_1647.1
scaffold_2_mRNA_1643.1
scaffold_2_mRNA_1642.1

Transposase, MuDR, plant [IPR004332]
(1); MULE transposase domain
[IPRO1S289] (1)

Domain of unknown function DUF4371
[IPR025398] (1)

Domain of unknown function DUF1985
[IPROIS5410] (1); Ulp] protease fa
C-terminal catalytic domain [IPR003653]

scaflold_2_ mRNA_1636.1

scaflold_2_ mRNA_1623.1

scaffold_2_mRNA_1620.1

Viral movement protein [IPR028919] (1) scaffold_2_mRNA_162.1

Zine finger, SWIM-type [IPR007527)
(1; Zine finger, PMZ-type [IPR006564]
(1): MULE transposase domain
[IPROI8289] (1)

scaffold_2,

UbiA prenyltransferase family
[IPR000537] (1)

Aspartic peptidase domain [IPR021109]
(1); Retroviral aspartyl protease
[IPRO13242] (1)

Alpha/Beta hydrolase fold [IPR029058]
)

scaffold_2,
scaffold_2_s
scaffold_2_s
scaffold_2_s
scaffold_2_s
scaffold_2,
scaffold_2,
scaffold_2_s
scaffold_2,
scaffold_2,

scaffold_2,

LOG family [IPR031100] (1); Cytokinin

riboside S-monophosphate

phosphoribohydrolase LOG [IPR005269]
1

Aspartic peptidase domain [IPR021109]
M

scaffold_2,

scaffold_2,

scaffold_2_mRNA_1619.1

_mRNA_1617.1

_mRNA_1616.1

scaffold_2_mRNA_1615.1

scaffold_2_mRNA_1611.1

_mRNA_1610.1

mRNA_I61.1
mRNA_1606.1
mRNA_1601.1
mRNA_160.1

_mRNA_1596.1
_mRNA_1595.1

mRNA_1594.1

_mRNA_1593.1
_mRNA_1591.1
_mRNA_1590.1

scaflold_2_mRNA_159.1

_mRNA_1587.1

scaflold_2_ mRNA_1580.1

Ribonuclease H-like domain
[IPROI2337] (1)

P-loop containing nucleoside triphosphate
hydrolase [IPR027417] (1); CIpA/B,
conserved site 1 [IPROIS368] (1);

scaffold_2,

molecular_function] (1); zinc ion binding Zinc finger, CCHC-type [IPRO01878] (1) scaffold_2_mRNA_158.1

_mRNA_1579.1

ATPase, AAA-type, core [IPR003959]  scaffold 2 mRNA_1572.1

(1); AAA+ ATPase domain [IPR003593]
(1); F-box domain [IPRO0I810] (1);
CIpA/B family [IPR001270] (1)

scaffold_2_mRNA_1568.1

Peptidase S8, subtilsin-related
[IPRO15500] (1); Peptidase S8, subtilisin,
Asp-active site [IPR023827] (1); PA
domain [IPRO03137] (1; Peptidase

S8/553 domain [IPR000209] (1); scaffold_2_mRNA_1566.1

Cucumisin-like catalytic domain
[IPRO34197] (1); Peptidase S§
propeptide/proteinase inhibitor 19
[IPR010259] (1)

scaffold_2,

LOG family [IPRO31100] (1)

Peptidase S8 propeptide/proteinase
inhibitor 19 [IPR010259] (1); Peptidase
S8, subtilisin-related [IPRO15500] (1);

_mRNA_1565.1

scaflold_2_ mRNA_1564.1

Peptidase S8, subtilisin, Asp-active site  scaffold 2_mRNA_1562.1

[IPRO23827] (1); Peptidase S8/553
domain [IPR000209] (1); Cucumisin-like
catalytic domain [IPR034197] (1)

scaffold_2_mRNA_1558.1
scaffold_2_mRNA_1553.1
scaffold_2_mRNA_1549.1
scaffold_2_mRNA_1545.1
scaffold_2_mRNA_1540.1
scaffold_2_mRNA_1528.1
scaffold_2_mRNA_1527.1
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EF-Hand 1, calcium-binding site
[IPROI8247] (1; EF-hand domain
transmembrane transport [GO:0055085 [IPR002048] (1); Mitochondrial carrier
biological_process] (1); calciumion  protein [IPR002067] (1); Zin finger,
GFO026886 1 0 0 Hypothetical protein (1) binding [GO:0005509 GRF-type [IPRO10666] (1); scaffold_2_mRNA_1523.1
molecular_function] (1); zinc ion binding Mitochondrial carrier domain
[GO:0008270 molecular_function] (1) [IPR023395] (1); EF-hand domain pair
[IPRO11992] (1): Mitochondsial
substrate/solute carier IPROI8108] (1)
GF0026885 1 0 0 Hypothetical protein (1) scaffold_2_ mRNA_1521.1
GF0026884 1 0 0 Hypothetical protein (1) LOG family [IPRO31100] (1) scaffold_2_ mRNA_152.1
o » . (G Reverse transeriptase zinc-bindin
P | o  Polynucleotidy transferase, Ribonuclease nucleic acid binding [GO:0003676 domn [IPR026960] (1, Ribomuelease scaffokd 2. mRNA. L5111
H fold (1) molecular_function] (1 Htke Gomain [PROIZ357) () . -
Tetratricopeptide-like helical domain
N zinc on binding [GO:0008270 [IPROT1990] (1); Pentatricopeptide:
GFO026882 1 0 0 Pentatricopeptide (1) moecular_funcion] (1) protein binding " DR CESIIRICE - seafold 2 mRNA_1506.1
1GO:0005515 molecuar_funcrion] (1) (1200 CE RN ("
GFO026881 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_1502.1
Glyceraldehyde 3-phosphate
dehydrogenase, catalytic domain
oxidation-reduction process. IPRO20825) (1; Glyceraldehyde 3-
= phosphate dehydrogenase, NAD(P)
Glyceraldehyde-3-phosphate Eﬁﬁo“r‘:j5:‘1‘::’;‘::"5"‘““';5;“““:;]“h‘e" ing domain [IPR020828] (1);
GF0026880 1 0 0 dehydrogenase (NADP+) akichyd ot oxs gm“p’;" dm“fm Nap  Glveeraldehyde/Erythrose phosphate  scaffold_2_ mRNA_1497.1
(Phosphorylating) (1) orNADD s secepor [GO00I6620 & 1]y‘i::f;“ﬂse family [:,PROZ()X} 1)
molecular_function] (1) dehydrogenase, active site [IPR020830]
(1): NAD(P)-bi a
[IPROI6040] (1)
GF0026879 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_1496.1
. . Pentatricopeptide repeat [IPR0028SS]
GF0026878 1 0 0 Hypothetical protein (1) protein binding [GO:0005515 (1); Tetratricopeptide-like helical domain scaffold 2 mRNA_1492.1
molecular_fnction] (1) (PROTI990] () -2 miNA
Translation elongation factor EFIB,
translation elongation factor activity elta subunit, guanine nucleotide
exchange domain [IPRO14038] (1);
GFO026877 1 0 0 Hypothetical protein (1) [GO:0003746 molecular_function] (1): 5 1. nic ke domain [IPRO0SS02] (1);  scaffold_2_mRNA_1490.1
ransatonal clongaton [GO:0006414 e REEERE (R TR
biological_process] (1) EF1B/ribosomal protein S6 [IPR014717]
[0
GF0026876 1 0 0 Hypothetical protein (1) scaffold_2_ mRNA_149.1
Feplide Cnain Kelease Factor
cytoplasm [GO:0005737 d(;sr 1[::';:;"\:" ‘f")"':“:‘a’ E&ROUNO] a;
cellular_component] (1); translation IPRO29064] “") "REL dommin 3
J— | o Eukaryotic pepide chain reease ictor  release factor ativiy,codon specific 1o AL SORERS saffold 2 mRNA. 14841
subunit 1-3 (1) [GO:0016149 molecuar_function] (1): et O SO IR
translational termination [GO:0006415 M EIE ) [”',’R 04403) (1,
biological_process] (1) RFI domain 1/Pelota-like [IPR005140]
drug transmembrane transport
[GO:0006855 biological_process] (1);
membrane [GO:0016020
cellular_component] (1): antiporter
. activity [GO:0015297 Muli antimicrobial extrusion protein
GFO026874 1 0 0 Proein TRANSPARENT TESTA 12.1) 1500 PRSI IPRO0SSSS] (1) scaffold_2_mRNA_1478.1
ransmembrane transporter ac
[GO:0015238 molecular_function] (1);
transmembrane transport [GO:0055085
biological_process] (1)
Ribonuclease H-like domain
GF0026873 1 0 0 Hypothetical protein (1) ““‘I‘c" If‘”“:uh‘"“?‘"g] {]G'O 0003676 [IPROI2337] (1); Reverse transcriptase ~ scaffold 2 mRNA_1477.1
molecular_function] zine-binding domain [IPR026960] (1)
GFO026872 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_1474.1
GFO026871 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_1468.1
TPase activity (G Small GTP-binding protein domain
GTPase activity [GO:0003924 [IPR005225] (1); Small GTPase
molecular_funcion] (1) GTP binding  {ECLRER LGS,
GF0026870 1 0 0 Ras-related protein RABAIF(1) 1GO:0005325 molecuar_function] ;3 PENY (O R scaffold_2_mRNA_1464.1
""\zfe'c‘:l':::'“;""‘f“ﬁﬂ :’:)03270 hydrolase [IPR027417] (1); DYW
- domain [IPRO32867] (1)
GF0026869 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_1463.1
GFRO026868 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_1459.1
) Cytokinin riboside 5-monophosphate
GF0026867 1 0 0 }3';:k;';‘:l::l"::’:;“"(“:')‘°"l“’5pm'e phosphoribohydrolase LOG [IPR005269] scaffold_2_mRNA_1445.1
phospl el (1): LOG family [IPRO31100] (1)
GF0026866 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_1444.1
g:c,')'m"z‘;"mﬁt;r ﬁmuym“] (1), Peptidase CIA[IPROI3128] (1):
GF0026865 1 0 0 Hypothetical protein (1) Peptidase C1A, papain C-terminal scaffold_2_mRNA_1434.1
proteolysis [GO:0006508 IPRO00GGS] (1)
biological_process] (1)
GF0026864 1 0 0 Hypothetical protein (1) LOG family [IPRO31100] (1) scaffold_2_mRNA_1432.1
GF0026863 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_1420.1
GF0026862 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_1422.1
GF0026861 1 0 0 Hypothetical protein (1) scaffold_2_ mRNA_1414.1
GF0026860 1 0 0 Hypothetical protein (1) 3 domain [IPR023410] (1) scaffold_2_mRNA_1412.1
GF0026859 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_1410.1
GF0026858 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_1409.1
GF0026857 1 0 0 Hypothetical protein (1) scaffold_2_ mRNA_1399.1
GF0026856 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_1395.1
Aspartic peptidase domain [IPR021109]
GFO026855 1 0 0 Hypothetical protein (1) (1): Retrotransposon gag domain scaffold_2_mRNA_1390.1
[IPRO0S162] (1)
protein binding [GO:0005515
moleculr_function] (1) membrane | (L0
Cytokinin riboside S-monophosphate  [00:0016020 cellular_component] (1); g 1o i eimorphin, conserved site
GFO026854 1 0 intracellular protein transport . scaffold_2_mRNA_139.1
phosphoribohydrolase (1) 1GO0006856 mitosieat process] (1, PRO0GO12] (1): Target SNARE coied-
N eicalprocess] (1) iy homology domain [IPR000727] (1)
SNAP receplor activity [GO:0005484
molecular_fnction] (1)
GFO026853 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_1389.1
GFO026852 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_1382.1
GFO026851 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_I381.1
GFO026850 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_1380.1
GF0026849 1 0 0 Hypothetical protein (1) LOG family [IPRO31100] (1) scaffold_2_mRNA_138.1
GFO026848 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_137.1
Cytokinin riboside S-monophosphate . .
GF0026847 1 0 Shocphorbahmdroaee (1 LOG family [IPRO31100] (1) scaffold_2_ mRNA_136.1
S-adenosyl-L-methionine-dependent
ity ‘methyltransferase [IPR029063] (1)
O-methyltransferase activity Winged helix-turn-helix DNA-binding
[GO:0008171 molecular_function] (1);
GF0026846 1 0 0 O-methylransferase ZRP4 (1) domain [IPRO11991] (1); O- scaffold_2_mRNA_1353.1
methylansterase activiy [GOw000s168 [ REERER OVILE L
molecular_function] (1) (1): O-methyltransferase COMT-type
[IPROI6461] (1)
S-adenosyl-L-methionine-dependent
activity [GO:00081 [IPRO29063] (1); O-
molecular_function] (1); protein ‘methyliransferase COMT-type
g dimerization activity [GO:0046983 [IPROIM&I] (1): Plant methyliransferase:
GF0026845 1 0 0 Orcinol O-methylransferase (1) e funtion (10 imerisaton IPROI200T (1 Winged STl 2 mRNA_1352.1
methyltransferase activity [GO:0008171  helix-turn-helix DNA-binding domain
molecular_function] (1) [IPRO11991] (1); O-methylransferase,
family 2 [IPRO01077] (1)
GFO026844 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_1350.1
GF0026843 1 0 0 Hypothetical protein (1) scaffold 2 mRNA_135.1
ransferase activity, transferring acyl
GFO026842 1 0 0 Aleohol acyltransferase (1) ‘groups other than amino-acyl groups  Transferase [IPR003480] (1) scaffold_2_mRNA_1342.1
[GO:0016747 molecular_function] (1)
. . nucleic acid binding (GO:0003676 Ribonuclease Helike domain o 2
GFO026841 1 0 0 Hypothetical protein (1) etocdar function (1) [PROIZI571 1) scaffold_2_mRNA_1339.1
GF0026840 1 0 0 Hypothetical protein (1) scaffold 2 mRNA_1338.1
Cytokinin riboside S'monophosphate )
GF0026839 1 0 Shosphoribanmdroace (1 LOG family [IPRO31100] (1) scaffold_2_mRNA_132.1
GFO026838 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_1319.1
Leucine-rich repeat domain, L domain-
like [IPRO32675] (1); Leucine-rich
P— | o iscase resistance family protein / LR protein binding [GO:0005515 repeat, ypical subype (IPRO03SOTT (1 oo 5 ia 13131

© family protein,put

e (1) molecular_function] (1) Leucine-rich repeat [IPRO01611] (1);
Leucine-rich repeat-containing N-

