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‘Table 6. Mandarin (C. clementina and C. unshiu) specific sene roups and annotation

D

Num. in C._celementine

Num in C._ unshiu

Numin P Note GO

TnterPro

‘Members in C.clementine ‘Members in C.unshiu

‘Members in P.trifoliata.

GF0000019

GF0000066

GF0000242

GF0000111

GF0000477

GF0000499

GF0000387

GF0000275

GF0000949

GF0000805

GF0000784

GF0000326

GF0002260

GF0001952

GF0001907

GFO001883

GF0001765

GF0001444

GF0001186

GF0000142

GF0004477

GF0004380

GF0003948

GF0003941

GF0003728

GF0003724

GF0003412

GF0002883

GF0002882

0 Hypothetical protein (31)

‘nucleic acid binding [GO:0003676
molecular_function] (10); zinc fon
binding [GO:0008270
‘molecular_function] (10); proteolysis
[GO:0006508 biological_process] (7);
aspartic-type endopeptidase activity
[GO:0004190 molecular_function] (7)

0 Hypothetical protein (19)

0 Hypothetical protein (1)

0 Hypothetical protein (16)

0 Hypothetical protein (9)

0 Hypothetical protein (9)

o Hypothetical protein (9): Monosacharide DNA binding [GO:0003677
transport protein (1) molecular_function] (1)

0 Hypothetical protein (1)

nucleic acid binding [GO:0003676
Retrotransposon protein, putative, Tyl-

0 copia subclass (6); Cysteine-rich RLK
(RECEPTOR-like protein kinase) § (1)

270 molecular_function] (4):
DNA integration [GO:0015074
biological process] (4)

0 Monosacharide transport protein (7)

nucleic acid binding [GO:0003676
molecular_function] (6); zinc ion binding
[GO:0008270 molecular_function] (6);
DNA integration [GO:0015074
biological_process] (3)

Retrotransposon protein, putative, Tyl-
0 copia subelass (6); Putative retroelement
pol polyprotein (1)

0 Hypothetical protein (10)

0 Hypothetical protein (5)

0 Hypothetical protein (5)

o Putative retroclement pol polyprotein (4):
© Hypothetical protcn (1)

hydrolase activity [GO:0016787
molecular_function] (1)

0 Hypothetical protein (5)

Gag protease polyprotein (3): Cellular
o nueleic acid-binding protein (1):
DNA/RNA polymerases superfamily

nucleic acid binding [GO:0003676
molecular_function] (5); zinc ion binding
[GO:0008270 molecular_function] (5)

protein (1)
DNA integration [GO:0015074
biological_process] (6) ‘nucleic acid
0 0rf764 protein (6) bindine [GO:00056

molecular. f\m:'lon] (6); RNA-DNA
hybrid ribonuclease activi
[GO:0004523 molccular_function] (4)

0 Putative retroelement pol polyprotein (6)

0 Hypothetical protein (14)

Eukaryotic translation initiation factor 3
0 subunit, putative (2); Hypothetical protein
2

protein binding [G 515

(GO
molecular_function] (4)

nucleic acid binding [GO:0003676
molecular_function] (4); protein
dimerization activity [GO:0046983
molecular_function] (4); DNA binding
[G0:0003677 molecular_function] (4)

BED zinc finger,hAT family dimerization
domain isoform 1 (4)

0 Hypothetical protein (4)

0 Hypothetical protein (4)

protein tyrosine phosphatase activity
[GO:0004725 molecular_function] (2);
dephosphorylation [GO:0016311
biological_process] (2); phosphatase
activity [GO:0016791
molecular_function] (2)

‘nucleic acid binding [GO:0003676
molecular_function] (4); zinc ion binding
[GO:0008270 molecular_function] (4);
proteolysis [GO:0006508
biological_process] (3); aspartic-type
endopeptidase activity [GO:0004190
molecular_function] (3)

0 Hypothetical protein (4)

0 Hypothetical protein (4)

0 Hypothetical protein (4)
0 Hypothetical protein (4)

0 Hypothetical protein (4)

molzuular :_function] (5); zine ion binding R‘
s [IPRO12337] (5); lmegrase. catalytic core RNA_1957.1 scaffold_6_mRNA_10

Zine finger, CCHC-type [IPRO01S7S]
(10); Peptidase A2A, revovirus, catalytic

[IPRO01995] (7); Viral movement protein

[IPRO28919] (6); Aspartic peptidase
domain [IPRO21109] (6); Reverse
transcriptase domain [IPRO00477] (S);
Retropepsins [IPROIS061] (1)

Myb-like domain [IPRO17877] (1);
Homeobox domain-like [IPRO090ST] (1)

Rcverse transcriptase, RNA-dependent
A polymerase [IPROT3 |m] 7

[IPRO01584] (4): Zine finger, CCHC-
type [IPROOISTS] (4); GAG-pre-
integrase domain [IPR025724] (3); Viral
‘movement protein [IPR028919] (1)

GAG-pre-integrase domain [IPR025724]
(6); Zine finger, CCHC-type
[IPRO01878] (6); Reverse transcriptase,
RNA-dependent DNA polymerase
[IPRO13103] (4); Ribonuclease H-like
domain [IPR012337] (4); Integrase,
catalytic core [IPR001584] (3)

LOG family [IPR031100] (10)

PectinacetylesteraseNOTUM
[IPR004963] (1)

Retrotransposon gag domain
[IPRO05162] (5): Zine finger, CCHC-
type [IPROOIS7S] (5); LDOC -related
[IPRO32567) (2); Aspartic peptidase
domain [IPRO21109] (1; Retroviral
aspartyl protease [IPR013242] (1)

Ribonuclease H-like domain

[IPRO12337] (6); Integrase, catalytic core scaffold_4_mRNA_1666.1.scaffold_S_m
[IPRO01584] (6); Ribonuclease H domain RNA_1151.1,scaffold_7_mRNA_1363.1,

[IPR002156] (4); Retrotransposon gag
domain [IPRO0S162] (1)

LOG family [IPRO31100] (1)

1etramcopepuae-tike neticat domain
[IPRO11990] (4); Tetratricopeptide
repeat (IPRO19734] (4);
Tetratricopeptide repeat-containing
domain [IPRO13026] (4); CLU central
domain [IPRO33646] (3); Winged helix-
turn-helix DNA-binding domain
Ribonuclease H-like domain
[IPRO12337] (4); hAT-like transposase,
RNase-H fold [n-uozsszs] (4) HAT, C-
terminal dimerisation don

[IPRO08906] (4): Zinc fi fngel. BED-
[IPRO03656] (3): Zine finger C2H2-type
[IPROT3087] 2)

Galactose-binding domain-like
[IPRO08979] (1)

Myotubularin-like phosphatase domain
[IPRO10569] (4); Myotubularin family
[IPR030564] (4): Protein-tyrosine
phosphatase-like [IPR029021] (4);
Protein-tyrosine phosphatase, active site
[IPROIG130] (2)
Zine finger, CCHC-type [IPRO01S7S]
(4); Viral movement protein [IPR028919]
(3); Reverse transcriptase domain
[IPRO00477] (3); Retropepsins
[IPROIS061] (3); Aspartic peptidase,
active site [IPRO01969] (3); Aspartic
peptidase domain [IPRO21109] (3)

scaffold_I_mRNA_S11.1,scaffold_3_mR
NA_14.1 scaffold_3_mRNA_I514.1scaf

fold_3_mRNA_220.1,scaffold_3_mRNA

_3574.1,scaffold_3_mRNA_3785.1,scaff C_unshiu_00008_mRNA_15.1,C_unshiu
old_4_mRNA_760.1scaffold_S_mRNA__00016_mRNA_48.1,C_unshiu_00141_
3887.1,scaffold_S_mRNA_4369.1.scaffo mRNA_26.1,C_unshiu_00185_mRNA 9
1d_5_mRNA_4932.1scaffold_6 mRNA_.1.C_unshiu_00217_mRNA_43.1,C_unsh
1884, scaffold_7_mRNA_1009.1.scaffo iu_00310_mRNA_22.1.C_unshiu_00514 ~

14_7_mRNA_1036.1scaffold_7_mRNA__mRNA_I5.1,C_unshiu_00627_mRNA_
1928.1.scaffold_7_mRNA_1995.1 scaffo 3.1,C_unshiu_00919_mRNA_9.1.C_unsh
1d_7_mRNA._460.1 scaffold_7_mRNA_S iu_01313_mRNA 3.1

m Iscaffold_7_mRNA_864.1 scaffold_
8_mRNA_3093.1 scaffold_9_mRNA_22
9.1.scaffold_9_mRNA_3409.1

scaﬂold 1_mRNA_1502.1 scaffold_2_m

aﬂ‘o!dja’mRNA}AO Lscaffold_6_mRN _00219_mRNA_10.1,C_unshiu_00219_
A_635.1,scaffold_§_mRNA_1564.1,scaf mRNA_13.1,C_unshiu_00538_mRNA_I
fold_§_mRNA_I587.1.scaffold_8_mRN  3.1,C_unshiu_00724_mRNA_19.1.C_un ~
A_1595.1,scaffold_§_mRNA_1635.1.sca shiu_01568_mRNA_13.1.C_unshiu_019
flold_8_mRNA_1691.1 scaffold_9_mRN 25_mRNA_6.1
A_2229.1,scaffold_9_mRNA_2297.1

scaffold_1_mRNA_1036.1 scaffold_1_m

RNA_963.1scaffold 2 mRNA_2490.1.5

caffold_3_mRNA_1756.1scaffold_3_m

scaffold_6_mRNA_290.1 scaffold_6_mR
NA_604.1 scaffold_7_mRNA_I891.1s¢
affold_9_mRNA_1608.1

scaffold_4_mRNA_1603.1,scaffold_4_m
RNA_1606.1scaffold_S_mRNA_3949.1, C_unshiu_00041_mRNA_39.1.C_unshiu
scaflold_5_mRNA_3954.1,scaffold_6_m _00218_mRNA_32.1.C

. hi
2.1.C_unshiu_00552_mRNA_5.1,C_unsh
RNA_3174.1scaffold 9 mRNA_3287.1, iu_02743_mRNA 3.1

2.

caffold § mRNA_1431.1 scaffold 9 m

scaffold_9_mRNA 3
scaffold_2_ mRNA_954.1,scaffold_3_mR
NA_12.1scaffold_3_mRNA_3572.1scaf
fold_S_mRNA_4934.1.scaffold_6_mRN
A_170.1scaffold_7_mRNA 2644.1.scaf
fold_8_mRNA_1523.1,scaffold_8_mRN
A 21761

scaffold_3_mRNA_3570.1 scaffold_4_m
RNA _756.1 scaffold
caffold_S_mRNA_486.1 scaffold_S
NA_4935.1.scaffold_7_mRN.
caffold_8_mRNA_3091.1
scaffold_S_mRNA_2779.1 scaffold_S_m
RNA 2857.1scaffold 5 mRNA 438.1,s C_unshiu 00004 mRNA 3.1.C_unshiu
caffold_8_mRNA_480.1scaffold_8 mR 00271 mRNA_7.1,C_unshiu_00378 mR -
NA_957.Lscaffold 9 mRNA_1498.1.sc NA 20.1

affold 9 mRNA_3365.1

C_unshiu_00627_mRNA_L1 -

00404 mRNA_12.1,C_unshiu _
1

C_u
mR
TN Jlm mRNA_7.

scaffold_3_mRNA_1363.1.scaffold_3_m C_unshiu_00137_mRNA_4.1.C_unshiu_
RNA_5073.1,scaffold_S_mRNA_1401.1, 00760_mRNA_4.1,C_unshiu_01260_mR
scaffold_S_mRNA_3344.1,scaffold_6_m NA_8.1,C_unshiu_01382_mRNA_2.1,C ~
RNA_1789.1 scaffold_9_mRNA_2959.1 _unshiu_02154_mRNA 2.1

scaffold_4_mRNA_1134.1,scaffold_S_m

1, C_unshiu_00323_mRNA_5.1,C_unshiu_
scaffold_8_mRNA_1396.1.scaffold_§ m 00413 mRNA 4.1 N
RNA_1625.1

scaffold_1_mRNA_306.1,scaffold_5_mR
NA_I301.1scaffold_S_mRNA_2602.1,5 C_unshiu_00233_mRNA_12.1.C_unshiu
caffold_8_mRNA_472.1,scaffold_9_mR _00800_mRNA 3. N
NA_3209.1

scaffold_I_mRNA_1631.1,scaffold_¢
RNA_1135.1 scaffold_5_mRNA_3554.1, C_unshiu_00424_mRNA_4.1,C_unshiu_
scaffold_9_mRNA_1737.1,scaffold_9_m 00434_mRNA_24.1 :
RNA_2941.1

scaffold_2_mRNA_172.1,scaffold_3_mR C_unshi 1_mRNA_9.1,C_unshiu
NA_2036.1 scaffold_3_mRNA_4464.15 01106 mRNA 1.1.C_unshiu_02358 mR _
caffold_4_mRNA_1996.1.scaffold_5_m NA_1.1.C_unshiu_02458_mRNA_3.1.C
RNA_601.1 unshiu_02747 mRNA_1.1
scaffold_S_mRNA_2696.1,scaffold_6_m
RNA_2058.1.scaffold_6_mRNA_2059.
scaffold_6_mRNA_319.1

. C_unshiu_01636_mRNA_5.1 -

NA_3305.1scaffold_5_mRNA_1156.1s C_unshiu_00066_mRNA_20.1 -
caffold_8_mRNA_2127.1
scaffold_2_mRNA_3057.1,scaffold_
RNA_3146.1 scaffold_S_mRNA_32
scaflold_6_mRNA_117.1
scaflold_2_ mRNA_2323.1 scaffold_3_m

RNA_1910.1,scaffold_3_mRNA_1986.1, C_unshiu_00138_mRNA_38.1 -
scaffold_9_mRNA_2255.

1, C_unshiu_00003_mRNA_1.1 -

scaffold_1_mRNA_1954.1 scaffold 2 m
RNA_187.1scaffold_9_mRNA_2057.
caffold_9_mRNA_2916.1

C_unshiu_00016_mRNA_9.1 -

C_unshiu_00140_mRNA_28.1,C_unshiu _
_00716_mRNA_14.1

scaffold_7_mRNA_2242.1

scaffold_I_mRNA_751.1.scaffold_2_mR
C_unshiu 00947 mRNA _4.1,C_unshiu
NA 6611 scaffold_3 mRNA_703.Lscaf o i, (L7

fold_S_mRNA_615.1
C_unshiu_00124_mRNA_19.1,C_unshiu
00215 mRNA 2.1.C_unshiu 00406_m
m R 9.1.C_unshiu_00556_mRNA_19.1
_mRNA2854.1 scaffold_2 unshiu_00722_mRNA_10.1,C_unshiu
mw mRNA_S.1.C_unshiu_01704_m ~
"_unshiu_01716_mRNA_L.1,
"_unshiu_02577_mRNA
ot _mRNA_Ll

scaffold_2
RNA_2860.1 scaffold_6 mkNA 310. 1 s
caffold_8 mRNA_1550.

caffold_7_mRNA_1733.1,scaffold_7_m

s
RNA_I742.Lscaffold_7_mRNA_1750,1 C-nshit- 00766 mRNA 2.1 -

scaffold_6_mRNA_388.1,scaffold 8 mR
NA_2483.1scaffold_9_mRNA_I810.1

scaffold_S_mRNA_2044.1 scaffold s m
RNA_2064.1 scaffold_6_mRNA_S
scaffold_S_mRNA_1968.1,scaffold 5 m
RNA_1971.1 scaffold_S_mRNA_S83.1

C_unshiu_00691_mRNA_1.1 -

C_unshiu_00358_mRNA_I.1 -

scaffold_4_mRNA_1269.1,scaffold_4_m
RNA_1276.1 scaffold_4_mRNA_1283.1

scaffold 4 mRNA_1218.1 scaffold_6_m
RNA_305.1,scaffold_9_mRNA_1317.1

C_unshi

1 00618_mRNA_28.1 -

scaffold_3_mRNA_3633.1,scaffold_4_m
RNA 8961 scaffold_§ mRNA_1143.1
scaffold_|_mRNA_791.scaffold 6 mR (.
NA_IS81.1.scaffold_9_mRNA_2956.1
scaffold_I_mRNA_786.1,scaffold_I_mR
NA_792.1scaffold 3 mRNA_882.1

C_unshi

00924 mRNA_12.1 -

C_unshiu_01463_mRNA_9.1 -




T Num i C_celementine_ Numin C_unshia Note Go TnterPro Member Members in C.unshh Members in Prifola
scaffold_1_mRNA_551.1scaffold 3_mR -
GFO002863 3 0 Hypothetical protein (4) NA 2555 scallld 0 RNA. 26461 C-unshiu 00131 mRNA_14.1 -
scaffold_I_mRNA_192.1,scaffold_4_mR
GF0002740 3 0 Hypothetical protein (4) NA 2570 acallod 4 mRNA 25731 C_unshiu 01598 mRNA 2.1 -
DNA integration [GO:0015074 R“':’;,‘;“:;“:’;‘F{;&';m";?’(j';d““
. o Copia protein (2); Opie3 pol polyprotein_biological_process] (1) nucleic acid o scaffold_I_mRNA_1787.1 scaffold_
GF0002733 3 O (1); Orf490 protein (1) binding 00367 :;“:f:‘”l' ‘“‘am':i:‘;:‘[";;:mmm]m' RNA_2785.1,scaffold_5_mRNA_98 -
molecular_function] (1) e
‘Transposase, MubR, plant [IPR004332]
zinc ion binding [GO:0008270 (4): MULE transposase domain
 Mutator-like transposase (3); MuDR  molecular_function] (4); nucleic acid  [IPROIS289] (4); Zine finger, PMZ-type scaffold_|_mRNA_1335.1,scaffold 2 m
GFo002719 3 © family transposase isoform 1 (1) binding [GO:0003676 [IPRO06S64] (4): Zine finger, SWIM-  RNA_3553.1,scaffold_§_mRNA_146.1 C-'shiu 00273 mRNA 311 N
molecular_finction] (2) type [IPRO0TS27] (4); Zine finger,
CCHC-type [IPRODISTS] (2)
i . Aspartic pepidase domain [IPR021109] scaffold_1_mRNA_1206.1 scaffold 2 m . . .
GFO002696 3 0 Hypothetical protein (4) o RNA 23751 eaffold 5 mRNA 170011 Cumshiu 01671 mRNA 7.1
aspartic-type endopeptidase activity s "
[GO:0004190 molecular_function] (4, Re1oPepsins [IPROISO61] (4); Aspartic
Hypothetical protein (4); Putative roteolysis [GO:0006308 peptidase, active site [IPRO01969] (4);
GF0002524 5 N ;’Ip ot (;’Q e ot reverse gmh ‘Zil cess] (b sinc ion binding SParic peptidase domain [IPRO21109] _scaffod 8 mRNA._1934.1scaffold_§ m C_ unshiu 00469 mRNA 5.1.C_unshiu__
. polyp spartic pt s revers gica’_process] (4); " % (3); Zinc finger, CCHC-type RNA_1985.1 scaffold_9 mRNA_3760.1 02183 mRNA 2.1
transcriptase, ribonuclease H) (1) [GO:0008270 molecular_function] (1);
o [IPROOISTS] (1); Reverse transcriptase
nucleic acid binding [GO:0003676
domain [IPR000477) (1)
molecular_function] (1)
zinc ion binding [GO:0008270 Domain of unknown function DUF4283
. . molecular_function] (4); nucleic acid  [IPRO25558] (5): Zine knuckle scaffold_4_mRNA _2241.1.scaffold_S_m C_unshiu_00028 mRNA_13.1.C_unshiu
GF0002169 3 0 Hypothetical protein (5) binding [GO:0003676 CX2CX4HXA4C [IPRO25836] (5); Zine  RNA_2218.1,scaffold_S mRNA_3752.1 _00175_mRNA_26.1 -
molecular_function] (4) finger, CCHC-type [IPRODISTS] (4)
Myotubularin family [IPR030564] (3);
s % Scaffold_4_mRNA_1047.1.scaffold_4_m C_unshiu_00809 mRNA_6.1,C_unshiu_
GF0002138 3 0 Hypothetical protein (5) F:;;m.;l::;(l;?c phosphatase domain ¢TI0 & mRNA 12771 03085 mRNA. 1.1
. s Repeat of unknown function XGLTT  scaffold_3_mRNA_5230.1scaffold 8 m C_unshiu_00787_mRNA_19.1.C_unshiu
GRo002109 3 0 Hypothetcal protein (5) [IPRO08164] (1) RNA_S6.1 scaffold_9_mRNA_I503.1 _01396_mRNA_2.1
proteolysis [GO:0006508 Domain of unknown function DUF1985
biological_process] (5); cysteine-type  (IPROIS410] (5); Ulpl protease f scaffold_2_mRNA_3518.1 scaffold_3_m 00026_mRNA_32.1,C_unshiu
GF0001919 3 0 Hypothetical protein (5) peptidase activity [GO:0008234 C-terminal catalytic domain [IPRO03653] RNA_1454.1scaffold_9. mRNA_3653.1 _00112_mRNA_S.1 -
molecular_function] (5)
scaffold_2_mRNA_2433.1,scaffold_S_m C_unshiu_00118_mRNA_12.1,C_unshiu
GFO001886 3 0 Hypothetical protein (5) RNA_2052.1,scaffold_9_mRNA_2300.1 00\45 mRNA_12.1 :
J— 5 o Hypothetical protein (4): Discase Leucine-rich repeat domain, L domain-  scaffold_2_mRNA_1189.1 scaffold_2_m C_unshiu_00870_mRNA_I3.1,C_unshiu _
resistance protein family ( like [IPR032675] (1) NA_3629.1scaffold_7_mRNA_IG31.1 01092 mRNA_I1.1
scaffold_1_mRNA_1387.1,scaffold_I_m C_unshiu_00138_mRNA_9.1,C_unshiu_
GFO001748 3 0 Hypothetical protein (5) Viral movement protin [IPR028919] 1) 1R 8 om0 miRNA 27 1
Leucine-rich repeat domain, L domain-
Disease resistance proten (3 Disease like [IPRO32675] (6); Leucine-rich repeat
Setnce proten K583 (1 LR and [IPROI611] (6); NB-ARC [lpkoamz]
iniog e Protein binding [GO: noossws (5): P-loop containing nucleos scafokd_7 mRNA._1896.1 saffokd_7 m C-UShi 00050 mRNA_LL1.C unshiu_
GFO001615 3 Nstange protein. poate (1 NARC. Tolectlar_finction] (6); A mphu:phale hydrolase [IPRUZ74I7] (5) AN 1571\ scafihd 7 mRNA 15781 X "_unshiu_01710_m -
omam’mﬁmmn“;mm st 1G0:0043531 molecular funcnon] \5\ Winged helix-tum-} RNA 4.1
ot putsive soform 1 (1) domain [IPRO11991] (3); Leine
protein, putaive repeat, typical subtype [IPR003591] (1);
AAA+ ATPase domain [IPR003593] (1)
Dieaeressnceprei G Disese NB-ARC [IPRO02182] (€); P-loop
NBS1RR oo containing nueleoside triphosphate
. family pm\emm Putative disease ADP binding [GO:0043531 hydrolase [IPRO27417] (6); Leucine-rich (ol 5 mpNA_2639.1 scaffold 00906_mRNA_7.1,C_unshiu_
GFO001514 3 repeat domain, L domain-like ™ 01119_mRNA_L1,C_unshiu_01443_mR -
resisiance gene NBS-LRR family protein molecular_function] (6) g RNA_2652.1.scaffold_S_mRNA_2663.1
() Putaie disase resistance proein [IPR032675] (3): Winged helix-turn-helix NA_L
o sease resis DNA-binding domain [IPRO11991] (2);
o AAA+ ATPase domain [IPR003593] (2)
C_unshiu_00033_mRNA_38.1.C_unshiu
scaffold_S_mRNA_1098.1.scaffold_8 m
GF0001482 3 0 Hypothetical protein (6) RNA 125 Tsculokd 6 mRNA 37551 ,noixi RN 1 ki 008251 -
C_unshiu_00068_mRNA_31.1,C_unshiu
o001 e scaffold_3_mRNA_I011.1 scaffold_8 m A .
GFO001298 3 0 Monosacharide transport protein (6) RNA 293 Lscafohd 5, miNA 29301 ol 407 TRNA 316 "_unshiu_02089_m
C_unshiu_00529_mRNA_21.1.C_unshiu
scaffold_2_mRNA_319.1,scaffold_9_mR mRNA 2L L
GF0001250 3 0 Hypothetical protein (6) NA 3265 1 scalld 9 mRNA 25661 ;{u\}is?:nkmj 1.C_unshiu_01730_m -
C_unshiu_00017_mRNA_29.1,C_unshiu
. scaffold_I_mRNA_2556.1 scaffold_3_m
GFO001159 3 0 Hypothetical protein (6) RuvA domain 2-ike [IPRO109941 (1) 00 91101 o224 mRNA 341 *_unshiu_02217_ -
C_unshiu_00138_mRNA_65.1.C_unshiu
. scaffold 2 mRNA_2287.1.scaffold S m 00377 mRNA._2.1.C_unshiu_00689_m
@Fo000616 3 © Hypothetcal protein (8) RNA_2471.1 scaffold_6_mRNA_195.1 RNA_I7.1.C_unshiu_00871_mRNA_5.1 ~
{C_unshiu_01585_mRNA_8.1
Non-haem dioxygenase N-terminal
nucleie acid binding [GO:0003676 domain [IPR026992] (2); Isopenicillin N
molecular_funcion] 2): oxidoreductase - (R LEEHTEL AR SR
GFO0018573 2 0 Hypothetical protein (3) activity [GO:0016491 transcriptase domain [IPRO00477] (2);  SeTold.9_mRNA 3284 Lscaffold O .m ¢ iy 00741 mRNA 2.1 -
molecular_function] (1); oxidation- RNA_3285.1
wdhetion process [GODOSS1 14 Ribonuclease H-like domain
biotegical process) () [IPROI12337] (2); Oxoglutarate/iron-
glcalp dependem dioxygenase [IPR005123] (1)
rotein kinase, ATP binding site
[IPKOI744I] (3): Tyrosine-protein
Kinase, active site [IPRO0S266] (3);
protein phosphorylation [GO:0006468  Protein kinase-like domain (IPR011009]
biological_process] (3): protein kinase  (3): Leucine-rich repeat domain, L
LRR receptor-like kinase family protein ~ activity [GO:0004672 domain-like [IPR032675] (3); Protein
GFO018556 2 0/(2); CDNA clone:J023022C01, full insert molecular_function] (3); ATP binding  Kinase domain [IPR000719] (3); Leucine- :::&"ld 9 mRNA_3252Lscaffold 9.m . \1chiv 00095 mRNA_16.1 -
sequence (1) [GO:0005524 molecular_function] (3);  rich repeat [IPR001611] (2); Leucine-rich "~
protein binding [GOX repeat-containing N-terminal, plant-type
molecular_function] (2) [IPRO13210] (2): Leucine-rich repeat,
typical subtype [IPRO03591] (2);
Concanavalin A-like lectin/glucanase
domain [IPRO13320] (1)
HSP20-like chaperone [IPRO0SITS] (3):
y ; Alpha crysallinHsp20 domain scaffold_9_mRNA_2488.1 scaffold_9_m
GFOO18304 2 0 Hypothetical protein (3) [IPRO02068] (3); Small heat shock RNA.2496.1 1 00104 mRNA_34.1 -
protein HSP20 [IPRO31107] (2)
Putative polyprotein (Asparti proteinase,
GF0018277 2 0 reverse transeriptase, ribonuclease H) ﬁ;‘;&;;:’;‘:]“;"m‘ domain ;“:&"%:;TRNAJM Lscaffold 9. m (i 00763 mRNA_20.1 -
(2); Hypothetical protein (1) © -
GF0018065 2 0 Hypothetical protein (3) scaffold 9 mRNA_IS78.1.scaffold 9. m iy 01433 mRNA 9.1 -
RNA 2138.1
2-oxoglutarate (20G) and Fe(ll)- Isopenicillin N synthase-like
GF0017943 2 0 dependent oxygenase superfamily [IPR027443] (3); Non-haem dioxygenase ;“:T“Iimkmf“ 12:Lscaffold 9 (- \hiv 00334 mRNA_12.1 -
protein, putative (3) N-terminal domain [IPR026992] (3) =
manganese ion binding (GO:0030145  RmIC-like cupin domain [IPRO11051]
Germin-like protein subfamily 2 member molecular_function] (3): nutrient (3): Cupin 1 [IPRO0G04S] (3): RmIC-like scaffold_8_mRNA_2458.1.scaffold_8_m
GFO017165 2 %) reservoir activity [GO:0045735 jelly roll fold [IPRO14710] (3); Germin ~ RNA_2461.1 C_unshiu_00814_mRNA_15.1 -
molecular_function] (3) [IPRO01929] (3)
Domain of unknown function DUF4283  scaffold_7_mRNA_S67.1scaffold 8 mR o0ss
GF0016545 2 0 Hypothetical protein (3) (IPRO255581 &) 26901 C_unshiu_00858_mRNA 4.1 -
Leucine-rich repeat domain, L domain-
like [IPR032675] (3); P-loop containing
y mclosid rphoslat dolse
GF0016296 2 0 Disease resistance protein (3) QDDI:CTI’:"}WSMI (553' [IPR027417] (3); NB-ARC [IPR002182] ::’i‘:“lfng';‘“mfmé Liscaflold 7m (i 01041 mRNA 2.1 -
o ngl,d helix-tum-helix DNA- 2
binding domain [IPRO11991] (2);
Pentatricopepride repeat [IPRO0288S] (1)
. . scaffold_7_mRNA_1752.1 scaffold_7_m
GFO015996 2 0 Hypothetical protein (3) A 1741 c 00055_mRNA_49.1 -
Putative non-LTR reverse transcriptase
(1); Putative non-LTR retroclement Ribonuclease H-like domain . i
GFO015676 2 0 reverse transeriptase (1); Putative non- nucl\cfclsm:u hm‘q'"s] {;0 0003676 [IPRO12337] (3); Reverse transeriptase ;fj\"‘l“z‘gf"—'“'m"f"‘ Lscaflold 8 mR . \ochiu 00329 mRNA_14.1 -
LTR retrolelement reverse transcriptase "0 o0 - <O zine-binding domain [IPR026960] (3) -]
0]
GF0015624 2 0 Hypothetical protein (3) ;f:m’ldf’f'"RNAf’“ Lscaffold 9_mR (+ \ hiu 00648 mRNA_17.1 -
GF0015590 2 0 Hypothetical protein (3) ;:;ﬂ713«|7: MRNA_360.1scaffold 8 mR (. kit 00060 mRNA_66.1 -
GF0015578 2 0 Hypothetical protein (3) “am’lgjf'"kmfj 186.1scaffold 7.m ¢\ hin 00051_mRNA_12.1 -
. CYC/TBL, R domain [IPRO17S88] (3):
TCP transeription factor CYC1C (1); : J
. ! ‘ Transeription factor TCP subgrou scaffold_6_mRNA_2849.1scaffold 9 m .
GrO01S344 2 0 2’3’:{"‘;&:‘: “’I'T“"“)' Transcription [IPRO17887) (3); Transcription factor, ~ RNA_2986.1 C_unshiu_00098_mRNA_25.1 -
TCP [IPR00S333] (3)
zinc fon binding [GO:0008270
GF0014704 2 0 Hypothetical protein (3) ::n::l‘;l?r mm“?‘] (yinucleicacid 7 Gnger, CCHC-type [IPRO0ISTS] (2) ;:;“‘\ﬂjl"f‘sf""{mfm Lscaffold 6 MR (- ki 00145_mRNA_35.1 -
molecular_function] (2) N
GF0014655 2 0 Hypothetical protein (3) scaffold_6_mRNA_I834.1scaffold 8.m . |13y 00020 mRNA_59.1 -
RNA_2504.1
. Retrotransposon gag domain scaffold_6_mRNA_171.1,scaffold_7_mR
GFO014605 2 0 Hypothetical protein (3) TPRODSIZ] () oy C_unshiu_00053_mRNA_I1.1 -
cysteine-type peptidase activity Domain of unknown function DUF1985
GF0014380 2 0 Hypothetical protein (3) pmm:)fi?2(']“‘;5:'5“;""5"""] (): [IPROIS410] (3: Ulp! protease fa caffold_6_mRNA_1098.Lscaffold 9. (- by 00781_mRNA_14.1 -

biological_process] (3)

C-terminal catalytic domain [IPR003653] RNA 2090.1
€]



T Num i C_celementine_ Numin C_unshia Note Go TnterPro Member T Members in Prifola
Leucine-rich repeat domain, L domain-
e IPRUS2G75) O Ploo contaning
Hypothetical protein (2); Putative discase nucleaside triphosphate hydrolas: scaffold_S_mRNA_445.1,scaffold_S_mR
Gro013772 2 O resistance protein RGAI (1) [IPRO27417] (2); GPN-loop GTPay, NA_d61.1 C_unshiu_01064_mRNA_8.1
[IPRO04130] (2); GPN-loop GTPase 2
[IPRO30231] 2)
oxidation-reduction process.
[GO:0055114 biological_process] (3);
oxidoreductase activity [GO:0016491  Amine osidase [IPR002937] (3); Zeta-
molecular_function] (3); carotene 7.8 carotene desaturase [IPROI4103] 2);  scaffold_S_mRNA_3320.1.scaffold_S_m
GF0013233 2 0 Hypothetical protein (3) desaturase activity [GO:0016719 "AD/NAD(P)-binding domain RNA_3350.1 C_unshiu_00021_mRNA_L1
molecular_function] (2); carotenoid  [IPR023753] (1)
biosynthetic process [GO:0016117
biological_process] (2)
Leucine-rich repeat domain, L domain-
z;ff‘y‘;’:;‘f:‘“;::“lmy‘ 7“":_‘;"‘:/ LRR like [IPR032675] (3); Leucine-ri
J— ) 0 recepton ke serinineonine protein  POtin binding [GO:0005515 repeat, typical subtype [IPR003591] (3); scaffold_S_mRNA_3146.1 scaffold_S_m 02984 TRNA 2.1
molecular_function] (3) Leucine-rich repeat [IPRODI611] (3, RNA_3154.1
kinase GSOI (1); LRR receptor-like
serine/threonine-protein kinase GSO2 (1) Lencine-ish sepeat-contaiing M-
s * terminal, plant-type [IPRO13210] (2)
GF0013047 2 0 Hypothetical protein (3) scaffold_5_mRNA,_2479.1,scaffold 6 m 01124 mRNA 7.1
RNA_585.1
sz,‘::::,m;,‘""i,ﬁ?(;’;mj:,?g osase | Transposase, MuDR, plant [IPR004332]
. . P (3): Zine finger, PMZ-type [IPR006564]
MuDR family transposase isoform 1 (2); - activity [GO:0004 (3); MULE transposase domain scaffold_S_mRNA_2368.1,scaffold_5_m
GF0013019 2 0 Putative muDR family transposase- molecular)unclmn] m. transposition, g > transposass . b po 2081 =M 01916_mRNA_3.1
[IPROIS289] (3): Zine finger, SWIM-  RNA_2656.1
o) DNA-mediated [GO:0006313
type IPR00TS27] (3); Transposase,
iologieal process] 2); DNA binding "%/ MDY PR
[GO:0003677 molecular_function] (2) ype e
S-adenosyl-L-methionine-dependent
‘methyltransferase [IPR029063] (3); DNA
(eytosine-S)-methyltransferase 1,
chromatin binding [GO:0003682 replication foci domain [IPR022702] (3);
molecular_function] (3): Bromo adjacent homology (BAH) scaffold_S_mRNA_218.1,scaffold_S_mR
GFO012975 2 0 Hypothetical protein (3) methyliransferase activity [GO:0008168  domain [IPR001025] (3); DNA C_unshiu_00904_mRNA_5.1
molecular_fnction] (1) methylase, C-5 cytosine-specific,
conserved site [IPRO31303] (2); C-5
ytosine metylirnstrase [IPRO01S25]
. SLG-Sc and SLA-Se genes and Melmoth nucleic acid binding [GO:0003676 Ribonuclease Hlike domain scaffold_S_mRNA_170.1,scaffold_S_mR .,
GFO012863 2 retrotransposon sequence (3 molecular_function] (1 [IPRO12337] (1) NA_982. C_unshiu 00083 mRNA_35.1
Reverse transeriptase, RNA-dependent  scaffold_5_mRNA_1436.1scaffold_8_m
GFO012828 2 0 Hypothetical protein (3) PNA polymerse [PROI3 1031 (1 RO C_unshiu_02887_mRNA 2.1
Putaive disease resstance RGAL (1): ::E:}’;;,‘é;}g;’;m;’"ﬁw - domain
TIR-NBS-LRR type discase resistance  ADP binding [GO:0043531 : Ploop % caffold_S_mRNA_1173.1.scaffold_
GF0012770 2 rotein (1); Disease resistance protein  molecular_function] (3) nucleoside triphosphate hydrolase RNA_1174.1 01250 mRNA.2.1
P ; Disease resistance p = [IPRO27417] (3); NB-ARC [IPR002182] *A-
RGA4 (1) I
Mitochondrial carrier domain
GF0012769 2 f;’l"“jh“i:::' ':)“:‘z 2‘57 member 44 (2); [IPR023395] (3); Mitochondrial ::;TT;S;TRNAJ 170.1scaffold_S.m (- ki 01766 mRNA_4.1
pothetical protein substrate/solute carrier [IPROISI08] (3) N~
Winged helix-tum-helix DNA-binding
domain [IPRO11991] (3); O-
O-methyltransferase activity
oy methyltransferase, family 2 [IPR001077]
Gr0012630 N  Caffic acid 3-O-methylansterase 2);  [GO:0008171 malecular function] (3.~ £FTRIES SR E SO0 7T scafold 4 mRNA 786.1.scalfold S R (0 o oo ma 9.1
Caffeic acid O- ) activity [GO-00081 NA_2803.1 - MRNAS
molecular_function)] (3) [IPRO1G461] ©: S-adenosybL- -
‘methionine-dependent methyltransferase
[IPRO29063] (3)
GF0012628 2 0 Hypothetical protein (3) mﬂ;l%“f'“m“‘j” Liscaffold_6.mR (- 1 hiv 00407 mRNA_20.1
GF0012598 2 0 Hypothetical protein (3) ;f/“\”:f{?f'“km—"u Tiscaffold 4 mR ¢ \chiu 00607 mRNA_7.1
GF0012597 2 0 Hypothetical protein (3) ‘Thioredoxin-like fold [IPRO12336] (1) mﬂ:?{l‘f'“m"\j“ Lscaffold 4R ¢ i 9.1
Domain of unknown function DUF4283
nucleic acid binding [GO:0003676 [IPRO25558] (3): Zine finger, CCHC-
molecular_function] (3); zine ion binding type [IPRO0ISTS] (3); Zinc knuckle .
GFO011727 2 0 Hypothetical protein (3) [GO:0008270 molecular_function] (3);  CX2CX4HXAC [IPR025836] (3): :,‘:T‘:;:;’;‘RNA}MZ Lcallold 8. ¢ \nchia 00011 mRNA_23.1
RNA-DNA hybrid ribonuclease activity  Ribonuclease H-like domain 22
[GO:0004523 molecular_function] (1) [IPR012337] (1); Ribonuclease H domain
[IPRO02156] (1)
scaffold_4_mRNA_2068.1 scaffold_S_m
GFO011508 2 0 Hypothetical protein (3) A 45061 C_unshiu_00216_mRNA_7.1
drug transmembrane transport
[GO:0006855 biological_process] (3);
membrane [GO:0016020
MATE efflux family protein, expressed <" °“’“"°“'"'] (3); antiporter
g activity (GO:0015297 Muli antimicrobial exirusion protein  scaffold_4_mRNA_2051.1scaffold_4_m
GFO011505 2 0(@) Proin u:l'fA]NSPARENT TESTA e Tancion] (3:drue IPRO0SSSS] O XA 20621 C_unshiu_00700_mRNA_5.1
ke protein (1) transmembrane transporter activity
[GO:0015238 molecular_function] (3);
transmembrane transport [GO:0055085
biological_process] (3)
Ribonuclease H-like domain
[IPRO12337] (3); Reverse transeriptase
Putative non-LTR retroclement reverse zine-binding domain [IPR026960] (3);
transcriptase (2); RNA-directed DNA  nucleic acid binding [GO:0003676 Reverse transcriptase domain
GF0010919 2 0 polymerase (Reverse transcriptase), molecular_function] (3); zinc ion binding [IPR000477] (2); Domain of unknown :::ﬂ:‘lx%;f"‘[{mj"‘l'sc“'f"'djf“‘R C. 01059_mRNA_L1
Polynucleotidy! transferase, Ribonuclease [GO:0008270 molecular_function] (1) function DUF4283 [IPRO2SSSS] (1); -
H fold-like protein (1) Zine finger, CCHC-type [IPROOIS7S]
(1): Zine knuckle CX2CX4HX4C
[IPRO25836] (1)
cysteine-type peptidase activity
. y ; [GO:0008234 molecular_function] (3);  Ulp protease family, C-terminal scaffold_3_mRNA_5152.1.scaffold_8 m
GF0010055 2 0 Hypothetical protein (3) proteolysis [GO:0006508 catalytic domain [IPR003653] (3) RNA_779.1 c. 00016_mRNA,_54.1
biological_process] (3)
. . scaffold_3_mRNA_4218.1 scaffold_3_m
GFO009624 2 0 Hypothetical protein (3) XA 42151 iu_02578_mRNA_6.1
. § Leucine-rich repeat domain, L domain-
GFO009518 2 ﬁ;:";:'c::;"(“]‘;"“ 33 (2); Receptor "::::"‘“:""dﬁ“']‘;‘[l:ﬁ&"‘“ms like (IPR032675] (3); Leucine-rich repeat ’““‘Tl;' 3_mRNA_3779.1scaffold 3.m (. i 00188 mRNA_19.1
P = [IPRO0I611] (2)
oxidation-reduction process
(GO:0055114 biological_process] (3);
oxidoreductase activity, acting on paired
. . v Cytochrome P450 [IPRO01128] (3);
Secologanin synthase (2); Putative donors, with incorporation or reduction 0
GF0009483 2 0 cytochrome P450 monooxygenase of molecular oxygen [GO:0016705 Cytochrome P450, E-class, group [ scaffold_3_mRNA,_3640.1,scaffold 3 m 01261_mRNA_7.1
[IPRO02401] (3): Cytochrome P450,  RNA_3641.1
CYP2AS (1) moecular_funcion] G on on binding £ "R CEEOWEIONE
[GO:0005506 molecular_function] (3); g 2
heme binding [GO:0020037
molecular_fnction] (3)
Ribonuclease Helike domain
DNA integration [GO:0015074 [IPROI2337] (3); Integrase, catalytic core
 Hypothetical protein (2): Putative Ty-1  biological_process] (3) nucleic acid  [IPRODIS84] (3); GAG-pre-iegrase  scaffold_3_mRNA_3484.1 scaffold_9_m
GF0009446 2 © copia retrotransposon (1) binding [GO:0003676 domain [IPR025724] (2); Reverse C_unshiu_00381_mRNA_12.1
molecular_function] (3) transeriptase, RNA-dependent DNA
polymerase [IPRO13103] (1)
GRO009410 N  Retrotransposon protein, putative, Ty3- Asparic peptidase domain [IPRO21109] scaffold 3 mRNA 3334 Lscaffold § m (o0 0o
! © gypsy subelass, expressed (3) I5) 6.1 —unshiu_01045_mRNA._|
zinc ion binding [GO:0008270 FHY3/FARI family [IPRO31052] (3)
ARIRE e < molecular_function] (3); regulation of  MULE sposse domain [xpkmzxo]
GF0009400 N 0:’,")":1&“; A‘;EIL‘:‘FTLE:;E?UEN(‘ES anseription, DNA-templated (3): Zine finger, SWIM-ty) scaffold_3_mRNA_3289.1.scaffold_6_m . 00120 mRNA §.1
’ SroUENCEo (1) [GO0006355 biologicl process (3 (IPRO07S27) G5 FAR] A binding  RNA_789.1 00120 mENA
nucleic acid binding [GO:0003676 domain [IPR004330] (2); Zinc finger,
molecular_function] (2) CCHC-type [IPRODIS7S] (2
Ribonuclease H-like domain
GF0009265 2 0 Hypothetical protein (3) "“Cllf'CI:C“:_l"f'?""‘g] {;0 0003676 [IPRO12337] (2); Retrotransposon gag :::‘m’ld 3_mRNA_2694.1scaffold 9. m iy 00423 mRNA_2.1
molecular_functior domain [IPR00S162] (1)
Leucine-rich repeat domain, L domain- ~ scaffold_3_mRNA_2691.1scaffold 3_m
GF0009264 2 0 Hypothetical protein (3) ke [bR032670 () A 7071 C_unshiu_01233_mRNA 2.1
DA binding [G0:0003677 Ribonuclease H-like domain
GrO009195 ) o Hypothetical protein 2); Transpossble — molecular_function] () nuclec acid it AR scaffold 3 mRNA_ 2488.1seafold_S_m 0242 mRNA_15.1
element Ac (1) binding [GO:0003676 RNA_I866.1
RNase-H fold [IPR025525] (3)
molecular_function] (3)
Domain of unknown function DUF223
GF0009195 2 0 Hypothetical protein (3) [IPRO03871] (2); Nucleic acid-binding, ;‘y‘:i“‘gl—%’“m"—“m Lscaffold 4.m ¢, 00013 mRNA _37.1
OB-fold [IPRO12340) (1) 1
3 ; Retrotransposon gag domain scaffold_3_mRNA_2439.1 scaffold_7_m
GF0009188 2 0 Hypothetical protein (3) PRODSIEN ) RNA 11591 C_unshiu_01265_mRNA_13.1
cysteine-type peptidase activity
P ) ozﬁf»"‘z::;if’f"‘;‘:‘"::;{ ﬂﬂi""z:n [GO:0008234 molecular_function] (3);  Ulp] protease family, C-terminal scaffold_3_mRNA_2404.1 scaffold_8_m 00413 mRNA 5.1
(e v proteolysis [GO:0006508 catalytic domain [IPR03653] (3) RNA_IS60.1 NA
biological_process] (3)
scaffold_3_mRNA_2326.1.scaffold_3_m
GFO009158 2 0 Hypothetical protein (3) A 93401 C_unshiu_00625_mRNA_9.1
GF0009117 2 0 Hypothetical protein (3) LOG family [IPR031100] (1) ;:’:Tl;';g;'z‘w’\fzm Lscaffold 3. m (. 01549 mRNA 4.1
GF0009052 2 0 Hypothetical protein (3) ;“:&"l:’; 6':‘”"“ 1879 Lscaffold 3.m iy 01678 mRNA 0.1
GF0008956 2 0 Hypothetical protein (3) scaffold_3_mRNA_1523.1,scaffold_5_m 00101_mRNA_47.1