terminal, plant-type [IPRO13210] (1)
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Leucine-rich repeat [IPRO0I611] (1);
Leucine-rich repeat-containing N-
J— | N isease resistance family protein / LRR  protein binding [GO:0005515 terminal, plant- e [PROI2I0) (1 o o 1312
© family protein, putative (1) molecular_finction] (1) Leucine-rich repeat, typical subtype 2 miRA
[IPRO03591] (1; Leucine-rich repeat
domain, L domain-like [IPR032675] (1)
GFO026835 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_I311.1
. . Retrotransposon gag domain .
GFRO026834 1 0 0 Hypothetical protein (1) PROVSIEZ] () scaffold_2_mRNA_1310.1
GF0026833 1 0 0 Hypothetical protein (1) scaffold 2 mRNA_131.1
GF0026832 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_1309.1
GF0026831 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_1308.1
GF0026830 1 0 0 Hypothetical protein (1) ﬁ"’“"’c peptidase domain [IPRO2T09T (14 5 mRNA_1307.1
;’:;:;'Z:Sg‘;g‘“]“gi“zmm_‘yw Peptidase S10, serine carboxypeptidase
GF0026829 1 0 0 Hypothetical protein (1) corbonpeptidnce activy [GO:0004155  IPROVISE3] (1) AlphBeta hydrolase — scaffold 2 mRNA_1303.1
fold [IPR029058] (1)
molecular_function] (1)
nucleic acid binding [GO:0003676
GF0026828 1 0 0 Hypothetical protein (1) molecular_function] (1); zinc ion binding  Zine finger, CCHC-type [IPRO0ISTS] (1) scaffold_2_mRNA_129.1
[GO:0008270 molecular_function) (1)
GFO026827 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_1289.1
DNA binding [GO:0003677
y ; molecular_function] (1); nucleic acid  Zine finger, BED-type [IPR003656] (1): _
GF0026826 1 0 0 Hypothetical protein (1) binding [GO003676 Jine finger 241> type [IPRO13087] (1 S04TO142 MRNA_1288.1
molecular_finction] (1)
protein dimerization activity hAT-like transposase, RNase-H fold
HAT fumily dimerisation domain [GO:0046983 molecular_function] (1); ~ [IPR025525] (1); Ribonuclease H-ike
GF0026825 1 0 Contining proten () nucleic acid binding [GO:0003676 domain [IPROI2337] (1); HAT, C-  scaffold_2_mRNA_1284.1
2 p! molecular_function] (1); DNA binding  terminal dimerisation domain
[GO:0003677 molecular_function] (1) [IPRO0906] (1)
GFO026824 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_128.1
. Non-LTR retroelement reverse Reverse transeriptase zinc-binding .
GFO026823 1 0 tmecriptaso () domin IPROZ6960) (1) scaffold_2_mRNA_1274.1
GF0026822 1 0 0 Hypothetical protein (1) scaffold 2 mRNA_1271.1
GF0026821 1 0 0 Pre-rma-processing protein esf2 (1) scaffold 2 mRNA_1270.1
protein binding [GO:0005515 Tetratricopeptide- ke helical domain
§ molecular_function] (1): hydrolase [IPRO11990] (1: Pentatricopeptide
GF0026820 1 0 0 Early nodulin 8 family protein (1) ey, acting on e bonds epeat IPRO02SSS] (1 CDOL. scaffold_2_mRNA_1264.1
GO0016788 vm)lccular function] (1) lipascesterase [IPRO01087] (1)
‘generation of catalytic spliceosome for
GF0026819 1 0 0 Hypothetical protein (1) second lranseslenncmmn step U’l:(’gz‘g;?‘:'l‘j"'g factor Isyl scaffold_2_mRNA_1262.1
[GO:0000350 biological _process] (1)
GFO026818 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_1261.1
GF0026817 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_126.1
GFO026816 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_1228.1
GFO026815 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_1204.1
GFO026814 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_1201.1
GF0026813 1 0 :“;A directed DNA polymerase . related scaffold_2_mRNA_1199.1
N Phosphate/phosphoenolpyruvate Sugar phosphate transporter domain _
GF0026812 1 0 ansietor (1 IPROOB53) () scaffold_2_mRNA_1190.1
alpha-amylase activity [GO:0004556 .
molecular function] (1); carbohydrate  O10Side hydrolase superfamily
[IPROI7853] (1); Alpha amylase
metabolic process [GO:0005975
biological_process] (1); catalytc activity L17<o00o46] (1): Glycosyl bydrolase
GF0026811 1 0 0 Alpha-amylase type B isozyme (1) ¢ s family 13, catalytic domain [IPRO0G047] scaffold 2 mRNA_1183.1
[GO:0003824 molecular_function] (1); ° A
(1); Alpha-amylase, C-terminal beta-
calcium ion binding [GO:0005509
sheet [IPR012850] (1); Alpha-amylase,
molecular_funcion] (1): carion binding 1S YIEDC)
[G0:0043169 molecular_function] (1) "
GFO026810 1 0 0 Hypothetical protein (1) LOG family [IPRO31100] (1) scaffold_2_mRNA_117.1
GFO026809 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_116.1
GFO026808 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_115.1
metabolic process [GO:0008152
cos . biological_process] (1); transferase  UDP-glucuronosy/UDP- .
GFO026807 1 0 0 UDP-glycosyliransferase 73CS (1) wetiviy, wamforing hexow groums glucosghoansforme [IPRO02213] (1) AT 2 MRNA_1142.1
[GO:0016758 molecular_function] (1)
GFO026806 1 0 0 Monosacharide transport protein (1) scaffold_2_mRNA_1137.1
GF0026805 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_113.1
GFO026804 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_I117.1
GF0026803 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_111.1
Leucine-rich repeat domain, L domain-
like [IPR032675] (1); Protein kinase-like
GF0026802 1 0 L{'Zi‘::;f::: 'E‘l‘_;sf"“d"“”“'“" ﬁ::::;’\:ll;‘r"‘:“.';i‘[lfn] f Io)oss 15 domain [IPRO11009] (1); Leucine-rich  scaffold 2 mRNA_1104.1
L = repeat, typical subtype [IPR003591] (1);
Leucine-rich repeat [IPRO01611] (1)
GFO026801 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_110.1
Ribonuclease Helike domain
§ Non-LTR retroelement reverse nucleic acid binding [GO:0003676 [IPROI2337] (1); Reverse transcriptase
GF0026800 ! 0 transcriptase (1) molecular_function] (1) zinc-binding domain [IPR026960] (1), 1012 MRNA_1094.1
LOG family [IPRO31100] (1)
GF0026799 1 0 0 Hypothetical protein (1) EF-hand domain pair [IPRO11992] (1) scaffold_2_mRNA_1080.1
GF0026798 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_108.1
DNA binding [GO:0003677 Achacte-scute transcription factor-related
N molecular_fnction] (1); protein [IPROIS660] (1); Mye-type, basic helix-
GF0026797 ! 0 O Transcription factor bHLH36 (1) dimerization activity [GO:0046983 loop-helix (bHL) domain [IPRO1159g] ¢2T01d-2 MRNA_1046.1
molecular_function] (1)
protein dimerization activity Achaete-seute transeription factor-related
[GO:0046983 molecular_function] (1);  [IPRO15660] (1); Myc-iype, basic helix-
GF0026796 1 0 0 Transeription factor BHLH36 (1) DNA binding [GO0003677 oop-heli (1L domrn [1PRO1 1508 S€4T0ld 2 mRNA_1045.1
molecular_function] (1) [0
GFO0026795 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_103.1
GFO026794 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_1029.1
GFO026793 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_1017.1
GFO026792 1 0 0 Hypothetical protein (1) scaffold_2_mRNA_1008.1
GFO026791 1 0 0 Hypothetical protein (1) scaffold_I_mRNA_997.1
GFO026790 1 0 0 Hypothetical protein (1) scaffold_I_mRNA_995.1
GFO026789 1 0 0 Hypothetical protein (1) scaffold_I_mRNA_974.1
GFO026788 1 0 0 Hypothetical protein (1) scaffold_I_mRNA_954.1
GFO026787 1 0 0 Hypothetical protein (1) scaffold_I_mRNA_95.1
» i Reverse transcriptase domain .
GF0026786 1 0 0 Hypothetical protein (1) (PROOATT] 1) scaffold_1_mRNA_939.1
GFO026785 1 0 0 Hypothetical protein (1) scaffold_1_mRNA_934.1
GF0026784 1 0 0 Hypothetical protein (1) scaffold_1_mRNA_921.1
GF0026783 1 0 0 Hypothetical protein (1) scaffold_1_mRNA_920.1
GF0026782 1 0 0 Hypothetical protein (1) scaffold_1_mRNA_918.1
DNA binding [GO:0003677 hAT-like transposase, RNase-H fold
GFO026781 1 0 0 Hypothetical protein (1) olecn fonston] () PRO2<528] 1y scaffold_I_mRNA_914.1
GFO026780 1 0 0 Hypothetical protein (1) scaffold_I_mRNA_899.1
GFO026779 1 0 0 Hypothetical protein (1) scaffold_I_mRNA_898.1
S-adenosyl-L-methionine-dependent
i i methyltransferase activity [GO:0008168 - methyltransferase [IPR029063] (1: Bind- _
GF0026778 1 0 0 Hypothetical protein (1) molesulat functon] (1) ype S-adenouyl Lomethionine inding. 304014 1_mRNA_884.1
domain [IPR024160) (1)
nucleic acid binding [GO:0003676
molecular_function] (1); translation  RNA-binding domain, S1 [IPR022967]
elongation factor activity [GO:0003746  (1: Translation elongation factor
GFO026777 1 0 0308 ribosomal protein S1 like (1) molecular_function] (1); translational  EFTS/EFIB [IPROOI8I6] (1); Nucleic  scaffold_I_mRNA_875.1
elongation [GO:0006414 acid-binding, OB-fold [IPRO12340] (1
biological_process] (1); intracellular  S1 domain [IPR003029] (1)
[GO:0005622 cellular_component] (1)
translation elongation factor activity
Tralatonclonaton ctor
1GO:0005746 molecuar_funciion] (1);  prer SR e ENEEORETL, o)
protein binding [GO:0005515 (1) UBA ke [TPR009060] (1
GFO026776 1 0 0 Translation elongation factor Ts (1) molecular_function] (1); translational : : scaffold_I_mRNA_874.1
Translation elongation factor EFTS/EFIB
elongation [GO:0006414
[IPROOISI6] (1 Translation clongation
biological_process] (1); intracellular ¢ 1 oncerved site [IPROISION] (1)
[GO:0005622 cellular_component] (1) & conserveds
GF0026775 1 0 0 Hypothetical protein (1) scaffold_1_mRNA_869.1
GF0026774 1 0 0 Hypothetical protein (1) scaffold_1_mRNA_854.1
P . N  Transposable element proten, putative ﬁ:pamc pepidase domain [IPRO21109] o1 b 0
GFO026772 1 0 0 Hypothetial protein (1) scaffold_I_mRNA_848.1
GFO026771 1 0 0 Hypothetical protein (1) scaffold_I_mRNA_833.1
GFO026770 1 0 0 Hypothetical protein (1) scaffold_I_mRNA_830.1
GF0026769 1 0 0 Putative retroclement pol polyprotein (1) scaffold_I_mRNA_83.1
LOG family [IPRO31100] (1); Cytokinin
Gr0026768 | o Cytokinin riboside S-monophosphate riboside 5-monophosphate saffold_1_mRNA. 829.1

phosphoribohydrolase (1)

phosphoribohydrolase LOG [IPR005269]
M
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GFO026767 1 0 0 Hypothetical protein (1) scaffold_I_mRNA_828.1
lonotropic glutamate receptor
fonotropic glutamate receptor activity L1001 3201 (1); Solute "'"d"“’ e
[GO:0004970 molecular_function] (1); iy 3/N-terminal domain of!
GFO026766 1 0 0 Hypothetical protein (1) e [GOOL6020 " [IPRO01638] (1); Receptor, hg.and scaffold_I_mRNA_81.1
celluar component (1) binding region [IPROOIS2S] (1):
oo Periplasmic binding protein-like I
[IPRO28082] (1)
GFO026765 1 0 0 Hypothetical protein (1) scaffold_I_mRNA_794.1
GFRO026764 1 0 0 Monosacharide transport protein (1) scaffold_I_mRNA_793.1
GFO026763 1 0 0 Hypothetical protein (1) scaffold_I_mRNA_789.1
GFO026762 1 0 0 Hypothetical protein (1) scaffold_I_mRNA_788.1
GF0026761 1 0 0 Hypothetical protein (1) ‘AI?““" peptidase domain [IPRO2U10T (e, pyig | RNA 787.1
GF0026760 1 0 0 Hypothetical protein (1) scaffold_1_mRNA_785.1
Refrotransposon gag domain
GF0026759 1 0 0 Hypothetical protein (1) PROGS163] (1) scaffold_I_mRNA_783.1
GFO026758 1 0 0 Hypothetical protein (1) scaffold_I_mRNA_781.1
core TFIIH complex [GO:0000439
cellular_componen] (1: nucleotide-
N rition fuctor 4 cxeision e [GO:0006289 o . ;
GF0026757 1 0 o General transeription factor I1H subunit 4 L 1 et brocess] (1); ATP-dependent ranseription factor TFIIH subunit scaffold_I_mRNA_771.1
H DNA elcae ity (G "SZ’TM UPRO04598] (1)
molecular_function] (1) mucleus
[GO:0005634 cellular_component] (1)
core TFIIH complex [GO:0000439
cellular_component] (1): nucleotide-
excision repair [GO:0006289 .
GF0026756 1 0 0 (Cf)"““' transcription fuctor ITH subunit 4 ) ical process] (1); mucleus T;;‘fr“{‘:'f‘[';’:k';;‘;’;;']"(‘\": subunit scaffold_1_mRNA_768.1
30:0005634 cellular_component] (1) 721102
ATP-dependent DNA helicase activity
[GO:0004003 molccular_function] (1)
nucleus [GO:0005634
cellular_component] (1); ATP-dependent
DNA helicase activity [GO:0004003
. . . molecular_function] (1); nucleotide-  Transeription factor TFIIH subunit .
GF0026755 1 0 0 Hypothetical protein (1) nciion opai (GO006289 b s TPRO04558] (1) scaffold_1_mRNA_761.1
biological_process] (1); core TFIIH
complex [GO:0000439
cellular_component] (1)
magnesium ion binding [GO:0000287
. . molecular_function] (1); lyase activity  Terpene synthase, metal-binding domain
GF0026754 1 0 0 l’)"’m synthase 21, putative isoform 3 560016829 molecular_function] (1):  [IPR00S630] (1); Isoprenoid synthase  scaffold_I_mRNA_759.1
terpene synthase activity [GO:0010333  domain [IPRO0S949] (1)
molecular_function] (1)
GFO026753 1 0 0 Hypothetical protein (1) scaffold_I_mRNA_758.1
GFO026752 1 0 0 Hypothetical protein (1) scaffold_I_mRNA_755.1
GFO0026751 1 0 0 Hypothetical protein (1) scaffold_1_mRNA_736.1
GFO026750 1 0 0 Hypothetical protein (1) scaffold_I_mRNA_733.1
GFO026749 1 0 0 Hypothetical protein (1) scaffold_I_mRNA_725.1
GFO026748 1 0 0 Hypothetical protein (1) scaffold_I_mRNA_723.1
GFO026747 1 0 0 Hypothetical protein (1) scaffold_I_mRNA_722.1
GF0026746 1 0 o Retrotransposon protein, putative, Ty1- scaffold_1_mRNA_721.1
copia sublass (1) -
. Aldehyde dehydrogenase N-terminal
metabolic process [GO:0008152
bilogical_process] (1);oxidation- 40min [IPRO101GR) (1) Mdchyde
GF0026745 1 0 NAD-dependent aldehyde dehydrogenase reduction process (G [miozoim] (iyg Aldehyde scaffold_1_mRNA_719.1
. family protein (1) biological_process] (1); oxidoreductase : g s il o
s (GO0016491 dehydrogenase domain [IPRO15590] (1);
mleczhr’ unction] (1) Aldehyde/histidinol dehydrogenase
- [IPROIGI61] (1)
GFO026744 1 0 0 Hypothetical protein (1) scaffold_I_mRNA_707.1
GFO026743 1 0 0 Hypothetial protein (1) scaffold_I_mRNA_695.1
. . Domain of unknown function DUF4743
GFO026742 1 0 0 Nudix hydrolase 24 (1) (PR3O 1) scaffold_I_mRNA_694.1
proteolysis [GO:0006508 Ulpl protease family, C-terminal
biological_process] (1); cysteine-type  catalytic domain [IPR003653] (1); N
GF0026741 ! 0 0 Hypothetical protein (1) peptidase activity [GO:0008234 Domain of unknown function DUF19gs  S¢3old_1_mRNA_692.1
molecular_function] (1) [IPROIS410] (1)
MULE transposase domain (IPR018289]
GF0026740 1 0 x:“z‘t :‘:')""y fransposase containing (1): Transposase, MuDR, plant scaffold_I_mRNA_691.1
[IPRO04332] (1)
GF0026739 1 0 0 Hypothetical protein (1) scaffold_1_mRNA_682.1
cysteine-type peptidase activity Ulpl protease family, C-terminal
[GO:0008234 molecular_function] (1); ~ catalytic domain [IPR003653] (1);
GF0026738 ! 0 0 Hypothetical protein (1) proteolysis [GO:0006508 Domain of unknown function DUF19s  S¢2old_1 mRNA_675.1
biological_process] (1) [IPROIS410] (1)
oxidoreductase activity [GO:0016491 E:L?:?;:‘ggg;g;i‘l )\’[:’::n'iium N
GF0026737 1 0  Gibberellin 3 beta-hydroxylase family - molecular_function] (1); oxidation- synthase-like [IPR027443] (1); scaffold_1_mRNA_672.1
protein (1) reduction process [GO:0055114
bilogioal rocess) (1 Oxoglutarate/iron-dependent dioxygenase
eical p [IPRO0S123] (1)
Protein of unknown function DUF2921
GFO026736 1 0 0 Hypothetical protein (1) PRO31319] (1) scaffold_1_mRNA_667.1
GFO026735 1 0 0 Hypothetial protein (1) scaffold_I_mRNA_661.1
nucleic acid binding [GO:0003676
GF0026734 1 0 0 Hypothetical protein (1) molecular_function] (1); DNA binding 21" ineets BED-type [IPRO036S61 (1): - ro1y 1 puRNA_659.1
[GO:0003677 molecular_function] (1) 2" finger C2H2-type [IPRO13087] (1)
GF0026733 1 0 0 Hypothetical protein (1) scaffold_1_mRNA_658.1
GF0026732 1 0 0 Hypothetical protein (1) Pentatricopeptide repeat [IPR002885] (1) scaffold_1_mRNA_654.1
membrane [GO:0016020 §
cellular cm[l\panenl] (Iyimetabolic  TMolaserlike [IPROIG039) (1) SOUL
haem-binding protein [IPR006917] (1);
process [GO:0008152 Protein of unknown function DUF2358
1[’(‘}“ m‘“'f"ﬁ'ﬁf!g‘ ‘&f:.‘i’"li‘:“*}“(‘ :‘;"y [IPRO18790] (1); Very-long-chain
GF0026731 1 0 0 Hypothetical protein (1) oty acid b m;: r}:ess " Ketoacyl-CoA synthase [IPR012392] (1); scaffold_I_mRNA_653.1
; G"" 006 én{,':mngu'ocessl (1), FAENType Il polyketide synthase-like
transferase activity, transferring acyl | POttt [IPROI3601] (1); 3-Oxoacyl-
roups ather han amino eyl roups | 19CYHaErproten (ACP) synthase 11,
[GO:0016747 molecular_function] (1) < €™l [IPRO13747) (1)
GFO026730 1 0 0 Hypothetical protein (1) scaffold_I_mRNA_647.1
GF0026729 1 0 0 Hypothetical protein (1) ""\zfe'::]':::'“’:""‘:l[iﬂ :’:)08270 Zine finger, GRF-type [IPROI0666] (1) scaffold_I_mRNA_645.1
Protein of unknown function DUF761,
GFO026728 1 0 0 DUF761 domain protein (1) Pt [PRO08480] (1) scaffold_I_mRNA_63.1
translation [GO:0006412
biological_process] (1); intracellular
[GO:0005622 cellular_component] (1);
GFO026727 1 0 0 Hypothetical protein (1) structural consituent of ribosome Ribosomal protein L36 [IPR000473] (1) scaffold_1_mRNA_S82.1
[GO:0003735 molecular_function] (1);
ribosome [GO:0005840
cellular_component] (1)
§ Domain of unknown function DUF4283
GF0026726 1 0 0 Hypothetical protein (1) “m“‘:l‘:;fﬂ;‘:“’m‘:“::“"}] {To.wumo [IPR025558] (1); Ribonuclease H-like  scaffold_1_mRNA_S71.1
- domain [IPRO12337] (1)
. o COPY signalosorme complex subunit Sb. protein binding [GO:0005515 JABIMPN/MOV34 metalloenzyme
GF0026725 ! 0 Oy molecular_function] (1) domain [IPR000S55] (1) scaffold_I_mRNA._55.3
i i 0003 Legume lectin domain [IPR001220] (1);
GF0026724 1 0 0 Hypothetical protein (1) :::;x::‘;::ﬁm R’o 0030246 Concanavalin A-like lectin/glucanase  scaffold__mRNA_S15.1
- domain [IPRO13320] (1)
GFO026723 1 0 0 Hypothetical protein (1) scaffold_I_mRNA_510.1
GFO026722 1 0 0 Hypotheical protein (1) scaffold_I_mRNA_509.1
GFO026721 1 0 0 Hypothetical protein (1) scaffold_I_mRNA_S08.1
. . Protein of unknown function DUF778
GF0026720 1 0 0 Green ripe-like 1 (1) PROVSAS6) 1) scaffold_I_mRNA_504.1
ibonuct iy cleic ac (G Reverse transcriptase zine-binding
GF0026719 1 0 0 ﬁ':"’"""e“* Helike superfaily protein “m“‘:llfc'zl;‘:“’mf"::“":ﬁ {(I:‘U.WUJW() domain [IPR026960] (1); Ribonuclease ~ scaffold_I_mRNA_S01.1
- H-like domain [IPRO12337] (1)
GFO026718 1 0 0 Hypothetical protein (1) scaffold_I_mRNA_482.1
. i nucleic acid binding [GO:0003676 Ribonuclease Helike domain .
GFO026717 1 0 0 Hypothetical protein (1) ctocdas function] (1) [PROIZI37) 1) scaffold_I_mRNA_475.1
egral component of membra
1GO:0016021 el component] (1) Delin [PROO7S99] (1) Pepidse S54.
GF0026716 ! 0 0 Derlin-1. 1 isoform 1 (1) serine-type endopeptidase activity rhomboid domain [IPR022764] (1) scaffold_1_mRNA_460.1
G0:0004252 molecular_function] (1)
GFO026715 1 0 0 Hypothetical protein (1) scaffold_I_mRNA_414.1
zine ion binding [GO:0008270 Zine finger, RING/FY VE/PHD-
GFO026714 1 0 03 biquitnprotcingase ATLA2 (1) molecular functon] (1): proeinbinding  [IPROIS083] (1 Zie inger, RING-ype scaflold_1_mRNA 409.1
[GO:0005515 molecular_function] (1)~ [IPRO0IS41] (1)
Ankyrin repeat-cor
GF0026713 1 0 0 Hypothetical protein (1) p"‘l'e'" binding [GO:0003515 Ag01680 ["’R”ﬂ“”z] '” A"ky"‘“ scaffold_I_mRNA_406.1

molecular_function] (1)

repeat-containing domain [IPR020683]
(1); Ankyrin repeat [IPR002110] (1)
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GF0026712

GF0026711

GF0026710

GF0026709

GF0026708

GF0026707

GF0026706
GF0026705

GF0026704

GF0026703

GF0026702

GF0026701

GF0026700

GF0026699

GF0026698

GF0026697

GF0026696

GF0026695

GF0026694

GF0026693

GF0026692

GF0026691

GF0026690

GF0026689
GF0026688
GF0026687
GF0026686
GF0026685

GF0026684

GF0026683

GF0026682

GF0026681

GF0026680

GF0026679

GF0026678
GF0026677

GF0026676

GF0026675
GF0026674
GF0026673
GF0026672
GF0026671
GF0026670
GF0026669
GF0026668

cococoocoo o

0 Hypothetical protein (1)

0 Peptide/nitrate transporter plant (1)

o ARM repeat superfanily protein, putative
HO)

0 Hemopexin (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

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

0 Hypothetical protein (1)

Tetratricopeptide repeat (TPR)-like

© Superfamily protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 ADP-ribosylation factor 2 (1)

0 Hypothetical protein (1)

Probable xyloglucan
0 endotransglucosylase/hydrolase protein
3 (D

0 Hypothetical protein (1)

yntaxin/-SNARE family protein,
© putative isoform 1 (1)

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

0 Hypothetical protein (1)

0 Hypothetical protein (1)
o Neuronal acetylcholine receptor subunit
© alpha-s (1)

0 Squalene monooxygenase isoform 3 (1)

0 Hypothetical protein (1)

0 Squalene monooxygenase (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

o Vesicle-associated membrane protein 713
H0)

o Copia-fike retraclement pol polyprotein-
®like (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)

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

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

carbohydrate metabolic process
[GO:0005975 biological_process] (1)

protein binding [GO:0005515
molecular_function] (1); zinc ion binding
[GO:0008270 molecular_function] (1)

zine ion binding [GO:0008270
molecular_function] (1); protein binding
[GO:0005515 molecular_function] (1)

membrane [GO:0016020
cellular_component] (1); transmembrane
transporter activity [GO:0022857
molecular_function] (1); inegral
component of membrane [GO:0016021
cellular_component] (1)

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

terpenoid biosynthetic process
[GO:0016114 biological_process] (1); 1-
deoxy-D-xylulose-5-phosphate synthase
activity [GO:0008661
molecular_function] (1)

small GTPase mediated signal

transduction [GO:0007264

bmlobmal |_process] (1); intracellular
0005622 cellular_component] (1):

GTP binding [GO:0005525

molecular_function] (1)

xyloglucanxyloglucosyl transferase
activity [GO:0016762
molecular_function] (1); hydrolase
activity, hydrolyzing O-glycosyl
compounds [GO:0004553
molecular_function] (1); cell wall
[GO:0005618 ceuular,mmpmm] ay:
carbohydrate metabolic

[GO:0005975 blologual Jroues:] ax
apoplast [GO:00480
cellular_component] (| ): cellular glucan
metabolic process [GO:0006073
biological_process] (1)

xyloglucan:xyloglucosyl transferase
activity [GO:0016762
molecular_function] (1); hydrolase
activity, hydrolyzing O-glycosyl
‘compounds [GO:0004553
molecular_function] (1); cell wall
[GO:0005618 cellular_component] (1;
carbohydrate metabolic process
[GO:0005975 biological_process] (1);
apoplast [GO:0048046
cellular_component] (1); cellular glucan
metabolic process [GO:0006073
biological_process] (1)

membrane [GO:0016020
cellular_component] (1); vesicle-
mediated transport [GO:0016192
biological_process] m Golgi vesicle
transport [GO:004819:

biological process] (\)

nucleic acid binding [GO 0003676
molecular_function] (

regulation of transcription, DNA-
templated [GO:0006355
biological_process] (1)

squalene monooxygenase activity
[G0:0004506 molecular_function] (1);
integral component of membrane
[GO:0016021 cellular_component] (1);
oxm. on-reduction process
55114 biological_process] (1);

axxdoredncmse activity [GO:0016491

molecular_function] (1); flavin adenine
dinucleotide binding [GO:0050660
molecular_function] (1)

oxidation-reduction process
[GO:0055114 biological_process] (1);
oxidoreductase activity [GO:0016491
molecular_function] (1); flavin adenine
dinucleotide binding [GO:0050660
molecular_function] (1); squalene
monooxygenase activity [GO:0004506
molecular_function] (1); integral
‘component of membrane [GO:0016021
cellular_component] (1)

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

vesicle-mediated transport [GO:0016192
biological process] (1); integral
component of membrane [GO:0016021
cellular_component] (1); transport
[GO:0006810 biological_process] (1)

Protein kinase, ATP binding site
[IPRO17441] (1); Serine/threonine-
protein kinase, active site [IPRO0S271]
(1); Domain of unknown function
DUFS28 [IPRO0SS46] (1); Pleckstrin-
like, plant [IPRO13666] (1): PH domain-
like [IPRO11993] (1); Pleckstrin
homology domain [IPRO01849] (1);
Protein kinase domain [IPR000719] (1);
Protein kinase-like domain [IPRO11009]
[0}

Major facilitator superfamily domain
[IPR020846] (1); Proton-dependent
oligopeptide transporter family
[IPR000109] (1)

Ammadillo-like h

[IPROT1989] (1)

Endonuclease/exonuclease/phosphatase
[IPRO0S135] (1)

Glycoside hydrolase superfamily
[IPRO17853] (1); Glycoside hydrolase
family 18, catalytic domain [IPR001223]
M

Zine finger, RING/FYVE/PHD-type
[IPRO13083] (1); Zine finger, RING-type
[IPRO01841] (1)

DYW domain [IPR032867] (1);
Tetratricopeptide-like helical domain
[IPRO11990] (1); Pentatricopeptide
repeat [IPRO02885] (1)

EamA domain [IPR000620] (1); WATI-
related protein [IPRO30184] (1)

Periplasmic binding protein-like I
[IPRO28082] (1); Receptor, ligand
binding region [IPRO01S28] (1)
Ribonuclease H-like domain
[IPRO12337] (1)

Transketolase-like, pyrimidine-binding
domain [IPR00S475] (1); Transketolase:
binding site [IPR020826] (1);
Deoxyxylulose-5-phosphate synthase
[IPR005477) (1); Thiamin diphosphate-
binding fold [IPR029061] (1)

Small GTP-binding protein domain
[IPR005225] (1); P-loop containing
nucleoside triphosphate hydrolase
[IPR027417] (1); Small GTPase
superfamily, ARF type [IPR024156] (1);
Small GTPase superfamily, ARF/SAR
type [IPRO06689] (1)

Xyloglucan endo-transglycosylase, C-
terminal [IPRO10713] (1; Beta-
glucanase [IPRO08264] (1); Glycoside
hydrolase family 16 [IPR000TS7] (1);
Concanavalin A-Jike lectin/glucanase
domain [IPRO13320] (1); Glycoside
hydrolase, family 16, active site.
[IPR008263] (1)

Xyloglucan endo-transglycosylase, C-
terminal (IPRO10713] (1); Glycoside

hydrolase family 16 [IPR000TS7] (1);
Concanavalin A-like lectin/glucanase

domain [IPRO13320] (1)

SNARE [IPRO10989] (1); Syntaxin 6, N-
terminal [IPRO15260] (1)

Ribonuclease H-like domain
[IPRO12337] (1)

LOG family [IPRO31100] (1)
FARI DNA binding domai
[IPR004330] (1); FHY3/FARI family
[IPR031052] (1)

Squalene epoxidase [IPROI3698] (1);
F )-binding domain
[lPk023753] )

Reverse transcriptase, RNA-dependent
DNA polymerase [IPRO13103] (1)

FAD/NAD(P)-binding domain
[IPR023753] (1); Squalene epoxidase
[IPROI3698] (1)

Ribonuclease H-
[IPRO12337) (1)
Retrotransposon gag domain
[IPRO05162] (1)

e domain

Longin domain [IPR010908] (1); Longin-
like domain [IPROT1012] (1);
Synaptobrevin [IPRO01388] (1)

Reverse transcriptase, RNA-dependent
DNA polymerase [IPRO13103] (1)

scaflold_1_mRNA_400.1

scaffold_I_mRNA_398.1

scaffold_I_mRNA_392.1
scaffold_I_mRNA_372.1
scaffold_I_mRNA_3597.1

scaffold_I_mRNA_3565.1

scaffold_1_mRNA_3548.1
scaffold_1_mRNA_3547.1

scaffold_1_mRNA_3533.1

scaflold_1_mRNA_349.1

scaffold_I_mRNA_3478.1

scaffold_I_mRNA_3468.1

scaffold_1_mRNA_3444.1

scaffold_I_mRNA_3430.1

scaffold_I_mRNA_3420.1

scaffold_1_mRNA_3414.1

scaffold_1_mRNA_3408.1

scaflold_1_mRNA_3402.1

scaffold_I_mRNA_3401.1

scaffold_1_mRNA_3381.1

scaffold_I_mRNA_3378.1

scaffold_1_mRNA_3369.1

scaffold_I_mRNA_3358.1

scaffold_1_mRNA_3356.1
scaffold_I_mRNA_3330.1
scaffold_I_mRNA_3317.1
scaffold_1_mRNA_33.1

scaffold_I_mRNA_3299.1

scaffold_1_mRNA_3270.1

scaffold_I_mRNA_3243.1

scaffold_I_mRNA_3224.1

scaffold_1_mRNA_3223.1

scaffold_I_mRNA_3221.1

scaflold_1_mRNA_319.1
scaffold_I_mRNA_3181.1

scaffold_1_mRNA_3179.1

scaffold_I_mRNA_3156.1

scaffold_1_mRNA _315.1
scaffold_1_mRNA_3140.1
scaffold_I_mRNA_314.1
scaffold_1_mRNA_3132.1
scaffold_I_mRNA_313.1
scaffold_1_mRNA_3123.1
scaffold_1_mRNA_3121.1
scaffold_I_mRNA 312.1



T Nam inC.celementine  Numin C. unshia Note Go TaterPro Member Members in PArolaE
GF0026667 1 0 0 Hypothetical protein (1) Prolamin-like domain (IPR008S02] (1) scaffold_I_mRNA_3119.1
. Cytokinin riboside S-monophosphate . . |
GFO026666 1 0 shcephoribohydolare () LOG family [IPRO31100] (1) scaffold_I_mRNA_3118.1
GF0026665 1 0 0 Hypothetical protein (1) scaffold_1_mRNA_3117.1
GF0026664 1 0 0 Hypothetical protein (1) scaffold_1_mRNA_3116.1
. § Ankyrin repeat [IPR002110] (1); Ankyrin
. . protein binding [GO:0005515 o ep . . 5
GF0026663 1 0 0 Hypothetical protein (1) moteclar fungton] 1) :T(;Aealcanwmmg domain [IPR020683]  scaffold_I_mRNA_3111.1
. Cytokinin riboside S'-monophosphate - . |
GFO026662 1 0 shcephoribohydrolase () LOG family [IPRO31100] (1) scaffold_I_mRNA_311.1
. § Ankyrin repeat [IPR002110] (1); Ankyrin
. protein binding [GO:0005515 o ep . . 5
GFO0026661 1 0 0 Ankyrin repeat family protein (1) motecdar fungton] 1) :T(;Aealcanwmmg domain [IPR020683]  scaffold_I_mRNA_3107.1
GF0026660 1 0 Hypothetical protein (1) scaffold_I_mRNA_3102.1
GF0026659 1 0 0 Hypothetical protein (1) scaffold_1_mRNA_310.1
. . Reverse transeriptase zinc-binding . |
GFO026658 1 0 0 Hypothetical protein (1) dormain (PR0269601 (1) scaffold_I_mRNA_308.1
GF0026657 1 0 0 Hypothetical protein (1) scaffold_1_mRNA_3074.1
GF0026656 1 0 0 Hypothetical protein (1) scaffold_1_mRNA_3073.1
Cytokinin riboside S'monophosphate
GF0026655 1 0 Shocphorbahydroace (1 LOG family [IPRO31100] (1) scaffold_1_mRNA_3072.1
GFO026654 1 0 0 Hypothetical protein (1) scaffold_I_mRNA_3053.1
Febo donuin [PROOIEI0] (1) Lecin-
§ F-box domain containing protein, protein binding [GO:0005515 rich repeat domain, L domain-like . |
GF0026653 ! 0 expressed (1) molecular_function] (1) [IPRO32675) (1); FBD omain scaffold_I_mRNA_3039.1
[IPRO0GS66] (1)
GF0026652 1 0 0 Hypothetical protein (1) scaffold_1_mRNA_3030.1
pectinesterase activity [GO:0030599  Pectinesterase, Asp active site
molecular_function] (1); cell wall [IPRO33131] (1; Pectin lyase fold
GF0026651 1 0 0 Hypothetical protein (1) modification [GO:0042545 [IPRO12334] (1; Pectinesterase. scaffold_1_mRNA_3029.1
biological_process] (1; cell wall catalytic [IPRO00070] (1); Pectin lyase
[GO:0005618 cellular_component] (1) fold/virulence factor [IPRO11050] (1)
protein binding [GO:0005515 Zine finger, RING/FY VE/PHD-type
molecular_fnction] (1); zinc ion binding [IPROI3083] (1); IBR domain
0008270 molecular_function] (1);  [IPRO02867] (1); Zine finger, RING-type
GF0026650 1 0 c:)'li?";‘ zine finger RING/U-box & Litin-protein transferase activity [IPRO01841] (1); Zinc finger, RING-  scaffold_|_mRNA_3020.1
P (GO0 molecular_function] (1); e conserved site [IPRO17907] (1); E3
protein ubiguitination [GO:0016567 iquitn ligase RBR family [IPRO31127)
biological_process] (1) i
GF0026649 1 0 0 Auxin-induced protein 15A (1) response (o auxin [GO:0009733 Small auxin-up RNA [IPR003676] (1) scaffold_1_mRNA_3006.1
biological_process] (1)
GF0026648 1 0 0 Hypothetical protein (1) scaffold_1_mRNA_300.1
oxidoreductase acivity [GO:0016491
molsua_fncion] (1) oxidaton- - FAD-tidig doin (IFR002938) 1
GF0026647 1 0 0 Salicylate 1-monaoxygenase (1) reduction process [GO:0055114 FAD/NAD(P)-bi scaffold_1_mRNA_299.1
biological_process] (1); FAD binding  [IPR023753] (1)
[GO:0071949 molecular f\mcnon] [0}
ine synthase acti Six-bladed beta-propeller, TolB-like
Adipocyte plasma membrane-associated [GO:0016844 molecular f\mcnon] (1): [IPROI1042] (1); Sirctosidine synthase,
GFo0026646 ! 0 protein (1) biosynthetic proces 058 conserved region [IPRO1S119] (1); scaffold_1_mRNA_2972.1
biological_process] (1) Strictosidine synthase [IPRO04141] (1)
GF0026645 1 0 0 Hypothetical protein (1) scaffold_I_mRNA_2946.1
GFO026644 1 0 0 Myb domain protein 4 (1) scaffold_I_mRNA_2928.1
monolayer-surrounded lipid storage body
GF0026643 1 0 0 Hypothetical protein (1) [GO:0012511 cellular_component] (1): (1. G 11pRO00I36] (1) scaffold_1_mRNA_2925.1
integral component of membrane ILmRNA.
[GO:0016021 cellular_component] (1)
Peptidase S8, subtilsin, Ser-active site
IPRO23628] (1, Pepide S8
propeptide/proteinase inhibitor 19
s"‘l‘c‘f"s;‘ [Go: 0“]0(('15)" . [IPRO10259] (1); PA domain
GF0026642 1 0 0 Subtilisin-like serine protease (1) rologieaL process] (1): sennetype [IPRO03137] (1); Peptidase S8/S53 scaffold_1_mRNA_2915.1
endopeptidase activity [GO:0004252 .
oleonar omcton (1) domain [IPR000209] (1); Cucumisin-like
= catalytic domain [IPR034197] (1)
Peptidase S8, subtilsin-related
[IPROISS00] (1)
oxidoreductase acivity [GO:0016491
molecular_function] (1); oxidation-  FAD/NAD(P)-binding domain
GFO0026641 1 0 0 Salicylate 1-monaoxygenase (1) reduetion process [GO:0055114 [IPR023753] (1); FAD-binding domain  scaffold_1_mRNA_291.1
biological_process] (1); FAD binding  [IPR002938] (1)
[GO:0071949 molecular_function] (1)
atis § o . (G Reverse transcriptase zine-binding
GF0026640 1 0 o Putative non-LTR reverse transcriptase ":::II:C'ZI:T“’NT::“":I*] {(I,v)o.wu.wo domain [IPR026960] (1; Ribonuclease  scaffold_1_mRNA_2908.1
- H-like domain [IPRO12337] (1)
Reverse transcriptase domain
[IPRO00477] (1): Domain of unknown
zinc ion binding [GO:0008270 function DUF4283 [IPRO25558] (1):
molecular_function] (1); nucleic acid  Zine finger, CCHC-type [IPRO0ISTS]
GF0026639 1 0 0 Hypothetical protein (1) pinding [GO003676 {1 Domain of unknoun funtion scaffold_1_mRNA_2902.1
molecular_function] (1) DUF2431 [IPRO19446] (1);
Endonuclease/exonuclease/phosphatase:
[IPRO0S135] (1)
GF0026638 1 0 0 Hypothetical protein (1) scaffold_1_mRNA_2899.1
Reverse transeriptase zinc-binding
GF0026637 1 0 0 Hypothetical protein (1) o LIPR026060) (1) scaffold_1_mRNA_2898.1
oxidoreductase activity [GO:0016491 e
moleeutar ometion) (1 oxidation.  50penicilin N synthase-tike
GFO026636 1 0 0 Hypothetical protein (1) sl o [IPRO27443] (1); Oxoglutarate/iron-  scaflold_1_mRNA_2897.1
reduction process [GO:0035114 dependent dioxygenase [IPR005123] (1)
biological_process] (1) P e
oxidoreductase activit (GO001do1  ONOBRCon-dependent dioxygenase
mlecularfunction) (1) oxidaion. (PROUSIZ3] (1) Iopenicilin N
GF0026635 1 0 0 Senescence-related gene 1 (1) et : synthase-like [IPRO27443] (1); Non-  scaffold_I_mRNA_2895.1
reduction process [GO:0055114 ; o Naom]
bilogical process) () aem dioxygenase N-terminal domain
[IPR026992] (1)
Non-haem dioxygenase N-terminal
GF0026634 1 0 0 Hypothetical protein (1) domain [IPR026992] (1; Isopenicillin N scaffold_I_mRNA_2893.1
synthase-like [IPR027443] (1)
GF0026633 1 0 0 Hypothetical protein (1) scaffold_I_mRNA_289.1
GFO026632 1 0 0 Hypothetical protein (1) scaffold_I_mRNA_288.1
Cytokinin riboside S-monophosphate . .
GF0026631 1 0 © phosphoribohydroless () LOG family [IPRO31100] (1) scaffold_1_mRNA_2878.1
GF0026630 1 0 0 Hypothetical protein (1) scaffold_1_mRNA_2877.1
proteolysis [GO:0006508
biological_process] (1); cysteine-type  Ulpl protease family, C-terminal
GF0026629 ! 0 0 Hypothetical protein (1) peptidase activity [GO:0008234 catalytic domain [IPR003653] (1) scaffold_1_mRNA_2875.1
molecular_function] (1)
oxidation-reduction process
[GO:0055114 biological process] (1, FAD/NAD(P)-binding domain
GF0026628 1 0 0 Hypothetical protein (1) oxidoreductase activity [GO:0016491  [IPR023753] (1); FAD-binding domain ~ scaffold_I_mRNA_286.1
molecular_function] (1 FAD binding ~ [IPR002938] (1)
[GO:0071949 molecular_function] (1)
relton of rnscrtion, DNA
templated [GO:0006355 Carlavirus nucleic ac
GF0026627 1 0 0 Hypothetical protein (1) biological Jmcus] (1); nucleic acid [iPRUU;“SZXT “)‘ scaffold_1_mRNA_2848.1
binding [GO:0003676
molecular_function] (1)
GF0026626 1 0 o Cytoknin riboside 5 '“°"°"h"“’h“” LOG family [IPRO31100] (1) scaffold_1_mRNA_2847.1
© phosphoribohydrolase
GF0026625 1 0 0 Hypothetical pmlem(l) scaffold_I_mRNA_2841.1
GFO026624 1 0 0 Hypothetical protein (1) scaffold_I_mRNA_284.1
GF0026623 1 0 0 Hypotheical protein (1) scaffold_I_mRNA_2826.1
AmbAllergen [IPROI8082] (1: Pectin
GF0026622 1 0 0 Hypothetical protein (1) Iyase fold/virulence factor [IPRO11050] ~ scaffold_1_mRNA_2824.1
(1): Pectin lyase fold [IPR012334] (1)
GF0026621 1 0 0 Hypothetical protein (1) :’I""m“m channel domain (IPROI3099) . roig 1 mRNA_2815.1
GF0026620 1 0 0 Hypothetical protein (1) ("I""“”'““‘ channel domain (IPROI3099) (.14 1 mRNA_2814.1
iron fon binding [GO:0005506
molecular_function] (1); heme binding
GO:0020037 molecula function] (1 (. 1o oo 1pro01 125 (1)
oxidoreductase activity, acting on paired oo D13 EPROOT ALY
GF0026619 1 0 0 Cytochrome P450 (1) donors, with incorporation or reduction | % ) olass, group scaffold_1_mRNA_2802.1
[IPRO02401] (1; Cytochrome P450,
ofmolecularoxygen (GO0016705 (FETEIL O O
molecular_function] (1); oxidation-
reduction process [GO:0055114
biological_process] (1)
GFO026618 1 0 0 Hypothetical protein (1) scaffold_I_mRNA_2795.1
GF0026617 1 0 0 Polypeptide with a gag-like domain (1) scaffold_I_mRNA_2787.1
Ribonuclease H-like domain
GF0026616 1 0 0 Hypothetical protein (1) "“Cllf'“ I:C“:_l"f'?"r"g] {(‘;‘o 0003676 [IPRO12337] (1); Retrotransposon gag  scaffold_|_mRNA_2781.1
molecular_functior domain [IPRO0S162] (1)
GF0026615 1 0 0 Hypothetical protein (1) scaffold_1_mRNA_2780.1
GF0026614 1 0 0 Hypothetical protein (1) scaffold_1_mRNA_2774.1
GF0026613 1 0 0 Hypothetical protein (1) Retrotransposon gag domain scaffold_1_mRNA_2754.1