RNA_IIS8.1
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GF0008931 2
GF0008733 2
GF0008535 2
GF0008407 2
GF0008271 2
GF0007901 2
GF0007847 2
GF0007476 2
GF0007244 2
GF0007243 2
GF0007136 2
GF0006671 2
GF0005994 2
GF0005648 2
GF0005611 2
GF0005508 2
GF0005416 2
GF0005413 2
GF0005360 2
GF0005303 2
GF0005249 2
GF0004997 2
GF0004968 2
GF0004873 2
GF0004739 2
GF0004715 2
GF0004703 2
GF0004698 2
GF0004577 2
GF0004474 2
GF0004365 2
GF0004242 2
GF0004238 2
GF0004204 2
GF0004099 2
GF0004058 2
GF0004048 2
GF0004017 2

Putative muDR family transposase-like

O ) Apa (1)

Hypothetical protein (2); UDP-

© gycosyliransferase 83A1 (1)

Retrotransposon protein, putative, Ty3-
o &Py subelass (1): DNA/RNA
ymerase

zine ion binding [GO:0008270
molecular_function] (3); nucleic acid
binding [GO:0003676
molecular_function] (3); transposition,
DNA-mediated [GO:0006313
biological_process] (2); transposase
activity [GO:0004803
molecular_function] (2); DNA binding
[GO:0003677 molecular_function] (2)
metabolic process [GO:0008152
biological_process] (3); transferase:
activity, transferring hexosyl groups
[GO:0016758 molecular_function] (3)

proteolysis [GO:0006508
biological_process] (3); aspartic-type

activity [GO:0004190

ly protein (1);
Hypothetical protein (1)

0 Hypothetical protein (3)

0 Hypothetical protein (3)

0 Hypothetical protein (3)

0 Hypothetical protein (3)

Putative non-LTR retroelement reverse
transcriptase (2): RNA-directed DNA
polymerase ; Ribonuclease H, putative
a

0

Heat shock protein 60 isoform 2 (2);

© Chaperonin-60 kDa protein isoform 2 (1)

0 Hypothetical protein (3)

0 Hypothetical protein (3)

Hypothetical protein (2); Putative Ty3-
0 gypsy-like retroelement pol polyprotein
0]

Myb domain protein 5 (2); Myb domain

O protein  isoform 1 (1)

0 Hypothetical protein (3)
0 Hypothetical protein (3)
0 Hypothetical protein (3)
0 Hypothetical protein (3)
0 Hypothetical protein (3)

0 Hypothetical protein (3)

Putative nuclease HARBIT (2);

© Hypotheical protein (1)

0 Hypothetical protein (3)

o Glucan endo-13-beta-glucosidase, basic
© isoform (4)

0 Hypothetical protein (4)
0 Hypothetical protein (4)

0 Hypothetical protein (4)

0 Hypothetical protein (4)

0 Hypothetical protein (4)

0 Hypothetical protein (4)

0 Tyrosine decarboxylase (4)

0 Hypothetical protein (4)

0 Hypothetical protein (4)

0 Hypothetical protein (4)

0 Phloem prot

2-B5 (4)

o Putative pectinesterase/pectinesterase
© inhibitor 38 (2); Pectinesterase 2 (2)

Putative non-LTR retroelement reverse
transcriptase (3): RNA-directed DNA

0 polymerase (Reverse transcriptase),
Polynucleotidy transferase, Ribonuclease
H fold-like protein (1)

0 Hypothetical protein (4)

0 Hypothetical protein (4)

Putative non-LTR retroelement reverse
0 transcriptase (3); Putative RNA-directed
DNA polymerase (1)

molecular_function] (3)

zinc ion binding [GO:0008270
molecular_function] (3); nucleic acid
binding [GO:0003676
molecular_function] (3); aspartic-type
endopeptidase activity [GO:0004190
molecular_function] (1; proteolysis
[GO:0006508 biological_process] (1)

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

ATP binding [GO:0005524
molecular_function] (2)

rRNA processing [GO:0006364
biological_process] (3); nucleobase-
containing compound metabolic process
[GO:0006139 biological_process] (3);
nucleic acid binding [GO:0003676
molecular_function] (3)

nucleic acid binding [GO:0003676
molecular_function] (3

DNA binding [GO:0003677
molecular_function] (3)

carbohydrate metabolic process
[GO:0005975 biological_process] (2);
hydrolase activity, hydrolyzing O-
glycosyl compounds [GO:0004553
molecular_function] (2)

hydrolase activity, hydrolyzing O-
glycosyl compounds [GO:0004553
molecular_function] (4); carbohydrate
metabolic process [GO:0005975
biological_process] (4)

cysteine-type peptidase activity
[G0:0008234 molecular_function] (4);
proteolysis [GO:0006508
biological_process] (4)

carboxylic acid metabolic process
[GO:0019752 biological_process] (4);
carboxy-lyase activity [GO:0016831
molecular_function] (4); pyridoxal
phosphate binding [GO:0030170
molecula_function] (4); catalytic activiy
[G0:0003824 molecular_function] (
cellular amino acid metabolic process
[GO:0006520 biological_process] (4)

proteolysis [GO:0006508
biological_process] (2); aspartic-type
endopeptidase activity [GO:0004190
molecular_function] (2)

protein binding [GO:0005515
molecular_function] (2)
cell wall [GO:0003618

cellular_component] (4); cell wall
modification [GO:0042545
biological_process] (4); pectinesterase
acti 0599

molecular_function] (4)

nucleic acid binding [GO:0003676
molecular_function] (4)

zine ion binding [GO:0008270
molecular_function] (1); damaged DNA
binding [GO:0003684
molecular_function] (1); nucleus
[G0:0005634 cellular. cnmpcn:m] ay:
DNA repair [GO:0006281
biological_process] (1); endonuclease
activity [GO:0004519
molecular_function] (1); nucleic acid
binding [GO:0003676
molecular_function] (1)

nucleic acid binding [GO:0003676
molecular_function] (3); zinc ion binding
[G0:0008270 molecular_function] (1)

Zine finger, CCHC-type [IPRO01S7S]
(3): Zine finger, PMZ-type [IPR006564]
(3); Zine finger, SWIM-type
[IPRO07527] (3); Transposase, mutator
type [IPRO01207] (2); MULE
transposase domain [IPRO1S289] (2)

UDP-glucuronosyl/UDP-
elucosyltransferase [IPR002213] (3)

Aspartic peptidase, active site
[IPRO01969] (3): Aspartic peptidase
domain [IPRO21109] (3);
Retrotransposon gag domain
[IPR005162] (3)

P-looy ing nucleoside triphosphate
hydmlase [IPR0274I 71y

Zine finger, CCHC-type [IPRO01S7S]
(3); Viral movement protein [IPR028919]
(2); Aspartic peptidase domain
[IPRO21109] (1); Aspartic peptidase,
active site [IPR001969] (1); Retropepsins
[IPROIS061] (1)

Endonuclease/exonuclease/phosphatase
[IPRO0S135] (3); Reverse transcriptase
zinc-binding domain [IPR026960] (2):
Reverse transcriptase domain
[IPR000477] (2); Ribonuclease
domain [IPRO12337] (1)
GroEL-like apical domain [IPR027409]
(3): Chaperonin Cpn60/TCP-1 family
[IPR002423] (2); TCP-1-like chaperonin
intermediate domain [IPR027410] (1)

Helike

Ribonuclease H-like domain
[IPRO12337] (3); Putative pre-16S rRNA
nuclease [IPR005227] (3); YqgF/RNase
H-like domain [IPR006641] (3)

Ribonuclease H-like domain
[IPRO12337] (3)

Myb domain [IPRO17930] (3);
SANT/Msb domin [IPROOI00S] (3);
Homeobox domain-like [IPRO090S7] (2);
Homeodomain-like [IPR009057] (1)

Retrotransposon gag domain
[IPRO05162] (3)

Harbinger transposase-derived nuclease
domain [IPR027806] (3); Glycoside
hydrolase family 17 [IPR000490] (2);
Glycoside hydrolase superfarily
[IPRO17853] (2); Myb/SANT-like
domain [IPR024752] (1); Glycoside
hydrolase, catalytic domain [IPRO13781]
)

Glycoside hydrolase family 17
[IPR000490] (4); Glycoside hydrolase
superfamily [IPRO17853] (4): Glycoside
hydrolase, catalytic domain [IPRO13781]
@

LOG family [IPRO31100] (2)

Protein of unknown function DUF4598
[IPR027921] (4)

Ulpl protease family, C-terminal
catalytic domain [IPR003653] (4)

Pyridoxal phosphate-dependent
transferase, major region, subdomain |
[IPRO15421] (4); Pyridoxal phosphate-
dependent decarboxylase [IPR002129]
(4); Pyridoxal-phosphate binding site
[IPRO21115] (4); Pyridoxal phosphate-
dqau\dm \mnsl'cmsn, [wnmsm] @y
Aror arboxylase
[IPROI0977] (4) Pvndnxal phosph;\t&
dependent transferase, subdomain
[IPRO15422] (2); Pyridoxal phosphx\c-
dependent transferase, major region,
subdomain 2 [IPRO15422] (2)
Leucine-rich repeat domain, L domain-
like [IPRO32675] (2)

Aspartic peptidase domain [IPR021109]
(4); Aspartic peptidase, active site
[IPR001969] (2)

Phloem protein 2-fike [IPRO25886] (4);
F-box domain [IPRO0IS10] (2)

Pectinesterase, Asp active site
[eromzl] (4); Pectinesterase,
atalytic [IPR000070] (4); Pectin lyase
old [IPR012334] (4); Pectin lyase
fold/virulence factor [IPRO11050] (4)

Ribonuclease H-like domain
[IPROI2337] (4); Reverse transcriptase
zine-binding domain [IPR026960] (4);
Reverse transcriptase domain
[IPR000477] (3)

Zine finger, CCHC-type [IPRO01S75]

(1); ERCCI/RAD10/SWIIO0 family
[IPR004579] (1); Restriction

endonuclease type Il-like [IPROT1335]

Reverse transcriptase zinc-binding
domain [IPRO26960] (4); Reverse
transcriptase domain [IPR000477] (4);
Ribonuclease H-like domain
[IPRO12337) (3):
Endonuclease/exonuclease/phosphatase
[IPRO0S135] (3): Zinc knuckle
CX2CX4HXAC [IPRO25836] (1): Zine
finger, CCHC-type [IPRO0ISTS] (1)
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N i B response (0 auxin [GO:0009733 . scaffold_5_mRNA_1946. 1 scaffold_8_m C_unshiu 01302 mRNA_3.1.C_unshiu_
GFO003936 2 2 0 Hypothetical protein (4) bioogieal process] (1 small auxin-p RNA [IPRO03676] (1) et 070 mRNA 31
GF0003902 2 2 0 Hypothetical protein (4) Viral movement protein [IPR028919] (1) ;Camld > TRNALOIE Lscalfold_3 m Counshin 00128 mRNAALLC nshiv_
N y . scaffold_S.1 mRNA 1402.1scaffold_9_m c ..mh. omm mkng 1,C_unshiu
GFO003880 2 2 0 Hypothetical protein (4) RNA 25271 o484 RNA D
Seafold 4 nRNA 5371 acffd 5 Rk . unshis 00258 mRNA.10.1.C ki
GFO003851 2 2 0 Hypothetical protein (4) oy oo mRNA 01 -
N i . Alpha/Beta hydrolase fold [IPR029058] scsn‘o\diAimRNAie\A|,waﬂ‘old747mk C_unshiu_01014_mRNA_3.1,C_unshiu_
GFO003836 2 2 0 Hypothetical protein (4) 1 N 7901 07202, mRNA. 11
J— N N  CDNA clone:002-110-HI2, full nsert nucleic acid bmdmg [GO 0003676 Ribonuclease H-like domain Seafd 4 RNA.G05.1.cafld 4 R . uwshiv 00194 mRNA 5.1.C b
sequence (4) molecular_function] (4) [IPROI2337] (4) NA, 01014_mRNA_13.
cysteine-type pephdnse activity Ulp! protease family, C-terminal
i i [GO:0008234 molecular_function] (4); catalytic domain [IPR003653] (4) a4 RNA, 5361 s e ek 00236 RN 34.1,C i
GRO003832 2 2 0 Hypothetcal protein (4) proteolysis [GO:0006508 Domain of unknown function DUF1985  NA_1689, _00: A3
biological_process] (4) [IPRO15410] (4)
membrane [GO:0016020
cellular_component] (4): potassium ion
N transmembrane transport [GO:0071805 . . . scaffold_4_mRNA_3163.1.scaffold_4_m C_unshiu_00001_mRNA_292.1.C_unshi
GF0003817 2 2 0 Potassium transporter (4) Bilogical process] (4, potacsam on Potssum ransporter (PRO03855] ) 0L 5 30001 TRNA 2931
transmembrane transporter actvity
[GO:0015079 molccular_function] (4)
integral component of membrane
2 r_componer
Homogentsat soansyliansirase 23, [0 0010081 Seuareonmoretl ()
Hamagenll:ale phytyltransferase (1);  Prenylransferase activity 7 UbiA prenyltransferase family :caﬂnl«l 4 mRN/\ 3116.1,scaffold_9_m C_t 00001_mRNA_240.1,C_unshi
GFO003816 2 2 olecular_function] (2); transferase -
mogentisate phytyliransferase 1, [IPRO00S37] (4) RN, 01328 mRNAS1
Chlomplmc o activity, transferring alkyl or ary! (other
than methyl) groups [GO:0016765
molecular_fimction] (2)
Peptidase family Al domain
[IPRO33121] (4); Aspartic peptidase
domain [IPRO21109] (4); Aspartic
aspartic-type endopeptidase activity i site [IPRO01969] (4);
PR— N N Nepenthesin II (3); Putative aspartic  [GO:0004190 molecular_function] (4); scaffold_4_mRNA_2108.1 scaffold_4_m C_un; X _unshiu_
protease (1) proteolysis [GO:0006508 [IPRO32861] (4): Xylanase inhibitor, - RNA_2111.1 00020_mRNA_S.1
biological_process] (4) terminal [IPR032799] (4); Aspartic
peptidase Al family [IPROOI461] (4);
Pepsin-like domain, plant [IPRO34161]
@
. NPRI/NIMI-like, C-terminal >caﬂnl«| 4 mRNA 18611 scaffold_4_m C_unshiu_00384_mRNA_14.1,C_unshiu
GFO003761 2 2 0 Hypothetical protein (4) [PRO2I041 @) Co1ts6 mRNA 11 -
Regulatory protein NPR, ceniral domain
[IPRO24228] (4); Ankyrin repeat
Nonexpressor of pathogenesis-related . 3 s [IPRO02110] (4); Ankyrin repeat- o i . 5 N - unsh
GrO003760 ) N O protein 1 (. Ankarinsopent BTB/POZ _ POtin binding [GO:0005515 containing domain [IPR020683] (4);  scaffold_4_mRNA_1860.1,scaffold_4_m C_unshiu_01584_mRNA_3.1.C_unshiu_ _
Rommincontaning protom (1) molecular_function] (4) NPRI/NIM I-ike, C-terminal RNA_IS68.1 02053_mRNA_3.1
e P! [IPR021094] (4); SKP1/BTB/POZ
domain [IPRO11333] (3); BTB/POZ
domain [IPR000210] (3)
iron fon binding [GO:0005506
molecular_function] (4); heme binding
L‘:z;ﬁigi Z;':Z'fm'”;:'::’“f‘::] :L 4 Cytochrome P450 [IPROOT128] (4):
Gr0003758 ) ) 0 Flavone synthase 1 ¢) o e dusm Cytochrome P450, conserved site scaffold_4_mRNA_1836.1.scaffold_4_m C_unshiu_00428_mRNA_1.1,C_uns|
o . ™ [IPRO17972] (4): Cytochrome P450, - RNA_IS38.1 02739 mRNA_L1
ofmolecularoxygen [GO0016705 8 PP ORI VRS
molecular_function] (4); oxidation- S, group
reduction process [GO:0035114
biological_process] (4)
heme binding [GO:0020037
molecular_function] (4); iron on binding
[GO:0005506 molecular_function] (4);
oxidation-reduction process
GF0003751 2 2 0 Hypothetical protein (4) [GO:0055114 biological process] (4);  Cytochrome P450 [IPRO01128] (4) scaffold_4_mRNA_1691.1,scaffold 7_m C_unshiu_00240_mRNA_24.1,C_unshiu _
RNA_1336.1 01151_mRNA 5.1
oxidoreductase activity, acting on paire - O1151_mRNA
donors, with incorporation or reduction
of molecular oxygen [GO:0016705
molecular_function] (4)
Ribonuclease H-like domain
BED zinc finger,hAT family dimerization D"lli‘c E::f’:_‘fnﬁg‘;"(’f‘l fljﬂcic g [IPROIZ337] (4): hAT-like transposase,
GF0003740 ) N 0“;’;’:’“ (‘:‘y’f;‘l“‘;"“f?z:c"‘;‘:‘fggp binding [GO:0003676 ﬁra:':E'S": “:: Eifg;;gs‘;’])}zz)‘"; o, SCaTold_4_ mRNA_1402.1scaffod_9_m C_unshiv_00019_mRNA_IS.1.C_unshiu _
P o & molecular_function] (4); protein 'ger P RNA_788.1 00386_mRNA 2.1
domain-conaining protcin meisation sty (CO00agogs  C-ieminal dimerisarion domain
DAYSLEEPER-lke (1) clecuin fmeton () [IPRO0S90G] (2: Zine finger C2H2-type
ecular_funct [IPRO13087] (1)
N i . Transposase, Topl /En/Spm-like scaffold_4_mRNA_140.1,scaffold_6_mR C_unshiu 00012 mRNA_17.1,C_unshiu
GF0003739 2 2 0 Hypothetical protein (4) IPRO0264] ) N 1418 Sl002 sRNA 31
Zine finger, SWIM-type [IPR007527)
Zine ion binding [GO:0008270 (4): MULE transposase domain scaffold 4_mRNA_1061.1,scaffold_S_m C_unshiu_00111_mRNA_26.1,C_unshiu
GF0003714 2 2 O MuDR il ransposase soform 11478 0 0 M EEEE [IPROIS289] (4; Transposase, MuDR, ¢ eft0 o MHRNA 1061 Lscaffold 3. m CCn S0 T ANA 261 C.umshis
molecular_functior plant [IPR004332] (4); Zinc finger, PMZ- " SOa -
type [IPRO06S64] (2)
scaffold_4_mRNA_1037.1scaffold_6_m C_unshiu_00885_mRNA_10.1,C_unshiu
GFO003712 2 2 0 Hypothetical protein (4) RNA 1111 30932 mRNA 101 -
P N 5 Hypothetical protein (3); Retrotransposon Retrotransposon gag domain scaffold_4_mRNA_1032.1.scaffold_4_m C_unshiu 00057 mRNA_1.1.C_unshiu_
0003 gag protein (1) [IPRO0S162] (2) RNA_I086 00097_mRNA_52.1
Peptidase, metallopeptidase [IPRO0G026]
zine ion binding [GO:0008270 (4); Peptidase MI0A [IPRO21190] (4);
molecular_fnction] (4);
oo Metallopeptidase, catalytic domain
[Co»noouzpz :noleculur ﬁm):non] (), [IPRO24079] (4); Peptidase M10,
3 Metalloendoproteinase 1 (3); Matrix ) = ‘metallopeptidase [IPROO1S1S] (4); scaffold_3_mRNA_6167.1,scaffold_3_m C_unshiu_00001_mRNA_21.1,C_unshiu
GFO003659 2 2 0 metallopeptidase activity [GO:0008237 .
metalloproteinase (1) dase Peptidase MI0A, catalytic domain RNA_756.1 03023 mRNA_1.1
molecular_fnction] (4); extracellular - 03023 mRRA
it GO0 [IPRO33739] (2): Peptidoglycan binding-
i Tike [IPR002477] (1); Peptidase MI0A,
eclluar_component] (4); proteclysis o cine sy, zine binding site
[GO:0006508 biologieal_process] (4) 1P
scaffold_3_mRNA_4637.1,scaffold_3_m C_unshiu_01029_mRNA_L1,C_unshiu_
GFO003511 2 2 0 Hypothetical protein (4) e T -
metal 1on DINGING [LUAAOS 2 - S
molecular_fnction] (4); ghutathione
‘gamma-glutamyleysteinyltransferase
activity [GO:0016756
GF0003497 2 2 0 Hypothetical protein (4) molecular_function] (4); phytochelatin ;‘;ﬂzﬁ‘;ﬂg;‘;‘(ﬁ"‘h“’c terminal :::&"lggjlf'"kmf’”“ 1scaffold_5_m CE‘;'Z";;“:;?(%J\“E?‘:VAJ' 1,C_unshiu
biosynthetic process [GO:0046938 - 1028 mRRA
biological_process] (4); response to
metal ion [GO:0010038
Minmsinal meenss] (1)
zine ion binding [GO:0008270
molecular_function] (1): nucleic acid scaffold_3_mRNA_4499.1 scaffold_6_m C_unshiu_00471_mRNA_S.1,C_unshiu_
GF0003492 2 2 0 Hypothetical protein (4) Hiding [G0/0003676 Zinc finger, CCHC-type [IPRODISTS] (1) v 10 1 mRNA |
molecular_function] (1)
s scaffold_ 3 mRNA_3007.1scaffold_3_m C_unshiu_01094_mRNA_6.1,C_unshiu_
GFO0003353 2 2 0 Hypothetical protein (4) A 30151 05067 mRNA 11
HAT, C-terminal dimerisation domain
tein dimerization activity [IPRO0S906] (4); Ribonuclease i I\ke
BED zinc finger,hAT family dimerization """ )
o domainisoform | (2); Putative zine finger [GO:0046983 molecular_function] (4); - domain [IPROI2337] (4); hAT-1i scaffold 3_mRNA_2615.1.scaffold_7_m C_unshiu_00071_mRNA_13.1.C_unshiu
GF0003313 2 2 nucleic acid binding [GO:000367 transposase, RNase-H fold [mzozsszs] 2 mRNA Hm e mRNA_I3LC -
© BED domain-containing protein . RNA_I176.1 00775_mRNA 7.1
DAYSLEEbER e 0 molecular_function] (4); DNA binding  (4): Zine finger C2H2-type [IPR013087]
[GO:0003677 molecular_function] (4)  (1); Zine finger, BED-type [IPR003656]
0]
. scaffold_3_mRNA_2175.1 scaffold_9_m C_unshiu_00226_mRNA_I5.1,C_unshiu
GFO003279 2 2 0 Hypothetical protein (4) RNA 26921 3093 mRNA . -
scaffold_2_mRNA_77.1,scaffold_2_ mR C_unshiu_00062_mRNA_43.1,C_unshiu
GF0003143 2 2 0 Hypothetical protein (4) A 01 3110 A 21 -
’ Leucine-rich repeat domain, L domain- N
J— ) N 0 Hypothetcal protein (4) protein binding [GO:0005515 ke [1PR032678) (4 Leucine viehrepeae S04 2 mRNA_492.1scafold_S_ R C_unshiv_00992 mRNA_4.1.C_unshiv__
molecular_function] (4) NA 4187 02006 mRNA_S.
! [IPROOI6TT] (4) o -mRNA.
Retrotransposon gag domain scaffold_2_mRNA_470.1,scaffold_4_mR C_unshiu_00061_mRNA_14.1,C_unshiu
GFO003118 2 2 0 Retrotransposon gag protein (4) PRO0S16a] ) A 4051 1681 A 21 -
Endonuclease/exonuclease/phosphatase:
Retrotansposon profein, putative [IPRO0S135] (4); Reverse transcriptase
unclassified (1); Hypothetical protein (1); 3::‘“‘: [:'z‘ff‘:r]‘g“) ':::::
. Non-LTR retroelement reverse ‘nucleic acid binding [GO:0003676 seripfase zime. s scaffold_2_ mRNA_438.1,scaffold_6_mR C_unshiu_00187_ mRNA_4.1,C_unshiu_
GFO003106 2 2 b [IPR026960] (2); Ribonuclease H-like -
ranscriptase-like protein (1) RNA-  molecular_function] (2) . NA_ITT0 00244_mRNA_30.1
directed DNA polymerase ; Ribonuclease domain [IPRO12337] (2); Zinc knuckle
i * * CX2CX4HXAC [IPRO25836] (1):
- putative (1) Domain of unknown function DUF4283
[IPRO25558] (1)
nucleic acid binding [GO:0003676 N . -+ unshi
GFO003101 2 2 0 Hypothetical protein (4) molecular_function] (4) zine fon binding Zinc finger, CCHC-type [IPRO01878] (4) S2T014_2_RNA_424.Lscaffold3_mR C_unshi_00526 mRNA_8.1.C_unshio__
NA_2484.1 0I871_mRNA 3.1
[GO:0008270 molecular_function] (4) mRNA.
. nucleic acid binding [GO:0003676 Ribonuclease H-like domain scaffold_2,  RNA 3781 scaffold_8_mR C_unshiu_00246_mRNA_22.1.C_unshiu
GF0003082 2 2 0 Hypothetical protein (4) molecular_function] (2) [IPROI2337] (2) NA_1796. _01290_mRNA_8.1 -
scamm,z,mkmgos 1.scaffold_6_mR C_unshiu_00392_mRNA_23.1,C_unshiu
GF0003039 2 2 0 Hypothetical protein (4) NA.2251 02445 mRNA 4.1 -
Leucine-rich repeat domain, L domain-
like [IPRO32675] (4); Leucine-rich repeat
Gr0003038 N ) o Receptor like protein 33 (2): Receptor  protein binding [GO:0005515 [IPROOI611] (2); Leucine-rich repeat-  scaffold_2_mRNA_3059.1 scaffold_2_m C_unshiu_00863_mRNA_4.1,C_unshiu_ _
303 ? like protein 27 (2) molecular_finction] (2) containing N-terminal, plant-type RNA_3067.1 01163_mRNA_8.1
[IPROI3210] (1; Leucine-rich repeat,
typical subtype [IPR003591] (1)
Gr0003026 ) N 0 Hypothetical protein 4) scaffold_2_mRNA_2857.1 scaffold_2_m C_unshiu_00722_mRNA_7.1,C_unshiu_

RNA_2858.1 00722_mRNA 8.1
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FHY3/FARI family [IPR031052] (4);
regulation of transeription, DNA- R il [IPX
GRO003001 )  Hypothetial profein (3); Potein FAR|- —templated [GO:0006355 E;“;:;f};f:ﬂ'}:;“z’f [i"[':]f’“{);m“ scaffold_2_mRNA_2561.Lscaffold_8_m C_unshiu 00211 mRNA 22,1.C_unshiu _
© RELATED SEQUENCE 6 (1) fological process] (4): zineion binding ;) 7 AR LAY T RNA_II52.1 G052 mRNA 10.1
1GO:0008270 molecuar_funcrion] ) (15 s NP
GFO002991 2 0 Hypothetical protein (4) ::’ic‘\n\f‘quRNA}BXA 1.scaffold_7_m (‘U e mgur:/z\xﬁn;w&n 1.C_unshin _
Refrotransposon gag domain scaffold_2_mRNA_2203.1scaffold_9_m C_unshiu_00508_mRNA_7.1,C_unshiu_
GF0002985 2 0 Hypothetical protein (4) [lpkoasmpz] mg o RNA 16801 s MRNA 41
metabolic process [GO:0008152
. N bmlagxcnl process] (4); transferase  UDP-glucuronosylU scaffold_2_mRNA_1959.1scaffold_2_m C_unshiu_00030_mRNA_34.1,C_unshiu
GFo002961 2 0 UDP-glycosyliransferase 7452 (4) ransforring hexosyl groups  elucosyltransforase [IPROI‘)ZZU] (4)  RNA 3226, 00141 mRNA_12.1 -
[uo i molecular_fnction] (4)
vesicle-mediated transport [GO:0016192
biological_process] (4); membrane
[GO:0016020 cellular_component] (4);  SNARE-complex protein Syntaxin-18, N-
ribosome [GO:0005840 terminal [IPRO19529] (4): -SNARE
cellular_componen] (1; structural (IPROIOSES) 2 SNARE [IPROICSES]  scaflold 2 mRNA 1064 scaffld 4 m C_unsia 00168 RN 31.1.C_uhiv
GF0002894 2 0 Syntaxin 81 (3); Hypothetical protein (1) Givuert of ribosome [GO:0003735  (2); Translation protein, beta-barrel 00235 mRNA_13.1 -
molecular_function] (1); translation  domain [IPR009000] (1); Ribosomal
[GO:0006412 biological process] (1);  protein L3SA [IPR001780] (1)
intracellular [GO:0005622
cellular_component] (1)
Gro002879 N 0 Hypothetical protein (4) Seafld|_ RNA 7601 scaffd 1R .ushi 00075 mRNA 3.1.C ki
FAR1 DNA binding domain - o
regulation of transeription, DNA- '
§ Hypothetical protein (3); Protein FARI-  templated [GO:0006355 [IPRO04330] (4); FHY3/FAR| family :Ldﬂul«' 1_mRNA_355.1,scaffold_7_mR C_unshiu_00365_mRNA_19.1.C_unshiu
GFO002851 2 0 [IPRO31052] (4): Zine finger, PMZ-type -
RELATED SEQUENCE 11 (1) iological_proces] (4): zinc ion binding 1yt oo 8 9 7 Teh (U _02037_mRNA 3.1
1GO:0008270 molecular_funciion] )~ FEPRE O B e
Acyl-CoA N-acyliransferase
P N  Hypothetical protein (2; Puative sugar [IPROI6181] (1); Peptidogalycan scaffold_1_mRNA_3476.1,scaffold_S_m C_unshiu_00164_mRNA_28.1,C_unshiu
’ phosphate/phosphate translocator (2) biosysnhesis/recognition [IPR007434]  RNA_262.1 00449 mRNA_14.1 -
)
ctosidine Six-bladed beta-propeller, TolB-like
. . [GO:0016844 molecular_function] (4); ~ [IPROT1042] (4); Stictosidine synthase, ~ scaffold_ 1 _mRNA_202.1scaffold_1_mR C_unshiu_01113_mRNA_1.1C_unshiu_
GF0002807 2 0 Hypothetical protein (4) biosynthetic process [GO:0009058 conserved region [IPROIS119] (4); NA_298. 02657_mRNA_3.1
biological_process] (4) Strictosidine synthase [IPRO04141] (4)
Transposase-associated domain scaffold_I_mRNA_2549.1 scaffold_9_m C_unshiu_00036_mRNA_53.1.C_unshiu
GF0002780 2 0 Hypothetical protein (4) [IPR029480] (1) RNA_1981.1 02530 _mRNA_L.1 -
GFO002758 2 0 Hypothetical protein (4) ;c’isr\mggz!;-rkNAfzzﬁs 1scaffold_S_m CUIH;M mgoNz;\:nzn;RVA 32.1.C_unshiu _
. Gag-polypeptide of LTR copia-type -
Hypothetical protein (3); Cysteine-rich [IPR029472] (4); Reverse transcriptase,  scaffold_|_mRNA_I614.1 scaffold_8_m C_unshiu_00910_mRNA_7.1.C_unshiu_
GFO002725 2 0 RLK (RECEPTOR-lke protein kinase) § RNA.depenent DNA potymerane RNA TTOT 03557 mRNA 21
® [IPROI3103] (1)
J— N 0 Hypothetcal prtein (4) ;c:‘flolgﬁl,‘mkrl,\,lsm Lscaffold_6_m CE‘::\;I;\:; miﬁgmlk\my 1.C_unshiu
Gro002713 ) 0 Hypothetical prtein 4) ;:;inlggégTRNAJm Lscaffold_S_m (m;:‘;e m«ér:::s RN 68.1.C _unshiu
nucleic acid binding [GO:0003676 . . . S
GF0002711 2 0 Hypothetical protein (4) molecular_function] (4); zinc ion binding Zinc finger, CCHC-type [IPRO0IS78] (4) ;:;T“:;;;'I‘RN’U%' Lscaffold 3 m ;If;’;‘;":i‘ﬁ’f‘:fé":'{w‘fl'1'9““""“7
[GO:0008270 molecular_function] (4) - mRNA
PR— ) 0 Hypotheticalprotein 4) ;{cﬁiﬂl«l%llg.I.RNA,lzou Lscaffold_I_m Camin 00242 RN 21 1.C_unshin _
GR0002693 N 0 Hypothercal prtein (4) :‘c:‘f:nl:i#ngNAJNJ Lscaffold_S_m cﬁ;:;l;:;;?}l\@l‘,zmlkwu 1.C_unshiu_
. . nucleic acid binding [GO:0003676 Ribonuclease H-like domain scaffold_1_mRNA_1106.1.scaffold_9_m C_unshiu_00087_mRNA_11.1,C_unshiu
(GFo002689 2 © Hypothetcal protein (4) molecular_function] (4) [IPROI2337] (4) RNA_| _00308_mRNA 2.1 .
Non-LTR retroelement reverse Ribonuclease H domain [IPR002156] (4);
transeriptase-like (2); RNA-dirceted Ribonuclease H-like domain
DNA polymerase (Reverse transcriptase), RNA-DNA hybrid ribonuclease activity [IPR012337] (4); Reverse transcriptase. _unshiu00290_mRNA_23,1,C_unshiu
.  Polynucleotidy transferase, Ribonuclease (GO:0004523 molecular_function] (4),  zinc-binding domain (IPR026960] (4);  scaffold_7_mRNA_1209.1 scaffold_9_m
GFO002441 2 g Iyt tramsf f lecular_f d fold fold. umsx mRNA_12.1.C. umhm 00957_ -
© H fold-tike protein (1; Putative non-LTR nucleic acid binding [GO:000367¢ everse transcriptase domain RNA_I975.1 NA T
retroclement reverse transeriptase (1), molecular_function] (4) [IPRO00477] (2);
RNA-dirccted DNA polymerase Endonuclease/exonuclease/phosphatase:
(Reverse transeriptase) (1) [IPRO0S135] (1)
Glycosyltransferase, DXD sugar-binding
‘motif [IPR007S77] (5): Alpha 1.4- 00473_mRNA_22.1,C_unshiu
GF0002386 2 Tﬁ;’;{'“ﬁ:;’:‘;:::'p:‘“;“w © glycosyltransferase domain [IPR007652] ::’i‘:“lf;ﬁz';‘m'\f”“ 1scatbld 6.m € 00473 mRNA_24.1,C_unshiu_00779_ -
galactosyltransferase, py (5): Nucleotide-diphospho-sugar - MRNA_12.1
transferases [IPRO29044] (5)
C_unshiu_00372_mRNA_25.1.C_unshiu
GF0002298 2 0 Hypothetical protein (5) ;“:‘T%;gmkmf”“ Lscaffold 7m “oc e mRNA_8.1.C_unshia_01187_m -
= RNA
5 N C_unshiu_00381_mRNA_10.1,C_unshiu
GF0002047 2 0 Hypothetical protein (5) ;{u;&ul;!zgiTRN/\,aﬂx 2seaffold_3.m 500> mRNA_1.1.C_unshiu 02920 m -
- RNA_L2
Leucine-rich repeat domain, L domain-
like [IPR032675] (5); Leucine-
" . G eat, typical subtype [IPROO3S91] (5); -\ | ol 2 o C_unshiu_00185_mRNA_30.1.C_unshiu
Gro001924 N  Verticillium wilt resistance-like protein  protein binding [GO:0005515 Fineone epent [PRODI611] (3, SEAold 2 mRNA 3837 Lscaffod 2 m Sl P BRI el
© (4): Recepor like protein 33 (1) molecular_function] (5) Royeres ansonptase, RNAdependnt 2.1 SRNA
DNA polymerase [IPRO13103] (1); N
Leucine rich repeat 4 [IPRO25875] (1)
metabolic process [GO:0008152
C_unshiu_00030_mRNA_27.1,C_unshiu
o . biological_process] (5); iransferase  UDP-glucuronosylUDP- scaffold_2_mRNA_1966.1,scaffold_2_m ;Ui 00030 mRNA27.1,C
GFO001870 2 0 UDP-glycosyltransferase 74E2 () activity, transferring hexosyl groups  glucosyltransferase [IPR002213] () RNA_3228.1 R?r:)r‘f\l fJ'“IRNA—'A 1.C_uashiu_01801_ -
[GO:0016758 molecular_function) (5) A
Ribonuclease H-like domain
. i [IPRO12337] (5); HAT, C-terminal
nucleic acid binding (GO:0003676 dierisaion foyain [BRODES08) (4
molecular_function] (); protein BAT-like transposase, RNase-H fold
dimerization activity [GO:0046983 IPRO2S$35] (3. Zine finger. BED e
molecular_functon] (4: DNA binding - C388 O Tt
Hypothetical protein (2); Transposase “’U 0003677 molecular_function] (4); 121 in ding domain [IPRO0S630] (2): C_unshiu_01083_mRNA_2.1,C_unshiu_
(1): Putative zine finger BED domain-  metabolic process [GO:0008152 " scaffold_1_mRNA_2390.1 scaffold_9_m
GF0001786 2 erpene synthase, N-terminal domain 01083_mRNA_3.1,C_unshiu_0I818_mR -
contaning proein DAYSLEEPER Iike biological proces] (2 yas ativity IPRO01906] Oy Terpenotd NA_I011.1 AT
(1): Transposable element Ac (1) 9 molecular_function] ; [TUEIE COF TR o -
terpene synthase activity [GO:0010333 b i 1pR008930] (2): Isoprenoid
molecular_funcion] 2): magnesium on {7 CEERIU A o
l”m"ff:glf? f‘"’fgjﬁz‘ Transposase, MuDR, plant [IPR004332]
ecular_funct Zinc finger C2H2-type [IPRO13087]
o)
C_unshiu_00667_mRNA_12.1,C_unshiu
GF0001752 2 0 Hypothetical protein (5) ;‘y‘:i“‘g}z;{"km‘—mzs 1ecaflold S ") 140 mRNA 20.1.C_unshiv 01753 -
- mRNA3.1
Transposase, Tnpl/En/Spm-like
[IPRO04264] (6): Probable transposase,
Hypothetical protein (3); Ulp! protease y ; C_unshiu_00167_mRNA_2.1,C_unshiu_
GF0001570 2 0 famil, carboxy-terminal domain prtein 0 "o " [ﬁ."“‘mfs“ pua/En/Spm. plant E'?‘:Z""‘z:i] (P scaold 0 mIRNAIOTT Lscall S 038 mRNA_13.1.C_unshiu 00365 m -
(2); Recombination RecR (1) molecular_functior loop containing nucleoside triphosphate - RNA_30.1,C_unshiu_01555_mRNA_1.1
hydrolase [IPR027417] (1); NB-ARC 301 C unshin 01335 miNA
[IPRO02182] (1)
00458_mRNA_4.1.C_unshiu_
GF0001561 2 0 Hypothetical protein (6) mﬂzldff'““mjw Lscafold_6 02140 mRNA_2.1.C_unshiu_02240_mR -
- NA_7.1,C_unshiu_02495_mRNA 2.1
Hypothetical protein (2); Polynucleotidyl Ribonuclease H-like domain
C_unshiu_00010_mRNA_35.1.C_unshiu
transferase, Ribonuclease H{0ld (2): - 1oic acid binding [GO:0003676 [IPROI2337] (6); Reverse transcriptase . cp1y 5 npNA_3483.1scaffold_7_m 00049 mRNA_23.1.C_unshiu 00199
GF0001535 2 roclement reverse eeutor funcsion (0 zinc-binding domain [IPRO26960] (61 s 5971 RNA 0.1 i 01920 RNA § *
transcriptase-like (1); Putative non-LTR  MO1ecular.functior Endonuclease/exonuclease/phosphatase - | un - =
retroelement reverse transeriptase (1) [IPRO0S135] 2) .
Leucine-rich repeat domain, L domain-
. NS like [IPR032675] (6); P-loop containing
Disease resistance protein (CC-NBS-
nucleaside triphosphate hydrolase C_unshiu_00263_mRNA_25.1.C_unshiu
GF0001519 2 :“R?;L“:::::’:“?'m‘;':’e‘°‘;‘ngn'xs LRR f:“gl:::l'l’;‘:"'ﬁ%"[ﬁm"misz' [IPR027417] (6); NB-ARC [IPR002182] ::’i‘:“lfxfj;';"{m]m Liscaffold S g 468 mRNA_2.1.C_unshin_ 01783 _m -
e - - (6): AAA+ ATPase domain [IPR003593] RNA_5.1,C_unshiu_02128 mRNA 2.1
iscase resistance protein (1) e
binding domain [IPRO11991] (2)
unshiu_00010_mRNA_95.1,C_unshiu
. scaffold_4_mRNA_2630.1scaffold 8 m no\u _mRNA_11.1,C_unshiu_00178_
GFO001463 2 0 Hypothetical protein (6) RNA 20051 = SRNATI8.L,C. mshiu D1364 mRNA 4 °
1
Leucine-rich repeat domain, L domain-
like [IPRO32675] (1); Leucine-rich " unshiu_00083_mRNA_29.1,C_unshiu
. i protein binding [GO:0005515 repeat, typical subtype [IPR003591] (1); - scaffold_4_mRNA_2055.1.scaffold_S_m _00104_mRNA_23. LO038T_
GFO001454 2 0 Hypothetical protein (6) molecular_function] (1) Leucine-rich repeat-containing N- mRNA_5.1,C_unshiu_00830_mRNA_3.
terminal, plani-type [IPR013210] (1); 1
Leucinerich epeat [wknmm 1)
. se, conserved region
Adipocyte plasma membrane-associated . . unshiu_00777_mRNA_8.1,C_unshiu_
GFO001431 2 0 protein (4); Putative strictosidine L‘"o(s)y”mb‘f::r';:::‘fg" f“““;""‘] © Hgig;fi:ﬂ iz; ;::‘;m:;";;i"'hm ;{‘;‘&"I:L%TRN’UW’ Iscatbld 4 m o 00809_mRNA_5.1.C_unshiu_00932_mR -
synthase ( biological_process] (6) propeller, TolB-like [IPRO11042] (6) - NA_LLC_unshiu 02303 mRNA_6.1
00015_mRNA_61.1,C_unshiu
GF0001283 N 0 Hypottical protein ®) T"““S""““'NM“;';:"“' [IPRO04332] scaﬂnld z mRNA_S11.1scaffold_S_mR noolé mRNA_55.1.C_unshiu_00062_
{PRo18289] O NA, RNA25.1,C_maki 00147 RNA
C_unshiu_00056_mRNA_$3.1.C_unshiu
GFO001280 2 0 Hypothetical protein (6) a2 RNA, 4731 s 8 U006 mRNAunls 7. L;muh mkff: .
- 1
Cushin 00015 mRNA 76..C sshiv
J— N 0 Hypothetcal prtein (6) Leucine-richrepeat domin, L domain-  scaffold 2 mRNA_4295.seaffold 2 m Goei-C0 SRRt Et

like [IPR032675] (4)

RNA 7. \,Ciunshnui()\xx‘?imkNAiA 1



T Num i C_celementine_ Numin C_unshia Note Go TnterPro Member Members in C.unshh Members in Prifola
C_unshiu_00128_mRNA_15.1.C_unshiu
scaffold_2_mRNA_2444.1 scaffold 9_m _00174_mRNA_36.1,C_unshiu_01765_
GFo001231 2 4 0 Hypothetical protein (6) RNA 22301 mRNA 3.1,C_unshiu_02091_mRNA 2. ~
1
) C_unshiu_00364_mRNA_19.1.C_unshiu
GF0001157 2 4 0 Hypothetical protein (6) ::;T%;;TRNAJS“' 1iscaffold_8.m “5070) mRNA_9.1.C_unshiu_02577_m -
= RNA_11,C_unshiu 02841 mRNA_1.1
"_unshiu_00247_mRNA_29.1,C_unshiu
scaffold_I_mRNA_2214.1 scaffold_I_m _( 00247 mRNA_31.1,C_unshiu_0088S_

GFo00T146 2 4 0 Hypothetical protein (6) RNA_782.1 MRNA 3.1,C_unshiu 01591 mRNA_10 ~

1
C_unshiu_00187_mRNA_2.1,C_unshiu_
} . Retrotransposon gag domain scaffold_S_mRNA_1502.1,scaffold_6_m 00228 mRNA_45.1,C_unshiu_00274_m

GFo000971 2 3 0 Retrotransposon gag protein (7) [IPRO0S162] (7) RNA_858.1 RNA 2.1,C_unshiu_00304 mRNA_15.1 ~

(C_unshiu_02726_mRNA_3.1
C_unshiu_00051_mRNA_14.1,C_unshiu

. . scaffold_3_ mRNA_6280.1,scaffold S m 00051 mRNA_15.1,C_unshiu_00309_

GFO000942 2 5 0 Hypothetical protein (7) RNA 52321

GF0000835 2 5 0 Hypothetical protein (7) scaffold 2 fl"‘RN’UM Lscaffold 6 m A -

1,C_unshiu 02338 mRNA 5.1
Hypothetical protein (4); Polyprotein (2); zinc ion binding [GO:0008270 e
RNA-directed DNA polymerase molecular_function] (7); nucleic acid f;;‘“;;“ﬁ;;f;;‘gvl‘]:ftlﬁ;f] - C_unshiu_00074_mRNA_66.1,C_unshiu
(Reverse transeriptase); Zine finger,  binding [GO:0003676 PRO01908] (5 Reverse camcrt e caffold § mRNA 1614.1.scaflold 9 m 00074 MRNA_68.1.C_unshiu 00138

GFO000748 2 6 0 CCHC-ype: Pepidase asprtc, active— molecular_function] (7):asparic-ype U RO TEnee nenine AL FLRINA TG LcalolL 0 fua S1.1,C_uns
sie; Retroransposon gag proten (1 endopepiduse activity [GO:0004190 (ER0R 0 FEREEIT R ““‘la”“ - 3.1.C_unshiu_00479_mRNA_5.1,C_unsh
Putative polyprotein (Aspartic proteinase, molecular_function] (5); proteolysis domain [lpkozllos]pu) pept iu_01893_mRNA_8.1
reverse transeriptase, ribonuelease H) (1) [GO:0006508 biological_process] (5)
unshiu_00350_mRNA_3.1.C_unshiu_

onsso mRNA_32.1,C_unshiu_00408_m

GF0000731 2 6 0 Hypothetical protein (8) ;f:ﬁ‘l’l_d;u(’;mkmf"” 1scaffold 8 mR s T6.1.C_unshiu 01245 mRNA 11 -

-1 1,C_unshiu_01374_mRNA_8.1,C_unshiu
_01503_mRNA_7.1
C_un
4 00029_mRNA_§7.1,C_unshia_00055_
GF0000623 2 6 0 Hypothetical protein (8) ;“:&"l:’gg‘f':‘m'\fmx Lscaffold_4_m b NA48.1,C_unshiu_00271_mRNA 4 -
= 4.1,C_unshiu_00984_mRNA_13.1.C_un
shiu_01350_mRNA_3.1
C_unshiu_00085_mRNA_8.1,C_unshiu_
} 00432 mRNA_17.1.C_unshiu_01007_m
Hypothetical protein (7); Specific tissue )
GF0000566 2 7 0 protein 1, putative (1); Pea shoot-specific Organ specific protein [IPR024489] (9) ’““‘m‘“ x mRNA_741. scaffold_§ mR RNA 3.1,C_unshiu 01565 "‘RMSQ.\:
protein (1) 02149_mRNA_3.1.C_unshiu_02763_mR
NA21
GFO024944 1 1 0 Hypothetical protein (2) scaffold_9_mRNA_992.1 00161_mRNA_30.1 -
GF0024943 1 1 0 Hypothetical protein (2) scaffold_9_mRNA_990.1 00161 mRNA 34.1 -
Leucine-rich repeat domain, L domain-
e ki £ . G like [IPR32675] (2); Leucine-rich repeat
GFO0024941 1 1 o LRR receptor-like kinase family protein - protein binding [GO:0005515 [IPRO0I611] (2); Leucine-rich repeat-  scaffold_9_mRNA_987.1 iu_00307_mRNA_6.1 -
@ molecular_function] (2) I mRNA mRNA
containing N-terminal, plant-type
[IPROI3210] 2)
E:,'g' D‘g;:;‘::sfe"c“"‘:::°ﬁf;:"’::l’] (y; Peptidase SY/S53 domin [IPR000205]

GF0024940 1 1 0 Hypothetical protein (2) 3 (2): Peptidase S8, subtilisin-related  scaffold_9_mRNA_986.1 00287_mRNA_19.1 -
proteolysis [GO:0006508 PROTE500] 1) O miRA MRNA
biological_process] (2) >

Leucine-rich repeat [IPRO01611] (2)
§ } protein binding [GO:0005515 Leucine-rich repeat, typical subtype .
GF0024939 1 1 0 Hypothetical protein (2) moleculat function] () IPRO0S01] Oy Loueine i rapent S€0TOId_9_mRNA_985.1 -
domain, L domain-like [IPR032675] (2)
nucleie acid binding [GO:0003676 NTE2-like domain [IPR032710] (2);
molecular_fnction] (2); intracellular  Nuclear transport factor 2 [IPR002075]
Nuclear transport fictor 2 fmily protein[G0:0005622 celllar_component] (2);  (2); Nuclear transport factor 2, cukaryote
GF0024938 1 1 0 i RA binding doma fofem 3 () anSport [GO:0006810 [IPROI8222] (2); RNA recognition moif scaffold 9_mRNA_982.1 00307_mRNA_10.1 -
¢ . biological_process] (2); nucleotide domain [IPR000S04] (2); Nucleotide-
binding [GO:0000166 binding alpha-beta plait domain
molecular_function] (1) [IPROI2677] (1)
’ Pentatricopeptide repeat (IPR002885]
GRo024037 ! ! o :)ze)n e (PP et e Zf‘fl"m?"?l"ffgﬁ (uzo‘o s (2): Tetratricopepide-like helical domain scaffold_9_mRNA_980.1 C_unshiu_00307_mRNA_12.1 -
r_functi [IPRO11990] (2)

GF0024936 1 1 0 Hypothetical protein (2) scaffold_9_mRNA_979.1 C_unshiu_00307_mRNA_I3.1 -

GF0024935 1 1 0 (Zz';‘c finger protein CONSTANS-LIKE 4 ﬁq';‘:"'“:‘r"‘:“.';i‘[m] s 5515 CCT domain [IPRO10402] (2) scaffold 9 mRNA _972.1 C_unshiu_00307_mRNA_21.1 -
PO et st

§ P P ransporter family [u’xuumus] @)

GFO024934 1 1 transporter PTR3-A (2) [GO0006810 bilogicl Jmces:] O e eitor auperumly domain €449 MRNA_957.1 L 01048_mRNA_S.1 -
transporter activity [GO:000521 IPRO20846] Oy Y
molecular_function] (z)

y ; S-adenosyl-L-methionine-dependent .

GF0024933 1 1 0 Hypothetical protein (2) ety lmstormse [IPR00065] (1) S64T0149_mRNA_950.1 C_unshiu_01048_mRNA_11.1 -

GF0024932 1 1 0 Hypothetical protein (2) :;:"["';fk'o'gg ;‘;?“(‘;"m”'“‘ L domait- . fold_9_mRNA_947.1 C_unshiu_00959_mRNA_I12.1 -

GF0024931 1 1 0 Hypothetical protein (2) scaffold_9_mRNA_944.1 C_unshiu_00146_mRNA_L.1 -
ATPase activity [GO:0016887 ABC transporter-like [IPR003439] (2);

GF0024930 1 1 0 Hypothetical protein (2) molecular_function] (2); ATP P-loop containing nucleoside triphosphate scaffold_9_mRNA_937.1 C_unshiu_00146_mRNA_8.1 -
[GO:0005524 molecular finction] () bydvolse [IPRO27417] (2
oxidoreductase activity [GO:0016491  S-adenosyl-L-methionine-dependent

. Cyelopropane-fatty-acyl-phospholipid  molecular_function] (1) oxidation-  methyltransferase [IPR029063] (2); . .

GF0024929 ! ! synthase (1); Hypothetical protein (1) reduction process [GO:0055114 FAD/NAD(P)-binding domain scaffold_9_mRNA_936.1 C_unshiu_00146_mRNA_7.1 -
biological_process] (1) [IPRO23753] (1)

GFO0024928 1 1 0 Hypothetical protein (2) scaffold_9_mRNA_934.1 00146_mRNA_I1.1 -
protein peptidyl-prolyl isomerization
(GO:0000413 biological_process] (2); ﬁ?&ﬁ:&"(‘;; 232: d""‘“““
protein folding [GO:000645 domain [IPR029000] (2); Cyclophilin-
biological_process] (2); muleicacid o ISR 2 yclohn
binding [GO:0003676 'ype peplidyl-proly’

GF0024926 1 1 0 Hypothetical protein (2) domain [IPR002130] (2); Ferritin-related scaffold_9_mRNA_93.1 -
molecular_function] (2); peptidyl-prolyl 1pp1347) (1); Nucleotide-binding
f{'\;‘:\'}‘; :“;"J'"‘:"T;:]“S"“:‘ﬁgglgfm 55 alpha-beta plit domain [IPRO12677] (1);
binding [GO000156 Cyclophilin-type peptidyl-prolyl cis-trans
molecular_function] (1) isomerase [IPR024936] (1)

GFO024924 1 1 0 Hypothetical protein (2) scaffold_9_mRNA_913.1 -

GF0024923 1 1 0 Hypothetical protein (2) scaffold__mRNA_907.1 .

GF0024922 1 1 0 Hypothetical protein (2) scaffold_9_mRNA_902.1 -

GF0024920 1 1 0 Hypothetial protein (2) scaffold_9_mRNA_888.1 -
ranslation [GO:0006412
biological_process] (2); intracellular
GO:0005622 cellular_component] (2);

GF0024918 1 1 0,608 ribosomal protein L36 (2) structural constituent of ribosorne Ribosomal protein L36¢ [IPR000509] (2) scaffold_9_mRNA_879.1 C_unshiu_00396_mRNA_L.1 -
[GO:0003735 molecular_function] (2);
ribosome [GO:0005840
cellular_componen] (2)

GF0024917 1 1 0 Hypothetical protein (2) scaffold 9_mRNA_875.1 00396_mRNA 4.1 -
ubiquitin protein ligase binding

625 molecular_function] (2);  Cullin, N-terminal [IPR001373] (2);

GF0024916 1 1 0 Hypothetical protein (2) ubiquitin-dependent protein catabolic  Cullin repeat-like-containing domain  scaffold_9_mRNA_872.1 C_unshiu_00396_mRNA_7.1 -
process [GO:0006511 [IPROI6159] 2)
biological_process] (2)

GF0024914 1 1 0 Hypothetical protein (2) scaffold_9_mRNA_87.1 C_unshiu_00007_mRNA_99.1 -

GF0024913 1 1 0 Hypothetical protein (2) scaffold_9_mRNA_867.1 C_unshiu_00396_mRNA_12.1 -

GF0024912 1 1 0 Hypothetical protein (2) fgxl’:i '::;::; ? ;‘;;;‘;";;95‘:’53(1) scaffold 9 mRNA_854.1 C_unshiu_00057_mRNA_56.1 -

RimlC-like cupin domain [IPROT1051]
(2): RmIC-like elly roll fold
GF0024910 1 1 0 115 globulin (2) :;‘:.’li':.,’f?ﬂfﬂ.’.,ﬁ‘};’fy (000033 E:)‘i?yz;r?jc(rzvld”\i Er;:‘;;;';‘7cf] (o), Seafold 9 mRNA 8452 C_unshiu 00057 mRNA_47.1 B
h Cupin 1 [IPRO06045] (2); 11-S seed
storage protein, plant [IPR006044] (2)

GF0024908 1 1 0 Hypothetical protein (2) scaffold_9_mRNA_824.1 -

GF0024907 1 1 0 Hypotheical protein (2) scaffold_9_mRNA_822.1 -

GFO0024906 1 1 0 Hypothetical protein (2) scaffold_9_mRNA_821.1 _mRNA_ -

GF0024905 1 1 0 Hypothetical protein (2) scaffold_9_mRNA_819.1 00164 mRNA_19.1 -

GF0024904 1 1 0 R;"“""” proline-rich cell wall protein | scaflold_9_mRNA _818.1 1 00164_mRNA_20.1 -

GFO0024903 1 1 0 Putative retroelement pol polyprotein (2) scaffold_9_mRNA_815.1 iu_00164_mRNA_22.1 -

Domain of unknown function DUF4283
[IPRO25558] (2);
GF0024902 1 1 0 Hypothetical protein (2) Endonuclease/exonuclease/phosphatase  scaffold_9_mRNA_812.1 00164_mRNA_25.1 -

[IPRO0S135] (1: Zine knuckle
CX2CX4HXAC [IPRO25836] (1)

DNA binding [GO:0003677

molecular_function] (z), n:gu!x\\on of

eneresonsive ran 1o, transcription, DNA-ter .
GF0024901 1 1 oi;‘;:;‘;;"’”“"“ transeription factor 560006355 bwloglcal Jlo:ess] @ Sﬁi‘fﬁ:ﬁ:“’:"";{;mﬁ'ﬁ;ﬁ:,’]1‘727']' (o) Seaffold 9 mRNA_810.1 C_unshiu_00164_mRNA_27.1 B
(mn:cnplmn factor activity, sequence- e
ecific DNA binding [GO:0003700
molecuhr iunclmn] @
GF0024898 1 1 0 Hypothetical protein (2) scaffold_9_mRNA_796.1 C_unshiu_01106_mRNA_8.1 -
GF0024897 1 1 0 Hypotheical protein (2) scaffold_9_mRNA_792.1 C_unshiu_01106_mRNA_4.1 -




T Num i C_celementine_ Numin C_unshia Note Go TnterPro Member embe T Members in Prifola
N Tsopenicillin N synthase-like
i tase activity [GO:0016491
 -aminocyclopropane- | carboxylate mo::ocr:l‘i:ciu:;u;n] 1;;[02‘3?.;7 IPR027443] (2); Not-haem dioxygenase
GFO0024896 1 0 e e 12 ) oss114 N-terminal domain [IPR026992] (2);  scaffold_9_mRNA_T87.1 C_unshiu_00386_mRNA_3.1
bmlagxcnl Fovoccas) @) oglutarate/iron-dependent dioxygenase
[IPRO0S123] 2)
DNA binding [GO:0003677
GF0024895 1 0 Hypothetical protein (2) :::z::'?'gg' g;"‘)‘;:] f) nucleic acid ?:z 2:@3 (?zi';fyzz %f,i%‘ﬁ‘;;i]] (ﬁ" scaffold_9_mRNA_786.1 C_unshiu_00386_mRNA_4.1
molecular_finction] (1)
GF0024894 1 0 Hypothetical protein (2) Pentatricopeptide repeat [IPR002885] (2) scaffold_9_mRNA_773.1 C_unshiu_00410_mRNA 4.1
Cwil9-like, C-terminal domain- 1
GF0024893 1 0 Hypothetical protein (2) [IPRO0G768] (2); Cwil9-like protein, C- scaffold_9_mRNA_772.1 C_unshiu_00410_mRNA_2.1
terminal domain-2 [IPR006T67] (2)
GFO0024891 1 0 Hypothetical protein (2) scaffold_9_mRNA_759.1 C_unshiu_00032_mRNA_67.1
cellulose biosynthetic process
[GP’“DZQZAA b‘“;‘:g”;'f"m““] % protein of unknown function DUF247,
GF0024889 1 0 Hypothetical protein (2) membrane [GO:0016020 plant [IPR004158] (2); Cellulose scaflold_9_mRNA_751.1 00032 mRNA_57.1
cellular_componen] o celluluse Fombase [FROD5150] (1)
synthase (UDP-forming) act
1GO0016760 mleoulr ﬁmcuon] )
. o StAR-reated lipid ransfer protein 7, ing [GO:0008289 START-like domain [IPR023393] (2);
GF0024887 ! © mitochondrial (2) moleculalj\lncnon] [} START domain [IPR002913] (2) scaffold_9_mRNA._734.1
. .. ATP binding [GO:0005524 P-loop containing nucleoside triphosphate
GF0024886 1 :;m::ff::‘::;g:‘“’p"“" hydrolase | lecular_function] (2); kinase activity hydrolase [IPRO27417] (2): Zeta toxin  scaffold_9_mRNA_7311
[GO:0016301 molecular_function] (2)  domain [IPRO10488] (2)
nucleosome [GO:0000786
celllar componen] Q) nCIeOIS 1S (1PRO0S819] 2 Linker
assembly [GO:0006334 histone HI/HS, domain H15
GF0024885 1 0 Histone HI (2) biological_process] (2); DNA binding S scaffold_9_mRNA_730.1 00445_mRNA_I1.1
G003 molmhr functon] (oy,  IPRODSSIS] 2); Winged helix-tum-heix
DNA-binding domain [IPRO11991] (2)
nucleus [GO:
ceuularjnmpumm] qz;
ribosome [GO:0005840
cellular_component] (2); RNA bi Ribosomal protein S19 conserved site
[GO:0003723 molecular_function] (2);  [IPR020934] (2); Ribosomal protein S19,
GF0024884 1 0 40S ribosomal protein S15 (2) z’:ﬁ‘::;;bz;;";i‘;z“?;)[gmg::xl 35 S‘:s:‘:';‘:‘g EZ‘:?: ?‘5;‘3&3 1';;"(‘;5"“’”' scaffold 9 mRNA_729.2 C_unshiu_00445_mRNA_10.2
consttuent of ribosome [GO:0003735  Ribosomal protein S19/S15 [IPR002222]
molecular_finction] (2); translation ~ (2)
(GO:0006412 biological_process] (2)
protein binding [GO:0005515
molecular_function] (2); integral
component of membrane [GO:0016021
cellular_componen] (1: cellular PGG domain [IPR026961] (2); Ankyrin
Ankyrinrepeat family protein, puave 3PS 1 slieylc acid stimulus repeat-containing domain [IPR020683]
GFO024883 1 0y . [GO:0071446 biological process] (1) (2): Ankyrin repeat [IPRO02110] (2);  scaffold_9_mRNA_722.1 C_unshiu_01876_mRNA_3.1
regulation of salicylic acid mediated  Protein accelerated cell death 6
signaling pathway [GO:2000031 [IPRO32846] (1)
biological_process] (1); regulation of
defense response [GO:0031347
biological_process] (1)
protein binding [GO:0005515
molecular_function] (2); regulation of
salicylic acid mediated signaling pathway
[GO:2000031 biological process] (1);  Ankyrin repeat [IPR002110] (2); PGG:
Ankyrin repeat fmily protein, put regulation of defense response domain [IPR026961] (2); Ankyrin repeat-
GF0024882 1 05 yrn e  protein. p! [GO:0031347 biological_process] (1);  containing domain [IPR020683] (2);  scaffold_9_mRNA_711.1 C_unshiu_00436_mRNA_30.1
integral component of membrane Protein accelerated cell death 6
[GO:0016021 cellular_component] (1);  [IPRO32846] (1)
cellular response to sal i
stimulus [GO:0071446
biological_process] (1)
. Ankyrin repeat [IPR002110] (2); Ankyrin
GF0024881 1 0 Hypothetical protein (2) protein binding [GO:0005515 repeat-containing domain [IPR020683]  scaffold_ 9_mRNA_710.1 C_unshiu_00436_mRNA _28.1
molecular_finction] (2) o
LESpUISE 10 UNIUIYE Stess Photosymibeti NDH suburit of
GF0024878 1 0 NAD(P)H dehydrogenase 18 (2) gflm::f:i;:’;z‘gg;csaa'f'm“] M5 Subcomplex B 5, chloroplastic scaffold 9 mRNA_695.1
[IPRO34569] (1)
GFO024877 1 0 Hypothetical protein (2) scaffold_9_mRNA_683.1
EF-Hand 1, calcium-binding site
. . calcium ion binding [GO:0005509 [IPROI8247] (2); EF-hand domain ’ .
GFO024874 1 0 Calmodulin (2) molesular function () IPRO02048] o, EF-hand domain pair €449 MRNA_667.1 C_unshiu_00298_mRNA_14.1
[IPRO11992] (2)
acireductone dioxygenase [iron(Il-
requiring] activity [GO:0010309 RumlC-like jely roll fold [IPRO14710]
molecular_function] (1); L-methionine  (1); RiC-like cupin domain
1.2-dihydroxy-3-keto-5- P i [IPROT10S1] (1); 1.2-dihydroxy-3-keto-
GFO024873 1 O s s, % [G0:0019509 biological_process] (1):  S-methylhiopentene dioxygenase, scaffold_9_mRNA_644.2 00101_mRNA_29.1
; i y [GO:0016491  cukaryotes [IPRO27496] (1;
molecular_function] (1); oxidation- Acireductone dioxygenase ARD family
reduction process [GO:0055114 [IPRO04313] (1)
biological_process] (1)
GF0024872 1 0 Hypothetical protein (2) scaffold_9_mRNA_639.1
Leucine-rich repeat domain, L domain-
. ’ . . like [IPRO32675] (2); Leucine-rich repeat
GF0024871 1 Leucine-rich repeat receptorlike protein _protein binding [GO:0005515 [IPRO0I611] (2); Leucine-rich repeat-  scaffold_9_mRNA_627.1 00101_mRNA_53.1
Kinase family (2) molecular_finction] (2) O mIRA V10T mINA
containing N-terminal, plant-type
[IPROI3210] 2)
GF0024870 1 0 Hypothetical protein (2) scaffold_9_mRNA_626.1 C_unshiu_00085_mRNA_S1.1
":: Iz fif:‘ﬁﬁﬁgﬁa&i.ﬂ:mcm Protein kinase-like domain [IPRO11009]
e honsiaton [G0.0006465 (2): Protein kinase domain [IPR000719]
GF0024869 1 0 Hypothetical protein (2) phosphorylation (GO (2); Serine/threonine/dual specificity  scaffold_9_mRNA_614.1 00369_mRNA_7.1
biological_process] (2); protein kinase
protein kinase, catalytic domain
activity [GO:0004672 TPR002200] (1)
molecular_function] (2)
GFO024868 1 0 Hypothetical protein (2) scaffold_9_mRNA_605.1 00369_mRNA_I7.1
Ribosomal protein L19/L19c, domain 3
ranslation [GO:0006412 [IPRO1S974] (2); Ribosomal protein
biological_process] (2); intracellular  LI9/L19e, domain | [IPR01S972] (2);
[GO:0005622 cellular_component] (2);  Ribosomal protein LI9/L19% conserved
structural constituent of ribosome site [IPR023638] (2): Ribosomal protein
GF0024867 1 0 Ribosomal protein L19 (2) (GO:0003735 molecular_function] (2);  L19/L19¢, domain 2 [IPRO1S973] (1);  scaffold_9_mRNA_602.1 C_unshiu_00369_mRNA_20.1
ribosome [GO:0005840 Ribosomal protein LI9/L19%
el componen] (2 ytosolicbrge - IPR000196) (1 Ribosona rtin
ribosomal subunit [GO:0022625 L19/L19¢ domain [IPR000196] (1)
cellular_component] m Ribosomal protein L19, eukaryotic
[IPRO33935] (1)
GF0024866 1 0 Hypothetical protein (2) scaffold__mRNA_597.1 00254 mRNA_42.1
Cysteine synthase [IPROOSSS6] (2);
Cystcine synthase/cystathionine beta-
eyseine biosynihetc process rom serine. 2S00 SEEEIIECIIE
GF0024864 1 0 Cysteine synthase (2) [GO:0006535 biological process] (2); Gy 1prg1216] (2):, Tryptophan scaffold_9_ mRNA_S75.1
cysteine synthase activity [GO:0004124
bocubn unction] @) synthase beta subunit-like PLP-dependent
- enzyme [IPRO01926] (2); Cysicine
synthase CysK [IPRO0S859] (2)
primary amine oxidase activity
[GO:0008131 molecular_function] (2); ~ Copper aminc oxidase, C-terminal
copper ion binding [GO:0005507 [IPROIS798] (2); Copper amine oxidase,
molecular_function] (2); oxidation-  N-terminal [IPRO16182] (2): Copper
GF0024861 1 0 Amine oxidase (flavin-containing) (2)  reduction process [GO:0055114 amine oxidase, N3-terminal IPRO15802] scaffold_9_mRNA_554.1 u_00254_mRNA 4.1
biological_process] (2); quinone binding ~(2); Copper amine oxidase, N2-terminal
[GO:0048038 molecular_function] (2);  [IPROIS800] (2); Copper amine oxidase
amine metabolic process [GO:0009308 ~ [IPR000269] (2)
biological_process] (2)
mine metabolic process [GO:0009308
biological_process] (2); quinone binding  Copper amine axidase [IPR000269] (2);
[GO:0045038 molccular ﬁmcnou] () Copper amine oxidase, N2-terminal
oxidation-reduction pror (IPRO1S800] (2); Copper aminc oxidase,
GF0024860 1 0 Amine oxidase (flavin-containing) (2)  [GO:0055114 blolugn.'ul jroczss] () N3-terminal [IPRO1S802) (2); Copper  scaffold_9_mRNA_S53.1 00254_mRNA_3.1
copper ion binding [GO:0005507 amine oxidase, N-terminal (IPR016152]
molecular_function] (2); primary amine  (2): Copper amine oxidase, C-terminal
oxidase activity [GO:0008131 [IPROIS798] (2)
molecular_finction] (2)
protein phosphorylation [GO:0006468
Getype lectin S-receptor-like oloial. proces] 2 procin ks Protin ks dorin (PRO11009
GF0024859 1 0 serine/threonine-protein kinase RLK1  activity [GO: (2): Protein kinase domain [IPR000719] ~ scaffold_9_mRNA_548.1 C_unshiu_00126_mRNA_56.1
(1); Hypothetical protein (1) molzuulm,mncuon] m. ATP binding ~ (2)
[GO:0005524 molecular_function] (2)
primary amine oxidase activity
[GO:0008131 molecular_function] @) ¢ i oidase, C-terminal
amine metabolic process [GO:0009308 e o) 57981 (2): Copper amine oxidase
iological_proces] (2): quinone binding (11077 O COmET AR SO
GF0024858 1 0 Amin oxidse (Ivi-contiin) @) (GOD0K038 moleulr furcton) -\t g 6153) (1 Copper 2049 mRNA 5461 C_unshiu_00126_mRNA_S8.1
copper ion binding [GO:0005507 L
amine oxidase, N2-terminal (IPR015800]
molecular_function] (2); oxmuun- o
reduction process [GO:0055114
biological_process] (2)
GF0024856 1 0 Hypothetical protein (2) scaffold__mRNA_523.1 C_unshiu_00051_mRNA_S1.1
ribonuclease activity [GO:0004540
GF0024855 1 0 ‘;::;“(‘;T““ PMRP protein subunit ;:2‘:::‘: {‘gg"‘:‘;‘g’“l;km ;g’:g:;lfs“;; (‘:GMRP protein subunit (yold 9 mRNA_S22.1 C_unshiu_00051_mRNA_50.1
biological_process] (1)
GF0024854 1 0 Odontogenic ameloblast-associated (2) scaffold_9_mRNA_500.1 C_unshiu_00051_mRNA_32.1
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GF0024853

GF0024852

GF0024850

GF0024849

GF0024848

GF0024846

GF0024844

GF0024843

GF0024842

GF0024840

GF0024839

GF0024838
GF0024837

GF0024836

GF0024835

GF0024831

GF0024830

GF0024829
GF0024828

GF0024826

GF0024825

GF0024822
GF0024821
GF0024818

GF0024816
GF0024815

GF0024813

GF0024812

GF0024811

GF0024809

GF0024808

GF0024807

GF0024806

GF0024805

GF0024802

GF0024801

GF0024800

GF0024799

GF0024798

GF0024797

GF0024795

NEDDS-activating enzyme El catalytic
subunit (2)

0 Basic 7S globulin (2)

0 Hypothetical protein (2)

0 Basic 7S globulin (2)

0 Hypothetical protein (2)

Ribonucleoside-diphosphate reductase

© Sinal chain (2)

 Dienelactone hydrolase fanily, putative

@
0 Hypothetical protein (2)

EF-hand, calcium binding motif-
containing protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)
 Glutamate binding protein (1)
© Hypothetical proten (1)

0 Hypothetical protein (2)

0 Hypothetical protein (2)

Pentatricopeptide repeat-containing

© protein, chloroplastc (2)

0

Histidine containing phosphotransfer
protein 4 (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)
0 Hypothetical protein (2)

0 Hypothetical protein (2)
Nuclear transcription factor Y subunit C-
0.2 (1; Nuclear transcription factor Y
subunit C-9 (1)
o Splicing factor, arginine/serine-rich 12
0 Hypothetical protein (2)
0 FUSICOCCIN receptor protein's (2)

0 LOB domain-containing protein 4 (2)
0 Hypothetical protein (2)

0 Cyclic nucleotide-gated ion channel 1 (2)

0 Hypothetical protein (2)

Cyclic nucleotide gated channel 5
isoform 1 (1); Hypothetical protein (1)

Non-LTR retroelement reverse
transcriptase-like protein (2)

Cyclic nucleotide-gated ion channel-like

© protein 2)

Pentatricopeptide repeat-containing
0 family protein (1); PPR containing plant-
like protein (1)

0 TRNA dimethylallyliransferase (2)

Disease resistance family protein / LRR
0 family protein, putative (1); L
receptor-like kinase family protein (1)

&
&

0 Hypothetical protein (2)

isease resistance family protein / LRR
© fumily protein, putative (2)

Salutari
0 Salutari
putative (1)

1 7-O-acetyliransferase (1);
1 7-O-acetylransferase,

0 Beta-carotene hydroxylase 1 (2)

0 Putative membrane yicL (2)

0 Putative membrane yieL. (2)

o Hypothetical protein (1); Retinol
© gehydrogenase 14 (1)

NEDDS activating enzyme ac
[GO:0019781 molecular. f\mcnon] @
small protein activating enzyme activity
[GO:0008641 molecular_function] (2);
ATP binding [GO:0005524
molecular_function] (2); acid-amino acid
ligase activity [GO:0016881
molecular_function] (2); protein
neddylation [GO:0045116
biological_process] (2)

proteolysis [GO:0006508
biological_process] (2); aspartic-type
endopeptidase activity [GO:0004190
molecular_function] (2)

proteolysis [GO:0006508
biological_process] (2); aspartic-type
endopeptidase activity [GO:0004190
molecular_function] (2)

metal ion transport (GO:0030001
biological_process] (2); metal ion binding
[GO:0046872 molecular_function] (2)

oxidation-reduction process
[GO:0055114 biological_process] (2
deoxyribonucleoside diphosphate
metabolic process [GO:0009186
biological_process] (1);
deoyribonciotide biosynthtic process
3 biological_process] (1):
oxidoreductase activity [GO:0016491
molecular_function] (1)

hydrolase activity [GO:0016787
molecular_function] (1)

calcium ion binding [GO:0005509
molecular_function] (2)

protein binding [GO:0005515
molecular_function] (1)

signal transducer activity [GO:0004871
molecular_function] (2); phosphorelay
signal transduction system [GO:0000160
biological_process] (2)

ATP binding [GO:0005524
molecular_function] (2); unfolded protein
binding [GO:0051082
molecular_function] (2); protein folding
[GO:0006457 biological_process] (2)

protein heterodimerization activity
[GO:0046982 molecular_function] (2)

protein domain specific binding
[GO:0019904 molecular_function] (2)

nucleic acid binding [GO:0003676
molecular_function] (2); protein
dimerization activity [GO:0046983
molecular_function] (2)

nucleic acid binding [GO:0003676
molecular_function] (2); RNA-DNA
hybrid ribonuclease acti
[GO:0004523 molecular_function] (2)
trehalose biosynthetic process
[GO:0005992 biological_process] (2);
fon channel activity [GO:0005216

molecular_function] (2);catalytic actvity |

[G0:0003824 molecular_function] (2);
membrane [GO:0016020
cellular_component] (2); ion transport
[GO:0006811 biological_process] (2);
transmembrane transport [GO:0055085
biological process] (2)

protein binding [GO:0005515
molecular_function] (2)

protein binding [GO:0005515
molecular_function] (2)

protein binding [GO:0005515
molecular_function] (2); nucleic acid
binding [GO:0003676
molecular_function] (1)

transferase activity, transferring acyl
‘groups other than amino-acyl groups
GO:0016747 molecular_function] (2)
iron ion binding [GO:0005506

molecular ﬁmcnou] (2): oxidoreductase
activity [GO:

molzcularj\mclinn] (2): oxidation-

¥ atty acid
biosynthetic process [GO:0006633
biological_process] (1): lipid biosynthetic
process [GO:0008610
biological_process] (1)

THIF-type NAD/FAD binding fold
[IPR000594] (2): E2 binding
[IPRO14929] (2); NEDDS-activating

enzyme EI catalytic subunit [IPR030468]

2); Ubiquitin-activating enzyme E1, Cys
active site [IPR033127] (2): NAD(P)-

binding domain [IPRO16040] (1);
Ubiquitin activating enzyme, alpha
domain [IPRO23318] (1)

Peptidase family A1 domain
[IPRO33121] (2); Aspartic peptidase
domain [IPRO21109] (2); Xylanase
inhibitor, N-terminal [IPR032861] (2);
Xylanase inhibitor, C-terminal
[IPR032799] (2); Aspartic peptidase Al
family [IPRO01461] (2); Xylanase
inhibitor I-like [IPRO33868] (1)

Aspartic peptidase domain [IPR021109]
(2); Peptidase family Al domain
[IPRO33121] (2); Aspartic peptidase Al
family [IPRO01461] (2); Xylanase:
inhibitor, C-terminal [IPR032799] (2);
Xylanase inhibitor, N-terminal
[IPRO32861] (2): Xylanase inhibitor I-
like [IPRO33868] (1)

Heavy metal-associated domain, HMA
[IPRO06121] (2)

Ferritin-like superfamily [IPR009078]
(2): Ribonucleotide reductase small
subunit,acitve site [IPRO30475] (2);
Ribonucleotide reductase small subunit
[IPR033909] (1; Ribonucleotide
reductase-related [IPRO12348] (1);
Ribonueleotide reductase small subunit
IPRODD3SH) (1): Ribonuceoide

ily

[IPROODBSX] (]

Alpha/Beta hydrolase fold [IPR029058]
(2); Dienelactone hydrolase [IPR002925)
M

EF-hand domain [IPR002048] (2); EF-
Hand 1, calcium-binding site
[IPRO18247] (2); EF-hand domain pair
[IPRO11992] (2)

Bax inhibitor 1-related [IPR006214] (1)

Nucleotide-diphospho-sugar transferases
[IPR029044] (2); Domain of unknown
function DUF4283 [IPRO25558] (2)
Pentatricopeptide repeat [IPR0028SS]
(2): Tetratricopeptide-like helical domain
[IPRO11990] (1)

Signal transduction histidine kinase,
phosphotransfer (Hpt) domain
[IPR008207] (2)

Chaperonin Cpn60/TCP-1 family
[IPR002423] (2); GroEL-like equatorial
domain [IPR027413] (2); T-complex
protein I, gamma subunit [IPR012719]
(2); Chaperone tailless complex
polypeptide 1 (TCP-1) [IPRO17998] (2);
Chaperonin TCP-1, conserved site
[IPR002194] (2)

ajor facilitator superfamily domain
[IPR020846] (2)

Transcription factor CBF/NF-Y archacal
histone domain [IPR003958] (2);
Histone-fold [IPR009072] (2)

14-3-3 domain [IPR023410] (2); 14-3-3
protein [IPR000308] (2)

Lateral organ boundaries, LOB
[IPR004883] (2)

Ribonuclease H-like domain
[IPRO12337] (2); Cyclic nucleotide-
binding-like [IPRO18490] (2); R
jelly roll fold [IPRO14710] (2); Cyclic
nucleotide-binding domain [IPRO00595]
(2); HAT, C-terminal dimerisation
domain [IPRO0S906] (2)

RmiC-like jelly roll fold [IPR014710]
(2); Cyclic nucleotide-binding-like
[IPRO18490] (2); Cyclic nucleotide-
binding domain [IPR000395] (2); Gag-
polypeptide of LTR copia-type
[IPR029472] (1)

Cyclic nucleotide-binding domain
[IPR000595] (2): RmIC-like jelly roll
fold [IPRO14710] (2); Cyelic nucleotide-
binding-like [IPRO18490] (2)

e

Ribonuclease H domain [IPR002156] (2);

Ribonuclease H-like domain
[IPROI2337] (2)

HAD-superfamily hydrolase, subfamily
1B [IPRO06379] (2); Trehalos
phosphatase [IPR003337] (2); Cyclic

wcleotide-binding domain [IPR000S95]
(2): Cyelic nucleotide-binding-like
[IPRO18490] (2); Ton transport domain
[IPR005821] (2); HAD-like domain
[IPR023214] (2); RmIC-like jelly roll
fold [IPRO14710] (2)

Pentatricopeptide repeat [IPRO02885]
(2): Tetratricopeptide-like helical domain
[mun 1990] 2)
rotein of unknown function DUF3143
[mwzms'] @
Leucine-rich repeat [IPRO01611] (2);
Leucine-rich repeat domain, L domain-
like [IPR032675] (2): Leucine-rich
repeat-containing N-terminal, plant-type
TPRO13210] (1); Leucine-rich repeat,
typical subtype [IPR003591] (1)

Leucine-rich repeat domain, L domain-
like [IPRO32675] (2); Leucine-rich repeat
[IPRO01611] (2); Ribonuclease H-like
domain [IPRO12337] (1)

Transferase [IPRO03480] (2);
Chloramphenicol acetyltransferase-like
domain [IPR023213] (1)

Fatty acid hydroxylase [IPRO06694] (2)

Protein of unknown function DUFS19
[IPRO08S37] (2)

Protein of unknown function DUFS19
[IPRO08537] (2)

NAD(P)-binding domain [IPR016040]
@

scaffold_9_mRNA_499.2

scaffold_9_mRNA_493.1

scaffold_9_mRNA_488.1

scaflold_9_mRNA_485.1

scaffold_9_mRNA_476.1

scaflold_9_mRNA_460.1

scaffold_9_mRNA_454.1
scaflold_9_mRNA _453.1
scaflold_9_mRNA_450.1
scaflold_9_mRNA_434.1
scaffold_9_mRNA_422.1

scaffold_9_mRNA_410.1
scaflold_9_mRNA_408.1

scaffold_9_mRNA_401.1

scaflold_9_mRNA_40.1

scaflold_9_mRNA_386.1

scaffold_9_mRNA_3840.1

scaffold_9_mRNA_3837.1
scaffold_9_mRNA_3833.1

scaffold_9_mRNA_3808.1

scaffold_9_mRNA_3796.1

scaffold_9_mRNA_3766.1
scaffold_9_mRNA_3764.1
scaffold_9_mRNA_3743.1

scaflold_9_mRNA_3736.1
scaffold_9_mRNA_3734.1

scaffold_9_mRNA_3714.1

scaffold_9_mRNA_3711.1

scaflold_9_mRNA_3710.1

scaffold_9_mRNA_3705.1

scaflold_9_mRNA_3696.1

scaffold_9_mRNA_3676.1

scaffold_9_mRNA_3650.1

scaffold_9_mRNA_3645.1

scaffold_9_mRNA_3622.1

scaffold_9_mRNA_3620.1

scaffold_9_mRNA_3615.1

scaffold_9_mRNA_3593.1

scaffold_9_mRNA_3586.1
scaflold_9_mRNA_3585.1

scaffold_9_mRNA_3568.1

000S1_mRNA_31.2 -

C_unshiu_00051_mRNA_26.1 -

C_unshiu_00051_mRNA_23.1 -

C_unshi

00702_mRNA_6.1 .

00097_mRNA_16.1 -

1 00097_mRNA_30.1 -

C_unshiu_00097_mRNA_37.1 -

00097_mRNA_38.1 -

01541_mRNA 2.1 -

00040_mRNA_71.1 .

C_unshiu_00366_mRNA_24.1 -
C_un

00366_mRNA 26.1 .

C_unshiu_00366_mRNA_32.1 -

00007_mRNA_143.1 -

C_unshi

00394 mRNA _22.1 .

iu_00003_mRNA_118.1 -

C_unshiu_00003_mRNA_15.1 -

C_unshiu_00334_mRNA_14.1 -
C_unshiu_00003_mRNA_32.1 -

C_unshiu_00003_mRNA_26.1 -

C_unshiu_00003_mRNA_23.1 -

C_unshiu_00003_mRNA_3.1 -

C_unshiu_01726_mRNA_1.1 -

01726_mRNA 2.1 -

jiu_00740_mRNA_I1.1 -

00134 mRNA 2.1 .

C_unshiu_00134_mRNA_19.1 -

C_unshiu_00134_mRNA_44.1 -

C_unshiu_00134_mRNA_51.1 -

C_unshiu_00056_mRNA_50.1 -

C_unshiu_00056_mRNA_48.1 -

C_unshiu_00056_mRNA_45.1 -

C_unshiu_00056_mRNA_20.1 -

C_unshiu_00056_mRNA_I3.1 -

C_un

00056_mRNA_12.1 .

C_unshiu_01328_mRNA_S.1 -



T Num i C_celementine_ Numin C_unshia Note Go TnterPro Member embe T Members in Prifola
o NAD(P)-binding domain [IPRO16040]
o i erogense TICS2, ol o] (0 ool Shriehan deimgnsssicise
GF0024793 1 1 ydrogs = g SDR [IPR002347] (1); Short-chain scaffold_9_mRNA_3554.1 C_unshiu_01221_mRNA_6.1
© chloroplastie (2) process [GO:0008152
Hiotoaieat process] (1) dehydrogenase/reductase SDR
Lproces [IPRO02198] (1)
Leascorbic acid binding [GO:0031418
molecular_function] (2); oxidation-
reduction process [GO:0035114
biological_process] (2); oxidoreductase
activiy.cin on pard donors, i SHKT domain [IPRO03382] (2); Polyl 4-
GF0024790 1 1 o Putative Prolyl 4-hydroxylase alpha «corporation or reduction of molecular 12 4TOXY1ase, alpha subunit [IPRO0G620] (w14 o rNA_3541.1 C_unshiu_01810_ mRNA_6.1
© subunit 2) mygcn TGor00167 (2); Oxoglutarate/iron-dependent
molecular_function) (2); iron fon binding $10YEenase [IPRO0S123] (1)
[GO:0005506 molecular_function] (2);
oxidoreductase activity [GO:0016491
molecular_function] (1)
GF0024789 1 1 0 Hypothetical protein (2) scaffold_9_mRNA._3530.1 C_unshiu_00045_mRNA_91.1
Lipopolysaceharide-modifying protein

GF0024788 1 1 0 KDEL motif-conaining protein | (2) PRO06S08] () scaffold_9_mRNA_3515.1 1u_00045_mRNA_74.1

. . nucleic acid binding [GO:0003676 Ribonuclease H-like domain .