[IPRO0S162] (1)
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GF0026612 1 0 0 Monosacharide transport protein (1) scaffold_I_mRNA_2753.1
carbohydrate metabolic process Pectin lyase fold [IPR012334] (1); Pectin
. . [GO:0005975 biological process] (1); lyase fold/virulence factor [IPROI1050]
Gro026011 ! 0 0 Hypothetical protein (1) polygalacturonase activity [GO:0004650 (1); Glycoside hydrolase, family 28 scaffold_I_mRNA,_2748.1
molecular_function] (1) [IPRO00743] (1)
F-box and associated interaction Febox associated intraction domain
GF0026610 1 0 0 domains-containing protein, puative P01 binding [GO:0003515 LIPROI7451] (1; F-box associated scaffold_I_mRNA_2747.1
i molecular_function] (1) domain, type 1 [IPR006527] (1); F-box.
domain [IPROOIS10] (1)
Transposase, MuDR, plant [IPR004332]
GF0026609 1 0 0 Mutator-like transposase isoform 1 (1) (1): MULE transposase domain scaffold_I_mRNA_273.1
[IPROIS289] (1)
. § . protein binding [GO:0005515 SWIB domain [IPROI9835]) (1); .
GFO026608 1 0 0 SWIb domain-conaning protein (1) P P ETRIT SWIBMDM domain [IPRO3 1217 (1 €004 1_mRNA 2725.1
NAD(P)-binding domain [IPRO16040]
GF0026607 1 0 5""2“"3:?'1“) alcohol dehydrogenase, (1); Short-chain dehydrogenase/reductase scaffold_I_mRNA_271.1
P SDR [IPR002347] (1)
GF0026606 1 0 0 Hypothetial protein (1) scaffold_I_mRNA_2700.1
GF0026605 1 0 0 Hypothetical protein (1) Transposase, MDR, plant [IPRO04332] (.14 1 mRNA_2687.1
GFO026604 1 0 0 Hypothetical protein (1) scaffold_1_mRNA_2680.1
GF0026603 1 0 0 Hypothetical protein (1) scaffold_1_mRNA_2679.1
GF0026602 1 0 o Cytoknin riboside 5 '“°"°"h""’h‘““ LOG family [IPRO31100] (1) scaffold_1_mRNA_2674.1
© phosphoribohydrolase
GF0026601 1 0 0 Hypothetical profein (1) scaffold_I_mRNA_2673.1
GF0026600 1 0 0 Hypothetical protein (1) scaffold_I_mRNA_2672.1
GF0026599 1 0 0 Hypothetial protein (1) scaffold_I_mRNA_2671.1
GFO026598 1 0 0 Hypothetical protein (1) scaffold_I_mRNA_2670.1
. . Domain of unknown fumction DUF4283
GFO026597 1 0 0 Hypothetical protein (1) TPRO238581 1) scaffold_I_mRNA_2668.1
regulation of salicylic acid mediated
signaling pathway [GO:2000031
biological_process] (1); regulation of
defense response [GO:0031347 Ankyrin repeat-containing domain
biological_process] (1); protein binding ~ [IPR020683] (1); PGG domain
GF0026596 1 0 0 AT4GOS040 protein (1) (GO:0005515 molecular_function] (1);  [IPR026961] (1); Protein accelerated cell scaffold_1_mRNA_2653.1
cellular response to salicylic acid death 6 [IPRO32846] (1); Ankyrin repeat
stimulus [GO:0071446 [IPRO02110] (1)
biological_process] (1); integral
component of membrane [GO:0016021
cellular_componen] (1)
DNA binding [GO:0003677
molecular_function] (1); nucleic acid  Zine finger C2H2-type [IPR013087] (1);
GF0026595 1 0 0 Hypothetical protein (1) bicing [GO0003676 Jine i, BEDype LIPROD3656] (1) SOOI mRNA_2648.1
molecular_function] (1)
GFO0026594 1 0 0 Monosacharide transport protein (1) scaffold_I_mRNA_2644.1
Protein kinase-like domain [IPRO11009]
calcium ion binding [GO:0005509 (1): Protein kinase domain [IPR000719]
ol fnction] (1) proteinkinase (1) EF-and doni e IPR011992]
activity [GO:000467: (1): EF-Hand 1, caleium-binding site
GF0026593 1 0 0 Hypothetical protein (1) molecular_function] (I ): protein [IPRO18247] (1; EF-hand domain scaffold_1_mRNA_2641.1
phosphorylation [GO:0006468 [IPRO02048] (1: Serine/threonine-
biological_process] (1); ATP binding  protein kinase, active site [IPRO08271]
[GO:0005524 molecular_function] (1)~ (1): Protein kinase, ATP binding site
[IPROI7441] (1)
protein kinase activity [GO:0004672  Serine-threoninetyrosine-protein kinase,
molecular_function] (1: protein catalytic domain (IPR001245] (1);
GF0026592 1 0 0 Caleium-dependent proein kinase 29 (1) GO:0006468 Protein kinase-like domain [IPRO11009] scaffold_1_mRNA_2636.1
biological_process] (1); ATP binding  (1); Protein kinase domain [IPR000719]
[GO:0005524 molecular_function] (1) (1)
’ Protein kinase domain [IPR000719] (1):
protein kinase activity [GO:0004672 b i inae-fike domain [IPRO11009]
molecular_function] (1):; protein (1): Protein kinase, ATP binding site
GFO0026591 1 0 0 Calcium-dependent protein kinase 20 (1) ion [GO:0006468 g L “ scaffold_I_mRNA_2630.1
[IPRO17441] (1); Serine/threonine-
biological process] (1); ATP binding rotein kinase, active site [IPR00S271]
1GO:0005524 molecular_function] (1) F}7 se, active s
Endoribonuclease L-PSP/chorismate
ase-like [IPROI3813] (1); RidA,
. Endoribonuclease L-PSP family protein conserved site [IPROI9897) (1); RidA
GFO026590 1 0 0 fomity (IPRODG036] 13 scaffold_I_mRNA_2626.1
YigF/YERO57¢/UK1 14 family
(IPRO0G175] (1)
P-loop containing nucleoside triphosphate
GF0026589 1 0 0 Hypothetical protein (1) Eynoaas IPROST417] () scaffold_I_mRNA_2608.1
GFO026588 1 0 0 Hypothetical protein (1) scaffold_I_mRNA_2607.1
Leucine-rich repeat domain, L domain-
like [IPR032675] (1); Winged helix-tum-
J—— . N  NBS-LRR class esistance protein Fy1- ADP binding [GO:0043531 helix DNA-binding domain [IPROII991] (o oo
Oyl (1) molecular_function] (1) (1): P-loop containing nucleoside. I mENA
triphosphate hydrolase [IPR027417] (1);
NB-ARC [IPR002182] (1)
GFO026586 1 0 0 Hypothetical protein (1) scaffold_I_mRNA_2604.1
protein dimerization activity S
[GO:0046983 molecular_function] (1): HP‘IU(;{;;’:]"(”;‘)‘ dimerisaion domain
GFO026585 1 0 0 Hypothetical protein (1) nucleic acid binding [GO:0003676 domain [IPROI2537 (1. TwiEMTS SO 1mRNA 2596.1
molecular_funcion] (1): membrane — GHR OO 1
[GO:0016020 cellular_componen] (1) v
Leucine-rich repeat, typical subtype
[IPRO03591] (1; Leucine-rich repeat
Disease resistance family protein / LRR  protein binding [GO:0005515 domain, L domain-like [IPR032675] (1);
GFO026384 ! 0 O family protein, putative (1) molecular_function] (1) Leucine-rich repeat [IPRO01611] (1), *4Told_1_mRNA_2585.1
Leucine-rich repeat-containing N-
terminal, plani-type [IPRO13210] (1)
RipA-like protein, double-psi beta-barrel
. domain [IPR009009] (1); .
GF0026583 1 0 0 Plant natriuretic peptide A (1) Expamsinpolienllemen, DPBE donain 21011 mRNA 258.1
[IPRO07112] (1)
Zine finger, SWIM-type [IPR007527]
zinc ion binding [GO:0008270 (1: Transposase, MuDR, pl
GFO026582 1 0 0 MDR il ransposase soform 11(1) 8 0 M MR [IPRO04332] (1); MULE transposase ~ scaffold_1_mRNA_2579.1
= domain [IPRO18289] (1); Zine finger,
PMZ-type [IPR006S64] (1)
GFO026581 1 0 0 Hypothetical protein (1) scaffold_I_mRNA_2575.1
GF0026580 1 0 0 Hypothetical protein (1) scaffold_I_mRNA_2568.1
GF0026579 1 0 0 Hypotheical protein (1) scaffold_I_mRNA_2561.1
Protein of unknown function DUF716
PRS- , o  Serinelhreonine-protein phosphatase 7 (TMEMAS) [IPRO0G904] (1); scatiold 1 mRNA 25571
© long formlike (1) Aminotransferase- ke, plant mobile I mRNA.
domain [IPRO19557] (1)
. i PGG domain [IPR026961] (1); Ankyrin
GF0026577 1 0 0 ""‘k: " "Pr‘“' “1":‘;‘;“’“" protein, “"‘I‘c'_“ Ih‘“‘:;“b‘[,m; FID:)S 315 repeat-containing domain [IPR020683]  scaffold_|_mRNA _2545.1
putative isoform molecular_function (1): Ankyrin repeat (IPRO02110] (1)
GFO026576 1 0 0 Hypothetical protein (1) scaffold_I_mRNA_2544.1
y ; Leucine-rich repeat domain, L domain-
GF0026575 1 0 0 Hypothetical protein (1) e PRO326791 (1) scaffold_1_mRNA_2543.1
Leucine-rich repeat domain, L domain-
GFO026574 1 0 0 Hypothetical protein (1) ke [bRO32670 (1) scaffold_I_mRNA_2542.1
GFO026573 1 0 0 Hypothetical protein (1) scaffold_I_mRNA_2539.1
GFO026572 1 0 0 Hypothetical protein (1) scaffold_I_mRNA_2538.1
Aspartic peptidase domain [IPR021109]
GFO026571 1 0 0 Hypothetical protein (1) (1): Xylanase inhibitor, C-terminal scaffold_I_mRNA_2520.1
[IPR032799] (1)
GF0026570 1 0 0 Hypothetical protein (1) scaffold_1_mRNA_2502.1
GF0026569 1 0 0 Hypothetical protein (1) scaffold_1_mRNA_2501.1
magnesium ion binding [GO:0000287  Terpene synthase, N-terminal domain
molecular_function] (1); terpene synthase [IPR001906] (1); Terpene synthase,
activity [GO:0010333 ‘metal-binding domain [IPR005630] (1);
GFO026568 1 0 0 Sesquiterpene synthase (1) molecular_function] (1); lyase activity  Terpenoid eyclases/protein scaffold_1_mRNA_2497.1
[GO:0016829 molecular_function] (1); ~ prenyltransferase alpha-alpha toroid
metabolic process [GO:0008152 [IPRO08930] (1: Isoprenoid synthase
biological_process] (1) domain [IPRO0949] (1)
Leucine-rich repeat domain, L domain-
GF0026567 1 0 0 Hypothetical protein (1) fike [IPRO32675] (1); Leucine scaffold_1_mRNA_2496.1
repeat-containing N-terminal, plant-type
[IPROI3210] (1)
S-locus glycoprotein domain
Ry recognition of pollen [(;o 0048544 [IPRO0OSSS] (1); Bulb-type lectin
GFO026566 1 0 0 SHocus lectin kinase family protein (1) [0SR0 PO domain LIPROTA80) (1) PANApple SO 1_mRNA 2450.1
domain [IPRO03609] (1)
Ubiquitin conserved site [IPR019954]
protein binding [GO:0005515 (1): Ubiquitin [IPRO19956] (1);
GF0026565 ! 0 0 Polyubiguitin (1) molecular_function] (1) Ubiquitin-related domain [IPR020071]  S¢2oId_1_mRNA _2477.2
(1): Ubiquitin domain [IPR000626] (1)
GFO026564 1 0 0 Hypothetical protein (1) scaffold_I_mRNA_2474.1
GF0026563 1 0 0 Hypothetical protein (1) scaffold_I_mRNA_2468.1
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GF0026562 1

GF0026561 1

GF0026560 1

GF0026559 1

GF0026558 1

GF0026557 1

GF0026556 1

GF0026555 1
GF0026554 1

GF0026553 1

GF0026552 1

GF0026551 1

GF0026550 1

GF0026549 1

GF0026548 1

GF0026547 1

GF0026546 1

GF0026545 1

GF0026544 1
GF0026543 1
GF0026542 1

GF0026541 1

GF0026540 1
GF0026539 1
GF0026538 1

GF0026537 1
GF0026536 1
GF0026335 1

GF0026534 1

GF0026533 1
GF0026532 1

GF0026531 1
GF0026530 1
GF0026529 1

GF0026528 1
GF0026527 1
GF0026526 1

GF0026525 1

GF0026524 1
GF0026523 1

GF0026522 1

GF0026521 1

GF0026520 1
GF0026519 1

GF0026518 1

GF0026517 1

GF0026516 1

GF0026315 1

GF0026514 1

GF0026513 1

GF0026512 1

GF0026511 1

c oo o o

0 Hypothetical protein (1)

0 Hypothetical protein (1)
0 Lectin receptor kinase (1)
0 Hypothetical protein (1)

0 Vetispiradiene synthase (1)

 Pentatricopeptide repeat-containing
© protein, mitochondrial (1)

0 Putative retroelement pol polyprotein (1)
0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Le

m

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Lectin (1)

o (-delta-cadinene synthase isozyme A

0 Hypothetical protein (1)

Cysteine-rich RLK (RECEPTOR-like

O protein kinase) 8 (1)

Cytokinin riboside S-monophosphate
phosphoribohydrolase (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)
S-locus lectin protein kinase family
protein, putative (1)

0 Hypothetical protein (1)

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

o Cysteine-rich RLK (Receptor-like kinase)
in (1)

protein

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

0 Hypothetical protein (1)

0 Hypothetical protein (1)
Cytokinin riboside S-monophosphate
phosphoribohydrolase (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

S-locus lectin kinase family protein,
putative (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

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

0 Hypothetical protein (1)

0 Monosacharide transport protein (1)

0 Hypothetical protein (1)

Grtype lectin S-receptor-like
serine/threonine-protein kinase (1)

0 Monosacharide transport protein (1)

o Gtype lectin S-receptor-like
serine/threonine-protein kinase (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

protein phosphorylation [GO:0006468
biological Jmcen] (1), protein kinase
activity [GO:

moleculnrj\mcnon] (1); ATP binding
[GO:0005524 molecular_function] (1)

protein kinase activity [GO:0004672

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

metabolic process [GO:0008152
biological_process] (1); magnesium ion
binding [GO:0000287
molecular_function] (1); terpene synthase
activity [GO:0010333
molecular_function] (1); lyase activity
[GO:0016829 molecular_function] (1)

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

binding [GO:0003676

molecular_function] (1)

carbohydrate binding [GO:0030246
molecular_function] (1)

Iyase activity [GO:0016829
molecular_function] (1; terpene synthase
activity [GO:0010333

molecular_function] (1); magnesium ion
binding [GO:000028

molecular_function] (1)

carbohydrate binding [GO:0030246
molecular_function] (1)

metabolic process [GO:0008152
biological_process] (1); lyase activity
[GO:0016829 molecular_function] (1);
terpene synthase activity [GO:0010333
molecular_function] (1); magnesium ion
binding [GO:0000287
molecular_function] (1)

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

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

protein kinase activity [GO:0004672
molecular_function] (1); protein
serine/threonine kinase activi
[GO:0004674 molecular_function] (1);
protein phosphorylation [GO:000646§
biological_process] (1); ATP binding
[G0:0005524 molecular_function] (1)

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

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

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

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

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

RNA-DNA hybrid ribonuclease activity
[G0:0004523 molecular_function] (1);
nucleic acid binding [GO:0003676
molecular_function] (1)

protein serinethreonine kinase activity
G 4 molecular_function] (1);
protein kinase activity [GO:0004672
molecular_function] (1); protein
phosphorylation [GO:0006468
biological_process] (1); recognition of
pollen [GO:0048544 biological_process]
(1); ATP binding [GO:0005524
molecular_function] (1); protein binding
[GO:0005515 molecular_function] (1)

ecognition of pollen [GO:0048544
bwloglcal |_process] (1); protein
phosphorylation [GO:0006468
biological_process] (1); protein kinase
activity [GO:0004672
molecular_function] (1); ATP binding
[G0:0005524 molecular_function] (1)

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

Serine/threonine-protein kinase, active
site [IPRO0S271] (1); Serine-
threoninetyrosine-protein kinase,
catalytic domain [IPR001245] (1); LysM
domain [IPRO1§392] (1); Protein kinase
domain [IPRO00719] (1); Protein kinase-
like domain [IPROT1009] (1)
Leucine-rich repeat domain, L domain-
like [IPRO32675] (1)

Protein kinase domain [IPR000719] (1);
Protein kinase-like domain [IPRO11009]
(1); Concanav
domain [IPRO13320] (1)

Tsoprenoid synthase domain [IPR008949]
(1); Terpenoid cyclases/protein
prenyltransferase alpha-alpha toroid
[IPR008930] (1); Terpene synthase,
‘metal-binding domain [IPR005630] (1);
Terpene synthase, N-terminal domain
[IPR001906] (1)

Integrase, catalytic core [IPR001584] (1);
Reverse transcriptase, RNA-dependent

A polymerase [IPRO13103] (1);
Ribonuclease H-like domain
[IPRO12337] (1); GAG-pre-integrase
domain [IPRO25724] (1)

Ataxin-2,

“-terminal [IPRO09SIS] (1)
Concanavalin A-like lectin/glucanase
domain (IPRO13320] (1; Legume lectin
domain [IPR001220] (1)
Endonuclease/exonuclease/phosphatase
[IPRO0S135] (1)

Tsoprenoid synthase domain [IPR008949]
(1); Terpene synthase, metal-binding
domain [IPR00S630] (1)

Legume lectin domain [IPR001220] (1)
Concanavalin A-Jike lectin/glucanase
domain [IPRO13320] (1); Legume lectin,
beta chain, Mn/Ca-binding site
[IPRO19825] (1)

Terpenoid cyclases/protein
prenyltransferase alpha-alpha toroid
[IPRO08930] (1); Terpene synthase, N-
terminal domain [IPR001906] (1);
Terpene synthase, metal-binding domain
[IPR005630] (1); Isoprenoid synthase
domain [IPRO0S949] (1)

Ulp! protease family, C-terminal
catalytic domain [IPR003653] (1):
Reverse transcriptase, RNA-dependent
DNA polymerase [IPRO13103] (1)
Cytokinin riboside S-monophosphate
phosphoribohydrolase LOG [IPR005269]
(1); LOG family [IPRO31100] (1)

Ulp! protease family, C-terminal
catalytic domain [IPR003653] (1)

Retrotransposon gag domain
[IPRO05162] (1)

Bulb-type lectin domain [IPR001480] (1)

Protein kinase-like domain [IPRO11009]
(1; Protein kinase domain [IPR000T19]
(1; Serine/threonine-protein kinase,
active site [IPR008271] (1); S-locus
receptor kinase, C-terminal [IPR021820]
(1); Serine-threonine/tyrosine-protein
Kinase, catalytic domain [IPR001245] (1)

Ribonuclease H-like domain
[IPROI2337] (1)

LOG family [IPR031100] (1)

Bulb-type lectin domain [IPR001480] (1)
S-locus glycoprotein domain
[IPRO00SSS] (1): Bulb-type lectin
domain [IPRO01480] (1)

Ribonuclease H-like domain
[IPRO12337] (1)

PAN/Apple domain [IPR003609] (1);
Protein kinase-like domain [IPRO11009]
0

Ribonuclease H-like domain
[IPRO12337] (1); Retrotransposon gag
domain [IPRO0S162] (1)

Bulb-type lectin domain [IPR001480]
(1); S-locus glycoprotein domain
[IPRO00SSS] (1)

Retrotransposon gag domain
[IPRO0S162] (1; Ribonuclease H-like

domain [IPRO12337] (1); Ribonuclease H

domain [IPR002156] (1)
Protein kinase domain [IPR000719] (1);
Protein kinase-like domain [IPRO11009]
(1); S-locus receptor kinase, C-terminal
[IPRO21820] (1); Serinethreonine-
protein kinase, active site [IPR00S271]
(1); S-locus glycoprotein domain
[IPRO00858] (1); EGF-like domain
[IPR00742] (1); Serine-
threoninetyrosine-protein kinase,
catalytic domain [IPR001245] (1); Bulb-
type lectin domain [IPRO01480] (1)

Serine/threonine-protein kinase, active
site [IPRO0S271] (1); Serine-
threoninetyrosine-protein kinase,
catalytic domain [IPR001245] (1); S~
locus glycoprotein domain [IPRO00SSS]
(1); PAN/Apple domain [IPR003609]
(1; Protein kinase domain [IPR000T19]
(1); Protein kinase-like domain
[IPRO11009] (1)

Ribonuclease H-like domain
[IPRO12337] (1)

Aclike lectin/glucanase *

scaffold_I_mRNA_246.1

scaffold_1_mRNA_2459.1

scaffold_I_mRNA_245.1

scaffold_1_mRNA_2448.1

scaffold_1_mRNA_2446.1

scaffold_I_mRNA_2445.1

scaffold_I_mRNA_2440.1

scaffold_1_mRNA_2437.1
scaffold_1_mRNA_2432.1

scaffold_I_mRNA_243.1

scaffold_I_mRNA_2428.1

scaffold_I_mRNA_2424.1

scaffold_1_mRNA_2421.1

scaffold_1_mRNA_240.1

scaflold_1_mRNA_2399.1

scaffold_1_mRNA_2397.1

scaffold_I_mRNA_2386.1

scaffold_I_mRNA_2385.1

scaffold_I_mRNA_2384.1
scaffold_I_mRNA_2383.1
scaffold_I_mRNA_238.1

scaffold_I_mRNA_2370.1

scaffold_I_mRNA_237.1
scaffold_I_mRNA_2363.1
scaffold_1_mRNA_2360.1
scaffold_1_mRNA_2357.1
scaffold_1_mRNA_2356.1
scaffold_1_mRNA_2355.1

scaffold_1_mRNA_2354.1

scaffold_I_mRNA_235.1
scaffold_I_mRNA_2341.1

scaffold_I_mRNA_2339.1
scaffold_1_mRNA_2336.1
scaffold_1_mRNA_2334.1

scaffold_I_mRNA_2333.1
scaffold_I_mRNA_2331.1
scaffold_I_mRNA_2329.1

scaffold_1_mRNA_2327.1

scaffold_1_mRNA_2325.1

scaffold_I_mRNA_2324.1

scaffold_1_mRNA_2323.1

scaffold_I_mRNA_2321.1

scaffold_I_mRNA_2320.1
scaffold_I_mRNA_2319.1

scaffold_1_mRNA_2318.1

scaffold_1_mRNA_2316.1

scaffold_1_mRNA_2315.1

scaffold_1_mRNA_2313.1

scaffold_I_mRNA_2311.1

scaffold_1_mRNA_2309.1

scaffold_I_mRNA_2307.1

scaffold_I_mRNA_2304.1



T Nam inC.celementine  Numin C. unshia Note Go TaterPro Member Members in PArolaE
‘Winged helix-turn-helix DNA-binding
domain [IPRO11991] (1); Leucine-rich
. y repeat domain, L domain-like
GF0026510 1 0 0 Disease resistance N-like protein (1) xz:;':"ﬁ:gsﬂm”' [IPR032675] (1); P-loop conlmmng scaffold_1_mRNA_2302.1
- nucleaside triphosphate h
[IPRO27417] (1); NB-, AR(‘ [IPROOZ\RZ]
m
i i protein serine/threonine kinase activity  S-locus receptor kinase, C-terminal —_
GF0026509 1 0 0 Hypothetical protein (1) 1600004674 molosular foneson] (1) [IPRO21520] 1y scaffold_1_mRNA_2296.1
Refrotransposon gag domain
GFO026508 1 0 0 Hypothetical protein (1) PROGS163] (1) scaffold_I_mRNA_2290.1
TP binding [GO:0005524 PAN/Apple domain [IPR003609] (1);
ks fotion (1 i ki Serine/threonine-protein kinase, active
ety [GO000467 site [IPRO0S271] (1): S-locus
molecular_function] (n protein elycoprotein domain [IPRO0SSS] (1
GF0026507 1 0 0 Socus lecin kinase family proten (1) TEE A, R Serine-threonine/tyrosine-protein kinase, scaffold_1_mRNA_2288.1
§ catalytic domain (IPR001245] (1);
biological_process] (1); recognition of
p Protein kinase-like domain [IPRO11009]
(p“’;k" [GO:0048544 biological process] (1) by cin kinase domain [IPR000719]
[0
GF0026506 1 0 0 Hypothetical protein (1) m"“"” peptidase domain [IPRO2H09] (.. vo1q | mRNA_2286.1
Domain of unknown function DUF4218
[IPRO25452] (1); Transposon, En/Spm-
Tike [IPR004242] (1); Probable
" transposase, Ptta/En/Spm, plant
GF0026505 1 0 0 Transposase family tnp2, putative (1) [PROOI53] (1. Tranepessse scaffold_I_mRNA_2281.1
Topl/En/Spm-like [IPR00264] (1);
Transposase-associated domain
[IPRO29480] (1)
Serine/threonine-protein kinase, active
protein phosphorylation [GO:0006468 ;‘1“ [1"?53:3»:271“]‘“:. ‘Se.:'l‘: s
biological_process] (1); recognition of ca’:‘l‘y"lc”dlf":‘;""ﬁl':;o;'u 451 s
f’f;}’n’:,sf’f:'mxw b‘“‘““';ﬁi;"“”] locus glycoprotein domain [IPRO00SSS]
GF0026504 1 0 Grtype lectin S-receptor-like activity [GO:0004674 o4 PP [IPROO36OIT (. rota_1_mRNA_2280.1
serine/threonine-protein kinase (1) , . (1): Bulb-type lectin domain
molecular_function] (1); protein kinase "’ .
vy GO00MEY? [IPRO0I480] (1); Protein kinase domain
molecular_function] (1); ATP binding LT R000719] (1): Protein kinase-like
1G0:0005524 molemula funtion] (1) domain [IPROLI009] (1): S-receptor-ike
- serine/threonine-protein kinase
[IPRO24171] (1)
Leucine-rich repeat domain, L domain-
GF0026503 1 0 0 Hypothetical protein (1) ke {bRO32670, (1) scaffold_I_mRNA_228.1
PAN/Apple domain (IPR003609] (1):
Bulb-type lectin domain [IPRO01480]
ATP binding [GO:0005524
molecular function] (1); protein kinase (1) Serine/tireonine-protein kinase,
ety [GO0004G active site [IPRO0S271] (1); S-locus
ckecular. unction] (1) prote receptor kinase, C-terminal (IPR021820]
Getype lectin S-receptor-like serine/threonine kinase actvity (L); Serine-threonine/tytosine-protcin
GF0026502 1 0 Y kinase, catalytic domain [IPRO01245]  scaffold_I_mRNA _2277.1
serine/threonine-protein kinase (1) [GO:0004674 molecular_function] (1) °
recognition of pollen [GO:004g544 (1) STloeus "'"“‘"“"“‘“ d“"“‘“
[IPRO0OSSS] (1); Protei ke
bﬂ:ﬁ::ﬂﬁ:;:?g (1); protein domain [IPRO11009] m s 1ec=pr0| like
gmh" fenl procces] U) serinethreonine-protein kinase
gical pt [IPRO24171] (1); Protein kinase domain
[IPRO00719] (1)
GF0026501 1 0 0 Hypothetical protein (1) scaffold_1_mRNA_2276.1
GF0026500 1 0 0 Hypothetical protein (1) Bulb-type lectin domain [IPRO01480] (1) scaffold_1_mRNA_2273.1
GF0026499 1 0 0 Monosacharide transport protein (1) scaffold_1_mRNA_2271.1
Protein kinase-like domsin [IPR()\ 1009]
R (1): S-recepto ine-
ATP binding (GO:0005524
molec‘:;‘a"’f"L'lo"] 0 protin protein kinase [II’R024I71] (| ). Plolem
serine/threonine kinase activity kinase domain [IPR000715] (1;
0004674 molecon funeyon) 1y, 9P letin domain [IPRO0LaS0] W
i T " PAN/Apple domain IPR003609] (1); S-
GF0026498 1 0 o Grype lectin S-receptor-like protein kinase activity [GO:0004672 1 et kinase, C-terminal scaffold_I_mRNA_2269.1
serine/threonine-protein kinase (1) molecular_function] (1); profein iy
Phosphorslaion [GO.0006468 [IPRO21820] (1; Serine/threonine-
biological_process] (1); recognition of :’I'"";“‘I:“:j;clyz:;:m“ (H, :;?:ml]
(ple)llen 1GO:0048544 bilogical_process] (1) o SASRELT
threonine/tyrosine-protein kinase,
catalytic domain [IPR001245] (1)
Retrotransposon gag domain
GF0026497 1 0 0 Hypotheical protein (1) PROGS163] (1) scaffold_I_mRNA_2268.1
Protein kinase domain [IPR000719] (1)
protinsin thrconine kinssesctivity (1161 s e domn [PROLE0)
L?o?:’?g:i: T"':C‘:'?Z;[’-J“E;"‘;:L‘Z' % Linase, catalytic domain [IPR001245]
(1): Aspartic peptidase domain
GF0026496 1 0 0 Cysteine-rich RLK 10 (1) m:;ﬁf.l:::’c:?;g 1 protcin IPRO31109] (1 Proten Kimase, ATp _S€0T0Id_1_mRNA 22651
biological process] (1); ATP binding £nding st [IPROI7441] (1)
1603005334 motecular function] (1 Sernehrorine-protein kinase,acive
00033 - site (IPRO08271] (1); S-locus receptor
kinase, C-terminal [IPRO21820] (1)
Refrotransposon gag domain
GF0026495 1 0 0 Retrotransposon gag protein (1) [IPRO0S162] (1); OAR domain scaffold_1_mRNA_2264.1
[IPRO03654] (1)
Protein kinase-like domain [IPRO11009]
recogition of pollen [GO:0048544  (1); S-receptor-like serine/threonine-
biological_process] (1); protein protein kinase [IPR024171] (1; Protein
phosphorylation [GO:0006468 kinase domain [IPR000719] (1);
biological_process] (1); protein kinase  PAN/Apple domain [IPR003609] (1);
Grtype lectin S-receptor-like activity [GO:0004672 Bulb-type lectin domain [IPRO0I4S0]
GFO026494 ! 0 9 cerinehtbreonine-protein kinase (1) molecular_function] (1); protein (1); Serinehthreonine-protein kinase, (10191 MRNA_2261.1
serine/threonine kinase actvity active site [IPR00S271] (1); Serine-
(GO:0004674 molecula threonine/tyrosine-protein kinase,
ATP binding [GO:0005! catalytic domain (IPR001245] (1); S-
molecular_function] (1) locus glycoprotein domain [IPR0008SS]
M
Retrotransposon gag domain
GF0026493 1 0 0 Retrotransposon gag protein (1) PRO0S1 03] 1y scaffold_1_mRNA_2256.1
PAN/Apple domain [IPR003609] (1);
protein kinase activity [GO:0004672  Serine-threonine/tyrosine-protein kinase,
e lctin S-receptor ke molecular_function] (1); prolem catalytic domain (IPR001245] (1);
GF0026492 1 0 0 e reonine-proten kinase (1) phosphorylation [GO:00 Setnlsorineprotin ki, sctive scaflold_|_mRNA 2521
» biological_process] (1); s binding  site [IPR00S271] (1); Protein kinase-like
[GO:0005524 molecular_function] (1) domain [IPRO11009] (1; Protein kinase
domain [IPRO00719) (1)
Aspartic peptidase domain [IPR021109]
GF0026491 1 0 0 Hypothetical protein (1) (1): Retrotransposon gag domain scaffold_I_mRNA_2251.1
[IPRO0S162] (1)
Bulb-type lectin domain [IPRO01480]
GF0026490 1 0 0 Hypothetical protein (1) (1 AR Apple domain L1PRO03600] (1) 4TI mRNA 2250.1
GF0026489 1 0 0 Hypothetical protein (1) scaffold_I_mRNA_2246.1
GF0026488 1 0 0 Hypothetical protein (1) :‘Is"““" peptidase domain [IPRO2T109) (ot | RNA 224411
GF0026487 1 0 0 Monosacharide transport protein (1) scaffold_1_mRNA_2242.1
PAN/Apple domain [IPR003609] (1):
ATP binding [GO-0005524 Bulb-type lectin domain [IPR001480]
molecular_function] (1); recogtion of []';RZ;:;‘;’S] :ﬁ“‘;‘:{‘;’; domain
Gtype lectin S-receptor-like pollen [GO:0048544 biological process] yoqpine yrosine-protcin kinase,
GF0026486 1 0 o P e (1): protein phosphorylation Ly scaffold_1_mRNA_2241.1
serine/threonine-protein kinase (1) ) catalytic domain [IPR001245] (1); 1_mRNA
[GO:0006468 biological process] (1) s )
otein ki sctivy [Gronagra Serne/treonine-protein Kinase, ative
Troleeutar fanction] () site [IPRO0S271] (1); Protein kinase-like
= domain [IPRO11009] (1); Protein kinase
domain [IPRO00719] (1)
heme binding (GO:0020037
molecular_function] (1); response to Haem peroxidase [IPR010255] (1); Plant
oxidative stress [GO:0006979 ascorbate peroxidase [IPR002207] (1);
. — . biological_process] (1); oxidation- Peroxidase, active site [IPROI9794] (1);
GF0026485 1 0 0 Peroisomal ascorbate peroxidase (1) 6 P8 Ree Perovidases heamligand binding e SC4T_1_mRNA 2241
biological_process] (1); peroxidase  [IPRO19793] (1); Haem peroxidase,
activity [GO:000460 plant/fungalbacterial [IPR002016] (1)
molecular_fnction] (1)
GFO026484 1 0 0 Hypothetical protein (1) scaffold_I_mRNA_2239.1
GF0026483 1 0 0 Hypothetical protein (1) scaffold_I_mRNA_2237.1
GFO026482 1 0 0 Hypothetial protein (1) scaffold_I_mRNA_2233.1
nucleic acid binding [GO:0003676
. molecular_function] (1); regulation of  Carlavirus nucleic ac .
GFO026481 1 0 0 Hypothetical protein (1) mnscrition, DNA-terplated PRODIS6] (1) scaffold_I_mRNA_2232.1
[GO:0006355 biological_process] (1)
GF0026480 1 0 0 P}f‘:::l‘q"‘)‘:;‘;l:ﬁ:’:; "(‘T')w"l“’s“ha'e LOG family [IPRO31100] (1) scaffold_1_mRNA_2231.1
GF0026479 1 0 0 Hypothetical protein (1) scaffold_I_mRNA_2223.1
GFO026478 1 0 0 Hypothetical protein (1) scaffold_I_mRNA_2222.1
et i Retrotransposon gag domain .
GF0026477 1 0 0 Hypothetical protein (1) (IPRODSIGE () scaffold_1_mRNA_2216.1
GF0026476 1 0 0 Hypothetical protein (1) scaffold_1_mRNA_2215.1
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GF0026475
GF0026474
GF0026473
GF0026472