GFO024785 1 1 0 Hypothetical protein (2) oloeule Taneton] (2 [PROIZS @) scaffold_9_mRNA_3499.1 iu_00045_mRNA_61.1

Protein kinase-like domain [IPRO11009]
R (2): Protein kinase domain [IPR000719]
g:: ;:;;(iln:ﬂngi;}]‘."J;‘SZ?Okm (2): Protein kinase, ATP binding
Sernelbreonine-proein kinase PBS1 (1) T4EEH A, et (08 [IPRO17441] (2); Leucine-rich repeat
GF0024784 1 1 0 Getype lectin S-receptor-like romion proces] (0 protein kingse _domain, L domainlike [IPRO32675] (1); scaffold_9_mRNA_3481.1 C_unshiu_00045_mRNA_47.1
serine/threonine-protein kinase RKS1 (1) a;“‘:fm[ oo 67(2)' proteinkinase e ine threonine/tyrosine-protein kinase
molm’:h' fmtion] 2) catalytic domain [IPRO01245] (1);
- Serine-threoninetyrosine-protein kinase,
catalytic domain [IPR001245] (1)
NAD(P) hmdmb domain [IPRO16040]
oxidation-reduction process (2): GroESike [IPRO11032] 2);
TGo0053 114 bwhg"mu'ocess] (), Aleobol dchydmgem\sm C-terminal

GF0024781 1 1 0 Hypothetical protein (2) oxidoreductase activity [GO:0016491  LIPROI3149] (2 Aleohol <4y scaffold 9_mRNA_3449.1 C_unshiu_00045_mRNA_16.1
molecular._function] (1); zinc ion binding JcYdrogenase, N-terminal [IPRO13154]
[G(; 0005270 motemular mction] () " (2); Intein C-terminal splicing region

- [IPR030934] (1; Alcohol dehydrogenase
superfamily, zinc-type [IPRO0208S] (1)
transferase activity, transferring hexosyl
groups [GO:0016758 i

GF0024780 1 1 0 Hypothetical protein (2) molecular_function] (2); metabolic UDP-glucuronosyVUDP- scaffold 9 mRNA_3445.1 C_unshiu_00045_mRNA_12.1
Process [GO0008152 elucosyliransferase [IPR002213] (2) O mIRA. ~nshiu 00043 mitA_
biological_process] (2)
catalytic activity [GO:0003824 Thiolase-like [IPRO16039] (2);
olenin funcion) () soprenoid | Mydroxymethylglutaylcoenzyme A
e oronunge  Synthase, N-termial [[PROI3528] (2);
bm]zgm‘p:ww] 2 metabolic Hydroxymethylglutaryl-CoA synthase,

GF0024779 1 1 0 Hydroxymethylglutaryl-CoA synthase (2) process [GO:0008152 eukaryotic [IPRO10122] (2); scaffold_9_mRNA_3441.1 C_unshiu_00045_mRNA._8.1
Fitogieal process) @) Hydroxymethylglutaryl-coenzyme A
Il Co synthase  SSthase: active site [IPRO00S90] (2):

o y[ G0 z«fa g Hydroxymethylglutaryl-coenzyme A
l:o;:Iczlar} functon] (2) synthase C-terminal domain [IPRO13746]
- @
Transeription factor, TCP [IPR00S333]
GFO024778 1 1 0°TCP family transeription factor (2) 2): Transcription factor TCP subgroup  scaffold_9_mRNA_3440.1 C_unshiu_00045_mRNA_7.1
[IPROI7887] (2)
GFO024777 1 1 0 Hypothetical protein (2) scaffold_9_mRNA_3432.1 C_unshiu_01380_mRNA_S.1
» Lipase, GDXG, putative histidine active
AT

GFO024776 1 1 0 Gibberelin receptor GIDI, puive (2) - PEEEE ALY hydrolase fold [IPR029058] (2); scaffold_9_mRNA_3421.1 C_unshiu_01050_mRNA_2.1

Mgt proces] 0 Alpha/beta hydrolase fold-3 [IPR013094]
iological_process] (2) o

GF0024775 1 1 0 Hypothetical protein (2) scaffold_9_mRNA_3416.1 C_unshiu_01050_mRNA_6.1
oxidoreductase activity, acting on paired
donors, with incorporation or reduction
of molecular oxygen [GO:0016705
molecular_function] (2); oxidation-  Cytochrome P450, E-class, group |

GF0024773 1 1 0 Cytochrome P450 704C1 (2) reduction process [GO:0055114 [IPR002401] (2); Cytochrome P450  scaffold_9_mRNA_3394.1 C_unshiu_00182_mRNA_44.1
biological_process] (2); iron ion binding ~[IPRO0T128] (2)

[GO:0005506 molecular_function] (2);
heme binding [GO:0020037
molecular_function] (2)
Protein kinase domain [IPR000719] (2);
Leucine-rich repeat domain, L domain-
like [IPR032675] (2); Protein kinase-like
domain [IPROT1009] (2); Leucine-rich
ATP binding (GO:0005524 repeat, typical subtype [IPRO03591] (2);
molecular_function] (2): protein kinase  Serine/threonine-protein kinase, active
LRR receptorlike serine/threonine. 4tV [GO:0004672 site (IPRO0S271] (2); Protein kinase,
GF0024770 1 1 O ot ke ERLI (3 molecular_function] (2); protein ATP binding site [IPRO17441] (2); scaffold_9_mRNA_3385.1 C_unshiu_00182_mRNA_35.1
L4 s phosphorylation [GO:0006468 Leucine-rich repeat-containing N-
biloical procse] (2 procin bidig _ tminal, - Aype [IPROI3210] (2);
[GO:0005515 molccular_function] (2)  Leucine-rich re
Jinase catlyte domain [IPRO02250]
GF0024767 1 1 0 Hypothetical protein (2) :’z’;’“‘" Kinase-like domain [IPROVIOO) (el o mRNA_333.1 00085 mRNA_25.1
GF0024764 1 1 0 Hypothetical protein (2) scaffold_9_mRNA_3319.1 C_unshiu_00252_mRNA_22.1
. Pectinesterase, Asp active site
pectneserase activiy (00030599 ERRSSEe WD AR
molecular_function] (2); enzyme inhibitor
ity [GO0OMES? [IPRO12334] (2); Pectinesterase inhibitor
GF0024763 1 1 Probable pectinesterase/pectinesterase 1o iar function] (2): cell wall domain [IPRO0GSO1] (2); Pectinesterase, (14 9 mRNA_3312.1 C_unshiu_00252_mRNA_29.1
inhibitor 60 (2) 1G0:0005615 ecluar romponent 2y, ¥Vt [PRO0VOT0] 2); Pecin yase
cellwall modifcation [GOr0042545 | TMdNvilence actor (IPRO11050] (2);
Hilogical prooess) 2) Pectinesterase, Tyr active site
BlcaLp [IPROI8040] (2)
Serine/threonine-protein kinase, active
protein kinase activity [GO:0004672 S"C?S:':‘)?'ii']gﬁcmv: il sociaed
p'“h"[:::ﬁfr'yfl:“:::‘:"[’;]o‘z‘ protein domain [IPR025287] (2); Protein kinase-

GF0024761 1 1 0 Wall-associated receptor biological,_process] (2); polysaccharide LK domain [IPROT1009] ); Protein vty o pNa 3304.1 C_unshiu_00252_mRNA_36.1
binding [GO000247 Kinase domain [IPR000TI9] (2); O MRNA. - - MRNA.
molcodir functon] (), ATP binding  SeTIne/hreoninedual specificiy protein
16010005524 moleeuta funetion] (3 Kinase catalytic domain [IPR002290]

. - (1); Concanavalin A-like lectin/glucanase
domain [IPRO13320] (1)

GF0024760 1 1 0 Hypothetical protein (2) scaffold_9_mRNA_3302.1 C_unshiu_02743_mRNA_L1

GF0024759 1 1 0 Hypothetical protein (2) scaffold_9_mRNA_3286.1 '

GF0024758 1 1  RING finger and CHY zinc finger scaffold 9 mRNA_328.1

© Gomain-containing protein 1 isoform 1 (2) 1.9_mRNA
Glycoside hydrolase family 18, catalytic
carbohydrate metabolic process domain [IPR00I223] (2); Glycoside
[GO:0005975 biological process] (2);  hydrolase, chitinase active site

GF0024757 1 1 ic endochitinase (2) hydrolase activity, hydrolyzing O- [IPRO01579] (2); Glycoside hydrolase ~ scaffold_9_mRNA_3267.1 C_unshiu_00433_mRNA_15.1
glycosyl compounds [GO:0004553  superfamily [IPROI7853] (2); Glycoside
molecular_function] (2) hydrolase, catalytic domain [IPRO13781]

o)

GFO0024756 1 1 0 Hypothetical protein (2) scaffold_9_mRNA_326.1

GF0024755 1 1 0 Hypothetical protein (2) scaffold_9_mRNA_3256.1

GFO024754 1 1 0 Hypothetical protein (2) scaffold_9_mRNA_3254.1

GF0024753 1 1 0 Hypothetical protein (2) scaffold_9_mRNA_3238.1

GF0024752 1 1 0 Hypothetical protein (2) scaffold_9_mRNA_3236.1

GF0024748 1 1 0 Hypothetical protein (2) scaffold_9_mRNA_3216.1

RNA-dirccted DNA polymerase Reverse transcriptase domain . N s .

GFO0024747 1 1 Roverss tmmscipiase) &) (PROOATT] @ scaffold_9_mRNA_3205.1 C_unshiu_00599_mRNA_20.1
integral component of membrane
[GO:0016021 cellular. cnmpcncm] @
substrate-specific transmembrar
transporter activity [GOX it Sugar transporter, conserved site
molecular_function] (2); transmembrane  [IPR005829] (2); Major facilitator

GF0024746 1 1 0 Hexose carrier protein HEX6 (2) transporter activity [G0:0022857 superfamily domain [IPRO20S46] (2): Loy 14 9 mRNA_3203.1 C_unshiu_00599_mRNA._I8.1
molecular_function] (2); membrane Major facilitator, sugar transporter-like
[GO:0016020 cellular_component] (2);  [IPRO0S828] (2); Sugar/inositol
transporter activity [GO:0005215 transporter [IPRO03663] (2)
molecular_function] (2); iransmembrane
transport [GO:0055085
biological_process] (2)
serine-type endopeptidase activity
[GO:0004252 molecular_function] (1);  Derlin [IPR007599] (2); Peptidase 54,

GFO024743 1 1 0 DERLIN-1 isoform 1 (2) intggal conponent ot membrane hombaid domain IDRO2764] (1 SCATold_9_mRNA 3199.1 C_unshiu_00599_mRNA_16.1
[GO:0016021 cellular_componen] (1)

GFO024742 1 1 0 Hypothetical protein (2) scaffold_9_mRNA_3192.1 C_unshiu_00599_mRNA_I1.1

GFO024741 1 1 0 Hypothetical protein (2) scaffold_9_mRNA_3191.1 '

’ Ankyrin repeat [IPR002110] (2); Ankyrin
GF0024739 1 1 Ankyrin repeat family protein, putative  protein binding [G0:0005515 repeat-containing domain [IPR020683]  scaffold_ 9 mRNA_3169.1
(1); Ankyrin repeat protein (1) molecular_function] (2) o
GFO024738 1 1 0 Hypothetical protein (2) scaffold_9_mRNA_3163.1
GFO024737 1 1 0 Hypothetical protein (2) scaffold_9_mRNA_3154.1
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GF0024736 1

GF0024735 1

GF0024734 1

GF0024733 1

GF0024732 1

GF0024731 1

GF0024730 1

GF0024729 1

GF0024728 1

GF0024726 1

GF0024724 1

GF0024723 1

GF0024722 1

GF0024720 1

GF0024719 1

GF0024718 1

GF0024715 1

GF0024713 1

GF0024712 1

GF0024711 1

GF0024710 1

GF0024707 1
GF0024706 1

GF0024705 1

GF0024704 1
GF0024702 1

GF0024701 1

GF0024699 1

GF0024698 1

GF0024697 1

GF0024695 1

GF0024694 1

GF0024693 1

GF0024692 1

GF0024691 1

GF0024690 1

GF0024689 1

GF0024688 1

GF0024687 1

GF0024686 1

GF0024685 1
GF0024681 1

0 Hypothetical protein (2)

0 FAD-binding Berberine family protein (2)

Tetratricopeptide repeat-like superfamily

© protein (2)

0 FAD-binding Berberine family protein (2)

0 Hypothetical protein (2)

0 Ankyrin repeat family protein (2)

o Ethylene responsive element binding
© factor, puative (2)

0 Hypothetical protein (2)
0 Hypothetical protein (2)

Polynucleotidyl transferase, ribonuclease
e superfamily protein (1); Putative
RNA-directed DNA polymerase (1)
0 Hypothetical protein (2)
Hypothetical protein (1); Polynucleotidyl
0 transferase, ribonuclease H-like
superfamily protein (1)
0 Hypothetical protein (2)

H

0 Cyclin p4 (2)

o YDG domain-containing protein
© At5g47150 (1); Hypothetical protein (1)

0 Protein GIGAS CELLI (2)

0 Hypothetical protein (2)
0 Hypothetical protein (2)

0 Hypothetical protein (2)

o Adenylosuccinate synthetase,
© chloroplastic (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)
0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)
0 Hypothetical protein (2)

o Truncated RB (1); Hypothetical protein
0]

0 Hypothetical protein (2)

o LRR receptor-like kinase family protein
@

0 Hypothetical protein (2)

0 Fragile histidine triad protein (2)
0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)
0 Hypothetical protein (2)

0 Hypothetical protein (2)

MADS-box transcription factor family
protein (2)

0 Hypothetical protein (2)
0 Hypothetical protein (2)
0 Hypothetical protein (2)
0 Hypothetical protein (2)

ATP binding [GO:0005524
molecular_function] (2); protein
phosphorylation [GO:0006468
biological_process] (2); protein kinase
activity [GO:0004672
molecular_function] (2)

flavin ademne inucleotide binding
molecular_function] (2);
axmmeducmc activity [GO:0016491
molecular_function] (2); oxidation-
reduction process [GO:0055114
biological_process] (2); catalytic activity
[G0:0003824 molecular_function] (2)
oxidoreductase activity, acting on CH-
OH group of donors [GO:0016614
molecular_function] (2)

zine ion binding [GO:0008270
molecular_function] (2); protein binding
[GO:0005515 molecular_function] (2)

catalytic activity [GO:0003824
molecular_function] (2); oxidoreductase
on CH-OH group of
donors [GO:0016614
molecular_function] (2); flavin adenine
dinucleotide binding [GO:0050660
molecular iunclml\] (2); oxidoreductase
activity [GO:0016491
molecular_function] (2);oxidation-
reduction process [GO:0055114
biological_process] (2)

transeription factor activity, sequence-
specific DNA binding [GO:0003700
molecular_function] (2); regulation of
transcription, DNA-templated
[GO:0006355 biological_process] (2);
DNA binding [GO:0003677
molecular_function] (2)

nucleic acid binding [GO:0003676
molecular_function] (2)

‘nucleic acid binding [GO:0003676
molecular_function] (2)

protein kinase binding [GO:0019901
molecular_function] (2); regulation of
cyclin-dependent protein serine/threonine
Kinase activity [GO:0000079
biological_process] (2)

histone binding [G0:0042393
molecular_function] (2)

negative regulation of ubiquitin protein
ligase activity [GO:1904667
biological_process] (1); nucleus
[GO:0005634 cellular Cumpanenl] ay
regulation of nuclear divisior
[GO:0051783 biological | pmm;] a

zine ion binding [GO:0008270
molecular_function] (2); nucleic acid
binding [GO:0003676
molecular_function] (2)

GTP binding [GO:0005525
molecular_function] (2);
adenylosuccinate synthase activity
[GO:0004019 molecular_function] (2)
purine nucleatide biosynthetic process
[GO:0006164 biological _process] (2)

nucleic acid binding [GO:0003676
molecular_function] (2)

ADP binding [G0:0043531
molecular_function] (2); DNA binding
[G0:0003677 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)

protein binding [GO:0005515
molecular_function] (2); protein
phosphorylation [GO:0006468
biological_process] (1); protein kinase
activity [GO:0004672
molecular_function) (1)

catalytic activity [G0:0003824
molecular_function] (2)

protein kinase activity [GO:0004672
molecular_function] (2); protein
phosphorylation [GO:0006468
biological_process] (2); ATP binding
[G0:0005524 molecular_function] (2)
cysteine-type peptidase activity
[G0:0008234 molecular_function] (2)
proteolysis [GO:0006508
biological_process] (2)

cation transmembrane transporter activity
[GO:0008324 molecular_function] (1);
integral component of membrane
[GO:0016021 cellular_component] (1);
cation transport [GO:0006812
biological_process] (1); transmembrane
transport [GO:0055085
biological_process] (1)

DNA binding [GO:0003677
molecular_function] (2); protein
dimerization activity [GO:0046983
molecular_function] (2)

DNA binding [GO:0003677
molecular_function] (2); protein
dimerization activity [GO:0046983
molecular_function] (2)

Protein kinase domain [IPR000719] (2);
Protein kinase-like domain [IPRO11009)

efthreonine-protein kinase,
active site [wkooazﬂ] (2): PGG domain
[IPR026961] (2)

Berberine/berberine-like [IPR012951]
(2): FAD-binding. type 2, subdomain 1
[IPROT6167] (2); CO dehydrogenase
flavoprotein-like, FAD-binding,
subdomain 2 [IPRO16169] (2): FAD
linked oxidase, N-terminal [IPR006094]
(2); FAD-binding, type 2 [IPRO16166]
@

DYW domain [IPR032867] (2);
Ubiquinol-cytochrome ¢
chaperone/UPFO0174 [IPR021150] (2);
Pentatricopeptide repeat [IPR002885]
(2); Tetratricopeptide-like helical domain
[IPRO11990] (2)

FAD-binding, type 2, subdomain |
[IPROI6167] (2); CO dehydrogenase
flavoprotein-like, FAD-binding,
subdomain 2 [IPROI6169] (2); FAD
linked oxmm, N-terminal (IPR006094]
@) 2, type 2 [IPRO16166]
@y Berberne berberne ke
[IPRO12951] (1)

PGG domain [IPR026961] (2): Ankyrin
repeat-containing domain [IPR020683]
0]

DNA-binding domain [IPRO16177] (2);
APY/ERF domain [IPR001471] (2)

Transposase, MuDR, plant [IPR004332]
@

Ribonuclease H-like domain
[IPROI2337) (2)

Ribonuclease H-like domain
[IPROI2337] (2)

Cyelin-like [IPRO13763] (2); Cyclin
PHOS0-like [IPRO13922] (2)

SRA-YDG [IPR003105] (2); PUA-like
domain [IPRO15947] (2); Reverse
transcriptase zine-binding domain
[IPR026960] (1)

POLYCHOME/GIGAS CELLI
[IPRO34590] (1)

Reverse transcriptase zinc-binding
domain [IPR026960] (2); Ribonuclease
Helike domain [IPR012337] (2); Zine
knuckle CX2CX4HXAC [IPRO25836]
(2); Zine finger, CCHC-type
[IPROO1878] (2); Domain of unknown
function DUF4283 [IPR025558] (1)

Adenylosuccinate synthetase
[IPRO01114] (2); P-loop containing
nucleoside triphosphate hydrolase
[lpkomw] (2): Adenylosuccinate
ynthase, active site [IPRO33128] (2);
den nylosuccinate synthase, GTP-binding
site [IPRO18220] (2)
Ribonuclease H-like domain
[IPRO12337] (2); TB2/DP1/HVA22-
related protein [IPR004345] (1)

Domain of unknown function DUF4283
[IPRO25558] (2): Zinc knuckle
CX2CX4HXAC [IPR025836] (2)

Viral movement protein [IPR028919] (2)

P-loop containing nucleoside triphosphate
hydrolase [IPR027417] (2); NB-ARC
[IPR002182] (2); AP2/ERF domain
[IPRO01471] (1); DNA-binding domain
[IPRO16177] (1)

Leucine-rich repeat-containing N-
terminal, plant-type [IPRO13210] (2);
Leucine-rich repeat [IPRO01611] (2);

ucine-rich repeat domain, L domain-
like [IPRO32675] (2); Serine-
threoninetyrosine-protein kinase,
catalytic domain [IPR001245] (1);
Protein kinase-like domain [IPROT1009]
M

HIT-like domain [IPROT1146] (2);
Histidine triad (HIT) protein
[IPRO01310] (2); Histidine triad,
conserved site [IPRO19808] (2)

Protein kinase domain [IPR000719] (2);
Protein kinase-like domain [IPROT1009]
(]

Transposon, En/Spm-like [IPR004242]
(2); Ulp! protease family, C-terminal
catalytic domain [IPR003653)] (2)

Cation efflux protein transmembrane
domain [IPR027469] (1); Cation efflux
protein [IPR002524] (1)

Transcription factor, MADS-box
[IPR002100] (2)

Transcription factor, MADS-box
[IPR002100] (2)

d domain

Transposase-assocs
[IPRO29480] (2)

scaffold_9_mRNA_3153.1

scaffold_9_mRNA_3148.1

scaflold_9_mRNA_3139.1

scaflold_9_mRNA_3135.1

scaflold_9_mRNA_3133.1

scaffold_9_mRNA_3129.1

scaffold_9_mRNA_3126.1
scaflold_9_mRNA_3124.1
scaflold_9_mRNA_3119.1

scaflold_9_mRNA_3112.1
scaffold_9_mRNA_3109.1
scaffold_9_mRNA_3106.1

scaffold_9_mRNA_3100.1

scaffold_9_mRNA_3093.1

scaflold_9_mRNA_3090.1

scaflold_9_mRNA_3074.1

scaflold_9_mRNA_3065.1
scaffold_9_mRNA_3045.1
scaffold_9_mRNA_3037.1

scaffold_9_mRNA_3036.1

scaffold_9_mRNA_3029.1

scaffold_9_mRNA_2998.1
scaffold_9_mRNA_2987.1

scaffold_9_mRNA_2984.1

scaffold_9_mRNA_2983.1
scaffold_9_mRNA_2939.1

scaffold_9_mRNA_2931.1

scaffold_9_mRNA_2912.1

scaffold_9_mRNA_2903.1

scaffold_9_mRNA_2902.1

scaffold_9_mRNA_2891.1
scaffold_9_mRNA_2881.1

scaflold_9_mRNA_2880.1

scaffold_9_mRNA_2878.1

scaffold_9_mRNA_2876.1
scaffold_9_mRNA_2872.1
scaffold_9_mRNA_2865.1
scaffold_9_mRNA_2864.1
scaffold_9_mRNA_2859.1
scaffold_9_mRNA_2857.1

scaffold_9_mRNA_2840.1
scaffold_9_mRNA_2820.1

C_unshiu_00060_mRNA_26.1

C_unshiu_00577_mRNA_11.1

| 00577_mRNA 7.1

C_unshiu_00577_mRNA_5.1

C_unshi

00577_mRNA_2.1

C_unshiu_02129_mRNA_1.1

C_unshiu_01744_mRNA_1.1

C_unshiu_00504_mRNA_19.1

C_unshiu_00504_mRNA_11.1

C_unshiu_00504_mRNA_7.1

01088_mRNA_9.1

1 01196_mRNA 3.1

C_unshiu_00115_mRNA_23.1

C_unshiu_00115_mRNA_30.1

C_unshiu_01621_mRNA_4.1

C_unshiu_00119_mRNA_S.1

C_unshiu_00119_mRNA_12.1

C_unshiu_00119_mRNA_41.1

C_unshiu_00751_mRNA_12.1

C_unshiu 00751 mRNA_11.1
01777_mRNA_4.1

C_unshiu_01467_mRNA_2.1

C_unshiu_00132_mRNA_6.1

C_unshiu_00132_mRNA_9.1

C_unshiu_00132_mRNA_10.1

C_unshiu_02647_mRNA_L.1

C_unshiu_00132_mRNA_32.1

C_unshiu_00132_mRNA_34.1

C_unshiu_01177_mRNA_8.1

C_unshiu_01156_mRNA_10.1

C_unshiu_00879_mRNA_4.1

C_unshiu_00879_mRNA_S.1

C_unshiu_01550_mRNA
*_unshiu_01550_mRNA_4.1

C_unshiu_01096_mRNA_7.1
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Num. in C._celementine

Numin C_unshiu

Note

GO

TnterPro

Members in P.trifoliata

GF0024680

GF0024679

GF0024678

GF0024677

GF0024676

GF0024675
GF0024674

GF0024673

GF0024672

GF0024671

GF0024669

GF0024668

GF0024666
GF0024665
GF0024664
GF0024663

GF0024662
GF0024661
GF0024660

GF0024659

GF0024658

GF0024657
GF0024656

GF0024655

GF0024654
GF0024633
GF0024652

GF0024651
GF0024650

GF0024649

GF0024648

GF0024647

GF0024637
GF0024635

GF0024634
GF0024633
GF0024632

GF0024631

GF0024630
GF0024629
GF0024628

GF0024625

GF0024624

GF0024623

GF0024622
GF0024621

GF0024620

GF0024619

GF0024618

GF0024615

MADS-box transeription factor family
protein (1); Hypothetical protein (1)

0 Hypothetical protein (2)

0 AP2 type transeription factor (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)
0 Hypothetical protein (2)

0 Glycoprotein family protein (2)

0 Hypothetical protein (2)

Plasma membrane-type calcium ATPase
(1; Hypothetical protein (1)

0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)
0 Hypothetical protein (2)
0 Hypothetical protein (2)
0 Hypothetical protein (2)
0 Hypothetical protein (2)

0 Hypothetical protein (2)
0 Hypothetical protein (2)

0 Hypothetical protein (2)

 Ribonuelease H protein, putative (1);
© Hypothetical protin (1)

0 Hypothetical protein (2)
0 Hypothetical protein (2)

0 Putative COX1/0XI3 intron 2 protein (2)

0 Hypothetical protein (2)
0 Hypothetical protein (2)

0 Hypothetical protein (2)
0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 UDP-glucuronic acid decarboxylase 1 (2)

Xyloglucan galactosyltransferase
0 KATAMARII (1); Hypothetical protein
[0}

0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Phylloplanin (1); Hypothetical protein (1)
0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)
0 Hypothetical protein (2)
0 Hypothetical protein (2)

0 Beta 1,3 glucanase (2)

0 Hypothetical protein (2)
0 Hypothetical protein (2)
0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Epoxide hydrolase (2)

o Protein FARI-RELATED SEQUENCE 6
@

0 Hypothetical protein (2)
0 Hypothetical protein (2)

o LRR receptor-like kinase family protein
@

0 Hypothetical protein (2)

Epoxide hydrolase 2 (1); Epoxide

O ydrolase (1)

Non-LTR retroelement reverse
0 transcriptase-like (1); Hypothetical
protein (1)

‘protein dimerization activity
[GO:0046983 molecular_function] (2);
DNA binding [GO:0003677
molecular_function] (2)

protein phosphorylation [GO:0006468
biological | pmcc«] Lz) protein kinase
activity [GO

moleculn)unclmn] m. ATP binding
[G0:0005524 molecular_function] (2)

DNA binding [GO:0003677
molecular_function] (2); regulation of
transcription, DNA-templated
[GO:0006355 biological_process] (2);
transcription factor activity, sequence-
specific DNA binding [GO:0003700
molecular_function] (2); multicellular
organismal development [GO:0007275
biological_process] (1); multicellular
organism development [GO:0007275
biological_process] (1)

ATP binding [GO:0005524
molecular_function] \2\ transporter
activity [GO:000521
molecular_function] (z), transport
[GO:0006810 biological_process] (2);
ATPase activity [GO:0016887
molecular_function] (2); integral
component of membrane [GO:0016021
cellular_component] (2)

mitochondrial matrix [GO:0005759
cellular_component] (2)
nucleic acid binding [GO:0003676
molecular_function] (2)

calmodulin binding [GO:0005516
molecular_function] (1); integral
‘component of membrane [GO:0016021
cellular_component] (1)

nucleic acid binding [GO:0003676
molecular_function] (2); protein
dimerization activity [GO:0046983
molecular_function] (2)

metabolic process [GO:0008152

biological_process] (2); catalytic activity

[GO:0003824 molecular_function] (2);
mRNA processing [GO:0006397
biological_process] (2)

nucleic acid binding [GO:0003676
molecular_function] (2); protein
dimerization activity [GO:0046983
molecular_function] (2)

carbohydrate metabolic process
[GO:0005975 biological_process] (2);
hydrolase activity, hydrolyzing O-
glycosyl compounds [GO:0004553
molecular_function] (2)

catalytic activity [GO:0003824
molecular_function] (2)

gulation of transcription, DNA-
ump\ah,d [GO:0006355

biological_process] (2); zinc ion binding

[GO:0008270 molecular_function] (2)

protein binding [GO:0005515
molecular_function] (2)

nucleic acid binding [GO:0003676
molecular_function] (2)

catalytic activity [GO:0003824
molecular_function] (2)

nucleic acid binding [GO:0003676
molecular_function] (2); DNA binding
[GO:0003677 m)ln,cular funclion] ay
protein dimerization acti

[GO:0046983 molecular mncnon] ay

Transcription factor, MADS-box
[IPR002100] (2)

Protein kinase-like domain [IPRO11009]
(2); Protein kinase domain [IPR000719]
(z; Serine-threonineltyrosine-protein
ase catalytic domain [IPRO01245] (1);
Selme threonine/tyrosine-protein kinase,
catalytic domain [IPR001245] (1)

DNA-binding domain [IPRO16177] (2);
AP2-like ethylene-responsive
transcription factor [IPRO31112] (2);
AP2/ERF domain [IPR001471] (2)

AAA+ ATPase domain [IPRO03593] (2);
ABC transporter A, ABCA [IPR026082]
(2): ABC transporter-like [IPR003439]
(2); P-loop containing nucleoside
triphosphate hydrolase [IPR027417] (2);
ABC transporter, conserved site
[IPROI7871] (2)

Gag-polypeptide of LTR copia-type
[IPR029472] (1)

Mitochondrial glycoprotein [IPR003428]
@
Ribonuclease H-like domain
[IPROI2337] (2)
P-type ATPase, transmembrane domain
[IPR023298] (2); Cation-transporting P-
type ATPase, C-terminal [IPRO0GOGS]
(2); P-type ATPase [IPRO01757] (1);
Probable transposase, Ptta/En/Spm, plant
[IPR()(]AZSZ] (1); Caleium-transporting
P-type ATPast NIenmnala\ltomhlbl\ary
domain [IPRO’475 ] (1): HAD-lik
domain [IPR023214] 1)
Retroviral aspartyl protease [IPRO13242]
(2); Aspartic peptidase domain
[IPRO21109] (2)
Domain of unknown function DUF4216
[IPR025312] (2); Probable transposase,
Ptta/En/Spm, plant [IPR004252] (2);
Domain of unknown function DUF4218
[IPR025452] (1); LOG family
[IPRO31100] (1); Transposase-associated
domain [IPR029480] (1)
Endonuclease/exonuclease/phosphatase
[IPRO0S135] (2)

Cysteine-rich transmembrane CYSTM
domain [IPRO28144] (1)

Ribonuclease H-like domain
[IPRO12337) (2); HAT, C-terminal
dimerisation domain [IPRO0S906] (2)

Reverse transcriptase zinc-binding
domain [IPR026960] (2); Reverse
transcriptase domain [IPRO00477] (1);
Chromo domain-like [IPRO16197] (1)
Domain of unknown function DUF4283
[IPRO25558] (1)

Domain X [IPR024937] (2);
ClpP/crotonase-like domain [IPR029045]
(2); Crotonase superfamily [IPR001753]
(2); Reverse transcriptase domain
[IPR000477] (2)

Ribonuclease H-like domain
[IPRO12337] (2); HAT, C-terminal
dimerisation domain [IPR00S906] (2)

Endonuclease/exonuclease/phosphatase
[IPRO0S135] (2)

NAD(P)-binding domain [IPR016040]
@

Exostosin-like [IPR004263] (2)

Viral movement protein [IPR028919] (2)

Domain of unknown function DUF4283
[IPRO25558] (1)

Glycoside hydrolase superfarily
[IPRO17853] (2); Glycoside hydrolase
family 17 [IPR000490] (2); Glycoside
hydrolase, catalytic domain [IPRO13781]
m

Protein kinase-like domain [IPRO11009]
2)

Alpha/Beta hydrolase fold [IPR029058]
(2); Alpharbeta hydrolase fold-1
[IPR000073] (2); Epoxide hydrolase-like
[IPR000639] (2)

FAR1 DNA binding domain
[IPR004330] (2); FHY3/FAR 1 family
[IPRO31052] (2); Zine finger, SWIM-
type [IPR00T527) (2); MULE
transposase domain [IPRO1S289] (2);
Zine finger, PMZ-type [IPRO06564] (2)

Leucine-rich repeat [IPRO01611] (2);
Leucine-rich repeat-containing N-
terminal, plant-type [IPRO13210] (2);
Leucine-rich repeat domain, L domain-
like [IPRO32675] (2); Leucine.
repeat, typical subtype [IPRO03591] (2)
Ribonuclease H-like domain
[IPRO12337] (2)
Epoxide hydrolase-like [IPR000639] (2):
Alphabeta hydrolase fold-1 [IPR000073]
(2); Alpha/Beta hydrolase fold
[IPR029058] (2)
Ribonuclease H-like domain
[IPROI2337] (2); Reverse transcriptase
zinc-binding domain [IPR026960] (2):
Achaete-scute transcription factor-related
[IPROIS660] (1); Myc-type, basic helix-
loop-helix (bHLH) domain [IPRO11598]
(1); TBY/DPI/HVA22-related protein
[IPR004345] (1)

scaflold_9_mRNA_2819.1

scaflold_9_mRNA_2817.1

scaflold_9_mRNA_2804.1

scaffold_9_mRNA_2801.2

scaffold_9_mRNA_2800.1

scaflold_9_mRNA_2793.1
scaffold_9_mRNA_2780.1

scaffold_9_mRNA_2772.2

scaffold_9_mRNA_2771.1

scaffold_9_mRNA_2767.1

scaffold_9_mRNA_2757.1

scaflold_9_mRNA_2752.1

scaffold_9_mRNA_2738.1

scaffold_9_mRNA_2736.1
scaffold_9_mRNA_2735.1
scaffold_9_mRNA_2734.1

scaffold_9_mRNA_2731.1

scaffold_9_mRNA_2730.1
scaffold_9_mRNA_273.1

scaffold_9_mRNA_2727.1

scaffold_9_mRNA_2723.1

scaffold_9_mRNA_2721.1
scaflold_9_mRNA_2715.1

scaffold_9_mRNA_2714.1

scaffold_9_mRNA_2711.1

scaffold_9_mRNA_2705.1

scaffold_9_mRNA_2703.1
scaffold_9_mRNA_2702.1

scaffold_9_mRNA_2701.1

scaflold_9_mRNA_270.1

scaflold_9_mRNA_2698.1

scaffold_9_mRNA_2691.1
scaffold_9_mRNA_2684.1
scaffold_9_mRNA_2683.1
scaflold_9_mRNA_268.1

scaffold_9_mRNA_2661.1
scaffold_9_mRNA_2648.1
scaffold_9_mRNA_2640.1
scaflold_9_mRNA_2623.1
scaffold_9_mRNA_2620.1
scaffold_9_mRNA_2618.1

scaffold_9_mRNA_2601.1

scaffold_9_mRNA_2595.1
scaffold_9_mRNA_2581.1
scaffold_9_mRNA_2580.1

scaffold_9_mRNA_2578.1

scaflold_9_mRNA_2567.1
scaffold_9_mRNA_2566.1
scaffold_9_mRNA_2554.1

scaffold_9_mRNA_2539.1

scaflold_9_mRNA_253.1

scaflold_9_mRNA_2520.1

scaffold_9_mRNA_2513.1
scaffold_9_mRNA_2505.1

scaffold_9_mRNA_2502.1

scaffold_9_mRNA_2500.1

scaffold_9_mRNA_250.1

scaffold_9_mRNA_2468.1

C_unshi

| 00829 mRNA_I.1

00222 mRNA 25.1

C_unshiu_00222_mRNA_19.1

iu_00222_mRNA_15.2

C_unshiu_00222_mRNA_14.1

00222 mRNA 7.1

C_unshiu_00148_mRNA_17.2

C_unshiu_02385_mRNA_2.1

C_unshiu_02385_mRNA_1.1

C_unshiu_00645_mRNA_S.1

C_unshiu_02971_mRNA_1.1

C_unshiu_00295_mRNA_I5.1

C_unshiu_00295_mRNA_13.1

C_unshiu_00295_mRNA_2.1

C_unshiu_00295_mRNA_1.1
C_unshiu_00331_mRNA_I15.1

jiu_00331_mRNA_16.1

iu_00391_mRNA_17.1

00391_mRNA_1I5.1

00391_mRNA_5.1

C_unshiu_00454_mRNA_10.1

C_unshiu_00046_mRNA_3.1
C_unshiu_00160_mRNA_41.1
C_unshiu_00160_mRNA_40.1

C_unshiu_00160_mRNA_38.1

C_unshiu_00160_mRNA_27.1
C_uns
C_unshiu_01758_mRNA

iu_00160_mRNA_26.1

C_unshiu_00064_mRNA_66.1

1 00614_mRNA _23.1

00345_mRNA_15.1

02090_mRNA 2.1
00082_mRNA_26.1

C_unshiu_00148_mRNA_2.1

C_unshiu_00846_mRNA_S.1

C_unshiu_00011_mRNA_86.1




T Num i C_celementine_ Numin C_unshia Note Go TnterPro Member Members in C.unshh Members in Prifola
GF0024614 1 T 0 Hypothetical protein (2) scaffold_9_mRNA_2466.1 C_unshiu_00011_mRNA_85.1 -
GF0024613 1 1 Cytokinin riboside S"monophosphate LOG family [IPRO31100] (2) scaffold 9_mRNA_2464.1 C_unshiu_00011_mRNA_83.1 -
phosphoribohydrolase (2)
GF0024612 1 1 0 Hypothetical protein (2) (’}’;"a"” peptidase domain (IPRO21109 (.1 o A 2463.1 C_unshiu_00011_mRNA_82.1 B
GFO024611 1 1 0 Hypothetical protein (2) scaffold_9_mRNA_2457.1 C_unshiu_00011_mRNA_75.1 -
GF0024610 1 1 0 Hypothetical protein (2) scaffold_9_mRNA_2455.1 ' -
GF0024609 1 1 0 Hypothetical protein (2) scaffold_0_mRNA_2448.1 .
GF0024608 1 1 0 Hypothetical protein (2) scaffold_9_mRNA_2444.1 -
GF0024607 1 1 0 Hypothetial protein (2) scaffold_9_mRNA_2442.1 -
GFO024606 1 1 0 Hypothetical protein (2) scaffold_9_mRNA_2441.1 -
SAM dependent carboxyl
. activity [GO-00081 [IPR005299] (1; S- N
GFO024604 1 1 0 Hypothetical protein (2) molevulat functon] (1) ©derasytLomethioningdepmmiet scaffold_9_mRNA_2417.1 -
‘methyliransferase [IPR029063] (1)
GFO0024603 1 1 0 Hypothetical protein (2) scaffold_9_mRNA_2407.1 -
zinc fon binding [GO:0008270
GF0024602 1 1 0 Zine knuckle family protein (2) x{;;:'?&g‘;;‘&‘;‘;%z' nucleie acid i finger, CCHC-type (IPRODISTS] (2) scaffold_9_mRNA_2404.1 -
molecular_fnction] (2)
GFO0024601 1 1 0 Hypothetical protein (2) scaffold_9_mRNA_2402.1 -
GF0024600 1 1 0 Hypothetical protein (2) scaffold_0_mRNA_2400.1 -
GF0024599 1 1 0 Hypothetical protein (2) scaffold_9_mRNA_2397.1 -
GF0024597 1 1 0 Hemopexin (1); Hypothetical protein (1) ﬁ;‘::;‘;;};fﬁ;""““"m”’""‘P““‘““ scaffold_9_mRNA_2303.1 .
GF0024596 1 1 0 Hypothetical protein (2) scaffold_9_mRNA_2382.1 -
GF0024595 1 1 0 Hypothetical protein (2) scaffold_9_mRNA_2381.1 -
GF0024594 1 1 0 Hypothetical protein (2) scaffold_9_mRNA_2379.1 -
GFO0024593 1 1 0 Hypothetical protein (2) LOG family [IPRO31100] (1) scaffold_9_mRNA_2374.1 -
GF0024592 1 1 0 Hypothetical protein (2) scaffold__mRNA_237.1 .
GF0024591 1 1 0 Hypothetical protein (2) scaffold_9_mRNA_2369.1 -
GF0024590 1 1 0 Hypothetical protein (2) scaffold_9_mRNA_2366.1 -
GFO024588 1 1 0 Hypothetical protein (2) scaffold_9_mRNA_2362.1 -
GFO024587 1 1 0 Hypothetical protein (2) scaffold_0_mRNA_2361.1 -
GF0024586 1 1 0 Hypothetical protein (2) scaffold_9_mRNA_2360.1 x S -
GFO024585 1 1 0 Hypothetical protein (2) scaffold_9_mRNA_236.1 C_unshiu_00614_mRNA_10.1 -
GFO024584 1 1 0 Hypothetical protein (2) scaffold_9_mRNA_2355.1 ~unshiu_00118_mRNA_68.1 -
proteolysis [GO:0006508
biological_process] (2); nucloic acid
binding [GO:0003676 Zine finger, CCHC-type [IPRO0ISTS]
GFO024583 1 1 0 Hypothetial protein (2) molecular_function] (2); aspartic-type  (2): Aspartic peptidase, active site scaffold_9_mRNA_2353.1 C_unshiu_00118_mRNA_66.1 -
endopeptidase activity [GO:0004190  [IPR001969] (2)
molecular_function] (2); zinc fon binding
[GO:0008270 molecular_function] (2)
GF0024582 1 1 0 Hypothetical protein (2) scaffold_9_mRNA_2351.1 -
GFO024581 1 1 0 Hypothetical protein (2) scaffold_9_mRNA_2348.1 -
GFO024580 1 1 0 Hypothetical protein (2) scaffold_9_mRNA_2347.1 -
GF0024579 1 1 0 Hypothetical protein (2) Viral movement protein [IPR028919] (2) scaffold_9_mRNA_2346.1 -
zinc ion binding [GO:0008270
GF0024578 1 1 0 Hypothetical protein (2) L“iiﬁi:'?'og' gcn‘(‘)::] Lz) oueleie acid 7 finger, CCHC-type [IPRODISTS] (2) scaffold_9_mRNA _2343.1 -
molecular_finction] (2)
GF0024577 1 1 0 Hypothetical protein (2) scaffold__mRNA_2341.1 L 00118 mRNA_54.1 -
nucleic acid binding [GO:0003676
GF0024575 1 1 0 Hypothetical protein (2) molecular_function] (2); zinc ion binding Zine finger, CCHC-type [IPRODISTS] (2) scaffold_9_mRNA_2337.1 C_unshiu_00118_mRNA_S2.1 -
[GO:0008270 molecular_function] (2)
spindle [GO:0005819
cellular_component] (1); microtubule
[GO:0005874 cellular_component] (1); . .
GF0024574 1 1 0 Hypothetical protein (2) regulation of mitotic spindle organization 1‘;;5'[;;:;“'}::“715[]":1")0‘”29] @ scaffold 9 mRNA _2331.1 iu_00118_mRNA_45.1 -
[GO:0060236 bm\ngvcsl | process] (1;
activation of protein kinase activity
[GO:0032147 blologlcal ! proces) (1)
GF0024573 1 1 0 Hypothetical protein (2) Viral movement protein [IPR028919] (2) scaffold_9_mRNA 2329.1 L 00118 mRNA_42.1 -
membrane [GO:0016020
cellular_component] (2): protein binding T
[GO:0005515 molecular_function] (2); EZ":;}",'_‘“K;E;'(‘;“E[;p‘:olz;‘;:sg;?;')mm
fon channel activity [GO:0005216 g
" Ankyrin repeat [IPR002110] (2); Cyelic
y . molecular_function] (2); transmembrane 1 tide.binding-like [IPROIS490] (2);
GFO024572 1 1 STELAR K outward rectifer isoform 2. transport [G0:0055085 Ton transport domain [IPRO0S821] (2);  scaffold_9_mRNA_2321.1 00118_mRNA_33.1 -
(1): Potassium channel SKOR (1) biological_process] (2); potassium ion
oo (000006815 Ankyrin repeat-containing domain
biological_process] (2); voltage-gated L R020683] (2); Cyelic nucleotide-
); volta binding domain [IPR000S95] (2); RmiC-
potassum channel activity (GO:0005249. [ SRR LR L
molecular_function] (2); ion transport
[GO:0006811 biological_process] (2)
GF0024571 1 1 0 Hypothetical protein (2) scaffold_9_mRNA_2318.1 -
GFO024570 1 1 0 Hypothetical protein (2) scaffold_9_mRNA_2314.1 -
0024569 1 1 0 Hypothetical protein (2) Viral movement protein IPR028919] (2) scaffold_9_mRNA_2313.1 -
GFO024568 1 1 0 Hypothetical protein (2) scaffold__mRNA_2312.1 .
GF0024567 1 1 0 Hypothetical protein (2) scaffold_9_mRNA_2311.1 -
GFO024566 1 1 0 Hypothetical protein (2) scaffold_9_mRNA_2310.1 -
GFO024565 1 1 0 Hypothetical protein (2) Viral movement protein IPR028919] (2) scaffold_9_mRNA_2309.1 -
GF00245 1 1 0 Hypothetical protein (2) scaffold_0_mRNA_2308.1 -
GF0024563 1 1 0 Hypothetical protein (2) scaffold_9_mRNA_2307.1 -
GFO024562 1 1 0 Hypothetical protein (2) Viral movement protein [IPR028919] (2) scaffold_9_mRNA_2306.1 -
GFO024561 1 1 0 Hypothetical protein (2) Viral movement protein IPR028919] (2) scaffold_9_mRNA_2302.1 -
GF00245 1 1 0 Hypothetical protein (2) scaffold_0_mRNA_2296.1 .
GF0024559 1 1 0 Hypothetical protein (2) scaffold_9_mRNA_2205.1 -
GFO024558 1 1 0 Hypothetial protein (2) scaffold_9_mRNA_2294.1 -
GFO024557 1 1 0 Hypothetical protein (2) scaffold_9_mRNA_2291.1 -
GF0024556 1 1 0 Hypothetical protein (2) scaffold_0_mRNA_2287.1 -
GF0024555 1 1 0 Hypothetical protein (2) scaffold_9_mRNA_2286.1 -
GFO024554 1 1 0 Hypotheical protein (2) scaffold_9_mRNA_2285.1 -
GFO024553 1 1 0 Hypothetical protein (2) scaffold_9_mRNA_2276.1 -
GF0024552 1 1 0 Hypothetical protein (2) scaffold_0_mRNA_2274.1 .
GF0024551 1 1 0 Hypothetical protein (2) Transposase, MbR, plant [IPROV4332] (0, ry14 o mRNA 2273.1 -
GFO024550 1 1 0 Hypothetical protein (2) scaffold_9_mRNA_2272.1 -
GF0024549 1 1 0 Hypothetical protein (2) scaffold__mRNA_227.1 .
GFO024548 1 1 0 Hypothetical protein (2) scaffold_9_mRNA_2266.1 -
GFO024547 1 1 0 Hypotheical protein (2) scaffold_9_mRNA_2264.1 -
024546 1 1 0 Hypothetical protein (2) scaffold_9_mRNA_2252.1 -
GF0024545 1 1 0 Hypothetical protein (2) scaffold__mRNA_2219.1 .
GFO024544 1 1 0 Hypothetical protein (2) scaffold_9_mRNA_2218.1 -
GFO024543 1 1 0 Hypotheical protein (2) scaffold_9_mRNA_2213.1 -
GFO024541 1 1 0 Hypothetical protein (2) scaffold_9_mRNA_2205.1 -
GF00245 1 1 0 Hypothetical protein (2) scaffold_0_mRNA_2190.1 .
GF0024539 1 1 0 Hypothetical protein (2) scaffold_9_mRNA_2182.1 -
nucleie acid binding [GO:0003676
GFO024538 1 1 0 Hypothetical protein (2) molecular_fnction] (2); zinc ion binding  Zine finger, CCHC-type [IPRO0ISTS] (2) scaffold_9_mRNA_2179.1 -
[GO:0008270 molecular_function] (2)
S1 domain [IPR003029] (2); Nucleic
. Nucleic acid-binding proteins superfamily nucleic acid binding [GO:0003676 acid-binding, OB-fold [IPRO12340] (2); N
GF0024537 ! ! O torm 1y ! " molecular,mmimg] @ RNArbmdlﬁg domain, S1 [IPR022967]  Sc40Id_9_MRNA_2178.1 -
@
GF0024536 1 | 0 Hypothetical protein (2) ::r‘r;‘f[‘[",“'l‘z’"‘z‘;"’)‘:;; (’1")‘“"""“‘5 scaffold_9_mRNA_2176.1 -
GF0024535 1 1 0 Hypothetical protein (2) scaffold_9_mRNA_2173.1 -
GFO024532 1 1 0 Hypothetical protein (2) scaffold_9_mRNA_2166.1 -
Zine fi I'ngu PMZ-type [IPRO0G6S64] (2);
zine ion binding [GO:0008270 Transposase, MuDR, plant [IPR004332
GFO024531 1 1 0 Hypothetical protein (2) molewlatm;lgn] ® 23 Zhoe e, SWI i | Scaffold 9 mRNA 2162.1 -
[IPRO07527] (2)
GF0024530 1 1 0 Hypothetical protein (2) scaffold_9_mRNA_2161.1 -
GFO0024529 1 1 0 Hypothetical protein (2) scaffold_9_mRNA_2158.1 -
GF0024528 1 1 0 Hypothetical protein (2) scaffold_0_mRNA_2157.1 X X -
GF0024527 1 1 0 Hypothetical protein (2) scaffold_9_mRNA_2154.1 C_unshiu_00107_mRNA_41.1 -
apoplast [GO:0048046
cellular_component] (2): cellular glucan
metabolic process [GO:0006073
biological_process] (2); xyloglucan
metabolic process [GO:0010411 Glycoside hydrolase, family 16, active
biological_process] (2); cell wall site (IPRO08263] (2); Concanavalin A-
biogenesis [GO:0042546 like lectin/glucanase domain
Xyloglucan biological_process] (2); [IPRO13320] (2); Xyloglucan
GF0024526 1 1 0 protein transferase scaffold__mRNA_2147.1 C_unshiu_00107_mRNA_48.1 -
152) activity [GO:0016762 [IPRO16455] (2); Glycoside hydrolase
molecular_function] (2): hydrolase family 16 [IPRO007ST] (2); Xyloglucan
activiy,byduolying O-gycsy] endo-transglycosylase, C-terminal
compounds [GO:0004553 [IPROI0713] (2)
molecular)uncllm\] (2): cell wall
[GO:0005618 cellular_component] (2);
carbohydrate metabolic process
[GO:0005975 biological process] (2)
Pentatricopeptide repeat (PPR) zinc ion binding [GO:0008270 '?;r‘::v:‘co;:::ug:[:\z:ii?l?n:fit:mam
GF0024523 1 1 0 superfamily protein (1); Pentatricopeptide molecular_function] (2); protein binding scaffold_9_mRNA_2127.1 -

repeat-containing family protein (1)

[GO:0005515 molecular_function] (2)

[IPRO11990] (2); Pentatricopeptide
repeat [IPRO02885] (2)
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Protein of unknown function DUF4602
[IPRO27973] (2):; Pectin lya
“?;‘gg;;;’s";:‘?}; “’r:‘i‘] @ foldvience actor [IPRO1 \050] @
GFO024522 1 1 0 Glyeoside hydrolase family 28 protein (2) sical proce Pectin lyase fold [IPR012334] (2); scaffold_9_mRNA_212.2 C_unshiu_00355_mRNA_23.2
polygalacturonase activity [GO:0004650
mokenian fonction] @ Glycoside hydrolase, family 28
- [IPRO00743] (2); Parallel beta-helix
repeat [IPRO0G626] (2)
) Reverse transeriptase, RNA-dependent
GF0024521 1 1 0 Pol polyprotein (1); Copia It rider (1) DNA polymerse [IROI3 1031 (1 scaffold_9_mRNA_2115.1 C_unshiu_00122_mRNA_30.1
GF0024520 1 1 0 Hypothetical protein (2) (‘;:“""""““g'm domain (IPRO25724) . ffo1d 9 mRNA_2114.1 C_unshiu_00122_mRNA_31.1
GF0024519 1 1 0 Hypothetical protein (2) scaffold_9_mRNA_2108.1 C_unshiu_00122_mRNA_37.1
GFO024518 1 1 0 Hypothetical protein (2) scaffold_9_mRNA_2106.1 C_unshiu_00122_mRNA_39.1
Pyridosal phosphate-dependent
Leserine metabolic process [GO:0006563 transferase, major region, subdomain |
biological_process] (2); glycine [IPROIS421] (2); Serine
metabolic process [GO:0006544 hydroxymethyliransferase, pyridoxal
biological_process] (2): pyridoxal phosphate binding site [IPROI9798] (2);
phosphate binding [GO:0030170 Pyridosal phosphate-dependent
GF0024517 1 1 0 Glyeine hydroxymethyliransferase (2)  molecular_function] (2); transferase  transferase [IPRO1S424] (2); Serine  scaffold_9_mRNA_2103.1 C_unshiu_00122 mRNA_42.1
activity [GO:0016740 hydroxymethyliransferase [IPR001085]
molecular_function] (2); catalytic activity (2): Pyridoxal phosphate-dependent
GO:0003824 molecular_funion] ;. ransferase, subdomain 2 IPRO1S422]
glycine y (1); Pyridoxal phosph
[GO:0004372 molecular_function] (2)  ransferase, major region, subdomain 2
[IPROIS422] (1)
GF0024516 1 1 0 Hypothetical protein (2) scaffold_9_mRNA_2101.1
GFO024515 1 1 0 Hypothetical protein (2) scaffold_9_mRNA_2100.1 C unshiu 00122 mRNA 45,1
zinc fon binding [GO:0008270
molecular_fimction] (1); nueleic acid -
GFO024513 1 1 0 Hypothetical protein (2) inding [G0:00036/6 Zine finger, CCHC-type [IPROISTS] (1) scaffold_9_mRNA_2093.1 C_unshiu_00781_mRNA_I17.1
molecular_function] (1)
metal on binding [GO:0046872
molecular_function] (2); mefal ion Heavy metal-associated domain, HMA
GF0024512 1 1 0 Hypothetical protein (2) Tmaport 11010030001 HPROOIO1] Oy scaffold_9_mRNA_209.1 C_unshiu_00355_mRNA_20.1
biological_process] (2)
. Bet v I type allergen [IPR024949] (2);
3°r1°”f° T“”"““_[_]G(‘;)muf’gsz_ . Bet v I/Major latex protein [IPR000916]
GF0024511 1 1 0 PRIO protein (2) lologieal_process|] (2); response to (2): START-like domain [IPR023393]  scaffold_9_mRNA_208.1 1 00355_mRNA_19.1
biotic stimulus [GO:0009607
biogieal process] () (2): Major latex protein domain
Lproces [IPRO24948] (1)
Putative retroelement pol polyprotein (1); Gag-polypeptide of LTR copia-type
GF0024510 1 1 O emothetal proein (1 et scaffold_9_mRNA_2079.1
GFO0024509 1 1 0 Hypothetical protein (2) scaffold_9_mRNA_2075.1
GF0024508 1 1 0 Hypothetical protein (2) (’}’;"a"” peptidase domain (IPRO21109) (14 o mmrNA_2073.1
respanse o biti stimulus (G START-like domain [IPR023393] (2);
GF0024507 1 1 0 ﬁ'; v L allergen (1); Hypothetical protein 1. el process] (1); defense response 3: v :/mﬂ“{'ﬁfﬁ“ E'b‘::igz[?:‘:z]“gl ) scalfod 9 mRNA 2071
1GO:0006952 biologiea process] (1) 17+ "
GF0024506 1 1 0 Hypothetical protein (2) scaffold_9_mRNA._2065.1
S-adenosyl-L-methionine-dependent
O-methyltrans ferase activity ‘methyltransferase [IPR029063] (2); Plant
[GO:0008171 molecular funclion] (@) methyliransferase dimerisation
. Ga-hydroxymaackiain methyltransferase  protein dimerization activ [IPRO12967] (2); O-methyltransferase N o
0024505 ! ! © family protein ( [GO:0046983 molecular funcnon] \2\ COMT-type [IPRO16461] (2); O- scaffold_9_mRNA_2064.1 C_unshiu 00268 mRNA_9.1
activity [GO:000 family 2 [IPRO01077]
molecular_function] (2) (2): Winged helix-tum-helix DNA-
binding domain IPROT1991] (2)
GF0024504 1 1 0 Hypothetical protein (2) scaffold_9_mRNA_2062.1 00268 mRNA 7.1
Domain of unknown function DUF4218
s"‘l‘c‘"v‘;‘ [Go: Onlogs)nxv et [IPR025452] (2); Domain of unknown
GF0024503 1 1 0 Hypothetical protein (2) tological_process] (1); eYSeMe-pe g iion DUF4216 [IPR025312] () scaffold_9_mRNA_2052.1
peptidase activity [GO:0008234
e uncton) (1) Ulpl protease family, C-terminal
= catalytic domain [IPR003653] (1)
Bet v I type allergen [IPR024949] (2);
response to biotic stimulus [GO:0009607
GF0024502 1 1 :r”‘ “mza:ez"f"" (1); Major allergen Pru .} ical_process] (2); defense response (B;" VS;/AM;JT“L]SZ?;Z‘:‘[':F['E(;{ZZ‘;%E] scaffold_9_mRNA_205.1 C_unshiu_00355_mRNA_16.1
P [GO:0006952 biological_process] ) (5" .
.  Cytokininriboside S-monophosphte . . N
GFO0024501 1 1 O povsphoribohyolase @) LOG family [IPRO31100] (2) scaffold_9_mRNA_2045.1
GF0024500 1 1 0 Hypothetical protein (2) scaffold_9_mRNA_2042.1
Gr0024499 . | UV radiation resistance-associated scaffold 9 mRNA 20381
protein (2) - mRNA
GF0024498 1 1 0 Hypothetical protein (2) scaffold_9_mRNA_2037.1
GF0024497 1 1 0 Hypotheial protein (2) scaffold_9_mRNA_2034.1
GF0024496 1 1 0 Hypothetical protein (2) scaffold_9_mRNA_2030.1
GF0024495 1 1 0 :;’:::: UMUC-like DNA repar fumily scaffold_9_mRNA_2028.1 C_unshiu_00094_mRNA_21.1
autophagy [GO:0006914 _—
GF0024494 1 1 0 Autophagy protein 5 (2) biological_process) (2); cytoplasm f]‘;;‘gg;ﬁ';:;';d protein 3 scaffold_9_mRNA_2027.1 00094_mRNA_20.1
[GO:0005737 cellular_component] (2)
cYioplasm [GO:0005737 Autophagy-related protein 5
GF0024493 1 1 0 Hypothetical protein (2) cellular_component] (2); awophagy R EEEORP scaffold_9_mRNA_2023.1 L 00094_mRNA_17.1
[GO:0006914 biological _process] (2) g
GF0024492 1 1 0 Hypothetical protein (2) scaffold_9_mRNA_2016.1 €_umshi 00094 mRNA 7.1
GFO0024491 1 1 0 Hypothetical protein (2) scaffold_9_mRNA_2015.1
GF0024490 1 1 0 Hypothetical protein (2) scaffold_0_mRNA_2012.1
GF0024489 1 1 0 Hypothetical protein (2) scaffold_9_mRNA_2008.1
ceramide metabolic process
[GO:0006672 biological_process] (2);
hydrolase activity, acting on carbon-
GF0024488 1 1 0 Alkaline ceramidase 3 (2) nitrogen (but not P"’"d" bonds, in AT ¢ midase (IPRO0SS01] (2) scaffold_9_mRNA_2006.1 C_unshiu_00679_mRNA_5.1
amides [GO:00168
molecular f\mcnon] (z) integral
component of membrane [GO:001
cellular_component] (2)
GF0024487 1 1 0 Hypothetical protein (2) scaffold_9_mRNA_2004.1 00679_mRNA_6.1
proteolysis [GO:0006508
biological_process] (2); aspartic-type  Viral movement protein [IPR028919] (2);
endopeptidase activity [GO:0004190  Aspartic peptidase, active site
GFO024486 1 1 0 Hypothetical protein (2) molecular_fnction] (2); nucleic acid  [IPR001969] (2); Aspartic peptidase  scaffold_9_mRNA_2002.1 C_unshiu_00679_mRNA_9.1
binding [GO:0003676 domain [IPRO21109] (1); Zinc finger,
molecular_function] (1); zinc ion binding CCHC-type [IPRODIS7S] (1)
[GO:0008270 molecular_function] (1)
GF0024485 1 1 0 Hypothetical protein (2) scaffold_9_mRNA 2.1 C_unshiu_00230_mRNA_30.1
. Bet v I/Major latex protein [IPR000916]
:f;l:siﬁgp:"‘::‘[fg;ﬂf%ie © (2): START-like domain [IPR023393]
GF0024483 1 1 0 Major allergen Mal d 1 (2) Dt st [GO0009607 (2): Bet v 1 type allergen [IPR024949]  scaffold_9_mRNA_198.1 C_unshiu_00355_mRNA_I1.1
bmlw o I o 1(2) (2): Major latex protein domain
jological_process| (PRO2448) ()
GFO024481 1 1 0 Hypothetical protein (2) scaffold_9_mRNA_1971.1
. Leucine-rich repeat domain, L domain-
GFO024480 1 1 0 Hypothetical protein (2) e PRO655] 1) scaffold_9_mRNA_1951.1
Transposase-associated domain
GF0024479 1 1 0 Hypothetical protein (2) IPROSI0] Oy scaffold_9_mRNA_195.1
Tron/zine purple acid phosphatase-like C-
terminal domain [IPR025733] (2);
Metallo-dependent phosphatase-like
GF0024476 1 1 0 Hypothetical protein (2) hydrolase activity [GO:0016787 [IPR029052] (2); Caleincurin-like scaffold_9_mRNA_1936.1 C_unshiu_00567_mRNA_L.1
molecular_function] (2) phosphoesterase domain, Apa type
[IPRO04843] (1; Calcineurin-like
phosphoesterase domain, apa! type
[IPRO04843] (1)
DNIA ":“d’;‘: [?0 ;]:’;):577 licacid DAT-lke transposase, RNase-H fold
Hypothetical protein (1); BED zinc :’“Z‘;;“ Goooosere " IPRO25525] 2); HAT, C-erminal
GF0024475 1 1 0 fingerhAT family dimerization domain . dimersaton domai IPRUUKSOG) (1) scaffd 9 mRNA_1931. C_unshiu_00567_mRNA_7.1
molecular_function] (1); protein
) Ribonuclease Helike dom:
dimerzation sty [GOO0469K3 PROIS397) (1)
molecular_function] (1) )
nucleic acid binding [GO:0003676 Ribonuclease H-like domain
GF0024474 1 1 0 Hypothetical protein (2) el funton (1 HPRO137] (1) scaffold_9_mRNA_1925.1 00567_mRNA_13.1
GF0024473 1 1 0 Hypothetical protein (2) scaffold_9_mRNA_1918.1 00170_mRNA 21.1
GF0024471 1 1 0 Hypothetical protein (2) scaffold_9_mRNA_1898.1 iu_00057_mRNA_65.1
GF0024470 1 1 0 Hypothetical protein (2) scaffold_9_mRNA_1896.1 00057_mRNA_63.1
Protein of unknown function DUF247, ”
GF0024469 1 1 0 DUF247 domain protein (2) Pt [IPRO0H158] ) scaffold_9_mRNA_1892.1 C_unshiu_00701_mRNA_3.1
Protein of unknown function DUF247, .
GFO0024468 1 1 0 Hypothetical protein (2) plaat [PRODAISE] @) scaffold_9_mRNA_1890.1 C_unshiu_00701_mRNA 5.1
GFO024467 1 1 0 Hypothetical protein (2) scaffold_9_mRNA_I889.1 C_unshiu_00701_mRNA_6.1
. . Protein of unknown function DUF247, .
GFO024466 1 1 0 UPFO481 protein (2) plant [PROOAISE] @ scaffold_9_mRNA_I887.1 C_unshiu_02148_mRNA_S.1
GFO024465 1 1 0 Hypothetical protein (2) scaffold_9_mRNA_I886.1 C_unshiu_02148_mRNA_4.1
nucleic acid binding [GO:0003676 Ribonuclease H-like domain
GFO024464 1 1 0 Hypothetical protein (2) mcloculo Tumction (1 1PROIS397] (1) scaffold_9_mRNA_I885.1
i i Retrotransposon gag domain .
GF0024463 1 1 0 Hypothetical protein (2) PRODSISN ) scaffold_9_mRNA_1884.1
GFO024462 1 1 0 Hypothetical protein (2) scaffold_9_mRNA_ISS1.1
GF0024461 1 1 0 Hypothetical protein (2) (’}’;"a"” peptidase domain (IPRO21109 (0,14 o mRNA_1880.1
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Ribonuclease H-like domain
§ [IPRO12337] (2); Reverse transcriptase
GF0024460 1 1 0 Hypothetical protein (2) nucleic acid binding [GO:0003676 Zinc-binding domain [II’RUZé%u]‘;ZL scaffold_9_mRNA_1864.1 C_unshiu_00124_mRNA _27.1
molecular_function] (2)
ndonuclease/exonuclease/phosphatase:
[IPRO0S135] 2)
GF0024459 1 1 0 Hypothetical protein (2) scaffold_9_mRNA_1862.1 u_00124_mRNA_25.1
Signal transduction response regulator,
receiver domain [IPRO01789] (2); CheY-
DNA binding [GO:0003677 like superfanily [IPRO11006] (2); Myb
. wo-component response regulator  molecular_function] (2); phosphorelay  domain [IPR017930] (2); Myb domain, .
GF0024457 ! ! Akmz':ie pmtcml::) ! signal Alnn;ducllon]syste:[GE):OU()OL 0 plants [I[PR006447] (]z) SANyT/Myb scaffold_9_mRNA._IS6.1 C_unshiu_00007_mRNA_2.1
biological_process] (2) domain [IPR001005] (2); Homeabox
domain-like [IPRO090ST] (1);
Homeodomain-like [IPR0090S7) (1)
GF0024456 1 1 0 Hypothetical protein (2) (TZ‘:‘“"”“"' MUDR, plant [PRO0332) (1 9 mRna_1858.1 C_unshiu_00480_mRNA_4.1
GFO024455 1 1 0 Hypothetical protein (2) scaffold_9_mRNA_1849.1 C_unshiu_00351_mRNA_17.1
GFO024454 1 1 0 Hypothetical protein (2) scaffold_9_mRNA_1847.1 ' 00351_mRNA_16.1
GF0024452 1 1 0 Hypothetical protein (2) g;v:’;’0;;:‘:fﬂ:‘:‘;::&;ﬂ’l\")‘;p&';d°“' scaffold_9_mRNA_1843.1 C_unshiu_00351_mRNA_I3.1
GFO024451 1 1 0 Hypothetical protein (2) scaffold_9_mRNA_I838.1 C_unshiu_00015_mRNA_3.1
GF0024449 1 1 0 Hypothetical protein (2) ﬁ"p'“w“a hydrolase fold [IPRO290SS] (. ro14 9 mRNA_1832.1 C_unshiu_01152_mRNA_5.1
GF0024448 1 1 Cytokinin riboside 5-manophosphate scaffold_9_mRNA_1822.1 C_unshiu_01121_mRNA_7.1
phosphoribohydrolase (2) O mIRA ~unshi OTI21_mitA S
GF0024447 1 1 0 Leukocyte receptor cluster member | (2) iﬁg.;;r:::;ﬁ;&:ﬂ?;:f(E:R N scaffold 9_mRNA_I815.1 C_unshiu_00323_mRNA_6.1
GF0024446 1 1 0 Hypothetical protein (2) scaffold_9_mRNA_I813.1
GFO024445 1 1 0 Hypothetical protein (2) scaffold_9_mRNA_I808.1
GFO024444 1 1 0 Hypothetical protein (2) scaffold_9_mRNA_I807.1
E?I‘:C Ei:f’“mgn[ﬁoon;’:’gfﬁ;;m HAT, C-terminal dimerisation domain
. dimerization activity [GO:0046983 [IPRO0S906] (2; Zine finger, BED-type
GF0024443 1 1 0 Putative AC transposase (2) [IPRO03656] (2); Ribonuclease H-like  scaffold_9_mRNA_1806.1
molecular_fimction] (2); nucleic acid
binding [GO000367 domain [IPROI2337) (2); Zine finger
molecular_function] (2) C2H2-type [IPROI3087] (1)
GF0024442 1 1 0 Hypothetical protein (2) scaffold_9_mRNA_1805.1 | 00645 mRNA_14.1
GF0024441 1 1 0 Hypothetical protein (2) m‘:zﬂfi‘:ﬂl:":“: ;';\g] {go 0003676 ﬁ;"‘{’gl“;‘;;;]” (';) e domain scaffold_9_mRNA_1789.1 1 00506_mRNA_13.1
insposase-associated domain
IPRO29480] (2): WD40/Y VTN repeat-
GF0024440 1 1 0 Hypothetical protein (2) protein binding [GO:0005515 Exkc conmlm]ng domain [IPRO15943] (1); scaffold 9 mRNA_1788.1
molecular_function] (1) D40-1
-repeal-containing domain
[IPROI7986] (1)
GFO0024439 1 1 0 Hypothetical protein (2) scaffold_9_mRNA_1782.1
GF0024438 1 1 0 Hypothetical protein (2) scaffold_9_mRNA_1781.1
GF0024437 1 1 0 Hypothetical protein (2) scaffold_9_mRNA_1780.1
GFO024436 1 1 0 Hypotheical protein (2) scaffold_9_mRNA_1779.1
GFO0024435 1 1 0 Hypothetical protein (2) scaffold_9_mRNA_1778.1
Calcium/calmodulin-dependent/calcium-
GF0024434 1 1 0 Hypothetical protein (2) dependent protein kinase [IPR020636]  scaffold_9_mRNA_1775.1
@
GF0024433 1 1 0 Hypothetical protein (2) scaffold_9_mRNA_1770.1
GFO024432 1 1 0 Hypothetical protein (2) scaffold_9_mRNA_1768.1
GF0024431 1 1 0 Hypothetical protein (2) scaffold_9_mRNA_1765.1 X
GF0024430 1 1 0 Hypothetical protein (2) scaffold_9_mRNA_1752.1 C_unshiu_02379_mRNA_L1
SANT/Myb domain [IPR00100S] (2):
GF0024429 1 1 0 Transeription factor MYBI2 (2) E?I‘:C Si:inﬁ.g"[ﬁoon;"(’gfm r:m:xﬂﬁg'[:ég%ﬂ (1 Seamld 9 mRNA 1751 C_unshiu_00007_mRNA_13.1
Homeobox domain-like [IPR009057] (1)
regulation of transcription, DNA- FARI DNA binding domain
GF0024428 1 1 0 Hypothetical protein (2) templated [GO:0006355 [IPRO04330] (2): FHY3/FAR| family  scaffold 9_mRNA_1743.1 C_unshiu_00424_mRNA_10.1
biological_process] (2) [IPRO31052] (2)
Transposon prtein, putaive,unclssified FEU4ION O Fanserption, DNA- FHY3/FART family [IPR031052] (2)
GF0024427 1 1 0 (1); Protein FAR-RED IMPAIRED templated [GO:0006355 Zine finger, SWIM-type [IPROOTS27) (o ro1g o mRNA_1742.1 C_unshiu_00424_mRNA_9.1
RESPONSE 1(1) biological_process] (2); zinc ion binding ~(2): MULE transposase domain
[GO:0008270 molecular_function] (2)  [IPROIS289] (2)
GF0024426 1 1 0 Hypothetical protein (2) scaffold_9_mRNA_1740.1 €_umshi 00424 mRNA 7.1
GFO0024425 1 1 0 Hypothetical protein (2) scaffold_9_mRNA_1738.1
GF0024423 1 1 0 Hypothetical protein (2) ;;“;‘g;;';’s"z‘;’f;‘) gag domain scaffold_9_mRNA_1732.1
GFO024422 1 1 0 Hypothetical protein (2) scaffold_9_mRNA_1721.1 ) mRNA_
DNA binding [GO:0003677
molecular_function] (1); transcription
Hypothetical protein (1); Ethylene- factor activity, sequence-specific DNA
GF0024421 1 1 0 rezsonswe !mpnscrlpnon fxcmyr ERFI14  binding [G y qmo " DNA-binding domain [IPROIGITT}(1): o r1q o mRNA_1720.1 C_unshiu_00620 mRNA_11.2
APYERF domain [IPR001471] (1)
o) mol n,cularjumuon] (1): regulation of
transeription, DNA-templated
[GO:0006355 biological_process] (1)
GF0024420 1 1 0 Hypothetical protein (2) scaffold_9_mRNA_1714.1 00063 mRNA 6.1
GF0024419 1 1 0 Hypothetical protein (2) scaffold_9_mRNA_171.1 00007_mRNA_I8.1
GFO024418 1 1 0 Hypothetical protein (2) scaffold_9_mRNA_1709.1 C unshiu 00211 mRNA L1
ZZ?JﬁTiﬂ,G“Sﬁm tacelluar Ribosomal protein L30e, conserved
[GO:0005622 cellularcomponen] (2); LT RV22991] (2); Ribosomal protein
GF0024417 1 1 0,608 ribosomal protein L30 (2) translation [GO:0006412 LTAGL30c/S12¢/CiadddS (IPRODIOSK] g1y 9 pnva_1708.1 C_unshiu_00211_mRNA 2.1
biological_process] (2); structural 2); 508 rbosomal proein L30c-like
constituent of ribosome [GO:0003735 T R0290641 (2); Ribosomal protein
L30e [IPRO00231] (2)
molecular_function] (2)
Reverse transcriptase zine-binding
. domain [IPR026960] (2); Ribonuclease
GF0024416 1 1 :')‘“:‘y:&':"";rp':‘::(:')a"“"p'“se :::‘:Il:c'zli?“’ﬁ:’"'::‘::‘g] Ef)o.ooosms H-like domain [IPRO12337] (2); Domain scaffold 9_mRNA_1704.1 C_unshiu_00211_mRNA 9.1
= of unknown function DUF4283
[IPRO25558] (1)
P-loop containing nucleoside triphosphate
inding [GO:0043531 hydrolase [IPR027417] (2); NB-ARC
molecular_function] (2); signal [IPRO02182] (2); Leucine-rich repeat 3
GFO024415 1 1 0 TMV resistance protein N (2) transduction [GO:0007165 [IPRO11713] (2); Leucine-rich repeat  scaffold 9_mRNA_I701.1 C_unshiu_00211_mRNA_I3.1
iological_process] (1); protein binding ~domain, L domain-like [IPR032675] (2);
GO:0005515 molecular_function] (1) Tollfnterleukin-1 receptor homology
(TIR) domain IPRO001ST] (1)
GF0024414 1 1 0 Hypothetical protein (2) ::;:‘:[‘l?;z‘g'::; (’Z")‘c'h‘“"‘"g scaffold_9_mRNA_1699.1 C_unshiu_00211_mRNA_15.1
GF0024413 1 1 0 Hypothetical protein (2) :::‘:Il:c':ﬁidﬁ:’"'::‘::‘g] {IG)O:OOUSNG g;f‘:g‘l‘;?;:]‘ (l'l‘;"kc domain scaffold_9_mRNA_1698.1 C_unshiu_00211_mRNA_16.1
nucleus [GO:0005634
cellular_component] (2); ubiquitn-
dependent protein catabolic process
[GO:0006511 biological process] (2);  Zine finger, RING/FY VE/PHD-type
protein binding [GO:0005515 [IPROI3083] (2); Seven-in-abscntia
molecular_function] (2); zine ion binding protein, TRAF-like domain [IPRO18121]
[GO:0008270 molecular funmm\] () (2): TRAF-like [IPRO0S974] (2): Zine
GFO024410 1 1 0 E3 ubiquitin-protein ligase (2) velopment finger, SIAH-type [IPROI3010] (2); E3  scaffold_9_mRNA_1671.1 C_unshiu_00294_mRNA_14.1
[GO:0007275 biological pmms] (s dbiutinprocn e SN ke
protein biquiination [GO-001656 [IPRO04162] Q) Zinc finger, RING-type
biological_process] (1); ubiquitin-protein [IPRO01841] (2); SIAH-typs
ransferase aciviy [GO:0004542 [IPROI3323] (1)
molecular_function] (1); mulicellular
organism development [GO:000727.
biological_process] (1)
nucleic acid binding [GO:0003676 ﬁ;ﬁ;;";&}“’&";’??fﬁﬁfﬁ? o
GF0024409 1 1 0 Hypothetical protein (2) molecular_function] (2); zinc ion binding > - ) scaffold_9_mRNA_1661.1
[GO:0008270 molecular_function] (2)  C-2C X HIX4C [IPRO23836] 2);
- finger, CCHC-type [IPROOISTS] (2)
GF0024407 1 1 0 Hypothetical protein (2) scaffold_9_mRNA_1640.1
GF0024406 1 1 0 Hypothetical protein (2) scaffold_9_mRNA_1638.1
GF0024403 1 1 0 Hypothetical protein (2) scaffold_9_mRNA_1631.1
GFO024402 1 1 0 Hypotheical protein (2) scaffold_9_mRNA_1629.1
Metal-dependent hydrolase, composite
hydrolase activity, acting on carbon-  domain [IPRO11059] (2);
GF0024400 1 1 0 Putative amidohydrolase yic] (2) nitrogen (but not pepide) bonds Amidohydrolase 3 [IPROI3108] (2):  scaffold_9_mRNA_1616.1 C_unshiu_00952 mRNA_L.1
[GO:0016810 molecular_function] (2)  Metal-dependent hydrolase [IPR032466]
(2): Yel like [IPR033932] (1)
GTPase activity [GO:0003924
molecula_uncion] (2 signs
n particle receptor complex
[GO:0005785 cellular_component] (2);
e proten tansport Signal recognition particle receptor, alpha
§ GO:0006886 biological_process] (); (it N-qerminal [IPR007222] (2);
GF0024399 1 1 0 Hypothetical protein (2) GTP bm«lmg [GO:0005525 scaffold_9_mRNA_1612.1 L 00512_mRNA_I3.1

molecular_function] (2); signal
recognition particle binding
[G0:0005047 molecular_function] (2);
SRP-dependent cotranslational protein
targeting to membrane [GO:0006614
biological_process] (1)

Signal recognition particle, SRPS4
subunit, helical bundle [IPRO13822] (1)
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GO
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GF0024398

GF0024397

GF0024396

GF0024395
GF0024394
GF0024393
GF0024392
GF0024391
GF0024390

GF0024389
GF0024388

GF0024387

GF0024386
GF0024385

GF0024384

GF0024383
GF0024381
GF0024380

GF0024378

GF0024376

GF0024375
GF0024374

GF0024373

GF0024372

GF0024371

GF0024370
GF0024368
GF0024367

GF0024365

GF0024364
GF0024363

GF0024362

GF0024361
GF0024360
GF0024359

GF0024358

GF0024357
GF0024355

GF0024354

GF0024353

GF0024352

GF0024351

GF0024350

GF0024349

GF0024348

GF0024347

GF0024346

GF0024345
GF0024344

GF0024343

GF0024342
GF0024341

GF0024340

GF0024339

GF0024335

GF0024334

GF0024333

GF0024332

GF0024329
GF0024327

GF0024326
GF0024325
GF0024322

GF0024321
GF0024319

GF0024318

Leucine-rich repeat protein kinase family
protein (2)

0 Hypothetical protein (2)
0 Hypothetical protein (2)

0 Hypothetical protein (2)
0 Hypothetical protein (2)
0 Hypothetical protein (2)
Hypothetical protein (1); RNA-directed
0 DNA polymerase (Reverse transcriptase)
[0}
0 Hypothetical protein (2)
0 Hypothetical protein (2)
0 Hypothetical protein (2)
0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)
0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)
UDP-glucoronosy/UDP-glucosy!
transferase family protein (1);
Pentatricopeptide repeat-containing
protein, chloroplastic (1)

P-loop nucleoside triphosphate hydrolase
superfamily protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)

0

0 Hypothetical protein (2)

0 Hypothetical protein (2)
0 Hypothetical protein (2)
0 Hypothetical protein (2)

0 Hypothetical protein (2)
0 Hypothetical protein (2)

o Hypothetical protein (1); Chloroplast
Jumen common family protein (1)

0 Hypothetical protein (2)
0 Hypothetical protein (2)

0 Phloem protein 2-BS (2)

o Putative non-LTR retrolelement reverse
transcriptase

0 Hypothetical protein (2)
0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)
0 Hypothetical protein (2)

o Pentatricopeptide repeat-containing.
family protein (2)

0 Type Il peroxiredoxin (2)

0 Phloem protein 2-BS (2)
0 Hypothetical protein (2)
0 Phloem protein 2-BS (2)
0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Progesterone 5-beta-reductase (2)
0 Hypothetical protein (2)

0 UPFO481 protein (2)

0 Hypothetical protein (2)
0 Hypothetical protein (2)

0 Hypothetical protein (2)
0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (1); AtpA (1)
0 Hypothetical protein (2)

o Hypothetical protein (1): AT4£04660
in (1)

protein

0 Hypothetical protein (2)

60S ribosomal protein L14-2 (1);

© Hypothetical protein (1)

0 Hypothetical protein (2)
0 Hypothetical protein (2)

0 Hypothetical protein (2)
0 Hypothetical protein (2)
0 Hypothetical protein (2)

0 Hypothetical protein (2)
0 Hypothetical protein (2)

0 Hypothetical protein (2)

protein binding [GO:0005515
molecular_function] (2); protein kinase
activity [GO:0004672
molecular_function] (2); protein
phosphorylation [GO:0006468
biological_process] (2); ATP binding
[G0:0005524 molecular_function] (2)

protein binding [GO:0005515
molecular_function] (2)

nucleic acid binding [GO:0003676
molecular_function] (2)

protein binding [GO:0005515
molecular_function] (2)

nucleabase-containing compound
metabolic process [GO:0006139
biological_process] (2); 315" exonuclease
activity [GO:0008408
molecular_function] (2); nucleic acid
binding [GO:0003676
molecular_function] (2)

ubiquitin-dependent protein catabolic
process [GO:0006511
biological_process] (2)

protein binding [GO:0005515
molecular_function] (2)

protein binding [GO:0005515
molecular_function] (2)
‘nucleic acid binding [GO:0003676
molecular_function] (2)

DNA binding [GO:0003677
molecular_function] (2); nucleic acid
binding [GO:0003676
molecular_function] (1)

protein binding [GO:0005515
molecular_function] (1)

oxidoreductase activity [GO:0016491
molecular_function] (2)

protein binding [GO:0005515
molecular_function] (2)

protein binding [GO:0005515
molecular_function] (2)
DNA binding [GO:0003677
molecular_function] (2); nucleic acid
binding [GO:0003676
molecular_function] (1)

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

calcium ion binding [GO:0005509
molecular_function] (2)

zine ion binding [GO:0008270
molecular_function] (2); nucleic acid
binding [GO:0003676
molecular_function] (1)

nucleic acid binding [GO:0003676
molecular_function] (2); zinc ion binding
[GO:0008270 molecular_function] (2)

intracellular [GO:0005622
cellular_component] (2); translation
[GO:0006412 biological_process] (2);
structural constituent of ribosome.
[GOx 5 molecular_function] (2):
ribosome [GO:0005840
cellular_component] (2)

tegral component of membrane
(GO:0016021 cellular_component] (2);
transferase activity, transferring alkyl or
aryl (other than methyl) groups
[GO:0016765 molecular_function] (1);
prenyltransferase activity [GO:0004659
molecular_function] (1)

Leucine-rich repeat [IPR001611] (2);
Protein kinase-like domain [IPRO11009]
(2); Leucine-rich repeat domain, L
domain-like [IPR032675] (2); Protein
Kinase domain [IPR000719] (2); Serine-
threoninetyrosine-protein kinase,
catalytic domain [IPR001245] (1);
Serine/threonine/dual specificity protein
Kinase, catalytic domain [IPR002290]
(1); Serine/threonine-protein kinase,
active site [IPR008271] (1); Prot
kinase, ATP binding site [IPR017441]
(1); Concanavalin A-like lectin/glucanase
domain [IPRO13320] (1)

Leucine-rich repeat [IPRO01611] (2);
Reverse transcriptase, RNA-dependent
A polymerase [IPRO13103] (2);
Leucine-rich repeat domain, L domain-
like [IPR032675] (2)

Aspartic peptidase domain [IPR021109]
2); Reverse transeriptase domain
[IPR000477] (1)

‘Transposase, MuDR, plant [IPR004332]

Ribonuclease H-like domain
[IPROI2337) (2)

Tetratricopeptide-like helical domain
[IPRO11990] (2); Pentatricopeptide
repeat [IPRO02885] (2)

P-loop containing nucleoside triphosphate

hydrolase [IPR027417) (2)

Ribonuclease H-like domain
[IPRO12337) (2); 35" exonuclease
domain [IPR002562] (2)

SKP1 component, dimerisation
[IPRO16072] (2)

Tetratricopeptide repeat-containing
domain [IPRO13026] (2);
Tetratricopeptide-like helical domain
[IPRO11990] (2); Tetratricopeptide
repeat 2 [IPRO13105] (1)

Phloem protein 2-like [IPRO25886] (2);
F-box domain [IPRO0IS10] (2)
Ribonuclease H-like domain
[IPROI2337] (2)

hAT-like transposase, RNase-H fold
[IPR025525] (2); Ribonuclease H-like
domain [IPRO12337] (1)

LOG family [IPR031100] (2)
Pentatricopeptide repeat [IPR002885]
(2); Tetratricopeptide-like helical domain
[IPRO11990] (1)

Redoxin [IPRO13740] (2); Thioredoxin-
like fold [IPR012336] (2)

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

Cyelic nucleotide-binding-like
[IPRO18490] (2); RmIC-like elly roll
fold [IPRO14710] (2); Cyclic nucleotide-
binding domain [IPR000595] (2)

F-box domain [IPRO0IS10] (2); Phloem
protein 2-Jike [IPRO25886] (2)

Zine finger, BED-type [IPR003656] (2);
Zinc finger C2H2-type [IPRO13087] (1)

Domain of unknown function DUF4283
[IPRO25558] (2)

NAD(P)-binding domain [IPR016040]
2

@

Zine knuckle CX2CX4HXAC
[IPR025836] (2); Domain of unknown
function DUF4283 [IPRO25558] (2);
Zine finger, CCHC-type [IPROOIS7S] (1)
Protein of unknown function DUF247,
plant [IPR004158] (2)

EF-hand domain pair [IPRO11992] (2);
EF-Hand 1, calcium-binding site
[IPRO18247] (2); EF-hand domain
[IPR002048] (2)

Gag-polypeptide of LTR copia-type
[IPR029472] (1); Wall-associated
receptor kinase, C-terminal [IPR032872]
(O]

Zine finger, SWIM-type [IPR007527]
(2); Zine finger, PMZ-type [IPR006564]
(2): Zine finger, CCHC-type
[IPROO1STS] (1)

Domain of unknown function DUF4283
[IPRO25558] (2): Zinc knuckle
CX2CX4HXAC [IPRO25836] (2): Zine
finger, CCHC-type [IPRODISTS] (2)
LOG family [IPR031100] (1)

Translation protein SH3-like domain
[IPRO08991] (2); Ribosomal protein L2
domain 2 [IPRO14722] (2); Ribosomal
protein L14e domain [IPR002784] (1);
Ribosomal protein L14 [IPR002784] (1)

Transposon, En/Spm-like [IPR004242]
@

MULE transposase domain [IPR015289]
)

UbIA prenyltransferase family
[IPRO00537] (2)

scaflold_9_mRNA_1611.1

scaffold_9_mRNA_1610.1

scaffold_9_mRNA_1609.1

scaflold_9_mRNA_1607.1
scaffold_9_mRNA_1601.1
scaffold_9_mRNA_1594.1
scaflold_9_mRNA_1593.1
scaffold_9_mRNA_1588.1
scaffold_9_mRNA_1584.1

scaffold_9_mRNA_1583.1
scaflold_9_mRNA_1576.1

scaflold_9_mRNA_1575.1

scaffold_9_mRNA_1574.1
scaflold_9_mRNA_1572.1

scaflold_9_mRNA_1570.1

scaffold_9_mRNA_1563.1
scaffold_9_mRNA_1559.1
scaffold_9_mRNA_1557.1

scaffold_9_mRNA_1553.1

scaffold_9_mRNA_1549.1

scaffold_9_mRNA_1547.1
scaflold_9_mRNA_1545.1

scaffold_9_mRNA_1544.1

scaffold_9_mRNA_1540.1
scaflold_9_mRNA_1536.1

scaffold_9_mRNA_1530.1
scaffold_9_mRNA_1513.1
scaffold_9_mRNA_1502.1

scaffold_9_mRNA_1495.1

scaflold_9_mRNA_149.1
scaffold_9_mRNA_1462.1

scaffold_9_mRNA_1461.1

scaffold_9_mRNA_1455.1
scaffold_9_mRNA_1446.1
scaffold_9_mRNA_1445.1

scaffold_9_mRNA_1444.1

scaffold_9_mRNA_1443.1
scaflold_9_mRNA_1427.1

scaffold_9_mRNA_1425.1

scaffold_9_mRNA_1424.1

scaflold_9_mRNA_1421.1

scaffold_9_mRNA_1420.1

scaffold_9_mRNA_1416.1

scaffold_9_mRNA_1404.1

scaffold_9_mRNA_1403.1

scaffold_9_mRNA_1402.1

scaffold_9_mRNA_1370.1

scaffold_9_mRNA_1365.1
scaflold_9_mRNA_1358.1

scaflold_9_mRNA_1357.1

scaffold_9_mRNA_1355.1
scaffold_9_mRNA_1354.1

scaffold_9_mRNA_135.1

scaflold_9_mRNA_1348.1

scaflold_9_mRNA_1337.1

scaflold_9_mRNA_1319.1

scaflold_9_mRNA_1312.1

scaffold_9_mRNA_1310.1

scaffold_9_mRNA_1303.1
scaffold_9_mRNA_1282.1

scaffold_9_mRNA_1281.1
scaffold_9_mRNA_128.1
scaffold_9_mRNA_1268.1

scaffold_9_mRNA_1267.1
scaffold_9_mRNA_1257.1

scaffold_9_mRNA_1255.1

02063_mRNA 3.1

00512_mRNA_I1.1

00512 mRNA 8.1
00926_mRNA 3.1
00926_mRNA_8.1

C_unshiu_00926_mRNA_9.1

01176_mRNA 2.1
01176_mRNA_5.1

1 01433_mRNA 7.1
1 01433_mRNA 6.1

01870_mRNA 3.1

iu_01433_mRNA_I.1
01680_mRNA 3.1

00747_mRNA_17.1

iu_00747_mRNA_16.1
00747_mRNA_14.1

jiu_00747_mRNA_13.1

C_unshiu_01191_mRNA_2.1

L 01191_mRNA 7.1

00007_mRNA_38.1
00351_mRNA_10.1

C_unshiu_00351_mRNA_9.1

C_unshiu_01074_mRNA_10.1
C_unshiu_00094_mRNA_45.1

00094_mRNA_42.1
1 00124_mRNA 20.1

C_unshiu_00124_mRNA_16.1

C_unshiu_00124_mRNA_I5.1

C_unshi

00124 mRNA_12.1

C_unshiu_00124_mRNA_I1.1

iu_00124_mRNA 5.1

C_unshiu_00367_mRNA_14.1

C_unshiu_00367_mRNA_13.1

C_unshiu_00344_mRNA_41.1

C_unshiu_00057_mRNA_4.1

00057_mRNA_11.1

00057_mRNA_12.1

00057_mRNA_14.1
iu_00057_mRNA_16.1

C_unshiu_00007_mRNA_S1.1

C_unshiu_01146_mRNA_2.1

C_uns

00057_mRNA_23.1

1 00451_mRNA_15.1

00178_mRNA_40.1

C_unshiu_00178_mRNA_38.1

C_unshiu_00311_mRNA_26.1
C_unshiu_01632_mRNA_10.1

C_unshiu_01632_mRNA_9.1
C_unshiu_00007_mRNA_59.1
C_unshiu_00998_mRNA_I3.1

iu_02381_mRNA_L.1
00040_mRNA_I8.1

C_unshiu_00193_mRNA_14.1
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GO
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GF0024317