GF0026471

GF0026470
GF0026469
GF0026468
GF0026467

GF0026466
GF0026465

GF0026464

GF0026463

GF0026462

GF0026461
GF0026460
GF0026459

GF0026458

GF0026457
GF0026456

GF0026455

GF0026454
GF0026453
GF0026452
GF0026451
GF0026450
GF0026449
GF0026448
GF0026447
GF0026446

GF0026445

GF0026444

GF0026443

GF0026442

GF0026441
GF0026440
GF0026439
GF0026438
GF0026437
GF0026436
GF0026435
GF0026434
GF0026433
GF0026432
GF0026431
GF0026430
GF0026429

GF0026428

GF0026427
GF0026426
GF0026425
GF0026424

GF0026423

GF0026422

GF0026421
GF0026420
GF0026419
GF0026418
GF0026417
GF0026416
GF0026415
GF0026414
GF0026413
GF0026412
GF0026411
GF0026410
GF0026409
GF0026408
GF0026407

GF0026406

GF0026405
GF0026404
GF0026403
GF0026402
GF0026401

GF0026400

GF0026399
GF0026398
GF0026397

GF0026396

c oo o

cooo

°

c oo oo

© ocooo o oo o o °

s o oo

ccocoooo o o

°

o oo oo

cocoo o

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

zinc ion binding [GO:0008270

o Protein FARI-RELATED SEQUENCE 6 molecular_function] (1); regulation of

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

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

0 Monosacharide transport protein (1)

0 Protein ULTRAPETALA 2 (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)
o Retrotransposon protein, putative, Ty3-
© gypsy subclass, expressed (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

o Peptidyl-prolyl cis-trans isomerase.
© chloroplast (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)
 Cytokinin riboside 54 ||\onapho<phxle
© phosphoribohydrolase

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Nucleotidyltransferase family protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

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

0 Hypothetical protein (1)

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

Disease resistance protein family,
putative isoform 2 (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)
Cytokinin riboside S-monophosphate
phosphoribohydrolase (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Nodulin family protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)
o Ribosomal protein L11 methyliransferase
Oy

Discase resistance protein RPP13 variant

Oy

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

0 Hypothetical protein (1)

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

0 Hypothetical protein (1)

transcription, DNA-templated
[GO:0006355 biological process] (1)

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

sigma factor antagonist activity
[GO:0016989 molecular_function] (1)

protein folding [GO:0006457
biological_process] (1): procn peptidyl-
prolyl isomerization [GO:0000413
biological_process] (1); peptidyl-prolyl
cis-trans isomerase activity [GO:000375:
molecular_function] (1)

‘nucleotidyltransferase activity
[GO:0016779 molecular_function] (1)

nucleotidyltransferase activity
[GO:0016779 molecular_function] (1)

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

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

nucleic acid binding [GO 0003676
molecular_function] (

ADP binding [GO:0043531
molecular_function] (1)

inding [GO:0043531
molecular_function] (1)

nucleic acid binding [GO:0003676
molecular_function] (1); ADP bi
[GO:0043531 molecular_function] m

zine ion binding [GO:0008270
molecular_function] (1); metabolic
process [GO:0008152
biological_process] (1); hydrolase
activity [GO:0016787
molecular_function] (1); nucleic acid
binding [GO:0003676
molecular_function] (1)

Zine finger, SWIM-type [IPR007527]
(1); Zine finger, PMZ-type [IPR006564]
(1); FARI DNA binding domain
[IPRO04330] (1); FHY3/FAR | family
[IPR031052] (1)

Reverse transcriptase domain
[IPRO00ATT] (1)

Reverse transcriptase domain
[IPR000477] (1); Ribonuclease
domain [IPRO12337] (1)

Anti sigma-E protein RseA, N-terminal
[IPR005572] (1)
Developmental regulator,
ULTRAPETALA [IPR020533] (1)

Helike

Aspartic peptidase domain [IPR021109]
[0}

Cyclophilin-type peptidyl-prolyl cis-trans
isomerase domain [IPR002130] (1);
Cyclophilin-like domain [IPR029000]

5 (1: Cyclophiln-type pepiidyl-prolyl cis-

trans isomerase [IPR024936] (1)

Domain of unknown function DUF4283
[IPRO25558] (1)

Polymerase, nucleotidyl transferase:
domain [IPR002934] (1); PAP/25A-
as;ocmcd [IPR002058] (1)

olymerase, nucleotidyl transferase:
damxm [IPR002934] (1); Aspartic

ptidase domain [IPRO21 u)o] 0}

Re(mlrxns’lasan gag domain
[IPRO05162] (1)

Ulp! protease family, C-terminal
catalytic domain [IPR003653] (1)

Protein of unknown function DUF2921
[IPRO21319] (1)

Ribonuclease H-
[IPRO12337] (1)

e domain

Reverse transcriptase domain
[IPR000477] (1)

Ribonuclease H-like domain
[IPRO12337] (1); Leucine-rich repeat
domain, L domain-like [IPR032675] (1)

P-loop containing nucleoside triphosphate
hydrolase [IPR027417] (1); NB-ARC
[IPR002182] (1); Leucine-rich repeat
domain, L domain-like [IPR032675] (1);
‘Winged helix-turn-helix DNA-binding
domain [IPROT1991] (1)

NB-ARC [IPRO02182] (1); Winged
helix-turn-helix DNA-binding domain
[IPRO11991] (1)

LOG family [IPRO31100] (1)

Flotillin family [IPR027705] (1); Band 7
domain [IPRO0T107] (1)

S-adenosyl-L-methionine-dependent
‘methyltransferase [IPR029063] (1)
NB-ARC [IPR002182] (1); P-loop.
containing nucleoside triphosphate
hydrolase [IPR027417] (1); Leucine-rich
repeat domain, L domain-like
[IPR032675] (1); Winged helix-turn-helix
DNA-binding domain [IPROT1991] (1);
Ribonuclease H-like domain
[IPRO12337] (1)

Alpha/Beta hydrolase fold [IPR029058]
(1); Viral movement protein [IPR028919]
(1); Ribonuclease H-like domain
[IPRO12337] (1); Alpha/beta hydrolase:
fold-3 [IPRO13094] (1); Exonuclease.
RNase T/DNA polymerase IIl
[IPRO13520] (1); Zinc finger, CCHC-
type [IPROOISTS] (1)

Chromo domain [IPR023780] (1);
Chromo domain-like [IPRO16197] (1);
Chromo/chromo shadow domain
[IPR000953] (1)

scaffold_I_mRNA_2208.1
scaffold_I_mRNA_2205.1
scaffold_I_mRNA_2197.1
scaffold_I_mRNA_2193.1

scaffold_I_mRNA_2192.1

scaffold_I_mRNA_2184.1
scaffold_I_mRNA_2180.1
scaffold_I_mRNA_2177.1
scaffold_I_mRNA_2168.1

scaffold_I_mRNA_2166.1

scaflold_1_mRNA_2159.1

scaffold_I_mRNA_2158.1

scaffold_I_mRNA_2153.1

scaffold_1_mRNA_2142.1

scaffold_I_mRNA_2137.1
scaffold_I_mRNA_2134.1
scaffold_I_mRNA_2130.1

scaffold_I_mRNA_2129.1

scaffold_1_mRNA 2128.1
scaflold_1_mRNA 2127.1

scaffold_I_mRNA_2125.1

scaffold_1_mRNA_2120.1
scaflold_1_mRNA_2105.1
scaflold_1_mRNA_2103.1
scaffold_1_mRNA_2090.1
scaffold_1_mRNA_2089.1
scaffold_I_mRNA_2088.1
scaffold_I_mRNA_2085.1
scaffold_1_mRNA_2081.1
scaffold_1_mRNA_2073.1

scaffold_I_mRNA_2070.1

scaffold_1_mRNA_2067.1

scaffold_1_mRNA_2064.1

scaffold_I_mRNA_2061.1

scaffold_1_mRNA_2056.1
scaffold_1_mRNA_2053.1
scaffold_1_mRNA_2051.1
scaffold_I_mRNA_2046.1
scaffold_1_mRNA_2030.1
scaffold_1_mRNA_2024.1
scaffold_1_mRNA_2020.1
scaffold_1_mRNA_2019.1
scaffold_I_mRNA_2007.1
scaffold_1_mRNA_2005.1
scaffold_I_mRNA_2003.1
scaffold_I_mRNA_1997.1
scaffold_1_mRNA_1994.1

scaffold_I_mRNA_1988.1

scaffold_1_mRNA_1982.1
scaffold_1_mRNA_1979.1
scaffold_1_mRNA_1977.1
scaffold_1_mRNA_1972.1

scaffold_I_mRNA_1971.1

scaflold_1_mRNA_1962.1

scaffold_I_mRNA_1961.1
scaflold_1_mRNA_1960.1
scaffold_1_mRNA_1953.1
scaffold_1_mRNA_1952.1
scaffold_1_mRNA_1946.1
scaffold_1_mRNA_1943.1
scaffold_1_mRNA_1942.1
scaffold_1_mRNA_1941.1
scaffold_1_mRNA_1940.1
scaffold_I_mRNA_194.1

scaffold_I_mRNA_1938.1
scaffold_1_mRNA_1935.1
scaffold_I_mRNA_1933.1
scaffold_I_mRNA_1930.1

scaffold_1_mRNA_1924.1

scaffold_1_mRNA_1923.1

scaffold_I_mRNA_1916.1
scaffold_1_mRNA_1900.1
scaffold_1_mRNA_190.1
scaffold_I_mRNA_1896.1
scaffold_I_mRNA_189.1