GF0024316

GF0024315

GF0024314

GF0024313

GF0024312

GF0024311
GF0024310

GF0024309

GF0024308

GF0024307

GF0024306
GF0024305
GF0024304

GF0024303

GF0024302
GF0024301

GF0024300

GF0024299

GF0024298

GF0024297

GF0024296

GF0024295

GF0024294

GF0024290

GF0024289

GF0024288

GF0024287
GF0024286
GF0024285

GF0024284

GF0024283

GF0024282

GF0024281

GF0024278

GF0024277
GF0024275
GF0024274

GF0024273

GF0024272

GF0024271

GF0024270

GF0024268

GF0024266

GF0024265
GF0024262

GF0024261

o Hypothetical protein (1); Nucleic acid
© binding protein, putative (1)

0 Hypothetical protein (2)

0 Hypothetical protein (2)

Retrotransposon protein, putative, Tyl-
copia subclass (2)

0
0 Hypothetical protein (2)
0 Hypothetical protein (2)
Cytokinin riboside S-monophosphate

phosphoribohydrolase (2)
0 Hypothetical protein (2)

0

0 Hypothetical protein (2)

0 Hypothetical protein (2)
0 Hypothetical protein (2)

0 Hypothetical protein (2)
0 Hypothetical protein (2)
0 Hypothetical protein (2)

0 Isoleucine N-monooxygenase 2 (2)

0 Hypothetical protein (2)
0 Hypothetical protein (2)

Ankyrin repeat family protein, putative
O

0 Hypothetical protein (2)

E3 ubiquitin-protein ligase mind-bomb
N

0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)

o Putative peptide transporer, Protcin
O NRTI/ PTR FAMILY 5.6 2)

0 Hypothetical protein (2)

o Glutathione S-transferase tau 7, putative

@

0 Tau class glutathione S-transferase (2)

0 Hypothetical protein (2)
0 Hypothetical protein (2)
0 Hypothetical protein (2)

o BED zine fingerhAT family dimerization
in (2)

domain
0 Hypothetical protein (2)

0 Peptidase S41 family protein (2)

0 Ammonium transporter (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)
0 Glycerol kinase (2)
0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)
relancopephue repéat (1 e

o superfamily protein, putative (1);
Pentatricopeptide (PPR) repeat protein

0 Hypothetical protein (2)

Altered inheritance of mitochondria 23,
mitochondrial (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)

© protein, putative, unclassifed (1)

nucleic acid binding [GO:0003676
molecular_function] (2)

zine ion binding [GO:0008270
molecular_function] (2); nucleic acid
binding [GO:0003676
molecular_function] (2)

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

proteolysis [GO:0006508
biological_process] (2); cysteine-type
peptidase activity [GO:0008234
molecular_function] (2)

oxidation-reduction process
[GO:0055114 biological_process] (2);
oxidoreductase activity, acting on paired
donors, with incorporation or reduction
of molecular oxygen [GO:0016705
molecular_function] (2); heme binding
[GO:0020037 molecular_function] (2);
iron ion binding [GO:0005506
molecular_function] (2)

protein binding [GO:0005515
molecular_function] (2)
protein binding [GO:0005515
molecular_function] (2); integral
component of membrane [GO:0016021
cellular_component] (1); cellular
response to salicylic acid stimulus
[GO:0071446 biological_process] (1);
regulation of salicylic acid mediated
slgnalmg pathway [GO:2000031
iological_process] (1); regulation of
dc fense response [GO:0031347
biological_process] (1)

protein binding [GO:0005515
molecular_function] (2); cellular response
to salicylic acid stimulus [GO:0071446
biological process] (1); integral
component of membrane [GO:0016021
cellular_component] (1); regulation of
salicylic acid mediated signaling pathway
1GO:2000031 biological_process] (1);
regulation of defense response
GO:0031347 biological_process] (1)
‘nucleic acid binding [GO:0003676
molecular_function] (2)

protein binding [GO:0005515
molecular_function] (2); inte
component of membrane [co omsozx
cellular_component] (1): cellular
response to salicylic acid stimulus
[GO:0071446 biological_process] (1);
regulation of defense response
1GO:0031347 biologica_process] (1);
regulation of salicy! mediated
signaling pmhwny [G0:2000031
biological_process] (1)

transporter activity [GO:0005215
molecular_function] (2); transport
[GO:0006810 biological_process] (2);
membrane [GO:0016020
cellular_component] (2)

protein binding [GO:0005515
molecular_function] (2)

protein binding [GO:0005515
molecular_function] (2)

DNA binding [GO:0003677
molecular_function] (2); nucleic acid
binding [GO:000367
molecular_function] (2); protein
dimerization activity [GO:0046983
molecular_function] (2)

protein binding [GO:0005515
molecular_function] (2); serine-type
peptidase activity [GO:0008:
molecular_function] (2); proteolysis
[GO:0006508 biological_process] (2)
ammonium transport [GO:0015696
biological_process] (2); membrane
[GO:0016020 cellular_component] (2);
‘ammonium transmembrane transport
[GO:0072488 biological_process] (2);
‘ammonium transmembrane transporter
8519

molecular_function] (2)

nucleic acid binding [GO:0003676
molecular_function] (2)

catalytic activity [GO:0003824
molecular_function] (2); thiamine
pyrophosphate binding (GO:0030976
molecular_function] (2)

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

Hypothetical protein (1); Retrotransposon nucleic acid binding [GO:0003676

molecular_function] (1)

Ribonuclease H-like domain
[IPROI2337] (2); TB2/DPI/HVA22-
related protein [IPR004345] (1)
Plant self-incompatibility
[IPR010264] (2); DraJ domain
[IPR001623] (2): DnaJ dommain,
conserved site [IPRO18253] (2); Class |
elutamine amidotransferase-like
[IPR029062] (2); Glutamine
amidotransferase [IPRO17926] (2)

Zine finger, CCHC-type [IPRO0IS78] (2)

Domain of unknown function DUF4219
[IPR025314] (2); Zinc finger, CCHC-
type [IPRO0I878] (1)

Mitochondrial substrate/solute carrier
[IPROIS108] (2); Mitochondrial carrier
domain [IPR023395] (2)

Ulpl protease family, C-terminal
catalytic domain [IPR003653] (2)

Cytochrome P450, E-class, group |
[IPR002401] (2); Cytochrome P450,
conserved site [IPRO17972] (2);
Cytochrome P450 [IPR001128] (2)

F-box domain [IPRO01S10] (2)

Ankyrin repeat [IPR002110] (2); Ankyrin
repeat-containing domain [IPR020683]
(2): PGG domain [IPR026961] (2):
Protein accelerated cell death 6
[IPR032846] (1)

Ankyrin repeat [IPR002110] (2); Ankyrin
repeat-containing domain [IPR020683]
(2); Protein accelerated cell death 6
[IPR032846] (1)

Ribonuclease H-like domain
[IPROI2337] (2)

Ankyrin repeat [IPR002110] (2); Ankyrin
repeat-containing domain [IPR020683]

2)
Endonuclease/exonuclease/phosphatase
[IPRO0S135] (1); Protein accelerated cell
death 6 [IPRO32846] (1)

Proton-dependent oligopeptide
transporter family [IPR000109] (2)

Thioredoxin-like fold [IPR012336] (2);
Glutathione S-transferase, N-terminal
[IPR004045] (2); Glutathione S-

transferase, C-terminal-like [IPR010987]

Glutathione S-transferase, C-terminal
[IPR004046] (2); Glutathione S-
transferase, C-terminal-like [IPRO10987]
@

Glutathione S-transferase, N-terminal
[IPR004045] (2); Glutathione S-
transferase, C-terminal-like [IPRO10987]
(2); Thioredoxin-like fold [IPRO12336]
(2); Glutathione S-transferase, C-terminal
[IPR004046] (2)

HAT, C-terminal dimerisation domain
[IPR008906] (2); Ribonuclease H-like
domain [IPRO12337] (2); hAT-like
transposase, RNase-H fold [IPR025525]
@

Reverse transcriptase zine-binding
domain [IPR026960] (2)

PDZ domain [IPRO01478] (2); C-
terminal-processing peptidase S41A
[IPRO04447] (2); Tail specific protease
[IPRO05151] (2); ClpP/erotonase-like
domain [IPR029045] (2)

Ammonium transporter AmtB-like
domain [IPRO24041] (2); Ammonium
transporter, conserved site [IPRO18047]
(2); Ammonium transporter [IPR001905]
(2); Ammoniunvurea transporter
[IPR029020] (1)

Gag-polypeptide of LTR copia-type
[IPR029472] (1)

Ribonuclease H-like domain
[IPRO12337] (2)

‘Thiamin diphosphate-binding fold
[IPRO29061] (2); Thiamine
pyrophosphate enzyme,
binding [IPRO11766] (2)

C-terminal TPP-

Pentatricopeptide repeat [IPRO028SS] (2)

HAT, C-terminal dimerisation domain
[IPRO08906] (1)

Ribonuclease H-like domain
[IPRO12337] (1)

scaffold_9_mRNA_1254.1

scaffold_9_mRNA_1251.1

scaflold_9_mRNA_1249.1

scaflold_9_mRNA_1247.1

scaflold_9_mRNA_1245.1

scaffold_9_mRNA_1240.1

scaffold_9_mRNA_1239.1
scaffold_9_mRNA_1238.1

scaffold_9_mRNA_1219.1

scaflold_9_mRNA_1218.1

scaflold_9_mRNA_1214.1

scaflold_9_mRNA_1213.1
scaffold_9_mRNA_1212.1
scaffold_9_mRNA_1211.1

scaffold_9_mRNA_1205.1

scaffold_9_mRNA_1194.1
scaffold_9_mRNA_1191.1

scaflold_9_mRNA_1184.1

scaflold_9_mRNA_1175.1

scaffold_9_mRNA_1174.1

scaffold_9_mRNA_1170.1

scaffold_9_mRNA_1169.1

scaffold_9_mRNA_116.1

scaffold_9_mRNA_1158.1

scaffold_9_mRNA_1117.1

scaffold_9_mRNA_1116.1

scaffold_9_mRNA_1102.1

scaffold_9_mRNA_11.1
scaffold_9_mRNA_1081.1
scaflold_9_mRNA_1077.1

scaffold_9_mRNA_1075.1

scaflold_9_mRNA_1074.1

scaffold_9_mRNA_1071.1

scaflold_9_mRNA_1070.1

scaflold_9_mRNA_1055.1

scaffold_9_mRNA_1052.1
scaffold_9_mRNA_1036.1
scaffold_9_mRNA_1025.1

scaffold_9_mRNA_1020.1

scaffold_9_mRNA_1002.1

scaffold_9_mRNA_1.1

scaffold_8_mRNA_994.1

scaffold_8_mRNA_983.1

scaffold_8_ mRNA_971.1

scaffold_8_mRNA_967.1
scaffold_8_mRNA_929.1

scaffold_§_ mRNA_912.1

00193_mRNA 22.1

1 00193_mRNA 25.1

C_unshiu_00193_mRNA_27.1

C_unshiu_00634_mRNA_I7.1

C_unshiu_00634_mRNA_I8.1

C_unshiu_00634_mRNA_19.1

C_unshiu_00112_mRNA_41.1

C_unshiu_00112_mRNA 3.1

00112_mRNA_32.1

C_unshiu_00112_mRNA_16.1
C_unshiu_00112_mRNA_9.1

00112 mRNA 4.1

C_unshiu_00334_mRNA_35.1

C_unshiu_00334_mRNA_34.1

C_unshiu_00334_mRNA_29.1

C_unshiu_00007_mRNA_71.1

C_unshiu_00334_mRNA_24.1

iu_00334_mRNA_7.1

C_unshiu_00017_mRNA_S.1

C_unshiu_00721_mRNA_L.1

C_unshiu_00007_mRNA_I71.1

C_unshiu_00063_mRNA_S7.1

C_unshiu_00063_mRNA_56.1

C_unshiu_00063_mRNA_53.1

C_unshiu_00063_mRNA_52.1

C_unshiu_00161_mRNA_I1.1

C_unshiu_00161_mRNA_25.1

C_unshiu_00309_mRNA_26.1

C_unshiu_00778_mRNA_11.1

iu_00845_mRNA 9.1

C_unshiu_00624_mRNA_10.1

C_unshiu 01451 mRNA 5.1
00117_mRNA_T75.1

C_unshiu_00220_mRNA_I5.1



D Num. in C._celementine

Numin C_unshiu

Note

GO

TnterPro Member

Members in P.trifoliata

GF0024260 1

GF0024259 1

GF0024258 1

GF0024257 1

GF0024256 1

GF0024255 1

GF0024253 1

GF0024252 1

GF0024251 1

GF0024249 1

GF0024248 1

GF0024246 1

GF0024245 1

GF0024244 1

GF0024243 1
GF0024242 1

GF0024240 1

GF0024238 1

GF0024237 1

GF0024235 1

GF0024234 1

GF0024233 1

GF0024232 1
GF0024231 1

GF0024228 1

GF0024226 1

GF0024225 1

GF0024223 1
GF0024221 1

GF0024220 1

GF0024218 1

GF0024217 1

GF0024216 1

GF0024215 1
GF0024214 1

GF0024213 1

GF0024212 1
GF0024211 1

GF0024210 1

GF0024208 1

GF0024206 1

GF0024205 1

GF0024204 1

GF0024203 1

GF0024202 1
GF0024201 1

GF0024200 1

GF0024199 1

GF0024198 1

GF0024195 1
GF0024194 1

GF0024193 1

GF0024192 1

DNA replication licensing factor MCM4,
)

0 Hypothetical protein (2)

0 Hypothetical protein (2)
0 Hypothetical protein (2)

Pentatricopeptide (PPR) repeat protein
e

Tetratricopeptide repeat (TPR)-like

© Superfamiy protein, putative (2)

0 GDSL esterase/lipase APG (2)

Verticillium wilt resistance-like protein
0/(1); Putative verticillium wilt disease
resistance protein (1)

0 Hypothetical protein (2)

o Putative mitochondrial chaperone BCS1-

0 Hypothetical protein (2)

0 Hypothetical protein (2)

Isoflavone reductase family protein (1);

© Hypotheical protein (1)

o Probable pectinesterase 68 (1);
O pectinesterase 31 (1)

0 Hypothetical protein (2)
0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)
0 Hypothetical protein (2)

0 Hypothetical protein (2)
Polynucleotidyl transferase, Ribonuclease

0 H fold (1); Ribonuclease H-like
superfamily protein (1)

0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 UDP-glycosyltransferase 83A1 (2)

o Hypothetical protein (1); DUF241
domain protein (1)
0 Hypothetical protein (2)

0 Hypothetical protein (2)
0 Cytochrome b6-f complex subunit 7 (2)

B3 domain-containing transcription factor

O vRN1 )

0 Hypothetical protein (2)

2-oxoglutarate (20G) and Fe(Il)-
0 dependent oxygenase superfamily protein
@

0 Putative inactive receptor kinase (2)

0 Hypothetical protein (2)
0 Hypothetical protein (2)

o Hypothetical protein (1); Sorting nexin
© carboxy-terminal proten (1)

0 Hypothetical protein (2)
0 Hypothetical protein (2)
Hypothetical protein (1); Polynucleotidyl
0 transferase, ribonuclease H-like
superfamily protein (1)

0 CXE carboxylesterase (2)

0 Putative carboxylesterase 2 (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)
0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)
0 Hypothetical protein (2)

0 Subtilisin-like serine protease (2)

0 Hypothetical protein (2)

ATP binding [GO:0005524
molecular_function] (2); DNA binding
[G0:0003677 molecular_function] (2);
DNA replication initiation [GO:0006270
biological_process] (2); MCM complex
042555 cellular_cormponent] 25
DNA replication [GO:0006260
biological process] (2); DNA helicase
activity [GO:0003678
molecular_function] (2)

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

cysteine-type peptidase activity
[GO:0008234 molecular_function] (2)

protein binding [GO:0005515
molecular_function] (2)

hydrolase activity, acting on ester bonds
[GO:0016788 molecular_function] (2)

protein binding [GO:0005515
molecular_function] (2)

ATP binding [GO:0005524
molecular_function] (2)

defense response [GO:0006952
biological_process] (2)

cell wall modification [GO:0042545
biological process] (2); cell wall
[GO:0005618 cellular_component] (2);
pectinesterase activity [GO:
molecular_function] (2)

protein binding [GO:0005515
molecular_function] (1)

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

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

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

transferase activity, transferring hexosyl
groups [GO:0016758
molecular_function] (2); metabolic
process [GO:0008152
biological_process] (2)

nucleic acid binding [GO:0003676
molecular_function] (2); DNA integration
[GO:0015074 biological_process] (2)

cytochrome b6f complex [GO:0009512
cellular_component] (2)

DNA binding [GO:0003677
molecular_function] (2)

oxidoreductase activity [GO:0016491
molecular_function] (2); oxidation-
reduction process [GO:0055114
biological_process] (2); iron ion binding
[G0:0005506 molecular_function] (1)

ATP binding [GO:0005524
molecular_function] (2); protein
phosphorylation [GO:0006468
biological_process] (2); protein kinase
activity [GO:0004672
molecular_function] (2)

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

nucleic acid binding [GO:0003676
molecular_function] (2)

IO PIOCESS [UU0U0 12
biological_process] (2); hydrolase
activity [GO:0016787

hydrolase activity [GO:0016787
molecular_function] (2); metabolic
process [GO:0008152
biological_process] (2)

hydrolase activity [GO:0016787
molecular_function] (2); metabolic
process [GO:0008152
biological_process] (2)

HILDOIC PIOGess [UUUU0 1%
biological_process] (2); hydrolase
activity [GO:0016787

HIDOIC IOGESS [UUUU010%
biological_process] (2); hydrolase
activity [GO:0016787

metal ion binding [GO:0046872
molecular_function] (2); catalytic activity
GO:0003824 molecular_function] (2)

serine-type endopeptidase act
[GO:0004252 molecular_function] (2);
proteolysis [GO:0006508
biological_process] (2)

MCM N-terminal domain [IPR027925]
(2); Nucleic acid-binding, OB-fold
[IPRO12340] (2); Mini-chromosome
‘maintenance protein [IPR031327] (2);
Mini-chromosome maintenance complex
protein 4 [IPRO0S047] (2); MCM domain
[IPRO01208] (2); P-loop containing
nucleoside triphosphate hydrolase
[IPR027417] (2); Mini-chromosome
‘maintenance, conserved site [IPRO18525]
(2); MCM OB domain [IPR033762] (1);
Rubredoxin-type fold [IPR004039] (1)

scaffold_8_ mRNA_911.1

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

scaflold_8_mRNA_906.1

Peptidase C1A [IPROI3128] (2);
Cathepsin propeptide inhibitor domain ~ scaffold_8_mRNA_904.1
(129) [IPRO13201] (2)

scaffold_8_mRNA_903.1
Pentatricopeptide repeat [IPR0028SS]
(2): Tetratricopeptide-like helical domain scaffold_8_mRNA_894.1
[IPRO11990] (2)

Pentatricopeptide repeat [IPR002885] (2) scaffold_8_mRNA_889.1

GDSL lipase/esterase [IPRO01087] (2);
SGNH hydrolase-type esterase domain ~ scaffold_§_mRNA_§7.1
[IPRO13830] (1)

Leucine-rich repeat domain, L domain-
like [IPR032675] (2); Leucine-ich
repeat, typical subtype [IPRO03591] (2);
Leucine-rich repeat [IPR001611] (2)

scaflold_8_mRNA_864.1

scaflold_8_mRNA_862.1
AAA+ ATPase domain [IPR003593] (2);
ATPase, AAA-type, core [IPR003959]
(2); AAA-type ATPase, N-terminal
domain [IPRO25753] (2); P-loop.
containing nucleoside triphosphate
hydrolase [IPR027417] (2); ATPase,
AAA-type, conserved site [IPR003960]
M
Knottin, scorpion toxin-like [IPR003614]
(2); Gamma-thionin [IPR008176] (1):  scaflold_8_mRNA_839.1
Defensin, plant [IPR008176] (1)
Reverse transcriptase zine-binding
domain [IPR026960] (2)
NimrA-like domain [IPR00S030] (2);
NAD(P)-binding domain [IPR016040]  scaflold_8_mRNA_818.1
@

scaffold_8_mRNA_846.1

scaflold_8_mRNA_827.1

Pectinesterase, catalytic [IPRO00070]
(2): Pectin lyase fold [IPRO12334] (2);
Pectin lyase fold/virulence factor
[IPRO11050] (2)

scaffold_8_mRNA_809.1

ﬁ;“;‘(’;;';z‘z‘]s("z”) gag domain scaffold_§_mRNA_798.1
scaffold_8_mRNA_790.1

Pentatrcopeptide repeat [IPRO028SS]

(2% Tetratricopeptide-like helical domain scaffold_§ mRNA_781.1

[IPROT1990]

P-loop containing nuclcoside triphosphate

hydrolase [IPRO27417) (2): ABC

transporter-like [IPR003439) (1)

scaffold_8_ mRNA_776.1

scaflold_8_mRNA_760.1

Ulpl protease family, C-terminal
catalytic domain [IPR003653] (1); Organ scaffold_8_mRNA_747.1
specific protein [IPR024489] (1)

Organ specific protein [IPR024489] (2)  scaffold_8_mRNA_745.1
everse transcriptase zinc-binding
domain [IPR026960] (2); Ribonuclease  scaffold_8_mRNA_744.1
H-like domain [IPR012337] (1)
scaffold_8_mRNA_743.1
scaflold_8_mRNA_733.1

UDP-glucuronosyl/UDP-

glucosyliransferase [IPR002213] ) SCTOId_8_mRNA_70.1

Protein of unknown function DUF241,
plant [IPR004320] (2)
GAG-pre-integrase domain [IPR025724]
(2); Ribonuclease H-like domain
[IPRO12337] (2); Integrase, catalytic core
[IPRO01584] (2)

scaflold_8_mRNA_69.1

scaffold_8_mRNA_687.1

scaffold_8_mRNA_661.1
PetM of cytochrome b6/f complex
subunit 7 [IPRO12595] (2)

B3 DNA binding domain [IPR003340]
(2); DNA-binding pseudobarrel domain  scaffold_8_mRNA_628.1
[IPRO15300] (2)

scaffold_8_mRNA_639.1

scaffold_8_mRNA_619.1
Tsopenicillin N synthase-like
[IPR027443] (2); Non-haem dioxygenase
N-terminal domain [IPR026992] (2);
Oxoglutarate/iron-dependent dioxygenase
[IPRO05123] (2); Tsopenicillin N
synthase [IPR002283] (1)
Protein kinase domain [IPR000719] (2);
Protein kinase-like domain [IPRO11009]
(2); Serine-threonine/tyrosine-protein
Kinase, catalytic domain [IPR001245]
(1; Serine-threoninetyrosine-protein
Kinase catalytic domain [IPR001245] (1)

scaflold_8_mRNA_616.1

scaflold_8_mRNA_606.1

scaflold_8_mRNA_605.1

scaffold_8_mRNA_602.1
Sorting nexin, C-terminal [IPR013937]
(1); Zine finger, SWIM-type
[IPRO07527] (1); Zinc finger, PMZ-type
[IPRO06564] (1): Zine finger, CCHC-
type [IPRO0IS78] (1); Phox-associated
domain [IPRO03114] (1)

scaffold_8_mRNA_598.1

scaffold_8_mRNA_S87.1
scaffold_8_mRNA_582.1

Ribonuclease H-like domain

PRI @) scaffold_8_mRNA_S78.1

Alpha/Beta hydrolase fold [IPR029058]
(2): Alpharbeta hydrolase fold-3
[IPRO13094] 2)

Alpha/Beta hydrolase fold [IPR029058]

(2): Alpharbeta hydrolase fold-3
[IPRO13094] 2)

scaffold_8_mRNA_563.1

scaffold_8_mRNA_559.1

Alpha/beta hydrolase fold-3 [IPR013094]
(2): Alpha/Beta hydrolase fold
[IPRO290S8] (2)

scaffold_8_mRNA_556.1

Azlplm‘l?em hydrolase old (IPRO200SS] i ¢ ipnia 541

@

Alpha/beta hydrolase fold-3 [IPR013094]
(2); Alpha/Beta hydrolase fold
[IPR029058] (2)

scaffold_8_mRNA_553.1

scaffold_8_mRNA_550.1
Reverse transcriptase zinc-binding
domain [IPR026960] (1)
Alpha/beta hydrolase fold-3 [IPR013094]
(2); Alpha/Beta hydrolase fold
[IPR029058] (2)
Reverse transcriptase, RNA-dependent
DNA polymerase [IPRO13103] (1)
Metalloenzyme, LuxSM16 peptidase-
like [IPROT1249] (2); Peptidase M16, C-
terminal [IPRO0TS63] (2); Peptidase

6, N-terminal [IPRO11765] (2);
Peptidase M16 domain [IPRO11237] (1)

scaffold_8_mRNA_544.1

scaffold_8_mRNA_S36.1

scaffold_8_mRNA_523.1

scaffold_8_mRNA_521.1

scaffold_8_mRNA_497.1
scaffold_8_mRNA_491.1
Peptidase S8, subtilisin, Ser-active site
[IPRO23828] (2); Peptidase S§/S53
domain [IPR000209] (2); Peptidase S8,
subtilisin-related [IPRO15500] (1)

scaffold_8_mRNA_481.1

scaffold_8_mRNA_479.1

1 00220_mRNA_14.1

C_unshi

01161_mRNA 6.1

C_uns

01161_mRNA_7.1

C_unshi

O1161_mRNA_8.1

C_unshiu_00874_mRNA_2.1

C_unshiu_00125_mRNA_3.1

C_unshiu_00041_mRNA_26.1

C_unshiu_00060_mRNA_52.1

C_unshiu_00637_mRNA_3.1

C_unshiu_01593_mRNA_L.1

C_unshiu_00815_mRNA_5.1

C_unshiu_01879_mRNA_3.1

C_unshiu_01879_mRNA_1.1

C_unshiu_00511_mRNA_S.1

02198 mRNA 3.1
C_unshiu_02286_mRNA_3.1

C_unshiu_00444_mRNA_21.1

C_unshiu_00438_mRNA_4.1

C_unshiu_01007_mRNA_1.1

C_unshiu_02999_mRNA_2.1

C_unshiu_02999_mRNA_I.1
C_unshiu_01713_mRNA_8.1

1 00041_mRNA_12.1

1 00041_mRNA_11.1

C_unshiu_00140_mRNA_27.1

C_unshiu_01175_mRNA_8.1
C_unshiu_00560_mRNA_I1.1

C_unshiu_00630_mRNA_S.1

00308_mRNA_10.1

C_unshiu_00308_mRNA_13.1

00630 mRNA_15.1

01911_mRNA 4.1
00589_mRNA_17.1

C_unshiu_00589_mRNA_16.1

C_unshiu_00015_mRNA_S.1
. 01091_mRNA_2.1

C_unshiu_01293_mRNA_6.1

C_unshiu_00736_mRNA_8.1

C_unshiu_00736_mRNA_4.1

C_unshi

C_unshiu_01210_mRNA_3.1

C_unshiu_01210_mRNA_4.1

C_unshiu_01210_mRNA_9.1

C_unshiu_02219_mRNA_L.1

C_unshiu_02622_mRNA_S.1

C_unshiu_01576_mRNA_9.1

C_unshiu_02622_mRNA_3.1

C_unshiu_00827_mRNA_I2.1

C_unshiu_00827_mRNA_14.1
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GO

TnterPro

Members & i

Members in P.trifoliata

GF0024190

GF0024188

GF0024187

GF0024185

GF0024182

GF0024180

GF0024179

GF0024176

GF0024175

GF0024174

GF0024173

GF0024172
GF0024170

GF0024168

GF0024167

GF0024166

GF0024160

GF0024158

GF0024156
GF0024155

GF0024151

GF0024150

GF0024149

GF0024148

GF0024147

GF0024145

GF0024144

GF0024143

GF0024142

GF0024141

GF0024140

GF0024139
GF0024138

0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Putative nuclease HARBII (2)

Pentatricopeptide (PPR) repeat protein
e

0 Cyclin D (2)

0 Phosphoglycerate dehydrogenase (2)

0 Hypothetical protein (2)

o RNA polymerase-associated protein
RTFI like (2)

o F-box protein iteraction domain protin

@

0 Carboxy-terminal domain cyclin (2)

0 Vignain (2)

o Class Il metallothionein-like protein 1A

@
SWIB complex BAF60b domain-
containing family protein (2)
0 Hypothetical protein (2)

 Somaic embryogenesis receptor kinase |

@

0 Amino acid permease family protein (2)

o High chlorophyll fluorescence phenotype

© 173 protein (2)

0 Lacease (2)

0 Hypothetical protein (2)
0 Hypothetical protein (2)

0 Hypothetical protein (2)

Transcription factor MYBOS (1);

© Hypotheical protein (1)

0 Thioesterase superf

protein (2)

0 Hypothetical protein (2)

Putative sugar phosphate/phosphate
translocator (2)

UDP-glucoronosyl/UDP-glucosyl
transferase family protein (2)

0 Copper transporter (2)

(1; Hypothetical protein (1)

DNA-directed RNA polymerase Il non-
catalytic subunit (2)

0 Hypothetical protein (2)

0 Plastid transcriptionally active 16 (2)

0 Hypothetical protein (2)
0 Hypothetical protein (2)

protein binding [GO:0005515
molecular_function] (1)

nucleus [GO:0005634
cellular_component] (2)

metabolic process [GO:0008152
biological_process] (2); L-serine
biosynthetic process [GO:0006564
biological_process] (2); amino acid
binding [GO:0016597
molecular_function] (2);
phosphoglycerate dehydrogenase acti
004617 molecular_function] (2):
oxidation-reduction process
[GO:0055114 biological_process] (2);
oxidoreductase activity, acting on the
CH-OH group of donors, NAD or NADP
as aceeptor [GO:0016616
molecular_function] (2); NAD binding
[GO:0051287 molecular_function] (2)

transcription elongation from RNA
polymerase II promoter [GO:0006368
biological_process] (2); histone
modification [GO:0016570
biological_process] (2); CdeT3/Pafl
complex [GO:0016593
cellular_component] (2): DNA binding
[GO:0003677 molecular_function] (2),
DNA-templated transcription,
[G0:0006352 biological_process] m
nucleus [GO:0005634
cellular_component] (1)

protein binding [GO:0005515
molecular_function] (2)

nucleus [GO:0005634
cellular_component] (2)

cysteine-type peptidase activity
[G0:0008234 molecular_function] (2);
proteolysis [GO:0006508
biological_process] (2)

zinc ion binding [GO:0008270
molecular_function] (2)
protein binding [GO:0005515
molecular_function] (2)

transmembrane receptor protein kinase
activity [GO:0019199
molecular_function] (1)

amino acid transmembrane transporter
activity [GO:0015171
molecular_function] (2); amino acid
transmembrane transport [GO 0003333
biological_process] (2); membrane
[GO:0016020 cellular. cnmpon:m] @

lignin catabolic process [GO:0046274
biological_process] (2);
hydroquinone:oxygen oxidoreductase
activity [GO 6
molecular_function] (2); oxidation-
reduction process [G
biological_process] (2); oxidoreductase
activity [GO:0016491
molecular_function] (2); apoplast
[GO:0048046 cellular_component] (2);
copper ion binding [GO:0005507
molecular_function] (2)

metabolic process [GO:0008152
biological_process] (2); ransferase

tivity, transferring hexosy! groups
16758 molecular_function] (2)

DNA binding [GO:0003677
molecular_function] (1)

proteolysis [GO:0006508
biological_process] (2); cysteine-type
peptidase activity [GO:0008234
molecular_function] (2)

metabolic process [GO:0008152
biological_process] (2); transferase:
activity, transferring hexosyl groups
[GO:0016758 molecular_function] (2);
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)

copper ion transmembrane transport
GO:0035434 bmlogmal pmms] @
integral component of

[GO:0016021 geuul.rjumpanem] @)
copper ion transmembrane transporter
activity [GO:0005375
molecular_function] (2)

serine-type endopeptidase activity
[G0:0004252 molecular_function] (1);
proteolysis [GO:0006508
biological_process] (1)

nucleic acid binding [GO:0003676
molecular_function] (2); transcription,
DNA-templated [GO:000635
biological_process] (2); DNA-directed
RNA polymerase activity [GO:0003899
molecular_function] (1); DNA-directed
5.3 RNA polymerase activity
[GO:0003899 molecular_function] (1)
metabolic process [GO:0008152
biological _process] (1); oxidoreductase
activity [GO:001649
molecular_function] (1)

Peptidase S8 propeptide/proteinase
inhibitor 19 [IPR010259] (2); Peptidase
S8, subtilisin-related [IPRO15500] (1)
Harbinger transposase-derived nuclease
domain [IPRO27806] (2)
Pentaricopepride repeat [IPR002S85]
(2; Tetratricopeptide-like helical domain
[IPRO11990] (1)

Cyelin, C-terminal domain [IPR004367]
(2\. Cyclindike [IPROI3763] 2); Cyclin,
1[IPRO06671] (2)
mer specific 2-hydroxyacid
dehydrogenase, catalytic domain
[IPRO06139] (2): S-adenosyl-L-
homocysteine hydrolase, NAD binding
domain [IPROTSS7S)] (2); D-isomer
specific 2-hydroxyacid dehydrogenase,
NAD-binding domain [IPR006140] (2):
ACT domain [IPR002912] (2); D-isomer

¥ specific 2-hydroxyacid dehydrogenase,
N.

|AD-binding domain conserved site
[IPR029753] (2): NAD(P)-binding
domain [IPRO16040] (2); Allosteric
substrate binding domain [IPR029009]
): D-3-phosphoglycerate
dehydrogenase [IPR006236] (2); D-
isomer specific 2-hydroxyacid
dehydrogenase, NAD-binding domain
conserved site 1 [IPR029752] (2)

Plus-3 domain [IPR004343] (2); RNA
polymerase-associated protein Rl
[IPRO31102] (2); Plus-3 domain,
subgroup [IPROI8144] (1)

F-box domain [IPRO0IS10] (2); F-box
associated interaction domain
[IPRO17451] (2); F-box associated
domain, type 1 [IPR006527] (1)
Cyelin, N-terminal [IPR006671] (2);
Cyelin-like [IPRO13763] (2); Cyelin, C-
terminal domain [IPR004367] (2); Cyclin
A, plant [IPRO29507] (1

ysteine peptidase, histidine active site
[lPROZSésO] (2); Peptidase C1A
[IPRO13128] (2); Peptidase C1A, papain
C-terminal [IPRO00GGS] (2); Cysteine
peptidase, asparagine active site
[IPR025661] (2); Cathepsin propeptide
inhibitor domain (129) [IPRO13201] (1)
Plant EC metallothionein-like protein,
family 15 [IPRO00316] (2)
SWIBMDM?2 domain [IPR003121] (2);
SWIB domain IPROI9835] (2)

Leucine-rich repeat-containing N-
terminal, plant-type [IPRO13210] (2);
Leucine-rich repeat domain, L domain-
like [IPR032675] (2); Somatic
embryogenesis receptor-like kinase
[IPRO31048] (1)

Amino acid/polyamine transporter I
[IPR002293] (2)

Galactose-binding domain-like
[IPR008979] (2): NAD(P)-binding
domain [IPRO16040] (2);
NADH:ubiquinone oxidoreductase
intermediate-associated protein 30
[IPRO13857] (2); NmrA-like domain
[IPRO0S030] (1)

Multicopper oxidase, copper-binding
[IPR002355] (2); Multicopper oxidase,
type 3 [IPRO11707] (2); Multicopper
oxidases, conserved site [IPRO33138]
(2); Lacease [IPROIT761] (2);

Multicopper oxidase, type 2 [IPR011706]

(2); Multicopper oxidase, type |
[IPRO01117] (2); Cupredoxin
[IPR008972] (2); Laccase, third
cupredoxin domain [IPR034289] (
Laccase, first cupredoxin domain
[IPRO34288] (1); Laccase, second
cupredoxin domain [IPR034285] (1)

UDP-glucuronosy/UDP-
glucosyltransferase [IPR002213] (2)

SANT/Myb domain [IPR001005] (1);
Myb domain [IPRO17930] (1);
Homeobox doma [IPR009057] (1)
HotDog domain [IPR029069] (2);
Thioesterase domain [IPRO06683] (2)

Ulpl protease family, C-terminal
catalytic domain [IPR003653] (2)

Sugar phosphate transporter domain
[IPRO04SS3] (2)

UDP-glucuronosyl/UDP-
elucosyltransferase [IPR002213] (2);
Cytochrome P450, E-class, group |
[IPR002401] (1); Cytochrome P450
[IPROO1128] (1)

Ctr copper transporter [IPR007274] (2)

Peptidase S8 propeptide/proteinase
inhibitor 19 [IPRO10259] (1); Peptidase
sx ssa domain [IPRO0O209] (1);

[IPROISSOU] [

S1 domain [IPR003029] (2); RNA
polymerase Rpb7, N-terminal
[IPR005576] (2); Nucleic acid-binding,
OB-fold [IPRO12340] (2)

NAD(P)-binding domain [IPR016040]
(2): Short-chain dehydrogenasereductase
SDR [IPRO02198] (1)

NAD(P)-binding domain [IPR016040]
(2); NrA-like domain [IPR008030] (1)

scaffold_8_mRNA_476.1

scaffold_8_mRNA_469.1

scaffold_8_mRNA_463.1

scaffold_8_mRNA_451.1

scaffold_8_mRNA_436.1

scaffold_8_mRNA_421.1

scaffold_8_mRNA_408.1

scaffold_8_mRNA_391.1

scaffold_8_mRNA_388.1

scaffold_8_mRNA_378.1

scaflold_8_mRNA_376.1

scaffold_8_mRNA_37.1
scaflold_8_mRNA_365.1

scaffold_8_mRNA_36.1

scaffold_8_mRNA_356.2

scaflold_8_mRNA_351.1

scaffold_8_mRNA_3245.1

scaffold_8_mRNA_3227.1

scaffold_8_mRNA_320.1
scaffold_8_mRNA_3191.1

scaffold_8_ mRNA_3149.1

scaflold_8_mRNA_3145.1

scaflold_8_mRNA_3127.1

scaffold_8_mRNA_3121.1

scaffold_8_mRNA_3114.1

scaflold_8_mRNA_3104.1

scaffold_8_mRNA_3083.1

scaflold_8_mRNA_3074.1

scaffold_8_mRNA_3067.1

scaffold_8_mRNA_3055.1

scaffold_8_mRNA_3050.1

scaffold_8_mRNA_3036.1
scaffold_8_mRNA_3035.1

C_unshiu_00827_mRNA_16.1

C_unshiu_00152_mRNA_4.1

C_unshiu_00152_mRNA_23.1

C_unshiu_00152_mRNA_35.1

00152_mRNA_44.1

00152_mRNA_S56.1

C_unshiu_00363_mRNA_16.1

00363_mRNA_19.1

C_unshiu_00363_mRNA_30.1

C_unshiu_00363_mRNA_32.1

C_unshiu_00376_mRNA_I2.1

C_unshi

00024_mRNA 8.1

C_unshiu_00376_mRNA_I13.1

C_unshiu_00024_mRNA_15.1

00024_mRNA_I8.1

C_unshiu_00211_mRNA_24.1

C_unshiu_00271_mRNA_23.1

00024_mRNA_45.1
1 00021_mRNA_110.1

00021_mRNA_70.1

C_unshi

00021_mRNA_66.1

C_unshiu_00021_mRNA_49.1

C_unshiu_00021_mRNA_35.1

C_unshiu_00021_mRNA_24.1

C_unshiu_00117_mRNA_38.1

C_unshiu_00117_mRNA_48.1

C_unshiu_00117_mRNA_59.1

C_unshiu_00117_mRNA_62.1

C_unshi
C_unshi

00281_mRNA_43.1
1 02529_mRNA_5.1




T Num i C_celementine_ Numin C_unshia Note Go TnterPro Member embe T Members in Prifola
membrane [GO:0016020
cellular_component] (2); metal ion
transmembrane transporter act
GF0024135 1 1 Zine transporter | (1); Hypothetical [GO:0046873 molecular_function] (2): 7., o pormease [IPRO03689] (2)  scaffold_8_mRNA_3026.1 C_unshiu_00281_mRNA_34.1
protein (1) metal ion transport [GO:0030001
biological_process] (2); transmembrane
transport [GO:0055085
biological_process] (2)
metabolic process [GO:0008152 HAD hydrolase, subfamily 1A
GF0024134 1 1 0 Haloacid dehalogenase-like hydrolase (2) :‘{‘:::;T'Jmc"’] (2); bydrolase Hgﬁggg:f:} ((2 :;:ﬁ;k’:;’f‘ scaffold_8_mRNA_3020.1 C_unshiu_00281_mRNA_27.1
molecular_function] (2) nucleotidase [IPR010237] (2)
metabolic process [GO:0008152 IAD hydrolase, subfamily IA
GF0024133 1 1 0 Haloacid dehalogenase-like hydrolase (2) :Z::f\‘f?:.ﬁmcf,] (2); hydrolase H‘;ﬁggi;iﬁ ((g ?ﬁf‘:""l‘;";’f”““ scaffold_8_mRNA_3019.1 C_unshiu_00281_mRNA_26.2
molecular_function] (2) nucleotidase [IPRO10237] (2)
photosystem I [GO:0009522
GF0024132 1 1 o Photosystem I reaction center subunit N'* o jor_componen] (2): photosynthesis - Foiosystem | reaction eentre subunit N, g § pa_301.1 00024_mRNA_62.1
[GO:0015979 biological_process] (2) M ioroplastic [IPROOST96] 2)
oxidation-reduction process.
[GO:0035114 biological_process] (2);  Aldehyde oxidase/santhine
. . ity [GO:0016491 binding o
GFO024131 1 1 0 Hypothetical protein (2) moleouiar functon] O egulationof  (IPRO08374] (3 FIIVI AR homiy. SC40Id_8_MRNA_3007.1 C_unshiu_00281_mRNA_I3.1
transeription, DNA-templated [IPRO31052] (1)
[GO:0006355 biological process] (1)
nucleie acid binding [GO:0003676 Ribonuclease Helike domain
GF0024130 1 1 0 Hypothetical protein (2) molecular_function] (2); zinc fon binding [IPRO12337] (1); Zine finger, CCHC-  scaffold_§ mRNA_2997.1 C_unshiu_00281_mRNA 3.1
[GO:0008270 molecular_function] (1) type [IPRODIS7S] (1)
Serine carboxypeptidases, histidine active
sl’(‘,‘l‘z::z:ﬁg?::]‘)g”L"“Hype site [IPR033124] (2); Peptidase $10,
GFO024129 1 1 0 Serine carboxypeptidase 1 (2) corbostpep e activy [GO-00041g5 ST carboxypeptidse [IPRO0ISG3]  scaffold_§ mRNA 2981
oo uneton () (2): Alpha/Beta hydrolase fold
= [IPR0290S8] (2)
GFO024128 1 1 0 Hypothetical protein (2) scaffold_8_mRNA_2977.1 C_unshiu_00571_mRNA_0.1
proteolysis [GO:0006508
GF0024127 1 1 0 Hypothetical protein (2) :ﬁﬁiﬁ?i:ﬁfﬁ? (1): cysv;n: type 3‘: : ;::::;2::‘;‘1‘% &3‘:’5’;‘;"(”” scaffold_8_mRNA_2971.1 C_unshiu_00571_mRNA 22.1
molecular_function] (1)
nucleus [GO:0005634 Histone H2A/H2B/H3 [IPR007125] (2);
cellular_component] (2); DNA l’:"id(‘;“g Histone H2A, C-terminal domain
GFO024125 1 1 0 Histone H2A (2) protein heterodimerization activity LIPRO32454] (2); Histone scaffold_8_mRNA_2950.1 C_unshiu_00525_mRNA_I5.1
conserved site [IPRO32458] (2); Histone-
[GO:0046982 molecular_function] (2); >
Bucleosome [C0/0000756 fold [IPRO090T2] (2); Histone H2A.
[IPRO02119] (2)
cellular_component] (2)
nucleic acid binding [GO:0003676
A recognition motif domain
GF0024124 1 1 0 RNA recognition moif (2) molecular “‘"“'""] (2); nucleotide [IPROQBSM] (2): Nucleotide-binding ~ scaffold_8_mRNA_2949.1 iu_00525_mRNA_14.1
binding [GO:00 alpha-beta plait domain [IPROI12677] (1)
mulucularjumuon] m o P!
nucleosome [GO:0000786
cellular_component] (2); DNA binding  Histone-fold [IPR009072] (2); Histone
GFO024122 1 1 0 Histone H2B (2) [GO:0003677 molecular_function] (2);  H2B [IPR000SS8] (2); Histone scaffold_8_ mRNA_2944.1 C_unshiu_00525_mRNA_I1.1
protein heterodimerization activity H2A/H2B/H3 (IPR00TI25] (2)
[GO:0046982 molccular_function] (2)
Disease resistance response/dirigent-like Plant disease resistance response protein
GF0024120 1 1 protein @) IPRO02651 @) scaffold_8_mRNA_2924.1
GFO024119 1 1 0 Hypothetical protein (2) scaffold_8_ mRNA_291.1
GF0024118 1 1 0 Hypothetical protein (2) scaffold_8_mRNA_2907.1
GFO024117 1 1 0 Hypothetical protein (2) scaffold_8_mRNA_2899.1
GFO024116 1 1 0 Hypothetical protein (2) scaffold_8_mRNA_2896.1
GFO024110 1 1 0 Hypothetical protein (2) scaffold_§_mRNA_286.1
ATP synthesis coupled proton transport
[GO:0015986 biological_process] (2);
mitochondrial proton-transporting ATP ~ ATPase, FO comples, subunit D,
o ATP syathase subuit d, mitochondrial  synthase complex, coupling factor F(o)  mitochondrial [IPROS689] (1); ATP
GFO024108 ! ! 9 (1); Hypothetical protein (1) [GO:0000276 cellular_component] (2); ~ synthase, FO complex, subunit D, scaffold_§_mRNA_2843.1
hydrogen ion transmembrane transporter ~mitochondrial [IPROOS689] (1)
activity [GO:0015078
molecular_function] (2)
GF0024107 1 1 o Hypothetical protein (1); Translation scaffold_8_mRNA_2837.1 C_unshiu_00639_mRNA_21.1
clongation factor EF-1 alpha (1) LE8_mRNA = mRNA
Tetratricopeptide repeat-like superfamily
GF0024106 1 1 tative (1); Pentatricopeptide Pentatricopeptide repeat [IPR002885] (2) scaffold_§ mRNA_2825.1 C_unshiu_00639_mRNA_I1.1
ing protein, mitochondrial
GFO024103 1 1 0 Hypothetical protein (2) scaffold_8_ mRNA_2812.1
Protein kinase domain [IPR000719] (2);
Protein kinase-like domain [IPRO11009]
protein kinase activity [GO:0004672  (2): Protein kinase, ATP binding site
Proinerich rceptor ke proein ingse MO1SCUAT_function] () proein [IPRO17441] (2); Concanavalin A-like
GFO024100 1 1 0 phosphorylation [GO:0006468 lectin/glucanase domain [IPRO13320]  scaffold_8_mRNA_2788.1 C_unshiu_00481_mRNA_12.1
PERKIS (2)
biological_process] (2); ATP binding  (1); Serine-threoninetyrosine-profein
[GO:0005524 molecular_function] (2)  kinase, catalytic domain [IPR001245]
1); Serine-threonine/tyrosine-protein
kinase catalytic domain [IPR001245] (1)
GF0024098 1 1 0 Hypothetical protein (2) scaffold_8_ mRNA_2778.1 C_unshiu_01053_mRNA_9.1
GF0024097 1 1 0 Hypothetical protein (2) scaffold_8_mRNA_2766.1 '
GF0024094 1 1 0 Hypothetical protein (2) scaffold_8_mRNA_2746.1
GF0024090 1 1 0 Hypothetical protein (2) scaffold_8_mRNA_2694.1
membrane [GO:0016020
cellular_component] (2); metal ion
binding [GO:0046872
ol ncion] (1) ‘alxxdo{edf\‘cltnse Prolibitn (IPRO0D163] (2:
GF0024089 1 1 0 Hypothetical protein (2) activity, acting on single donors wi Lipoxygenase, C-terminal [IPRO13819]  scaffold_8_mRNA_2664.1
orporation of molecular oxygen, 1"
incorporation of two atoms of oxygen
[GO:0016702 molecular_function] (1)
oxidation-reduction process.
[GO:0055114 biological_process] (1)
nucleic acid binding [GO:0003676 RNA recognition morif domain
molecular_function] (2); nucleotide  [IPRO00S04] (2); Polyadenylate-binding
GFO024088 1 1 0 Hypothetical protein (2) binding [GO:0000166 protein/Hyperplastic disc protein scaffold_8_ mRNA_2647.1 C_unshiu_00883_mRNA_S.1
molecular_function] (1): RNA binding  [IPR002004] (1); Nucleofide-binding
[GO:0003723 molecular_function] (1) alpha-beta plait domain [IPRO12677] (1)
Hypothetical protein (1); Cysteine-rich 5:2;3";5’.' "Sfffc'fff Tf)" [?n?e?: &s:ﬁ Protein kinase-like domain [IPRO11009]
GF0024086 1 1 o P L » opos peocess] (); pe ¢ (2); Serine-threonine/tyrosine-protein  scaffold_8_mRNA_2628.1 C_unshiu_01848_mRNA 4.1
receptor-like protein kinase 10 (1) activity [GO:0004672 Z |8 mRNA X _mRNA
00 kinase, catalytic domain [IPR001245] (1)
molecular_function] (1)
GF0024085 1 1 0 Hypothetical protein (2) %‘:;;ﬁ:}:::::;ﬁ {(;)o.wu.wo g;:":g‘l’;g’;;]' &'i"k‘ domain scaffold_8_mRNA_2624.1 1 01999_mRNA 5.1
. . § SKPU/BTB/POZ domain [IPRO11333]
GF0024084 1 1 Phototropic-responsive NPHS3 family - protein binding [GO:0005515 (2); NPH3 domain [IPR027356) (2);,  scaffold_8_mRNA_2622.1 00897_mRNA_8.1
protein (2) molecular_function] (2) B a/POZ dommin PRON210) 2}
GF0024080 1 1 0 Hypothetical protein (2) scaffold_§ mRNA_2595.1 00320 mRNA_7.1
GF0024077 1 1 0 Hypothetical protein (2) scaffold_8_mRNA_2587.1 00320_mRNA_16.1
Gro024076 . | o Jetky putative (1): Hypothetieal protein  nucleic acid binding [GO:0003676 DDE superfuily endonuclease domain T o5 © unshin 00320 mRNA 17.1
molecular_function] (1) [IPRO04STS] (1) 5 miRA
GF0024075 1 1 0 Hypothetical protein (2) X8 domain [IPR012946] (2) scaffold_8_mRNA_2575.1 00320 mRNA 25.1
GF0024074 1 1 0 Hypothetical protein (2) 3;;;;’;:;;‘]”;‘;‘)“‘”” function DUFI98S (. vola 8 mRNA_2559.1 00059 mRNA _47.1
GFO024073 1 1 0 Hypothetical protein (2) scaffold_8_ mRNA_2557.1 00059_mRNA_43.1
Polynucleotidy! transferase, Ribonuclease . Reverse transeriptase zinc-binding
GF0024072 1 1 H fold (1); Putative ribonuclease H "“Cllf'CIQC“:_l"f"f'"g [‘;0 0003676 domain [IPR026960] (2); Ribonuclease ~ scaffold_ 8 mRNA 2556.1 C_unshiu_00059_mRNA _42.1
protein (1) molecular_function] (2) H-like domain [IPR012337] (2)
fatty-acyl-CoA reductase (alcohol- e N
GF0024071 1 1 0 Fatty acyl-CoA reductase 3 (2) forming) activity [GO:0080019 (F;"‘V acyk-CoA reductase [IPRO260SS] (.14 8 mRNA_2548.1 C_unshiu_01814_mRNA_4.1
molecular_function] (2)
Domain of unknown function DUF4283
[IPRO25558] (2): Reverse transcriptase
domain [IPR000477] (2);
RNA-DNA hybrid ribonuclease activity ~ Endonuclease/exonuclease/phosphatase
Non-ir retrotransposon reverse [GO:0004523 molecular_function] (1); ~ [IPR00S135] (2); Ribonuclease H domain
transcriptase-like protein (1); Putative  zinc ion binding [GO:000827 [IPRO02156] (1) Reverse transcriptase
GF0024008 ! ! 0 retroelement reverse molecular. f\mcnou] (1): nucleic acid  zinc-binding domain [IPR026960] (1), >cT1d-8_MRNA 2537.1 00302 mRNA_32.1
transcriptase (1) bmdx 003 Ribonuclease Helike domain
moleuular)unclmn] 0} [IPROI2337] (1); Zine finger, CCHC-
type (IPRODISTS] (1); Protein of
unknown function DUF247, plant
[IPRO041SS] (1)
GF0024067 1 1 0 Hypothetical protein (2) scaffold_§ mRNA_2534.1 L 00011_mRNA 311
Fatty acyl-CoA reductase [IPR026055]
fatty-acyl-CoA reductase (alcohol- (2): Fatty acyl-CoA reductase, C-terminal
GFO024066 1 1 0 Hypothetical protein (2) forming) activity [GO:0080019 [IPRO33640] (1); NAD(P)-binding scaffold_8_ mRNA_2531.1 00011_mRNA_29.1
molecular_function] (2) domain [IPRO16040] (1); Male sterility,
NAD-binding [IPRO13120] (1)
Penatricopeptide repeat-containing y Tetratricopeptide- ke helical domain
GF0024065 1 1 0 family protein (1); Chlororespiratory ﬁ:z::;’\:ll;‘r"‘:“.';i‘[lfrg:’;oss 15 [IPRO11990] (2); Pentatricopeptide scaffold_8_mRNA_2529.1 C_unshiu_00011_mRNA_27.1
reduction 21 (1) - repeat [IPRO028SS] (2)
PA domain [IPR003137) (2); Peptidase
Subilisin-like serine protease (1); g::;:;:ﬁ:sp[g?c?gogs;’imﬂm S8/S53 domain [IPR000209] (2);
GF0024064 1 1 0 Subiilisin-like serin endopeptidase Lprocess] (2); Peptidase S8, subiilsin, Ser-active site  scaffold_8_mRNA_2528.1

family protein (1)

endopeptidase activity [GO:0004252
molecular_function] (2)

[IPRO23828] (1); Peptidase S8,
subilisin-related [IPRO15500] (1)




T Num i C_celementine_ Numin C_unshia Note Go TnterPro Member embe T Members in Prifola
g:g;:;:ﬁ:sp[f’?c?g‘)&s;’fm"ﬂm Peptidase $8/S53 domain [IPR000209]
GF0024063 1 1 0 Hypothetical protein (2) . process] (2): (2): Peptidase S8, subtilisin-related  scaffold_8_mRNA_2526.1 C_unshiu_00011_mRNA 24.1
endopeptidase activty [GO:0004252 {1 RO
molecular_finction] (2) )
GF0024062 1 1 o Hypothetical protein (1); Retculine scaffold_8_mRNA_2518.1
© oxidase-like protein (1)
Alphabeta hydrolase fold-1 [IPR000073]
GF0024061 1 1 0 Alphabeta fold hydrolase (2) (2): Alpha/Beta hydrolase fold scaffold_8_ mRNA_2508.1 C_unshiu_00011_mRNA_10.1
[lpkozsosx] @
rotein trichome bircfringence-like 13
. “Trichome birefringence-like 14 (1); [IPROZ‘?‘?{\X] (2): PC-Esterase N
GF0024057 ! ! © Hypothetical pm:m(l) [IPRO26057] (2); Trichome scaffold_§_mRNA_248.1 1
birefringence-like family [IPR029962] (2)
GF0024054 1 1 0 Hypothetical protein (2) ::‘:Il;';lii“’ﬁ:’"‘:: ::lg [G)O 0003676 ;;,b‘:g‘l’;?;:]' (l;"k‘ domain scaffold_8_mRNA_2463.1
GF0024052 1 1 0 Hypothetical protein (2) scaffold_8_mRNA_2454.1
GF0024051 1 1 0 Hypotheical protein (2) scaffold_8_mRNA_2453.1  unshiu 00814 mRNA 7.1
y RNA recognition motif domain
Hypothetical protein (1); RNA-binding :::‘:Il:c'zli?“’ﬁ:’"'::‘::f] ES)O;.?&?E‘:E [IPR000504] (2); Nucleotide-binding
GF0024046 1 1 0 (RRAURBDRNP moti) amilyproein 1 (1 oS alpha-beta plait domain [IPRO12677] (1); scaffold_8_mRNA _2424.1 C_unshiu_00730_mRNA_6.1
m mokeosiar uncton] 1) RNA recognition morif domain,
- eukaryote [IPR003954] (1)
GF0024045 1 1 0 Hypothetical protein (2) scaffold_8_ mRNA_242.1 00116_mRNA_2.1
GF0024044 1 1 0 Hypothetical protein (2) scaffold_§_mRNA _2419.1 01561_mRNA 2.1
protein binding [GO:0005515
molecular_function] (1); profein HAT, C-terminal dimerisation domain
GF0024042 1 1 0 Probable F-box protein At1g60180 (2) mﬁ;‘:ﬂ‘r‘fﬁu:ﬁ“:rﬁ ([ﬁ‘z‘sng?iz " E:x:ﬁ?g%‘&r;;";fﬁ:ﬁ 2;::;“ scaffold_8_mRNA_2402.1 iu_00426_mRNA_5.1
binding [GO:0003676 [IPROOIS10] (1)
molecular_function] (1)
GF0024040 1 1 0°Tnp (2) :»;'ULE transposase domain [IPROIS289 (o, ro14 g RN 2381.1 C_unshiu_01840_mRNA_5.1
GF0024038 1 1 0 Hypothetical protein (2) xf:;;:i:‘::gg%‘;mm ﬁ;)“‘;’(‘]';“';;;:;‘('z‘:"d malate TAnSPONEr .14 8 mRNA_2359.1 C_unshiu_00949_mRNA_13.1
Leucine-rich repeat [IPRO0I611] (2);
Leucine-rich repeat domain, L domain-
 Leucine-ich repeat receptor-like protein _protein binding [GO:0003515 like [IPRO32675] (2); Leucine-rich
Gro024036 ! ! © yinase family protein () molecular_function] (2) repeat, typical subtype [IPR003591] (2); SCT01d-8-mRNA 2348.1 C_unshiu_01153_mRNA_11.1
Leucine-rich repeat-containing N-
terminal, plani-type [IPRO13210] (1)
regulation of ranseription, DNA-
templated [GO:0006355
biological_process] (1); root development
GF0024035 1 1 0 Hypothetical protein (2) G0:0048364 biological_process] (1); - Transcription factor LHW [IPRO33260] 14 ¢ mRNA_2342.1 C_unshiu_00605_mRNA_15.1
transeription factor activity, sequence- (1)
specific DNA binding [GO:0003700
molecular_function] (1); nucleus
[GO:0005634 cellular_component] (1)
GF0024033 1 1 0 Hypothetical protein (2) scaffold_8_ mRNA_2323.1 _mRNA_
GF0024032 1 1 0 Hypothetical protein (2) scaffold_§_mRNA_2319.1 00251_mRNA 24.1
GF0024031 1 1 0 Hypothetical protein (2) 3;;;;"5:;;‘]”;‘;)“‘”” function DUFI9SS (.ftula_s_mRNA 2307.1 1 00251_mRNA 9.1
GF0024030 1 1 0 Hypothetical protein (2) scaffold_8_ mRNA_23.1
Small heat shock protein HSP20
GF0024028 1 1 017.5 kDa class I heat shock protein (2) H;ig;;(;gg g; ;‘\;:i“c:'vi“:':“"‘;‘;"”u scaffold_8_mRNA_2296.1
domain [IPRO02068] (2)
GF0024026 1 1 0 Hypothetical protein (2) scaffold_8_ mRNA_2279.1
GF0024025 1 1 0 Hypothetical protein (2) scaffold_8 mRNA_2274.1
GF0024024 1 1 0 Hypothetical protein (2) scaffold_8_mRNA_2273.1
GF0024023 1 1 Cytokinin riboside S"monophosphate scaffold 8_mRNA _2272.1 C_unshiu_00114_mRNA 2.1
phosphoribohydrolase (2) A - ST
protin dimerization activity Ribonuclease Helike domain
GF0024022 1 1 0 Hypothetical protein (2) Eﬁg;f:jzf;m::rx&x‘:“g’;g @ (1PRO12337] (2): HAT. C-terminal scaffold_8_mRNA_2263.1 C_unshiu_01882_mRNA_4.1
0003 dimerisation domain [IPR00S906] (2)
molecular_function] (2)
GFO0024021 1 1 0 Hypothetical protein (2) scaffold_8_ mRNA_2258.1
Barwin, conserved site [IPR018226] (2);
defense response to bacterium Barwin domain [IPR001153] (2); RIpA-
 Chitinase / Hevein / PR-4/ Wheatwin?  [GO:0042742 biological_process] (2); _like protein, double-psi beta-barrel .
Gro024020 ! ! ) defense response mgﬁmgﬁz 1GO-0050852 domin [lPRL\UQUL\‘)I]’(l), RlpA ke S0l 8 mRNA 22561 01653 mRNA_4.1
biological_process] (2) jouble-psi beta-barrel doma
[IPRO09009] (1)
Barwin, conserved site [IPR018226] (2);
defense response to fungus [GO:0050832 Barwin domain [IPR001153] (2); RIpA-
 Chitinase / Hevein / PR-4/ Wheatwin2  biological_process] (2):defense response ke protein, double-psi beta-barrel . .
GF0024019 1 1 LhY - bhfﬁm;‘"‘ jarivicing P dm:m [lPRUU’#UL\‘)I]’(l), Ripatke scaffold_8_mRNA_2255.1 C_unshiu 02252 mRNA 2.1
biological_process] (2) double-psi beta-barrel domain
[IPRO09009] (1)
Ribonuclease H-like domain
nucleie acid binding [GO:0003676 [IPRO12337] (2); hAT-like transposase,
BED zinc finger.hAT family dimerization molecular_function] (2): DNA binding  RNase-H fold [IPR025525] (2); Zine
GFO024018 1 1 0 domain (1); BED zinc fingerhAT family [GO:0003677 molecular_function] (2); ~finger, BED-type [IPR003656] (2): Zine  scaffold_8_mRNA_2244.1
dimerization domain isoform 1 (1) protein dimerization activity finger C2H2-type [IPROI3087] (1)
[GO:0046983 molecular_function] (1) HAT, C-terminal dimerisation domain
[IPRO0S906] (1)
GF0024017 1 1 0 Hypothetical protein (2) scaffold_8_mRNA_2241.1 C_unshiu_01594_mRNA_6. 1
GFO024016 1 1 0 Hypothetical protein (2) scaffold_8_ mRNA_2234.1
GFO024015 1 1 0 Hypothetical protein (2) scaffold_§_mRNA_2230.1
GFO0024014 1 1 0 Hypothetical protein (2) scaffold_8 mRNA_2228.1 mRNA_
GF0024012 1 1 0 Hypothetical protein (2) scaffold_8_mRNA_2217.1 C_unshiu_00427_mRNA_19.1
zinc fon binding [GO:0008270
molecular_function] (2); regulation of  Zine finger, SWIM-type [IPR007527)
transeription, DNA-templated (2): Zinc finger, CCHC-type
GF0024011 1 1 0 Hypothetical protein (2) G o»no% 355 bmlogmaipmcess] 20 koo m']l N /?j‘\kl ity 502018 MRNA 22111 C_unshiu_00427_mRNA_25.1
nucleic acid binding [GO:0003676 [IPRO31052] (2)
molecular_finction] (2)
cysteine-type peptidase activity
GF0024010 1 1 0 Hypothetical protein (2) pi?eoaffﬁz g‘;';g:';‘;x function] (2): t’;‘; :y‘t’l‘c"::;zl':‘i'l"',ymﬁ);:'s';‘;"(”z') scaffold_8_mRNA_2210.1 C_unshiu_00427_mRNA_26.1
biological_process] (2)
HSP20-like chaperone [IPRO0SITS] (2);
GF0024009 1 1 0 Hypothetical protein (2) ﬁx’g;g:%‘gf‘;ﬂ\dl:::f;','mk scaffold_§_ mRNA_2208.1
protein HSP20 [IPRO31107] (1)
GF0024008 1 1 0 Hypothetical protein (2) scaffold_8_mRNA_2206.1
GF0024007 1 1 0 Hypothetical protein (2) scaffold_8_mRNA_2201.1
GF0024006 1 1 0 Hypothetical protein (2) scaffold_8_mRNA_2200.1
GF0024005 1 1 0 Hypothetical protein (2) scaffold_§_mRNA_2187.1
cysteine-type peptidase activity Ulp protease family, C-terminal
GF0024004 1 1 0 Hypothetical protein (2) ﬁ?ﬁg&fﬁém‘;&?g{""c"""] @ ;:;i: :;‘:;::;g’::"rﬂ::;ﬂg;‘ plan SC4TOIL_8 MRNA_2186.1 C_unshiu_01073_mRNA_6.1
biological_process] (2) [IPRO04252] (1)
DNA binding [GO:0003677
molecular_function] (2); nucleus
[GO:0003634 cellular_comporent] (2
egral component oﬂhylnkmd
ZT:.‘;::“;ES,&T;] (1) ron fon binding 1c!+CPG DNA binding [IPR001739)
GF0024003 1 1 0 Hypothetical protein (2) (2): DNA-binding domain [IPR016177]  scaffold_8_mRNA 2180.1 C_unshiu_02719_mRNA 2.1
[GO:0005506 molecular_function] (1; (5 . (ol RO
photosynthesis [GO:0015979 g ?
biological_process] (1); electron carrier
activity [GO:0009055
molecular_function] (1); heme binding
[GO:0020037 molecular_function) (1)
GF0024002 1 1 0 Hypothetical protein (2) scaffold_8_ mRNA_2163.1 _un 5
GF0024001 1 1 0 Hypothetical protein (2) scaffold_§_mRNA 2162.1 (‘ unshi 00507 mRNA_12.1
. Myb domain [IPROI7930] (1);
GF0024000 1 1 :’;f;’:::;“;;z':’l':‘" (1); Transcription Eﬂ‘; Si:f’“m“"[ﬁoo"??:);m Homeobox domain-like [IPR009057] (1); scaffold_8_mRNA._2160.1 C_unshiu_00507_mRNA_10.1
= SANT/Myb domain [IPR001005] (1)
:;:';:‘::I’:' ;:"g:zl][["g "':f;;::‘s Major facilitator superfamily domain
GF0023999 1 1 Peptide transporter PTRS ( [GO:0016020 cellular._component] (2); LT R020846] (2); Proton-dependent scaffold 8 mRNA _2158.1 C_unshiu 00507 mRNA 7.1
transporter 1.2 (1) oligopeptide transporter family
transport [GO:0006810 (rRO0109] @
biological_process] (2)
GFO0023998 1 1 0 Hypothetical protein (2) scaffold_§_ mRNA_2153.1
GF0023997 1 1 0 Hypothetical protein (2) [l;;\(;lz"szg;]“:(;\)ﬂwn function DUFS283 " offold_8_mRNA_2140.1
GF0023996 1 1 0 Hypothetical protein (2) scaffold_8_ mRNA_2138.1
GF0023994 1 1 0 Hypothetical protein (2) scaffold_8_mRNA_2112.1
GF0023993 1 1 0 Hypothetical protein (2) scaffold_8_mRNA_2105.1
i G Chaperonin Cpn60/TCP-1 family
protein folding [GO:0006457 [mzp(wzm] (U, GroEL ke equatorial
iological proces] (1);unfolded proten o “E 6 T S
GF0023992 1 1 0 Hypothetical protein (2) binding [GO:0051082 " 1o scaffold_8_mRNA_2104.1 C_unshiu_00250_mRNA_26.1
(P 1, uonscwcd site [IPRO02194] (1);
molecular_function] (1); ATP e s comples polypeptde 1
[GO:0005524 molecular_function] i (TCI’ I PROT98] ¢y
GF0023991 1 1 0 Hypothetical protein (2) scaffold_8 mRNA_210.1 uns
GF0023990 1 1 0 Hypothetical protein (2) scaffold_8_mRNA_2090.1 c unshiu_00441_mRNA_25.1
nucleic acid binding [GO:0003676 ﬁ;‘;;;:;;c] :”;)(anﬁxf(unknwn
GF0023989 1 1 0 Hypothetical protein (2) molecular_function] (1); zinc ion binding > g scaffold_8_ mRNA_2088.1 C_unshiu_00694_mRNA_I1.1

[G0:0008270 molecular_function] (1)

function DUF4283 [IPRO25558] (2);
Zine finger, CCHC-type [IPROOIS7S] (1)
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GF0023987 1 1 0 Hypothetical protein (2) é:ms:s;ﬁ::i;‘:[mggmﬁ‘ 1090 (caffold_8_mRNA_2068.1 C_unshiu 01948 mRNA 5.1
GFO023986 1 1 0 Hypothetical protein (2) scaffold_8_mRNA_2064.1 C_unshiu_02550_mRNA_2.1
Retroviral aspartyl protease [IPR013242]
GF0023985 1 1 0 Hypothetical protein (2) (2): Aspartic peptidase domain scaffold_8_mRNA._2060.1 C_unshiu_02075_mRNA 2.1
[IPRO21109] (1)
GF0023984 1 1 0 Hypothetical protein (2) scaffold_8_ mRNA_2057.1 C_unshiu_01704_mRNA_2.1
GF0023983 1 1 0 Hypothetical protein (2) ;;’%‘52’;56"2‘35("2“7 gag domain scaffold_8_mRNA_2056.1 C_unshiu_01704_mRNA_3.1
GF0023982 1 1 0 S;C"I'f‘“"‘[’l‘z;‘;“ protein, putative, ﬁ;“{“";(;“;;z‘z‘]‘("z") gag domain scaffold_8_mRNA_2049.1 € _unshiu_00266_mRNA 7.1
GFO023981 1 1 0 Hypothetical protein (2) scaffold_8_ mRNA_2044.1 _mRNA_
GF0023980 1 1 0 Hypothetical protein (2) scaffold_§_mRNA _2043.1 00266_mRNA 3.1
GF0023979 1 1 0 Hypothetical protein (2) ﬁ;}i"&&?ﬁ;’;‘]‘&", s doman scaffold_§_mRNA_2040.1 01652 mRNA 3.1
GFO023978 1 1 0 Hypothetical protein (2) scaffold_8_ mRNA_2035.1
GF0023977 1 1 0 Hypothetical protein (2) caffold_8_mRNA_2034.1
GF0023976 1 1 0 Hypothetical protein (2) Viral movement protein [IPR028919] (2) scaffold_8_mRNA_2033.1
GF0023975 1 1 0 Hypothetical protein (2) scaffold_8_ mRNA_2032.1
GFO023974 1 1 0 Hypothetical protein (2) scaffold_8_mRNA_2031.1
GF0023973 1 1 0 Hypothetical protein (2) scaffold_8_mRNA_2025.1
nucleic acid binding (GO:0003676 Zine finger, CCHC-type [IPRO0ISTS]
GF0023972 1 1 0 Hypothetical protein (2) molecular_function] (1); zinc ion binding (1): Reverse transcriptase domain scaffold_8_ mRNA_2016.1
[GO:0008270 molecular_function] (1) [IPR000477] (1)
GF0023971 1 1 0 Hypothetical protein (2) scaffold_8_ mRNA_2015.1
GF0023970 1 1 0 Hypothetical protein (2) scaffold_8_mRNA_2013.1
GF0023969 1 1 0 Hypothetical protein (2) scaffold_8_mRNA_2012.1
GF0023968 1 1 0 Hypothetical protein (2) E:;Z:Z jz::‘"_ﬂf:ﬁiﬁf“g I‘;;'] (o) Scaold_8 mRNA_1095.1
Domain of unknown function DUF4283
GF0023967 1 1 0 Hypothetical protein (2) nucleic acid binding [GO:0003676 [IPRO25558] (2); Ribonuclease H-like  scaffold 8 mRNA_1980.1
molecular_function] (1) domain (IPROI2337] (1)
GF0023966 1 1 0 Hypothetical protein (2) scaffold_8_ mRNA_1976.1
GF0023965 1 1 0 Hypothetical protein (2) scaffold_8_mRNA_1968.1
NADH:quinone oxidoreductase/Mp
GF0023964 1 1 0 Hypothetical protein (2) antiporter, membrane subunit scaffold_8_mRNA_1967.1
[IPRO0ITS0] (2)
GF0023963 1 1 0 Hypothetical protein (2) scaffold_8_mRNA_1966.1
GFO023962 1 1 0 Hypothetical protein (2) scaffold_8_mRNA_1958.1
GF0023961 1 1 0 Hypothetical protein (2) scaffold_8_mRNA_1957.1
GF0023959 1 1 0 Hypothetical protein (2) scaffold_8_mRNA_1949.1
GF0023958 1 1 0 Hypothetical protein (2) scaffold_8_mRNA_1940.1
GF0023957 1 1 0 Hypothetical protein (2) scaffold_8_mRNA_1932.1
nucleic acid binding [GO:0003676 Integrase, catalytic core [IPRO01S84] (2);
GF0023956 1 1 0 Hypothetical protein (2) molecular_function] (2): DNA integration Ribonuclease Hlike domain scaffold_8_mRNA_1930.1
[GO:0015074 biological process] (2)  [IPROI2337] (2)
GF0023955 1 1 0 Egg cell-secreted protein 1.4 (2) Prolamin-like domain [IPR008S02] (2) ~ scaffold_8_mRNA_1914.1
Transposase-associated domain
GF0023954 1 1 0 Hypothetical protein (2) [IPR029480] (1); Transposon, En/Spm-  scaffold_8_mRNA_1913.1
Tike [IPR004242] (1)
regulation of ranseription, DNA- FHYSFARI family [IPR031052] (2)
GF0023952 1 1 o Far-red impaired response protein-like wip\awd [GO: oooszpss FAR1 DNA binding domain scaffold_8_mRNA_1905.1 00625_mRNA_23.1
) bioogioal provess) ) [IPRO04330] (2); MULE transposase -5 miRA MRNA.
domain [IPROIS289] (2)
regulation of transcription, DNA-
GF0023951 1 1 0 Hypothetical protein (2) templated [GO:0006355 FHY3/FARI family [IPRO31052] (2)  scaffold_8_mRNA_1904.1 C_unshiu_00625_mRNA_22.1
biological_process] (2)
Peptide Chain Release Factor
cytoplasm [GO:0005737 RF1/aRF1, N-terminal [IPR024049] (2);
cellular_component] (2); translation 508 ribosomal protein L30c-like
. Eukaryotic peptide chain release factor  release factor activity, codon specific  [IPR029064] (2); eRF1 domain 3
GF0023950 ! ! subm:xyx 1731()2): [GO:0016149 molec)\/jlar func:on] @ %IPROUSMZ} (2): ¢RF1 domain 1/Pelota- S¢4T01d_S_MRNA_1899.1 00966 mRNA_5.1
translational termination [GO:0006415  like [IPR005140] (2); eRF1 domain 2
biological_process] (2) [IPRO0S141] (2); Peptide chain release
factor eRF1/aRF1 [IPRO04403] (2)
GF0023949 1 1 0 Hypothetical protein (2) scaffold_8_mRNA_1890.1
GF0023948 1 1 0 Hypothetical protein (2) scaffold_8_mRNA_I885.1
GF0023947 1 1 0 Hypotheical protein (2) scaffold_8_mRNA_I882.1
GF0023945 1 1 0 Hypothetical protein (2) scaffold_8_mRNA_I877.1
GF0023944 1 1 0 Hypothetical protein (2) g;g;'z"sgg’]“:‘;‘)"w“ function DUF216 (o1 8 mRNA_1876.1
GF0023943 1 1 0 Hypothetical protein (2) scaffold_8_ mRNA_I873.1
GFO0023941 1 1 0 Hypothetical protein (2) scaffold_§_mRNA_I87.1
GF0023940 1 1 0 Hypothetical protein (2) scaffold_8_mRNA_1857.1
GF0023939 1 1 0 Hypothetical protein (2) scaffold_8_mRNA_1856.1
GF0023938 1 1 0 :f‘h"g‘"“" related thaumatin family Thaumatin [IPRO01938] (2) Scaffold_8_mRNA_185.1
GF0023937 1 1 0 Hypothetical protein (2) scaffold_8_mRNA_1849.1
GF0023936 1 1 0 Hypothetical protein (2) scaffold_8_mRNA_1847.1
GF0023935 1 1 0 Hypothetical protein (2) scaffold_8_mRNA_1844.1
GF0023933 1 1 0 Hypothetical protein (2) scaffold_§_mRNA_1830.1
GF0023932 1 1 0 Hypothetical protein (2) scaffold_8_mRNA_1819.1
GF0023931 1 1 0 Hypothetical protein (2) scaffold_8_mRNA_1816.1
GF0023930 1 1 0 Hypothetical protein (2) scaffold_8_ mRNA_I814.1 ¥
GF0023929 1 1 0 Hypothetical protein (2) zine fon binding [GO:0008270 Zine finger, SWIM-type [IPR007527] (2) scaffold_8_mRNA_1813.1 C_unshiu_00708_mRNA_I3.1
Y molecular_function] (2) g -5 mRNA —Unshiu 00708 mRNA_
GF0023928 1 1 0 Hypothetical protein (2) scaffold_8 mRNA_I8L.1 C_unshiu_00344_mRNA_23.1
GF0023927 1 1 0 Hypothetical protein (2) scaffold_8_mRNA_1809.1 C_unshi
GF0023926 1 1 0 Hypothetical protein (2) scaffold_8_mRNA_1804.1 C unshiu 01290 mRNA 2.1
GF0023925 1 1 0 Putative ribonuclease H protein (2) ';:x;;;ti:"::"":ﬁ {(I,v)o.wu.wo g;,b‘:g‘l’;l;ﬁ]' f;"k‘ domain scaffold_8_mRNA_1802.1
GF0023924 1 1 0 Hypothetical protein (2) scaffold_8_ mRNA_1781.1
transferase activity, transforring acyl  Transferase [IPRO03480] (2);
GF0023923 1 1 0 BAHD acyltransferase (2) ‘groups other than amino-aeyl groups  Chloramphenicol acetyltransferase-like  scaffold_8_mRNA_1780.1
[GO:0016747 molecular_function] (2)  domain [IPR023213] (1)
GF0023922 1 1 5::;;‘1':":‘:‘0‘;“;‘(;:"; :}'E""‘;"“"’""“”h“c LOG family [IPRO31100] (2) scaffold_8_mRNA_1779.1
muabohn, process [GO:0008152
GF0023921 1 1 0 UDP-glycosyltransferase 73C5 (2) roc ]mj ‘m'"’re“" ;i’;g:::.‘.:xﬂ‘[}ll;;nozzl;] ) scalfold 8 mRNA_1775.1 C_unshiu_01736_mRNA_11
(GO s molecular_function] (2)
Domain of unknown function DUF4283
GF0023920 1 1 0 Hypothetical protein (2) [IPRO25558] (2): Zine kmuckle scaffold_8_ mRNA_1725.1 C_unshiu_00147_mRNA_33.1
CX2CX4HX4C [IPRO25836] (1)
GF0023919 1 1 0 Hypothetical protein (2) scaffold_§ mRNA_1723.1 02582 mRNA 2.1
GF0023917 1 1 0 Hypothetical protein (2) scaffold_8_mRNA_1676.1 unshiu_00581_mRNA_4.1
GF0023916 1 1 0 Hypothetical protein (2) scaffold_8_mRNA_1667.1 c unshiu_00977_mRNA_12.1
Metacaspase type I, plant [IPR033180]
GF0023915 1 1 0 Metacaspase 9 (2) (1) Caspase-like domain [IPR029030]  scaffold_§_ mRNA_1657.1 C_unshiu_00750_mRNA 9.1
M
GF0023913 1 1 0 Hypothetical protein (2) scaffold_8_mRNA_1642.1 C_unshiu_01687_mRNA_10.1
GF0023912 1 1 0 Hypothetical protein (2) ::fllféil:fi‘:_“l:f:“)’r“g] {(‘;‘o 20003676 ﬁf:g“‘gl;";; (l"';"'“ domain scaffold_8_mRNA_1636.1 C_unshiu_00379_mRNA _22.1
GF0023911 1 1 0 Hypothetical protein (2) scaffold_§ mRNA_163.1 00041_mRNA_96.1
GF0023910 1 1 0 Hypothetical protein (2) scaffold_8_mRNA_1626.1 02140_mRNA 2.1
GF0023909 1 1 0 Hypothetial protein (2) scaffold_8_mRNA_1608.1 C_unshiu_00724_mRNA_24.1
GFO023908 1 1 0 Hypothetical protein (2) scaffold_§_mRNA_1607.1 00375_mRNA_21.1
GF0023907 1 1 0 Hypothetical protein (2) scaffold_§_mRNA_1596.1 1 00871_mRNA 25.1
X Reverse transeriptase zinc-binding
GF0023906 1 1 o Polynucleotidyl transferase, Ribonuclease nucleic acid binding [GO:0003676 domain [lPROZé‘;Sﬂ] @) R\bonuil:ase scaffold_8_mRNA_1572.1 C_unshiu_01374_mRNA_7.1
molecular_function] (1) H-like domain [IPRO12337] (1)
GF0023905 1 1 0 Hypothetical protein (2) scaffold_8_ mRNA_1554.1 01235_mRNA_3.1
GF0023903 1 1 0 Hypothetical protein (2) scaffold_§_mRNA_1548.1 00988 mRNA_1.1
GF0023902 1 1 Cytokinin riboside 5-manophosphate scaffold_8_mRNA_1547.1 01506_mRNA 3.1
phosphoribohydrolase (2) B miRA -MRNA.
DNA bindin 003677
ki et el g Kbomlse H e domsin
GF0023901 1 1 0 Hypothetical protein (2) 5 [IPROI12337] (1); hAT-like transposase, ~ scaffold_8_mRNA_1533.1 C_unshiu_01632_mRNA_4.1
binding [GO:0003676
RNase-H fold [IPR025525] (1)
molecular_function] (1)
GF0023899 1 1 0 (L;)g'""‘“‘“'" groupd8s secreted peptide scaffold_8_mRNA_1501.1 C_unshiu_02832_mRNA 4.1
transmembrane transport [GO:0035085 (. s 1. hinding factor [IPRO0S612] (2);
biological_process] (1): ribosome
o Hypothetial protein (1; Nucleolar  biogencsis [GO:0042254 Mejor aciltator superfanily domain
GF0023898 1 1 ypothetical protein (1); Nucleol 8 [IPRO20846] (1); Major facilitator scaffold_8_mRNA_15.1 00376_mRNA_35.1
© complex protein 4 (1) biological_process] (1); integral B mRRA -MRNA.
componertafmembrane [Go.0016021  SUPerfamily [PROTITON) 1); Nuclolar
complex protein 4 [IPR027193] (1)
cellular_component] (1)
GF0023897 1 1 0 Hypothetical protein (2) (T"““S"”“"' MDR, plant [IPRO04332] (.14 8 mRNA_149.1
P-dependent ox.douducme domain
GF0023895 1 1 0 Hypothetical protein (2) ['Pkmm] @); AMolket scaffold_8_mRNA_1458.1 L 00697_mRNA_10.1
teductuspotssium channe sbusitbeta
[IPROOI;QS] o)
P-dependent oxidoreductase domain
GF0023894 1 1 0 Hypothetical protein (2) Eii‘:féf};gﬁlm: ‘1:/:“"“; subunit beta SCAT0I_8 MRNA_1457.1 C_unshiu_00697 mRNA_11.1
[IPRO0I395] (1)
GF0023893 1 1 0 Hypothetical protein (2) scaffold_§ mRNA_1453.1 C_unshiu_00697_mRNA_14.1
NADP-dependent oxidoreductase domain
GF0023892 1 1 o Aldofketo reductase family [IPR023210] (2): Aldorketo scaffold_8_mRNA_1450.1 C_unshiu 01227 mRNA 2.1

oxidoreductase (2)

reductase/potassium channel subunit beta
[IPRO01395] (1)
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GF0023891 1

GF0023890 1
GF0023889 1
GF0023888 1

GF0023887 1

GF0023885 1

GF0023884 1
GF0023882 1
GF0023881 1

GF0023880 1

GF0023879 1

GF0023878 1

GF0023877 1

GF0023876 1

GF0023874 1

GF0023871 1

GF0023870 1
GF0023869 1

GF0023868 1
GF0023867 1

GF0023865 1

GF0023864 1

GF0023863 1
GF0023862 1

GF0023860 1
GF0023859 1

GF0023858 1

GF0023855 1

GF0023854 1
GF0023853 1
GF0023852 1

GF0023848 1

GF0023846 1

GF0023845 1

GF0023842 1

GF0023840 1

GF0023838 1
GF0023837 1
GF0023836 1

GF0023835 1
GF0023834 1

GF0023833 1

0 Hypothetical protein (2)

Gag protease polyprotein (1);
Hypothetical protein (1)
0 Hypothetical protein (2)

0 Hypothetical protein (2)

Exostosin family protein (1);
0 Xylogalacturonan beta-1.3-
xylosyltransferase-like protein (1)

o Dihydroknempferol 4-reductase (1);
© Hypothetical protein (1)

0 Hypothetical protein (2)
0 Hypothetical protein (2)
0 Hypothetical protein (2)

0 Naringenin-chalcone synthase (2)

0 Xylem cysteine peptidase 1 (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Geraniol 10-hydroxylase-like protein (2)

0 Hypothetical protein (2)

Serine/threonine protein phosphatase 2A
57 kDa regulatory subunit B'alpha

0 isoform (1); Serine/threonine protein
phosphatase 2A 57 kDa regulatory
subunit B' beta isoform (1)

0 Hypothetical protein (2)

0 Hypothetical protein (2)
0 Hypothetical protein (2)
0 Hypothetical protein (2)

0 Hypothetical protein (2)

General transcription factor 2-related zinc
finger protein (1); TTF-type zine finger
protein with HAT dimerisation domain
a

0 Hypothetical protein (2)

0

0 Hypothetical protein (2)

0 Hypothetical protein (2)
0 Hypothetical protein (2)

F-box protein interaction domain protein
e

0 Hypothetical protein (2)

0 Hypothetical protein (2)
0 Hypothetical protein (2)
0 Hypothetical protein (2)

0 Hypothetical protein (2)

Hypothetical protein (1); Putative

© retroelement pol polyprotein (1)

0 Hypothetical protein (2)

o Hypothetical protein (1); Retrotransposon
© protein, putative, Ty-gypsy subelass (1)

0 Auxin-induced protein X10A (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)
Auxin-induced protein 10A5 (1); Au
induced protein X10A (1)

0 Hypothetical protein (2)

iscase resistance protein (CC-NBS-
© LRR class) family protein (2)

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

catalytic activity [GO:0003824
molecular_function] (2); coenzyme
binding [GO:0050662
molecular_function] (2); nucleic acid
binding [GO:0003676
molecular_function] (1)

catalytic activity [GO:0003824
molecular_function] (2); transferase
activity, transferring acyl groups other
than amino-acyl groups [GO:0016747
molecular_function] (2); biosynthetic
process [G0:0009058
biological_process] (2); metabolic
process [GO:0008152
biological_process] (2)

cysteine-type peptidase activity
[G0:0008234 molecular_function] (2);
proteolysis [GO:0006508
biological_process] (2)

nucleic acid binding [GO:0003676
molecular_function] (2); DNA binding
[GO:0003677 molecular_function] (2)

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)

protein phosphatase type 2 complex
[GO:0000159 cellular_component] (2);
binding [GO:0005488
molecular_function] (2); signal
transduction [GO:0007165
biological_process] (2); membrane
[GO:0016020 cellular_component] (1);
protein phosphatase type 2A regulator
activity [GO:0008601
molecular_function] (1); amino acid
transmembrane transport [GO:0003333
biological_process] (1); protein
phosphatase regulator activity
[GO:0019888 molecular_function] (1);
imino acid transmembrane transporter
activity [GO:0015171
molecular_function] (1)