scaffold_I_mRNA_1883.1

scaffold_1_mRNA_1882.1
scaffold_1_mRNA_1873.1
scaffold_1_mRNA_1871.1

scaffold_I_mRNA_1863.1



T Nam inC.celementine  Numin C. unshia Note Go TaterPro Member Members in PArolaE
GF0026395 1 0 0 Hypothetical protein (1) scaffold_I_mRNA_I862.1
Endonuclease/exonuclease/phosphatase:
[IPRO0S135] (1); Zine knuckle
nucleic acid binding [GO:0003676 CX2CX4HXAC [IPRO25836] (1);
GF0026394 1 0 0 Hypothetical protein (1) molecular_function] (1); zinc ion binding finger, CCHC-type [IPROOIST] (1) scaffold_I_mRNA_I858.1
[GO:0008270 molecular_function] (1) Domain of unknown function DUF4283
[IPRO25558] (1); Ribonuclease H-like
domain [IPROI2337) (1)
::‘:II:C':&?“’“:’"‘::::‘% Ef)o:?gi)j:m HAT, C-terminal dimerisation domain
GF0026393 1 0 0 Hypothetical protein (1) ] P [IPRO0S906] (1); Ribonuclease H-like  scaffold_1_mRNA_1855.1
dimerization activity [GO:0046983 L_1_mRNA_
" domain [IPROI2337) (1)
molecular_finction] (1)
GF0026392 1 0 0 Hypothetical protein (1) scaffold_I_mRNA_I853.1
nucleic acid binding [GO:0003676 ﬁ‘:‘“;:f‘;“gccf1&%;{";}:&212 "
GFO0026391 1 0 0 Hypothetical protein (1) molecular_function] (1); zinc ion binding || e (oo scaffold_I_mRNA_I851.1
[GO:0008270 molecular_function] (1) (1 2in¢ finger, SWIM-type
- [IPRO07527] (1)
MULE transposase domain [IPR018289]
GF0026390 1 0 0 Mutator-like transposase (1) (1): Transposase, MuDR, plant scaffold_1_mRNA_1850.1
[IPRO04332] (1)
GFO026389 1 0 0 Hypothetical protein (1) scaffold_I_mRNA_I847.1
GFO026388 1 0 0 Hypothetical protein (1) scaffold_I_mRNA_1846.1
GFO026387 1 0 0 Hypothetical protein (1) scaffold_I_mRNA_I839.1
GFO026386 1 0 0 Hypothetical protein (1) scaffold_I_mRNA_1832.1
GFO026385 1 0 0 Hypothetical protein (1) scaffold_I_mRNA_1829.1
GF0026384 1 0 Cytokinin riboside S-monophosphate scaffold_1_mRNA_1827.1
phosphoribohydrolase (1) I mRRA
GF0026383 1 0 0 Hypothetical protein (1) scaffold_1_mRNA_1826.1
GF0026382 1 0 0 Hypothetical protein (1) scaffold_1_mRNA_1825.1
GFO026381 1 0 0 Hypothetical protein (1) scaffold_1_mRNA_1824.1
TP
GF0026380 1 0 0 Hypothetical protein (1) 5 g subunit G, N-terminal (IPR024675] (1); ~ scaffold_I_mRNA_1809.1
binding [GO:0003676 Zine finger, CCHC-type [IPRO0ISTS] (1)
molecular_function] (1) get, ype
zine ion binding [GO:0008270
molecular_function] (1): nucleic acid
GF0026379 1 0 0 Hypothetical protein (1) N (600003676 Zine finger, CCHC-type [IPROOISTS] (1) scaffold_I_mRNA_1808.1
molecular_function] (1)
regulation of transcription, DNA- FHY3/FARI family [IPR031052] (1)
templated [GO:0006355 Zine finger, CCHC-type [IPRO0ISTS]
biological_process] (1); zinc ion binding (1) Zine finger, PMZ-type [IPR006364]
GF0026378 1 0 0 Hypothetical protein (1) 1GO0005270 melesur Tmeton] (- (1 MULE tniposeas domtn scaffold_1_mRNA_1805.1
nucleic acid binding [GO:0003676 [IPROIS289] (1); Zine finger, SWIM-
molecular_function] (1) type [IPR00TS27] (1)
regulation of transcription, DNA- FHY3/FARI family [IPR031052] (1)
GF0026377 1 0 0 FARI DNA-binding domain protein (1) templated [GO:0006355 FAR1 DNA binding domain scaffold_I_mRNA_1804.1
biological_process] (1) [IPRO04330] (1)
Cytokinin riboside S-monophosphate
GFO026376 1 0 0 rosphoribobydrolase (1) LOG family [IPRO31100] (1) scaffold_I_mRNA_I801.1
complex brotein Elongator holoenzyme complex Elongator complex protein 4 .
GF0026375 1 0 0 Elongator complex protein 4 (1) [GO033558 eelior component] 1) (IPRGOETIE] () scaffold_1_mRNA_1800.1
GF0026374 1 0 0 Hypothetical protein (1) scaffold_1_mRNA_I8.1
s vy, gyt TS RO
GF0026373 1 0 0 Hypothetical protein (1) [g(.‘v(;\p;o?:\;; ;mla::::‘:ﬁg;\:]p(s” IPRODD430] (1, Probable ransposase, €44 1_mRNA_1797.1
: & Puia/En/Spm, plant [IPR004252] (1)
GF0026372 1 0 0 Hypothetical protein (1) scaffold_1_mRNA_1796.1
GF0026371 1 0 0 Hypothetical protein (1) scaffold_1_mRNA_1795.1
GF0026370 1 0 0 Hypothetical protein (1) scaffold_1_mRNA_1794.1
GF0026369 1 0 0 Hypothetical protein (1) scaffold_1_mRNA_1793.1
GF0026368 1 0 0 Hypothetical protein (1) scaffold_1_mRNA_1788.1
GF0026367 1 0 0 Hypothetical protein (1) scaffold_1_mRNA_1785.1
GF0026366 1 0 0 Hypothetical protein (1) scaffold_1_mRNA_1784.1
Cytokinin riboside S-monophosphate
GF0026365 1 0 Shocphoribatmdroace (1 LOG family [IPRO31100] (1) scaffold_1_mRNA_1783.1
. . zine ion binding [GO:0008270 .
GFRO026364 1 0 0 Hypothetical protein (1) octecuar fumsion] (D Zinc finger, PMZ-type [IPR006564] (1) scaffold_I_mRNA_1778.1
proteolysis [GO:0006508 Aspartic peptidase, active site
biological_process] (1); aspartic-type  [IPR001969] (1); Peptidase A2,
GF0026363 ! 0 0 Hypothetical protein (1) endopeptidase activity [GO:0004190  retrovirus, catalytic [IPR001095] (1);  ScTold_ 1 mRNA_1774.1
molecular_function] (1) Viral movement protein [IPR028919] (1)
Reverse transcriptase domain
. . [IPRO004TT] (1); Reverse transcriptase
GF0026362 1 0 0 Hypothetical protein (1) nucleic acid binding [GO:0003676 Zinc-binding domain [IPR026960] (1) scaffold_I_mRNA_1773.1
molecular_function] (1
Ribonuclease H-like domain
[IPROI2337] (1)
GFO026361 1 0 0 Hypothetical protein (1) scaffold_I_mRNA_1768.1
nucleic acid binding (GO:0003676
GF0026360 1 0 0 Hypothetical protein (1) molecular_function] (1); zinc ion binding Zine finger, CCHC-type [IPRO0ISTS] (1) scaffold_I_mRNA_1767.1
[GO:0008270 molecular_function] (1)
Cytokinin riboside S-monophosphate
GF0026359 1 0 0 rocphoribobydrolase (1) LOG family [IPRO31100] (1) scaffold_I_mRNA_1763.1
GFO026358 1 0 0 Hypothetical protein (1) scaffold_I_mRNA_1760.1
GFO026357 1 0 0 Hypothetical protein (1) scaffold_I_mRNA_1759.1
GFO026356 1 0 0 Hypothetical protein (1) scaffold_I_mRNA_1756.1
s et i Retrotransposon gag domain .
GF0026355 1 0 0 Hypothetical protein (1) (IPRODSIGE] () scaffold_1_mRNA_1755.1
GF0026354 1 0 0 Hypothetical protein (1) scaffold_1_mRNA_1754.1
GF0026353 1 0 0 Hypothetical protein (1) scaffold_1_mRNA_175.1
GF0026352 1 0 0 Hypothetical protein (1) scaffold_1_mRNA_1749.1
GF0026351 1 0 0 Hypothetical protein (1) scaffold_1_mRNA_1747.1
GF0026350 1 0 0 Hypothetical protein (1) scaffold_1_mRNA_1744.1
GF0026349 1 0 0 Hypothetical protein (1) scaffold_1_mRNA_1741.1
GF0026348 1 0 0 Hypothetical protein (1) scaffold_1_mRNA_1738.1
Iyase activity [GO:0016829 I
molecular_function] (1); terpene synthase :7:":““:;’;;‘:“‘C’I’a:::“‘[m::'{www]
activity [GO:0010333  Terp ¥ P!
lecular_function] (1); magnesium jon  Pren¥liransierase alpha-alpha toroid
GF0026347 1 0 0 Sesquiterpene synthase (1) molecular g [IPRO0S930] (1); Terpene synthase, N-  scaffold_1_mRNA_1722.1
binding [GO:0000287 N I mRRA
terminal domain [IPR00I906] (1
molecular_function] (1); metabolic
Terpene synthase, metal-binding domain
process [GO:0008152 1PRO0S30] (1)
biological_process] (1)
GFO026346 1 0 0 Hypothetical protein (1) scaffold_I_mRNA_1719.1
GFO0026345 1 0 0 Hypothetical protein (1) scaffold_I_mRNA_1710.1
GFRO026344 1 0 0 Hypothetical protein (1) scaffold_I_mRNA_1691.1
proein dimerzaton stivity Domain of unknown function DUF4371
GFO026343 1 0 0 Hypothetical protein (1) ° [IPRO25398] (1); HAT, C-terminal ~ scaffold_1_mRNA_1690.1
1GO:0046983 moleculr_funcrion] (1) 2t Ry (1)
GF0026342 1 0 0 Hypothetical protein (1) scaffold_1_mRNA_1688.1
GF0026341 1 0 0 Hypothetical protein (1) scaffold_1_mRNA_1686.1
GF0026340 1 0  Cytokinin riboside 3-monophosphate scaffold_1_mRNA_1675.1
phosphoribohydrolase (1) 1 mRNA
GF0026339 1 0 0 Hypothetical protein (1) scaffold_I_mRNA_1674.1
Cytokinin riboside S-monophosphate . .
GF0026338 1 0 shosphoribobydrolase (1) LOG family [IPRO31100] (1) scaffold_1_mRNA_1666.1
GF0026337 1 0 0 Hypothetical protein (1) scaffold_1_mRNA_1665.1
GF0026336 1 0 0 Hypothetical protein (1) scaffold_1_mRNA_1664.1
GF0026335 1 0 0 Hypothetical protein (1) scaffold_1_mRNA_1661.1
GF0026334 1 0 0 Hypothetical protein (1) scaffold_1_mRNA_1660.1
GF0026333 1 0 0 Hypothetical protein (1) scaffold_1_mRNA_1659.1
GF0026332 1 0 0 Hypothetical protein (1) scaffold_1_mRNA_1657.1
GF0026331 1 0 0 Hypothetical protein (1) scaffold_1_mRNA_1655.1
GF0026330 1 0 0 Hypothetical protein (1) scaffold_1_mRNA_1654.1
ribosome [GO:0005840
cellular_component] (1; structural Translation protein SH3-like domain
constituent of ribosome [GO:0003735  [IPRO08991] (1); Ribosomal protein
GF0026329 1 0 0,608 ribosomal protein L14 (1) molecular_function] (1); inracellular  L14c domain [IPR002784] (1 scaffold_1_mRNA_1652.1
[GO:0005622 cellular_component] (1);  Ribosomal protein L2 domain 2
translation [GO:0006412 [IPRO14722] (1)
biological_process] (1)
GF0026328 1 0 0 Hypothetical protein (1) scaffold_I_mRNA_1651.1
GF0026327 1 0 0 Hypothetical protein (1) scaffold_I_mRNA_1649.1
GF0026326 1 0 0 Putative retroclement pol polyprotein (1) scaffold_I_mRNA_1646.1
GF0026325 1 0 0 Hypothetical protein (1) scaffold_I_mRNA_1636.1
LOG family [IPRO31100] (1); Cytokinin
Gr0026324 | o o Cytokininriboside S-monophosphate riboside S-monophosphat saffold_1_mRNA. 16341

phosphoribohydrolase (1)

e
phosphoribohydrolase LOG [IPR005269]
M
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GF0026323 1

GF0026322 1

GF0026321 1

GF0026320 1

GF0026319 1

GF0026318 1

GF0026317 1
GF0026316 1
GF0026315 1
GF0026314 1
GF0026313 1
GF0026312 1
GF0026311 1

GF0026310 1

GF0026309 1
GF0026308 1
GF0026307 1

GF0026306 1

GF0026305 1

GF0026304 1
GF0026303 1
GF0026302 1
GF0026301 1
GF0026300 1
GF0026299 1
GF0026298 1

GF0026297 1

GF0026296 1

GF0026295 1

GF0026294 1

GF0026293 1
GF0026292 1
GF0026291 1
GF0026290 1
GF0026289 1
GF0026288 1
GF0026287 1
GF0026286 1
GF0026285 1
GF0026284 1

GF0026283 1

GF0026282 1
GF0026281 1
GF0026280 1
GF0026279 1
GF0026278 1
GF0026277 1

GF0026276 1

GF0026275 1
GF0026274 1
GF0026273 1
GF0026272 1
GF0026271 1
GF0026270 1
GF0026269 1
GF0026268 1
GF0026267 1
GF0026266 1
GF0026265 1
GF0026264 1
GF0026263 1
GF0026262 1
GF0026261 1
GF0026260 1

GF0026259 1
GF0026258 1
GF0026257 1
GF0026256 1
GF0026255 1
GF0026254 1
GF0026253 1
GF0026252 1
GF0026251 1
GF0026250 1
GF0026249 1
GF0026248 1
GF0026247 1
GF0026246 1
GF0026245 1

o oo oo
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0 Ras-related protein RABAGa (1)

Cytokinin riboside S-monophosphate
phosphoribohydrolase (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Umbelliferone §-geranyltransferase (1)
o Cytokinin riboside S-monophosphate
phosphoribohydrolase (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)
Cytokinin riboside S-monophosphate
phosphoribohydrolase (1)

0 Hypothetical protein (1)

0

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

0 Integrase (1)

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

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)
Cytokinin riboside Smonophosphate
phosphoribohydrolase (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

o Fructose:bisphosphate aldolase, class 11

0 Hypothetical protein (1)

0 Hypothetical protein (1)

o Retrotransposon protein, putatve, Tyl-
copia subclass (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)
0 Hypothetical protein (1)
0 Gag protease polyprotein (1)
0 Hypothetical protein (1)

0 Hypothetical protein (1)

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

GTPase activity [GO:0003924
molecular_function] (1); GTP binding
[G0:0005525 molecular_function] (1)

GTPase activity [G0:0003924
molecular_function] (1); GTP binding
[G0:0005525 molecular_function] (1);
microtubule [GO:0005874
cellular_component] (1); structural
constituent of eytoskeleton [GO:0005200
molecular_function] (1); microtubule-
based process [GO:0007017
biological_process] (1)

zine ion binding [GO:0008270
molecular_function] (1); nucleic acid
binding [GO:0003676
molecular_function] (1)

protein binding [GO:0005515
molecular_function] (1)

zine ion binding [GO:0008270
molecular_function] (1); nucleic acid
binding [GO:0003676
molecular_function] (1)

zine ion binding [GO:0008270
molecular_function] (1); catalytic activity
[G0:0003824 molecular_function] (1);
carbohydrate metabolic process
[GO:0005975 biological_process] (1);
aldehyde-lyase activity [GO:0016832
molecular_function] (1)

cysteine-type peptidase activity
[G0:0008234 molecular_function] (1);
chitin binding [GO:0008061
molecular_function] (1); hydrolase
activity, hydrolyzing O-glycosyl
compounds [GO:0004553
molecular_function] (1); carbohydrate
metabolic process [GO:0005975
biological_process] (1); proteolysis
[GO:0006508 biological process] (1)

nucleic acid binding [GO:0003676
molecular_function] (1); DNA integration
[GO:0015074 biological_process] (1);
zinc ion binding [GO:0008270
molecular_function] (1)

aspartic-type endopeptidase activity
[G0:0004190 molecular_function] (1);
zine ion binding [GO:0008270
molecular_function] (1); proteolysis
[GO:0006508 biological_process] (1);
nucleic acid binding [GO:0003676
molecular_function] (1)

nucleic acid binding [GO:0003676
molecular_function] (1); zinc ion binding
[GO:0008270 molecular_function] (1)

Small GTPase superfamily [IPR001806]
(1); P-loop containing nucleoside:
triphosphate hydrolase [IPR027417] (1);
Small GTP-binding protein domain
[IPR005225] (1)

LOG family [IPRO31100] (1)

‘Tubulin [IPR000217] (1); Beta tubulin
[IPR002453] (1); Tubulin/FisZ, GTPase
domain [IPRO03008] (1)

Zine finger, CCHC-type [IPROOIS7S] (1)

LOG family [IPRO31100] (1)

Retrotransposon gag domain
[IPRO05162] (1)

LOG family [IPRO31100] (1)

Aspartic peptidase domain [IPR021109]
a

Aspartic peptidase domain [IPR021109]
)

C2 domain [IPR00000S] (1)

Zine finger, CCHC-type [IPROOIS7S] (1)

Domain of unknown function DUF4283
[IPRO25558] (1)

LOG family [IPRO31100] (1)

Fructose-bisphosphate aldolase, class-I1
[IPRO00771] (1); Aldolase-type TIM
barrel [IPRO13785] (1)

Chitinase insertion domain [IPR029070]
(1); Glycoside hydrolase family 18,
catalytic domain [IPR001223] (1); Ulp
protease family, C-terminal catalytic
domain [IPR003653] (1); Chitinase 11
[IPRO11583] (1); Domain of unknown
function DUFI985 [IPRO1S410] (1);
Glycoside hydrolase, chitinase active site
[IPRO01579] (1); Glycoside hydrolase
superfamily [IPRO17853] (1)

GAG-pre-integrase domain [IPR025724]
(1); Zine finger, CCHC-type:
[IPRO01878] (1); Ribonuclease H-like
domain [IPRO12337] (1; Integrase,
catalytic core [IPRO01584] (1)

Viral movement protein [IPR028919] (1)

Zine finger, CCHC-type [IPRO01S7S]
(1); Aspartic peptidase domain
[IPRO21109] (1); Peptidase A2A,
retrovirus, catalytic [IPR001995] (1);
Reverse transcriptase domain
[IPR000477] (1); Retropepsins
[IPROIS061] (1)

Zine finger, CCHC-type [IPROOIS78] (1)

Reverse transcriptase domain
[IPR000477] (1)

Retropepsins [IPROI8061] (1); Aspartic
peptidase domain [IPRO21109] (1)

Aspartic peptidase domain [IPR021109]
m

Viral movement protein [IPR028919] (1)
Reverse transcriptase domain
[IPR000477] (1)

scaffold_I_mRNA_1633.1

scaffold_1_mRNA_1620.1

scaffold_I_mRNA_1618.1

scaffold_I_mRNA_1611.1

scaffold_1_mRNA_161.1
scaffold_I_mRNA_1609.1
scaflold_1_mRNA_1608.1
scaffold_1_mRNA_1607.1
scaffold_I_mRNA_1602.1
scaffold_I_mRNA_1601.1
scaffold_1_mRNA_16.1

scaffold_I_mRNA_1597.1
scaffold_1_mRNA_1595.1

scaffold_1_mRNA_1594.1

scaffold_I_mRNA_1593.1
scaffold_1_mRNA_1590.1
scaffold_1_mRNA_1589.1

scaffold_1_mRNA_1588.1

scaffold_I_mRNA_1586.1

scaffold_1_mRNA_1577.1
scaffold_1_mRNA_1571.1
scaffold_I_mRNA_1570.1
scaffold_1_mRNA_1569.1
scaffold_1_mRNA_1557.1
scaffold_1_mRNA_1556.1
scaflold_1_mRNA_1550.1

scaffold_1_mRNA_1545.1

scaflold_1_mRNA_154.1

scaffold_1_mRNA_1539.1

scaffold_1_mRNA_1537.1

scaffold_1_mRNA_1526.1
scaffold_1_mRNA_1524.1
scaffold_1_mRNA_1522.1
scaffold_1_mRNA_1518.1
scaffold_1_mRNA_1517.1
scaffold_1_mRNA_1513.1
scaffold_1_mRNA_1511.1
scaffold_1_mRNA_1509.1
scaffold_1_mRNA_1506.1
scaffold_1_mRNA_1503.1

scaffold_1_mRNA_1501.1

scaffold_1_mRNA_1500.1
scaffold_1_mRNA_1498.1
scaffold_1_mRNA_1497.1
scaffold_1_mRNA_1496.1
scaffold_1_mRNA_1495.1
scaffold_1_mRNA_1492.1

scaflold_1_mRNA_1489.1

scaffold_I_mRNA_1488.1
scaffold_1_mRNA_1486.1
scaffold_1_mRNA_1483.1
scaffold_1_mRNA_1480.1
scaffold_I_mRNA_148.1

scaffold_1_mRNA_1478.1
scaffold_1_mRNA_1474.1
scaffold_1_mRNA_1473.1
scaffold_1_mRNA_1469.1
scaffold_1_mRNA_1464.1
scaffold_1_mRNA_1463.1
scaffold_1_mRNA_1462.1
scaffold_I_mRNA_146.1

scaffold_1_mRNA_1457.1
scaffold_1_mRNA_1452.1
scaffold_I_mRNA_1450.1
scaffold_I_mRNA_1449.1
scaffold_I_mRNA_1447.1
scaffold_1_mRNA_1445.1
scaffold_1_mRNA_1440.1
scaffold_I_mRNA_1435.1
scaffold_I_mRNA_1434.1
scaffold_I_mRNA_1429.1
scaffold_I_mRNA_1424.1
scaffold_I_mRNA_1420.1
scaffold_I_mRNA_1419.1
scaffold_I_mRNA_1418.1
scaffold_I_mRNA_1417.1
scaffold_I_mRNA_1416.1
scaffold_I_mRNA_1415.1
scaffold_I_mRNA_1413.1
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GFO026244 1 0 0 Hypothetical protein (1) scaffold_I_mRNA_1411.1
GF0026243 1 0 0 Hypothetical protein (1) Viral movement protein [IPR028919] (1) scaffold_I_mRNA_1410.1
. RNA polymerase I-specific transcription RNA polymerase I specific transcription
GF0026242 ! 0 initiation factor RRN3 (1) initiation factor RRN3 [IPR007991] (1) **ToId1mRNA_141.1
proteolysis [GO:0006508
biological_process] (1); aspartic-type  Peptidase A2A, retrovirus, catalytic
GF0026241 1 0 0 Hypothetical protein (1) enlomenidise ety [GO0001150  [IBRO01095] (1) scaffold_1_mRNA_1409.1
molecular_function] (1)
GFO026240 1 0 0 Hypothetical protein (1) Viral movement protein IPR028919] (1) scaffold_1_mRNA_1408.1
GF0026239 1 0 0 Hypothetical protein (1) scaffold_I_mRNA_1407.1
GFRO026238 1 0 0 Hypothetical protein (1) scaffold_I_mRNA_1406.1
GFO026237 1 0 0 Hypothetical protein (1) scaffold_I_mRNA_1401.1
GFO026236 1 0 0 Hypothetical protein (1) scaffold_I_mRNA_1400.1
GF0026235 1 0 0 Hypothetical protein (1) scaffold_I_mRNA_1399.1
GFO026234 1 0 0 Hypothetical protein (1) scaffold_I_mRNA_1394.1
GF0026233 1 0 0 Hypothetical protein (1) Viral movement protein IPR028919] (1) scaffold_1_mRNA_1390.1
aspartic-type endopeptidase activity
y Aspartic peptidase, active site
GF0026232 1 0 0 Hypothetical protein (1) [?(f:cgf(:: ‘[)g (';“(’)':;:;“n'gﬁ‘"“‘“"] @5 [1pRO01969] (1): Peptidase A2, scaffold_1_mRNA_1389.1
proteoly retrovirus, catalytic [IPR001995] (1)
biological_process] (1)
GFO026231 1 0 0 Hypothetical protein (1) scaffold_I_mRNA_1388.1
GF0026230 1 0 0 Hypothetical protein (1) scaffold_I_mRNA_1385.1
proteolysis [GO:0006508
biological_process] (1); nucloic acid
binding [GO:0003676 Aspartic peptidase, active site
GF0026229 1 0 0 Hypothetical protein (1) molecular_function] (1); aspartic-type  [IPR001969] (1); Zine finger, CCHC-  scaffold_I_mRNA_1384.1
endopeptidase activity [GO:0004190  type [IPRODISTS] (1)
molecular_function] (1); zine ion binding
[GO:0008270 molecular_function] (1)
GFO026228 1 0 0 Hypothetical protein (1) Viral movement protein IPR028919] (1) scaffold_1_mRNA_I381.1
GFO026227 1 0 0 Hypothetical protein (1) scaffold_I_mRNA_1380.1
GF0026226 1 0 0 Hypothetical protein (1) scaffold_I_mRNA_1376.1
Ribonuclease Helike domain
nucleic acid binding [GO:0003676 H‘;ﬁg;ﬁgﬁ (‘i: 2‘:352?' :“Sdz"": core
GF0026225 1 0 0 Hypothetical protein (1) molecular_function] (1); DNA integration  ASpartic pepidase  (caffold_1_mRNA_1373.1
[GO:0015074 biological_process] (1) Lomain [IPRO21109] (1):
Retrotransposon gag domain
[IPRO0S162] (1)
nucleus [GO:0005634
cellular_component] (1); DNA binding  Nucleic acid-binding, OB-fold
GFO0026224 1 0 0 Hypothetical protein (1) [GO:0003677 molecular_function] (1); ~ [IPRO12340] (1); Replication factor-A  scaffold_I_mRNA_I371.1
A replication [GO:0006260 protein I, N-terminal [IPR007199] (1)
biological_process] (1)
y Alpha/Beta hydrolase fold [IPR029058]
GF0026223 1 0 0 Hypothetical protein (1) lipid metabolic process [GO:0006629 ) ' o) fipase-like domain scaffold_I_mRNA_137.1
biological_process] (1) PR003 1] (1)
GF0026222 1 0 0 Hypothetical protein (1) ;;“Q;’;‘;ia;;] “(Sl?c'a“d domain scaffold_1_mRNA_1364.1
GF0026221 1 0 0 Hypothetical protein (1) scaffold_I_mRNA_1363.1
GF0026220 1 0 0 Hypothetical protein (1) scaffold_I_mRNA_1362.1
GFO026219 1 0 0 Hypothetical protein (1) scaffold_I_mRNA_1361.1
GFO026218 1 0 0 Hypothetical protein (1) scaffold_I_mRNA_1360.1
GFO026217 1 0 0 Hypothetical protein (1) scaffold_I_mRNA_1357.1
GFO026216 1 0 0 Hypothetical protein (1) scaffold_I_mRNA_1355.1
GFO026215 1 0 0 Hypothetical protein (1) scaffold_I_mRNA_1353.1
GFO026214 1 0 0 Hypothetical protein (1) scaffold_I_mRNA_135.1
GFO026213 1 0 0 Hypothetical protein (1) scaffold_I_mRNA_1347.1
GFO026212 1 0 0 Hypothetical protein (1) scaffold_I_mRNA_1344.1
GFO026211 1 0 0 Hypothetical protein (1) scaffold_I_mRNA_1341.1
Iz‘::fe‘::::r‘“;‘"“i‘ﬁﬂ:’;m'iﬂgm wig  Domain of unknown function DUF4219
GF0026210 1 0 0 Hypothetical protein (1) pinding [GO003676 [IPRO25314] (1); Zine finger, CCHC-  scaffold_1_mRNA_1340.1
molecular_finction] (1) type [IPROOI878] (1)
GF0026209 1 0 0 Hypothetical protein (1) scaffold_I_mRNA_1338.1
. Cytokinin riboside S'-monophosphate - .
GFO026208 1 0 shcephoribohydroase () LOG family [IPRO31100] (1) scaffold_I_mRNA_1337.1
GF0026207 1 0 0 Hypothetical protein (1) scaffold_1_mRNA_1336.1
. dde 5t . Cytokinin riboside $-monophosphate
GF0026206 1 0 0 (ﬁ:zk;':::b“obn"’;:’:;s;"“"")‘“"h“”’h“"e phosphoribohydrolase LOG [IPR005269] scaffold_I_mRNA_1332.1
phospl 4 (1): LOG family [IPRO31100] (1)
GF0026205 1 0 0 Integrase (1) (’}’;"a"” peptidase domain (IPRO21109) (o1 | mRNA_1331.1
GF0026204 1 0 0 Hypothetical protein (1) scaffold_1_mRNA_1326.1
GF0026203 1 0 0 Hypothetical protein (1) scaffold_1_mRNA_1324.1
GF0026202 1 0 0 Hypothetical protein (1) scaffold_1_mRNA_1323.1
GF0026201 1 0 0 Hypothetical protein (1) scaffold_1_mRNA_1321.1
GF0026200 1 0 0 Hypothetical protein (1) scaffold_1_mRNA_1315.1
Cytokinin riboside S'-monophosphate
GF0026199 1 0 O Sroxphoribahydrolase (1 LOG family [IPRO31100] (1) scaffold_1_mRNA_1314.1
GFO026198 1 0 0 Hypothetical protein (1) scaffold_I_mRNA_1310.1
protein dimerization activity < terminal di
. HAT, C-terminal dimerisation domain
GF0026197 1 0 0 Putative ACO transposase (1) [GO:0046983 molecular_function] (1): - 1ppg006] (1); Ribonuclease Helike  scaffold_I_mRNA_1308.1
nucleic acid binding [GO:0003676
domain [IPRO12337] (1)
molecular_function] (1)
GF0026196 1 0 0 Hypothetical protein (1) scaffold_1_mRNA_1300.1
GF0026195 1 0 0 Hypothetical protein (1) scaffold_1_mRNA_1298.1
GF0026194 1 0 0 Hypothetical protein (1) LOG family [IPRO31100] (1) scaffold_1_mRNA_1297.1
GF0026193 1 0 0 Hypothetical protein (1) scaffold_1_mRNA_1204.1
protein ubiquitination [GO:0016567 ﬁ;‘;:ﬁsﬁ&ﬁﬁ%ﬁti& gﬂD“;"'pE
GF0026192 1 0 0 Hypothetical protein (1) biological_process] (1); ubiduitin-protein. 1pp 49361 3] (1): Rossmann-like scaffold_|_mRNA_1274.1
transferase activity [GO:0004842 i}
; alpha/beta/alpha sandwich fold
molecular_finction] (1) (PROLET291 ()
DNA binding [GO:0003677 hAT-like transposase, RNase-H fold
GFO026191 1 0 0 Hypothetical protein (1) olecln oneton] () PRO2< 58] 1y scaffold_I_mRNA_1273.1
GFO026190 1 0 0 Hypothetical protein (1) scaffold_I_mRNA_1270.1
GFO026189 1 0 0 Hypothetical protein (1) scaffold_I_mRNA_1268.1
GFO026188 1 0 0 Hypothetical protein (1) scaffold_I_mRNA_1264.1
GFO026187 1 0 0 Hypothetical protein (1) scaffold_I_mRNA_1257.1
GF0026186 1 0 0 Hypothetical protein (1) ﬁ;;‘:;;’;;"z‘]s("l") gag domain scaffold_I_mRNA_1255.1
GF0026185 1 0 0 Hypothetical protein (1) ﬁ;;;‘g;‘sgg;]‘“m“‘”“ function DUF4283 5011 mRNA_1252.1
GFO026184 1 0 0 Hypothetical protein (1) scaffold_I_mRNA_1250.1
GF0026183 1 0 0 Hypothetical protein (1) Transposase, MbR, plant [IPROV4332] (e, ry1q | RN 1249.1
GF0026182 1 0 0 Hypothetical protein (1) Viral movement protein [IPR028919] (1) scaffold_I_mRNA_1248.1
GFO026181 1 0 0 Hypothetical protein (1) scaffold_1_mRNA_1246.1
mitochondrialinner membrane
[GO:0005743 cellular_component] (1);
ubiquinol-cytochrome-c reductase Cytochrome bl complex subunit §
i . activity [GO:0008121 [IPR004205] (1; Cytochrome b-cl .
GFO026180 ! 0 0 Hypothetical protein (1) molecular_function) (1) respiratory chain complex subunit 8, plants [IPR020101]  Sc*Told_1_MRNA._1239.1
[GO:0070469 cellular_component] (1): (1)
electron transport chain [GO:0022900
biological_process] (1)
GFO026179 1 0 0 Hypothetical protein (1) scaffold_I_mRNA_1230.1
i i Aspartic peptidase domain [IPR021109]
GF0026178 1 0 0 Hypothetical protein (1) Q0 Reapios [PROIB61] (1) scaffold_1_mRNA_1228.1
- Cytokinin riboside S-monophosphate
GF0026177 1 0 0 Chy “fk;“"fh“l;“’f;"”f ""“]""“"""5”““ phosphoribohydrolase LOG [IPR005269] scaffold_I_mRNA_1221.1
phosphoribohydrolase (1): LOG family [IPRO31100] (1)
GFO026176 1 0 0 Hypothetical protein (1) scaffold_I_mRNA_1217.1
GFO026175 1 0 0 Hypothetical protein (1) scaffold_I_mRNA_1211.1
Reverse transeriptase domain
GFO026174 1 0 0 Hypothetical protein (1) [IPRO00477] (1); Aspartic peptidase  scaffold_1_mRNA_1208.1
domain [IPRO21109] (1)
regulation of transcription, DNA-
templated [GO:0006355
GF0026173 1 0 0 Hypothetical protein (1) biological_process] (1); nucleic acid ﬁ;ﬁmz};;‘%‘“ acid-binding protein (14 | mRNA_1205.1
binding [GO:0003676
molecular_finction] (1)
- Cytokinin riboside S-monophosphate
GF0026172 1 0 0 Chy “fk;“"fh“l;“’f;"”f ""“]""“"""5”““ phosphoribohydrolase LOG [IPR005269] scaffold_I_mRNA_1204.1
phosphoribohydrolase (1) LOG family [IPRO31100] (1)
GFO026171 1 0 0 Hypothetical protein (1) scaffold_I_mRNA_1203.1
Dnal domain, conserved site
GF0026170 1 0 0 Chaperone protein dnal 11 (1) [IPROI8253] (1): Dnal domain scaffold_I_mRNA_1201.1

[IPR001623] (1)
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GF0026169 1

GF0026168 1

GF0026167 1

GF0026166 1

GF0026165 1

GF0026164 1

GF0026163 1

GF0026162 1
GF0026161 1
GF0026160 1

GF0026159 1

GF0026158 1

GF0026157 1
GF0026156 1

GF0026155 1
GF0026154 1

GF0026153 1

GF0026152 1

GF0026151 1
GF0026150 1

GF0026149 1
GF0026148 1
GF0026147 1

GF0026146 1
GF0026145 1

GF0026144 1

GF0026143 1

GF0026142 1
GF0026141 1

GF0026140 1

GF0026139 1

GF0026138 1

GF0026137 1

GF0026136 1
GF0026135 1

GF0026134 1

s oo o

s oo o

flavin adenine dinucleotide binding
[GO:0050660 molecular_function] (1);
oxidation-reduction process
[GO:0055114 biological_process] (1);
catalytic activity [GO:0003824
molecular_function] (1); cytokinin

0 Cytok 30 tivity [GO:0019139
molecular_function] (1); cytokinin
metabolic process [GO:0009690
biological_process] (1); oxidoreductase
activity, acting on CH-OH group of
donors [GO:0016614
molecular_function] (1)

zine ion binding [GO:0008270
molecular_function] (1); nucleic acid
binding [GO:0003676
molecular_function] (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

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

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

binding [GO:0003676
molecular_function] (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

0 Hypothetical protein (1)

o Cytokinin riboside S-monophosphate

phosphoribohydrolase (1)

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

0 Hypothetical protein (1) nucleic acid binding [GO:0003676
molecular_function] (1); DNA binding
[GO:0003677 molecular_function] (1)

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

Cytokinin riboside S-monophosphate
phosphoribohydrolase (1)

0 Mutator-like transposase (1)

0 Hypothetical protein (1)
DNA binding [GO:0003677
0 Hypothetical protein (1) olesular ’_fngmml o

0 Hypothetical protein (1)

0 Hypothetical protein (1)

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

0 Hypothetical protein (1)

Cytokinin riboside S-monophosphate
phosphoribohydrolase (1)

0 Hypothetical protein (1)
0 Hypothetical protein (1)
o Cytokinin riboside S-monophosphate

phosphoribohydrolase (1)

Cytokinin riboside S-monophosphate

phosphoribohydrolase (1)
0 Hypothetical protein (1)
zinc ion binding [GO:0008270
molecular_function] (1); nucleic acid
binding [GO:0003676
molecular_function] (1)

0 Hypothetical protein (1)

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

oxidation-reduction process

55114 biological_process] (1);

cytoplasm [GO:0005737
cellular_component] (1); inositol
catabolic process [GO:0019310
biological_process] (1); iron ion binding
[G0:0005506 molecular_function] (1);
tol oxygenase activity [GO:0050113
molecular_function] (1)

0 Hypothetical protein (1)

€O dehydrogenase flavoprotein-like,
FAD-binding, subdomain 2 [IPRO16169]

(1); Vanillyl-alcohol oxidase/Cytokinin

dehydrogenase C-terminal domain

[IPRO16170] (1); FAD-binding, type 2 scaffold_I_mRNA_1196.1
[IPROI6166] (1); Cytokinin

dehydrogenase 1, FAD/cytokinin binding

domain [IPRO15345] (1); FAD-linked

oxidase-like, C-terminal [IPRO16164] (1)

Zinc finger, CCHC-type [IPROOTS7S] (1) scaffold_I_mRNA_1195.1

scaffold_I_mRNA_1194.1
Domain of unknown function DUF4216

[IPR025312] (1); Domain of unknown

function DUF4218 [IPR025452] (1), scaffold_I_mRNA_1193.1
Transposon, En/Spm-like [IPR004242]
0

LOG family [IPRO31100] (1)
Transposon, En/Spm-like [IPR004242]

scaffold_I_mRNA_1190.1
scaffold_I_mRNA_1189.1

m

Zine knuckle CX2CX4HX4C
[IPRO25836] (1): Zine finger, CCHC-
type [IPROOISTS] (1;
Endonuclease/exonuclease/phosphatase
[IPRO0S135] (1)

scaffold_1_mRNA_1188.1

scaffold_1_mRNA_1176.1
scaffold_1_mRNA_1167.1
scaffold_1_mRNA_1165.1

scaffold_1_mRNA_1164.1

HAT, C-terminal dimerisation domain
[IPRO08906] (1); hAT-like transposase,
RNase-H fold [IPR025525] (1);
Ribonuclease H-like domain
[IPRO12337] (1)

scaffold_I_mRNA_1153.1

scaffold_I_mRNA_1142.1
Reverse transeriptase, RNA-dependent
DNA polymerase [IPRO13103] (1) scaffold_I_mRNA_I137.1

scaffold_1_mRNA_1134.1

scaffold_1_mRNA_1133.1

LOG family [IPR031100] (1) scaffold_1_mRNA_1132.1

MULE transposase domain [IPR015289]
(1); Transposase, MuDR, plant scaffold_1_mRNA_1103.1
[IPR004332] (1)
scaffold_1_mRNA_1101.1
hAT-like transposase, RNase-H fold
IPRO255251 (1) scaffold_1_mRNA_1099.1
scaffold_I_mRNA_1098.1
scaffold_I_mRNA_1093.1
scaffold_I_mRNA_1092.1
Retrotransposon gag domain .
PRO0SIE) (1) scaffold_1_mRNA_1091.1
scaffold_1_mRNA_1086.1
Retrotransposon gag domain
[IPRO0S162] (1)
Cytokinin riboside S-monophosphate
phosphoribohydrolase LOG [IPR005269] scaffold_I_mRNA_1070.1
(1): LOG family [IPRO31100] (1)

scaffold_1_mRNA_1071.1

scaffold_1_mRNA_1068.1
scaflold_1_mRNA_1052.1

LOG family [IPR031100] (1) scaffold_1_mRNA_1049.1

LOG family [IPRO31100] (1) scaffold_I_mRNA_1035.1

LOG family [IPR031100] (1) scaffold_1_mRNA_1033.1

Domain of unknown function DUF4283
[IPRO25558] (1); Zinc finger, CCHC-  scaffold_I_mRNA_1031.1
type [IPRO0ISTS] (1)
scaffold_I_mRNA_1030.1
scaffold_I_mRNA_1026.1

Inositol oxygenase [IPRO0TS28] (1) scaffold_I_mRNA_1005.1