DNA binding [GO:0003677
molecular_function] (2)

iron fon binding [GO:0005506
molecular_function] (2); heme binding
[G0:0020037 molecular_function] (2);
oxidation-reduction process
[GO:0055114 biological_process] (2);
oxidoreductase activity, acting on paired
donors, with incorporation or reduction
of molecular oxygen [GO:0016705
molecular_function] (2)

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

protein binding [GO:0005515
molecular_function] (2)

transporter activity [GO:0005215
molecular_function] (2); transport
[GO:0006810 biological_process] (2);
membrane [GO:0016020
cellular_component] (2)

ADP binding [GO:0043531
molecular_function] (2)

nucleic acid binding [GO:0003676
molecular_function] (1); response to
auxin [GO:0009733 blologlcal Jlo:ess]
1): DNA integration [GO:

biological process] (1)

response to auxin [GO:0009733
biological process] (2)

response to auxin [GO:0009733

biological_process] (2)

(GO:0043531
molecular_function] (2)

FHY3/FART family [IPR031052] (1);
SCP2 sterol-binding domain
[IPR003033] (1)

Retrotransposon gag domain
[IPRO05162] (1)

Aspartic peptidase domain [IPR021109]
m

Exostosin-like [IPR004263] (2)

NAD(P)-binding domain [wm: 1 sooo]
(2); Domain of unknown

DUF4371 [IPR025398] (2), NAD-
dependent epimerase/dehydratase
[IPRO01509] (1); Ribonuclease H-like
domain [IPR012337] (1); NAD-
dependent epimerase/dehydratase, N-
terminal domain IPRO01509] (1)

MULE transposase domain [IPRO18289]
@

Chalconestilbene synthase, C-terminal
[IPRO12328] (2); Thiolase-like
[IPRO16039] (2); Polyketide synthase,
type I [IPROI1141] (2);
Chalconestilbene synthase, N-terminal
[IPR001099] (2)

Peptidase C1A [IPROI3128] (2);
Cysteine peptidase, cysteine active site
[IPRO00169] (2); Peptidase C1A, papain
C-terminal [IPRO00G6S] (2); Cysteine
peptidase, asparagine active site
[IPRO25661] (2); Cathepsin propeptide
inhibitor domain (129) [IPRO13201] (2)
Zine finger, BED-type [IPR003656] (2);
hAT-like transposase, RNase-H fold
[IPR025525] (2); Ribonuclease H-like
domain [IPRO12337] (2); Zinc finger
C2H2-type [IPROI3087] (1)

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

conserved site [IPRO17972] (1)

Protein phosphatase 2A, regulatory B
subunit, BS6 [IPR002554] (2);
Armadillo-type fold [IPRO16024] (2\.
Amino acid/polyamine transporter I
[IPR002293] (1); Armadillo
[IPRO11989] (1)

helical

B3 DNA binding domain [IPR003340]
(2): DNA-binding pseudobarrel domain
[IPRO15300] (2)

Cytochrome P450 [IPRO01128] (2)

Domain of unknown function DUF4371
[IPRO25398] (2); HAT, C-terminal
dimerisation domain [IPR00S906] (1);
Ribonuclease H-like domain
[IPROI2337] (1)

Transposase, MuDR, plant [IPR004332]

Retrotransposon gag domain
[IPR005162] (2)

F-box associated domain, type |
[IPR006527] (2); F-box domain
[IPRO0IS10] (2); F-box associated
interaction domain [IPRO17451] (2);
Galactose oxidase/kelch, beta-propeller
[IPRO11043] (2); Kelch-type beta
propeller [IPRO15915] (1)

Plant disease resistance response protein
[IPR004265] (2)

Aquaporin-like [IPR023271] (2); Major
intrinsic protein [IPR000425] (2);
Aquaporin transporter IPR034294] (1)

Gag-polypeptide of LTR copia-type
[IPR029472] (1); GAG-pre-integrase
domain [IPRO25724] (1)

Leucine-rich repeat domain, L domain-
like [IPR032675] (2); NB-ARC
[IPRO02182] (2): AAA+ ATPase domain
[IPRO03593] (2); P-loop containing
nucleoside triphosphate hydrolase
[IPRO27417) (2); Winged helix-tum-helix
DNA-binding domain [IPRO11991] (1)

Chromo domain-like [IPRO16197] (2);

Chromo domain (IPR023780] (2); Small

auxin-up RNA [IP

Integrase, catalytic core [lpkomsm] ay
Ribonuclease H-like dom:

[IPRO12337) (1)

Small auxin-up RNA [IPR003676] (2)

Small auxin-up RNA [IPR003676] (2)

Leucine-rich repeat domain, L domain-
like [IPRO32675] (2): AAA+ ATPase
domain [IPR003593] (2); NB-ARC
[IPR002182] (2); P-loop containing
nucleoside triphosphate hydrolas;
[IPR027417] (2); Winged helix-turn-helix
DNA-binding domain [IPROT1991] (1)

scaffold_8_mRNA_1449.1

scaffold_8_mRNA_1447.1
scaffold_8_mRNA_1445.1
scaffold_8_mRNA_1443.1

scaffold_8_mRNA_1439.1

scaffold_8_mRNA_1426.1

scaflold_8_mRNA_1423.1
scaflold_8_mRNA_1409.1
scaffold_8_mRNA_1407.1

scaffold_8_mRNA_1406.1

scaflold_8_mRNA_14.1

scaffold_8_mRNA_1392.1

scaffold_8_mRNA_1385.1

scaffold_8_mRNA_1384.1

scaffold_8_mRNA_1362.1

scaffold_8_mRNA_134.1

scaffold_8_mRNA_1332.1
scaffold_8_mRNA_1330.1

scaffold_8_mRNA_1323.1
scaffold_8_mRNA_1309.1

scaffold_8_mRNA_1280.1

scaflold_8_mRNA_1246.1

scaffold_8_mRNA_1240.1
scaffold_8_mRNA_1229.1
scaffold_8_mRNA_1206.1
scaffold_8_mRNA_1204.1

scaffold_8_mRNA_120.1

scaflold_8_mRNA_1188.1

scaffold_8_mRNA_1179.1
scaffold_8_mRNA_1162.1
scaffold_8_mRNA_1159.1

scaflold_8_mRNA_1124.1

scaffold_8_mRNA_1118.1

scaffold_8_mRNA_1105.1

scaffold_8_mRNA_1096.1

scaffold_8_mRNA_1093.1

scaflold_8_mRNA_1085.1
scaffold_8_mRNA_1071.1
scaffold_8_mRNA_1048.1

scaffold_8_mRNA_1045.1
scaffold_8_mRNA_1037.1

scaffold_8_mRNA_1023.1

C_unshiu_01227_mRNA_4.1

C_uns

iu_01227_mRNA 6.1

C_unshiu_00950_mRNA_S.1

C_unshiu_00174_mRNA_16.1

1 00632_mRNA_11.1

00632 mRNA 8.1

C_unshiu_01473_mRNA_3.1

C_unshiu_01302_mRNA_10.1

C_unshiu_01302_mRNA_9.1

C_unshiu_00376_mRNA_36.1

C_unshiu_00244_mRNA_8.1

C_unshiu_01081_mRNA_7.1

C_unshiu_00041_mRNA_71.1

00859 mRNA_17.1

00878_mRNA_15.1
01071_mRNA_3.1
00859_mRNA_10.1

C_unshiu_00264_mRNA_17.1

C_unshiu_00245_mRNA_23.1

C_unshiu_00329_mRNA_25.1
C_unshiu_00329_mRNA_16.1

C_unshiu_01085_mRNA_9.1

C_unshiu_02314_mRNA_L.1

C_unshiu_00041_mRNA_S6.1

C_unshiu_02557_mRNA_3.1

C_unshiu_00887_mRNA_11.1

C_unshiu_00161_mRNA_33.1

C_unshiu_01068_mRNA_7.1

C_unshiu_01043_mRNA_S.1

C_unshiu_01086_mRNA_2.1

C_unshiu_00396_mRNA_29.1
C_uns X
C_unshiu_02412_mRNA

C_unshiu_01573_mRNA_6.1
C_unshiu_00649_mRNA_20.1
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Leucine-rich repeat domain, L domain-
like [IPR032675] (2); P-loop containing
Discase resistance protcin RPSS-like dine nucleoside triphosphate hydrolase
GFO023832 1 0 protein 3 (1): Disease resistance protin /oy e ;"[:;’2“‘;‘:;3,5 3 [IPRO27417] (2): NB-ARC [IPR002182] scaffold_8_mRNA_1022.1 C_unshiu_00272_mRNA_I3.1
0} - (2): AAA+ ATPase domin [IPR003593]
(2): Winged helix-turn-helix DNA-
binding dormain [IPRO1 1991] (1)
GFO023831 1 0 Hypothetical protein (2) scaffold_8_mRNA_1020.1 C_unshiu_00090_mRNA_I1.1
P-loop containing nucleoside triphosphate
hydrolase [IPR027417] (2); AAA+
ATPase domain [IPR003593] (2): NB-
ADP binding [GO:0043531 ARC [IPRO02182] (2): Leucine-rich
Disease resistance protein (CC-NBS-  molccular_function] (2); lipid metabolic  repeat domain, L domain-like ) .
GFO023830 ! O LRR class) family protein (2) process [GO:0006629 [IPRO32675] (2); Fungal lipase-tike 40148 mRNA_1018.1 1 02383_mRNA_5.1
biological_process] (1) domain (IPR002921] (1); Alpha/Beta
hydrolase fold [IPR0290SS] (1): Winged
helix-tum-helix DNA-binding domain
[IPROT1991] (1)
integral component of membrane
[GO:0016021 cellular_component] (1):
oxidoreductase activity, acting on the
: o Polyprenol reductase 2 (1); Putative  CH-CH group of donors [GO:0016627 3-0x0-S-alpha-steroid d-dehydrogenase, _—
Gr0023828 ! © polyprenol reductase 2 (1) molecular_function] (1); lipid metabolic ~ C-terminal [IPRO01104] (1) scaffold_§_mRNA_1006.1 C_unshiu_00918_mRNA_10.1
process [GO:0006629
biological_process] (1); ctoplasm
(GO:0005737 cellular_component] (1)
GF0023825 1 0 Hypothetical protein (2) (’;""""/B"“ hydrolase fold (IPRO2908] (.14 7 mRNA_992.1 C_unshiu_00065_mRNA_5.1
GF0023824 1 0 Hypothetical protein (2) scaffold_7_mRNA_988.1 00065_mRNA_L1

GF0023819 1

GF0023816 1

GF0023814 1

GF0023813 1

GF0023812 1

GF0023811 1

GF0023809 1

GF0023808 1

GF0023806 1

GF0023803 1

GF0023802 1

GF0023800 1

GF0023799 1
GF0023796 1
GF0023794 1

GF0023793 1

GF0023789 1

GF0023786 1

GF0023784 1

GF0023783 1

GF0023781 1

GF0023778 1

GF0023776 1

GF0023774 1

GF0023768 1

GF0023767 1

GF0023765 1

GF0023764 1
GF0023759 1
GF0023757 1

0 GDSL esterase/lipase 5 (2)

o Ribosomal protein L 18ac family protein

0 Hypothetical protein (2)

Phospholipase D beta 1 (1); Putative
phospholipase D beta 1-like (1)

0 Hypothetical protein (2)
0 Hypothetical protein (2)

0 S-nucleotidase surE: (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Inactive protein kinase (2)

0 ABC transporter C family member 10 (2)

licing ligase RicB (1); Pre-
mma-splicing factor rse1 (1)

0 Hypothetical protein (2)
0 Hypothetical protein (2)
0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 E3 ubiquitin-protein ligase ATLG (2)

0 Putative cationic peroxidase |

0 Hypothetical protein (2)

Putative IRNA/TRNA methylransferase

©YsgA (1); Hypothetical protein (1)

0 Hypothetical protein (2)

Cysteine-rich TM module stress tolerance
protein (2)

0 Squalene monooxygenase (2)

o Sigma factor sigB regulation protein rsbQ
o) )

0 Metal transporter Nramp3 (2)

o Lipid transfer protein (1); Hypothetical
in (1)

protein

0 Hypothetical protein (2)
o High mobility group (HMG)-box protein
2

0 Hypothetical protein (2)

hydrolase activity, acting on ester bonds
[GO:0016788 molecular_function] (2)

translation initiation factor activity
[GO:0003743 molecular_function] (2);
translational initiation [GO:0006413
biological_process] (2)

translational initiation [GO:0006413
ess] (2); transk

ivity [GO:0003743

molecular_function] (2)

nucleotidase activity [GO:0008252
molecular_function] (2); hydrolase
activity [GO:0016787
molecular_function] (2)

DNA binding [GO:0003677
molecular_function] (2); regulation of
transcription, DNA-templated
[GO:0006355 biological_process] (2)

ATP binding [GO:0005524
molecular_function] (2); protein
hosphorylation [GO:0006468
biological_process] (2); protein kinase
activity [GO:0004672
molecular_function] (2)

ATPase activity, coupled to
transmembrane movement of substances
[G0:0042626 molecular_function] (2);
transmembrane transport 5085
biological process] (2); ATP binding
[GO:0005524 molecular_function] (2);
ATPase activity [GO:001685 7
molecular_function] (2); integral
component of membrane [GO: OOI
cellular_component] (2); transport
GO:0006810 biological_process] (2)

iron ion binding [GO:0005506
molecular_function] (2); oxidation-
reduction process [GO:0055114
biological_process] (2): oxidoreductase
activity [GO:0016491
molecular_function] (2); fatty acid
biosynthetic process [GO:0006633
biological | pmccs<] (1): lipid biosynthetic
process [GO:0008610
biological )rﬂce::] m

rotein binding [GO:0005515
molecular_function] (2); zinc ion binding
1GO:0008270 molecular_function] (2)
oxidation-reduction process
[GO:0055114 biological_process] (2);
peroxidase activity [GO:0004601
molecular_function] (2); response to
oxidative stress [GO:0006979
biological_process] (2); heme binding
[GO:0020037 molecular_function] (2);
hydrogen peroxide catabolic process
[GO:0042744 biological_process] (1)

RNA processing [G0:0006396
biological_process] (2): RNA binding
[GO:0003723 molecular_function] (2);
RNA methyltransferase activity

[GO:0008173 molecular_function] (2)

oxidation-reduction process

5114 biological_process] (2);
zine ion binding [GO:0008270
molecular_function] (1); oxidoreductase
activity [GO:0016491
molecular_function] (1)

flavin adenine dinucleotide binding
[GO:0050660 molecular_function] (2);
oxidation-reduction process
[GO:0055114 biological_process] (2);
oxidoreductase activity [GO:0016491
molecular_function] (2); integral
component of membrane [GO:0016021
cellular_component] (2); squalene
monooxygenase activity [GO:001
molecular_function] (2)

strigolactone biosynthetic process
[GO:1901601 biological_process] (1);
secondary shoot formation [GO:0010223

GDSL lipase/esterase [IPRO01087] (2);
SGNH hydrolase-type esterase domain
[IPROI3830] (2)

Membrane associated
cicosanoid/glutathione metabolism-like
domain [IPR023352] (1)

Translation initiation factor 1A (eIF-1A)
[IPRO01253] (2); Nucleic acid-binding,
OB-fold [IPRO12340] (1)

Phospholipase D, C-terminal
[IPR024632] (2); Phospholipase D family
[IPROIS679] (2)

‘Translation initiation factor 1A (eIF-1A)

[IPRO01253] (2); Nucleic a
OB-fold [IPRO12340] (1)

®

Survival protein Sur: [IPRO30048] (2):
Survival protein SurE-like
phosphatase/nucleotidase [IPR002828]
@

NAC domain [IPR003441] (2)

Rossmann-like alpha/beta/alpha
sandwich fold [IPR014729] (2); Protein
Kinase-like domain [IPRO11009] (2);
Pmem Kinase domain [IPR000719] (2);
Tyrosine-protein kinase, active site
[IPRUUXZM)] (2): Concanavalin A-like
lectin‘glucanase domain [IPR013320]
(n, Serine-threonineltyrosine-protein
kinase catalytic domain [IPR001245] (1);
Serine-threonine/tyrosine-protein kinase,
catalytic domain [IPR001245] (1)

P-loop containing nucleoside triphosphate
hydrolase [IPR027417] (2); AAA+
ATPW domain [kaom;m] (2): ABC

r type mmembranz
domz\m [IPROI 1527] ) Al
transporter-like [IPRODJAZO] (z), ABC
transporter, conserved site [IPRO17871]
@

Domain of unknown function DUF4409
[IPR025521] (1); Neprosin activation
peptide [IPRO25521] (1); Domain of
unknown function DUF239 [IPR004314]
(1); Neprosin [IPR004314] (1)

Fatty acid hydroxylase [IPR006694] (2)

Zine finger, RING/FY VE/PHD-type
[IPRO13083] (2); Zinc finger, RING-type
[IPRO01841] (2)

Haem peroxidase, plant/fungal/bacterial
[IPR002016] (2); Plant peroxidase:
[IPR000823] (2); Peroxidase, active site
[IPRO19794] (2); Haem peroxidase
[IPRO10255] (2); Secretory peroxidase
[IPR033905] (1)

RNA (guanine-N1-)-methyltransferase,
N rermmal [IPR029026] (2);

methyltransferase, SpoU
wm [IPRO0TS37] (2); 50S ribosomal
protein L30e-like [IPR029064] (2):
Alpha/beta knot methyltransferases
[IPR029028] (2); Exostosin-like
[IPR004263] (1)

Alcohol dehydrogenase, N-terminal
[IPROI3154] (2): GroES-like

[IPROT1032] (2); Alcohol dehydrogenase

superfamily, zinc-type [IPR002085] (1)

Cysteine-rich transmembrane CYSTM
domain [IPRO28144] (2)

Squalene epoxidase [IPRO13698] (2):
FAD/NAD(P)-binding domain
[IPR023753] (2)

Alpha/beta hydrolase fold-1 [IPR000073]
(2): Alpha/Beta hydrolase fold
[IPRO290S8] (2);

biological process] (1)

transporter activity [GO:0005215
molecular_function] (2); transport
[GO:0006810 blologual |_process] (2);
membrane [GO:001
ceuular,mmpomm] (2\

D14 family [IPRO31143] (1)
NRAMP family [IPR001046] (2)

Bifunctional inhibitor/plant lipid transfer
rotein/seed storage helical domain
[IPRO|6\4{I] (2): Hydrophobic sed
protein [IPR027923] (2)

High mobility group box domain
[IPRO090TI] (2)

scaflold_7_mRNA_966.1

scaffold_7_mRNA_942.1

scaffold_7_mRNA_930.1

scaffold_7_mRNA_929.1

scaffold_7_mRNA_928.1

scaffold_7_mRNA_927.1

scaffold_7_mRNA_923.1

scaffold_7_mRNA_916.1

scaffold_7_mRNA_900.1

scaffold_7_mRNA_882.1

scaffold_7_mRNA_881.1

scaffold_7_mRNA_844.1

scaffold_7_mRNA_8$41.1
scaflold_7_mRNA_809.1
scaffold_7_mRNA_790.1

scaffold_7_mRNA_788.1

scaffold_7_mRNA_752.1

scaffold_7_mRNA_741.1

scaffold_7_mRNA_727.1

scaffold_7_mRNA_721.1

scaflold_7_mRNA_694.1

scaffold_7_mRNA_686.1

scaflold_7_mRNA_667.1

scaflold_7_mRNA_623.1

scaffold_7_mRNA_546.1

scaffold_7_mRNA_S38.1

scaflold_7_mRNA_S11.1

scaflold_7_mRNA_493.1
scaflold_7_mRNA _45.2
scaffold_7_mRNA_442.1

00397_mRNA 6.1

C_unshiu_00166_mRNA_19.1

C_unshiu_00166_mRNA_33.1

C_unshiu_00166_mRNA_34.1

C_unshiu_00166_mRNA_44.1

C_unshi

00015_mRNA_106.1

jiu_00726_mRNA_10.1

jiu_00726_mRNA_9.1

C_unshiu_00505_mRNA_27.1

C_unshiu_00303_mRNA_21.1

C_unshiu_00303_mRNA_I13.1

00303_mRNA_1.2

C_unshiu_00288_mRNA_23.1

00789_mRNA_10.1

C_unshiu_01662_mRNA_S.1

C_unshiu_00853_mRNA_14.1

C_unshiu_00028_ mRNA_65.1

00169_mRNA_I8.1

C_unshiu_00169_mRNA_41.1

C_unshiu_00301_mRNA_I15.1

C_unshiu_00312_mRNA_20.2

C_unshiu_00084_mRNA_22.1



T Num i C. celementing Note Go TnterPro Member embe T Members in Prifola
Temary complex factor MIP. leucine-
GF0023755 1 0 Transeription factor (2) i’n‘l":(:g:rkuﬁiili 73)8;'5?7"'[‘;‘;";‘0‘368 o) SeaMold_7_mRNA_427.1 C_unshiu_00084_mRNA_38.1
@
Alpha/Beta hydrolase fold IPR029058)
GF0023750 1 Methylesterase (1); Methyl esterase 10, (25 Alphn/b:)x/a hydrolase ﬁ[)ld—l ! scaffold_7_mRNA_397.1 iu 02661 mRNA 2.1
putative (1) [IPR000073] (1)
. . G Tetratricopeptide-like helical domain
GFO023746 1 TR goman ‘““:"““("1“) proten (s proen I"‘"“ﬁ“"b'["o'”;”” 19 [IPRO11990] (2): Tetratricopeptide  scaffold_7_mRNA_378.1 00025_mRNA_74.1
3D protein molecular_function] repeat [PROIS754] (1)
GF0023745 1 0 Hypothetical protein (2) scaffold_7_mRNA_377.1 00025_mRNA_72.1
GF0023744 1 0 Cold acclimation protein WCOR413 (2) [u‘f;&f:,;’;"c";’l"zl‘;:;:::::‘:m] o fz"""'"cg“'““d 13 protein [IPROOSS92 (.14 7 mRNA 375.1 C_unshiu_00025_mRNA_70.1
nucleoside-riphosphate dphosphatase 1o o1
GFO023736 1 0 Septum formation protein Maf (2) ity [00:0047429 Inosine triphosphate pyrophosphatase-  scaffold_7_mRNA_297.1 C_unshiu_00289_mRNA_35.1
molcular_funcion] (1): eyiopasm e BRI
[GO:0005737 cellular_component] (1)
GFO023735 1 0 Hypothetical protein (2) scaffold_7_mRNA_287.1 C_unshiu_00289_mRNA_26.1
GF0023734 1 0 Hypothetical protein (2) f('fg‘e;B:;;‘;?ff‘:}:"czﬁt‘zmmn] o xﬁz";‘,;a;;i :;;';‘ (ﬁ‘;""h”"‘ COHLED (ol _7_mRNA_286.1 C_unshiu_00289_mRNA_25.1
. tegral component of membrane Retrieval of early ER protein Rerl .
GF0023733 1 0 Protein RERIA (2) 1GOL00160 <o companent] (2 [IPR004932) () scaffold_7_mRNA_279.1 00289_mRNA_15.1
GF0023729 1 0 Hypothetical protein (2) scaffold_7_mRNA_2718.1 00001_mRNA_409.1
GF0023728 1 0 Hypothetical protein (2) scaffold_7_mRNA_2713.1 01382_mRNA_10.1
GF0023727 1 0 Hypothetical protein (2) scaffold_7_mRNA_2707.1 01382_mRNA_4.1
nucleotide binding [GO:0000166
molecular_function] (1); ribosome Ribosomal protein L25/L.23 [IPRO13025]
0:0003840 cellular_component] (1); 1)\ cteotide-binding alpha-beta plait
GF0023726 1 o Hypothetical protein (1); 508 ribosomal  intracellular [GO:0005622 domain [IPRO12677] (1); Ribosomal  scaffold_7_mRNA_2695.1 00622_mRNA_11.1
© protein L23 (1) cellular_componen] (1: translation
[GO00061 15 bitosical proccas 1y, Protein L23/LISe core domain
[IPROI12678] (1)
structural constituent of ribosome
[GO:0003735 molecular_function) (1)
GF0023724 1 0 Hypothetical protein (2) ;;;’g;;:’;’;‘]‘f‘;‘)"”“ domain scaffold_7_mRNA_2681.1 00940_mRNA_6.1
;:“;';:’;’;‘I:’::‘:ﬁ‘;‘;“ﬂﬁo':usms Major facilitator superfamily
GF0023723 1 0 Protein spinster (2) [IPRO11701] (2); Major faciltator scaffold_7_mRNA._2680.1 C_unshiu_00940_mRNA_4.1
of membrane [GO:0016021 rfamily domain [[PR020846] (2)
ccllu\ar}ompom,m] @ superfamily dor
GF0023722 1 0 ltt:;?::.‘:f (lZJ)BX domain for scaffold_7_mRNA_2665.1 1 00807_mRNA 7.1
GFO023721 1 0 Hypothetical protein (2) scaffold_7_mRNA_2664.1 00807_mRNA_8.1
Peloopcotaining ncloside phospte
hydrolase [IPR027417] (2); NI
e resistince prote ADP binding [GO:0043531 [IPRO02182] (2); Leucine-1 nd\ m\ .
GF0023720 1 0 Disease resistance protein (2) molecular fenction] () domain, L domeinlke ((PRO3Z678] ' oy, Seaffold7_mRNA 2651.1 01391_mRNA 3.1
‘Winged helix-turn-helix DNA-binding
domain [IPRO11991] (1)
GF0023719 1 0 Hypothetical protein (2) scaffold_7_mRNA_2650.1 00713_mRNA_1.1
P-loop conta cleoside triphosphate
dnoase (IPRO27417) (23 NB- ARC
LRR and NB-ARC domain discase
GF0023718 1 0 resistance protein (1; Discase resistance D 0inding [00:0043531 [lpkoazmz] ‘2) Leveine-rich repeat (ol 7 mRNA_2649.1 02682 mRNA 3.1
protein molecular_function] (2) domain, ¢ [IPR032675] m
Winged el o el DNA-bin ing
domain [IPRO11991] (1)
copper ion binding [GO:0005507
molecular_function] (2); oxidoreductase
activity [GO:0016491 Multicopper oxidase, type 2 [IPRO11706] N
GF0023717 1 0 Hypothetical protein (2) lecar faction) 03 oxidaton (. Comedoxin [IPRO0GS72] () scaffold_7_mRNA_2632.1 C_unshiu_02082 mRNA_L.1
reduction process [GO:0055114
biological_process] (2)
copper ion binding [GO:0005507
Zt::ﬁ\dl?;:(f’\lg;l;::!) 2 ONOMIISE i (1PRO08972] 2
GFO0023716 1 0 Hypothetical protein (2) Y ! . Multicopper oxidase, type 2 [IPRO11706] scaffold_7_mRNA_2629.1 C_unshiu_02082 mRNA_4.1
moleculr_funcion] 2): oxidation- 5!
reduction process [GO:0055114
biological_process] (2)
14-3-3 protein [IPRO00308] (2); 14-3-3
y ; protein domain specific binding domain [IPR023410] (2); Myo-inositol-1- _
GF0023715 1 0 Hypothetical protein (2) TGO:0019904 mgleeulr function] ) phospbate synthase, GAPDH ke scaffold_7_mRNA_2623.1 | 00760_mRNA_15.1
[IPROI3021] (1)
GF0023714 1 0 Hypothetical protein (2) ﬁ;ﬁg;;%‘;‘:‘t Of LTR copia-type (.. rold 7 mRNA_2615.1 00519_mRNA_6.1
Aspartic peptidase domain [IPR021109]
(2): Peptidase family Al domain
IIPRO33121] 2); Asparic pep{idaa: Al
oo R
GF0023713 1 0 Aspartic proteinase-like protein 1 (2) inhibitor, N-terminal [lpkozzxsl] (@) scaffold_7_mRNA_2613.1 C_unshiu_00519_mRNA 0.1
endopepidase actvity 600004190 e
'“°'"“'”' function] (2) [IPR032799] (2); Aspartic peptidase,
active site [IPR001969] (2); Pepsin-like
domain [IPRO34164] (1)
GF0023711 1 0 Hypothetical protein (2) scaffold_7_mRNA_2598.1 C_unshiu_01312_mRNA 3.1
GF0023710 1 0 Hypothetical protein (2) scaffold_7_mRNA_2579.1 C_unshiu_00854_mRNA_7.1
GF0023709 1 0 Hypothetical protein (2) ﬁ;‘;ﬁ;{;‘:‘f}?‘z““;“’m' domain scaffold_7_mRNA_2577.1 iu_00854_mRNA 6.1
J— |  Hypothetical protein (1); Retrotransposon d tegrase domain (PRO2ST24] (i 2 e 25601 € _umshi, 00434 mANA 2.1
protein, putative, Tyl-copia subelass (1)
GF0023707 1 0 Hypotheial protein (2) scaffold_7_mRNA_2566.1 C_umshiu 00434 mRNA 5.1
GFO023705 1 0 Hypothetical protein (2) scaffold_7_mRNA_2548.1
GF0023703 1 0 Hypothetical protein (2) g;g;'z"szgg]“:‘;‘)"w“ function DUF4283 014 7 mRNA_2527.1 C_unshiu_00245_mRNA_19.1
iron fon binding [GO:0005506
molecular._function] (1); heme binding
[GO:0020037 molecular_function] (1);
oxidation-reduction process
GF0023701 1 0 Hypothetical protein (2) [GO:0055114 biological process] (1);  Cytochrome P450 [IPRO0I128] (1) scaffold_7_mRNA_2520.1 C_unshiu_01469_mRNA 2.1
oxidoreductase activity, acting on paire
donors, with incorporation or reduction
of molecular oxygen [GO:0016705
molecular_function] (1)
Protein kinase-like domain [IPRO11009]
(2): Leucine-rich repeat domain, L
domain-like [IPR032675] (2); Protein
kinase domain [IPR000719] (2): Leucine-
ich repeat IPRO01611] (2);
proein binding [GOD00SS15 Serinethrconine:protein kinase, active
site (IPRO0S271] (2); Protein kinase,
molecular_function] (2): ATP binding
[GO:0005524 molecular_function] (2); 1+ Dinding site [IPROI7441] (2);
Somatic embryogenesis recepor kinase 1 [0+ uart Leucine-rich repeat-containing N-
GFO0023700 1 0 protein phosphorylation [GO:0006468 " scaffold_7_mRNA_2507.1 00441_mRNA 8.1
6} terminal, plant-type [IPR013210] (2);
biological )muen] 2% protin Kinase
e,
'“"'"“'”J“"“"""] @ lectin/glucanase domain [IPRO13320]
m Serine-threonine/tyrosine- prmcm
ase catalytic domain [IPR001245] (1);
Selme/lhlennmc/dunl specificity protein
kinase, catalytic domain [IPR002290]
m
GF0023697 1 0 Hypothetical protein (2) scaffold_7_mRNA,_2495.1 C_unshiu_00594_mRNA 9.1
GFO023696 1 0 Hypothetical protein (2) scaffold_7_mRNA_2490.1 C_unshiu_02139_mRNA_S.2
Leucine-rich repeat domain, L domain-
Hypothetical protein (1); Disease ADP binding [GO:0043531 like (IPR032675] (2); Winged helix-tum-
GF0023695 ! resistance RPM 1 -like protein (1) molecular_function] (1) helix DNA-binding domain [IPRO1 1991] S°4T0147_mRNA_2486.1 C_unshiu_00468_mRNA_14.1
(1): NB-ARC [IPR002182] (1)
GF0023694 1 0 Hypothetical protein (2) :::fllfc'il:fi‘:_“l:"::")""g] {(‘;‘o 0003676 ﬁ:’:g“‘g;’;]‘ (l';"'“ domain scaffold_7_mRNA_2485.1 C_unshiu_00468_mRNA_15.1
GFO023693 1 RPM-interacting protein 4 (RIN4) scaffold_7_mRNA_2473.1 00468_mRNA_30.2
family protein (2) T mRNA. MRNA.
nucleic acid binding [GO:0003676
GFO023691 1 0 Hypothetical protein (2) molecular_function] (2); zinc ion binding  Zine finger, CCHC-type [IPRO0ISTS] (2) scaffold_7_mRNA_2456.1 L 00566_mRNA_I8.1
[GO:0008270 molecular_function] (2)
GF0023690 1 0 Hypothetical protein (2) [‘;fz’o’g;'g;l’l']’ i‘“’“" box domain scaffold_7_mRNA_2455.1 00566_mRNA_17.1
Mechanosensitive ion channel MseS.
transmembrane transport [GO:0055085  (IPR006GSS] (2); EF-hand domain
Mechanosensiive fon channel protin 10 POIOZiAL pmm;] @ caciunion - IPRO020] 2 LSM dorin
GFO023688 1 0% binding [GO:0005: [IPRO10920] (2); Mechanosensitive ion  scaffold_7_mRNA_2446.1 C_unshiu_00566_mRNA_7.1
molzuular)\mclmn] m. membrane  channel MseS-like, plants/fungi
[GO:0016020 cellular_component] (2)  [IPRO16688] (2); EF-hand domain pair
[IPRO11992] (1)
GFO023687 1 0 Hypothetical protein (2) scaffold_7_mRNA_2439.1 01193_mRNA_2.1
GFO023686 1 0 Hypothetical protein (2) scaffold_7_mRNA _2433.1 00357_mRNA_14.1
transeription factor activity, sequence-
specific DNA binding [GO:0003700
i . . molecular_function] (2); regulation of
GF0023685 1 o Putative WRKY anseription factor 1 ition, DNA-templated WRKY domain [IPR003657) (2) scaffold_7_mRNA_2425.1
[GO:0006355 biological_process] (2):
sequence-specific DNA binding
[GO:0043565 molecular_function] (2)
GFO023684 1 0 Hypothetical protein (2) scaffold_7_mRNA_2417.1 C_unshiu_01284_mRNA_10.1



T Num i C_celementine_ Numin C_unshia Note Go TnterPro Member embe T Members in Prifola
Leucine-rich repeat domain, L domain-
y like [IPRO32675] (2); P-loop containing
GF0023683 1 5 [IPRO27417] (2); NB-ARC [IPR002182] scaffold_7_mRNA_2414.1 C_unshiu_01284_mRNA_8.1
© (1); Discase resistance protein RPM1 (1) binding [GO: 0003676 (2 Rbonulss I e domain
molecular_function] (1) [IPRO12337] (1); Winged helix-turn-helix
DNA-binding domain [IPRO11991] (1)
GF0023682 1 0 Hypothetical protein (2) :‘:Il:c'zliidﬁ:’"‘:: ::lg] Ego.ooosms ;;:":g‘l‘;?;:]' (l;"k“ domain scaffold_7_mRNA_2412.1 C_unshiu_01570_mRNA_I1
GF0023681 1 0 Ribonuclease H protein, putative (2) :s;:‘:”[‘l?;zfz?::;; (’Z")‘c'h‘"d'"g scaffold_7_mRNA_2409.1
GFO023680 1 0 Hypothetical protein (2) scaffold_7_mRNA_2408.1
GF0023679 1 0 Hypothetical protein (2) scaffold_7_mRNA_2404.1
cellulose biosynthetic process
[GO:0030244 biological progess] (2): ¢ y1oce synthase [IPRO0S1S0] 2):
GF0023678 1 o Cellulose synthase-like B3, putative  ecllulose synthase (UDP-forming) Nnclcoud:dlphotp[hartugxr m]nermees scaffold_7_mRNA_2403.1 C_unshiu_00173_mRNA_37.1
O isoform 3 (2) activity [GO:0016760 1PRO90%] (1) TmENA Ui 00173 mitA -
molecular_function] (2); membrane
[GO:0016020 cellular_component] (2)
GF0023677 1 0 Hypothetical protein (2) scaffold_7_mRNA_2397.1
GFO023676 1 0 Hypothetical protein (2) scaffold_7_mRNA_2396.1 C unshiu 00173 mRNA 30,1
Leucine-rich repeat [IPRO01611] (1); C1-
protein binding [GO:0005515 ke Pf Rona (0 bal ["PM{"'N_“’]
molecular_function) (1) protein-disulfide (1) Leucine-rich repeat-containin
Hypothetical protein (1); redvetage otivity [COORTI terminal, plant-type [IPRO13210] (1);
GFO023675 1 0 Cysteine/Histidine-rich C1 domain family Leucine-rich repeat, typical subtype  scaffold_7_mRNA_2395.1 01539_mRNA_7.1
molecular_funcion] (1); oxidation- §
protein, putative (1) Tedution process [G0/00851 14 [IPRO03591] (1; Leucine-rich repeat
ol domain, L domain-like [IPR032675] (1);
iological_process] (1) Zinc finger, RING/FY VE/PHD-type
[IPROI3083] (1)
GF0023674 1 0 Hypothetical protein (2) scaffold_7_mRNA_2381.1 C_unshiu_01813_mRNA 3.1
NBS-LRR type discase res Leucine-rich repeat domain, L domain-
GF0023672 1 005 ke [IbR032670) () scaffold_7_mRNA_2376.1 C_unshiu_00173_mRNA_I13.1
membrane [GO:0016020
cellular_componen] (1; transmembrane
} ; wansporter activity [GO:0022857 WATI-related protein [IPRO30184] (1); _ .
GF0023671 1 0 Hypothetical protein (2) moleoular function] (1, nfggal Eammh domain (PRO006201 (1) scaffold_7_mRNA_237.1 C_unshiu_00209 mRNA_15.1
component of membrane [GO:0016021
cellular_componen] (1)
GF0023670 1 0 Hypothetical protein (2) scaffold_7_mRNA_2369.1 00173_mRNA_6.1
GF0023669 1 0 Hypothetical protein (2) scaffold_7_mRNA_2367.1 u_00173_mRNA 4.1
. e wansferase activity, transferring acyl Transferase [IPR003480] (2);
GF0023667 1 0 ZJQ';T:Q::Z;:: ); Salutaridinol 7-0- gmups other than amino-acyl groups Chloramphenicol acetyltransferase-like ~ scaffold_7_ mRNA_2356.1 jiu_01110_mRNA_6.1
0016747 moleculr finction] ) domain (PR023213) (1)
GFO023666 1 0 Hypothetical protein (2) scaffold_7_mRNA_2355.1 01110_mRNA 5.1
GFO023664 1 0 Hypothetical protein (2) scaffold_7_mRNA_2346.1
GF0023663 1 0 Hypothetical protein (2) ﬁ;‘::;‘a‘gi?ﬁ;""““"‘“”’"““’hm“ scaffold_7_mRNA_2341.1
. General transeription factor 3C-like Transeription factor IIIC, subunit 5 5
GFO023661 1 poein @ [PROISI361 @) scaffold_7_mRNA_2333.1
mRNA splicing. via spliceosome Intron-binding protein aquarius
GF0023660 1 0 Hypothetical protein (2) [GO:0000398 biological process] (1) 11pp32464) (1): CWF11 family scaffold_7_mRNA_2327.1 C_unshiu_00757_mRNA_14.1
splicosomal complex [GO:0005681—(11e ST
cellular_component] (1)
GF0023659 1 0 Hypothetical protein (2) scaffold_7_mRNA_2324.1 C_unshiu_00757_mRNA_I1.1
GFO023658 1 0 Egg cell-secreted protein 1.4 (2) Prolamin-like domain [IPR008S02] (2) ~ scaffold_7_mRNA_2321.1
GFO023657 1 0 Hypothetical protein (2) scaffold_7_mRNA_2320.1
mRNA splicing. via spliceosome
GF0023656 1 0 Hypothetical protein (2) E;i:i?:j;i:ﬁff?:ﬂxgg;:’ CWEI1 family [IPR026300] (1) scaffold_7_mRNA_2319.1
cellular_component] (1)
GFO023655 1 0 Egg cell-secreted protein 1.4 (2) Prolamin-like domain [IPR008S02] (2) ~ scaffold_7_mRNA_2315.1 00757_mRNA_5.1
GF0023654 1 0 Hypothetical protein (2) scaffold_7_mRNA_2312.1 L 00069 mRNA 4.1
‘WD40-repeat-containing domain
GF0023653 1 0 Hypothetical protein (2) Z’;’.‘fl"u.ﬁ’,"ﬁl"ﬁﬂgﬁ (“20,“ ss13 Hi‘;g;z:ig% g; &,gjgs{’,‘;‘; epeat. AT mRNA 23081 C_unshiu_02029_mRNA 4.1
Tike-containing domain (IPRO15943] (1)
GF0023652 1 0 Hypothetical protein (2) scaffold_7_mRNA_2304.1
GF0023651 1 0 Hypothetical protein (2) scaffold_7_mRNA_2204.1 s
GF0023650 1 0 Hypotheical protein (2) scaffold_7_mRNA_2274.1  unshiu 00925 mRNA 6.1
zinc fon binding [GO:0008270 Zine finger, RING/FY VE/PHD-type
GF0023649 1 0 RING-H2 finger protein ATL78 () molecular_function] (2); protein binding  [IPROI3083] (2); Zine finger, RING-type scaffold_7_mRNA_2251.1 L 00414 mRNA_32.1
[GO:0005515 molecular_function] (2)  [IPROOIS41] (2)
" Ribonuclease H-like domain
GF0023648 1 o Polynucleoridyl transferase, Ribonuclease nucleic acid binding [GO:0003676 [IPRO12337] (2); Reverse transcriptase ~ scaffold_7_mRNA_2250.1 00414_mRNA_31.1
molecular_function] (2) zine-binding domain [IPR026960] (2)
zinc fon binding [GO:0008270 Zine finger, RING-type [IPRO0IS41] (2);
GF0023647 1 0 RING-H2 finger protein ATL78 () molecular_function] (2); protein binding ~ Zine finger, RING/FYVE/PHD-type  scaffold_7_mRNA_2246.1 C_unshiu_00414_mRNA_28.1
[GO:0005515 molecular_function] (2)  [IPROI3083] (2)
rotein binding [GO:0005515 Zine finger, RING/FY VE/PHD-type
GFO023646 1 0 RING-H2 finger protein ATL78 () molecular_function] (2): zinc ion binding [IPROI3083] (2); Zine finger, RING-type scaffold_7_mRNA_2240.1 C_unshiu_00414_mRNA_26.1
[GO:0008270 molecular_function] (2)  [IPROOIS41] (2)
GFO023645 1 0 Hypothetical protein (2) scaffold_7_mRNA_2233.1 C_unshiu_00414_mRNA_I3.1
PR, Protein kinase-like domain [IPRO11009]
i::;:":;:?‘”:’:;’:;ﬁ';;‘ [‘r’;’:’?zmﬁi (2): Serine-threonineltyrosine-protein
GFO023644 1 0 Hypothetical protein (2) ey Goro00iens kinase, catalytic domain [IPRO0I245]  scaffold_7_mRNA_2228.1 C_unshiu_00414_mRNA_7.1
ecular fancton] () (1): Serine-threoninetyrosine-protein
molecular_functior kinase catalytic domain [IPR001245] (1)
GF0023643 1 0 Hypothetical protein (2) scaffold_7_mRNA_2223.1 C_unshiu_00414_mRNA 3.1
ATP binding [GO:0005524
Non-LTR retroclement reverse molecular_function] (1); protein Protein kinase-like domain [IPRO11009]
P — .  trnscriptase-like protein (1); Putative  phosphorylation [GO:0006468 (1 Proein kinase domain [IPROVOTION o2 v o | C unshi 01046 mRNA .1
non-LTR retroclement reverse biological_process] (1); protein kinase  (1; Protein kinase, ATP binding site
transcriptase (1) activity [GO:0004672 [IPROI7441] (1)
molecular_function] (1)
GF0023641 1 0 Hypothetical protein (2) ﬁ;g;;"iz’lr:]”i‘;‘)“w” function DUFISS (o, void 7 mRNA 2187.1 C_unshiu_01242_mRNA 8.1
GF0023639 1 0 Hypothetical protein (2) (PI';’“‘“ Kinase-like domain [IPROVIOO] (o1 7 mRNA_2170.1 00666_mRNA_S.1
GFO0023638 1 0 UPFOIS3 protein (2) H;:{m%}‘(‘f) protein family UPFOTS3 (o1 7 mRNA 217.1 00218_mRNA_37.1
Protein kinase domain [IPR000719] (2);
PR, Leucine-rich repeat domain, L domain-
i;’l‘:;’:c':'l'ij:’:;’:;]‘?;)“ L‘r’;’:’?ﬁf’;ﬁi like [IPR032675] (2); Protein kinase-like
LRR receptor-like serine/threonine- activity [GO:0004672 f:'::::“‘[“"f:"ﬂg] iz[:'?';:ouoc;g; ]?';7
GF0023637 1 0 protein kinase FLS2 (1); LRR receptor- - moleculr_functon] (2); ATP binding 170 M n’pmy["lpk 016111 () SCToIdT_mRNA 21691 1 00666_mRNA 6.1
like kinase (1) GO:0005524 molecular_functon] (2): oo e i o e ot inase,
ﬁ:z::;’\:ll;‘r"‘:“.';i‘[lfﬁfz‘))oss 15 catalytic domain [IPR001245] (1);
= Serine-threoninetyrosine-protein kinase
catalytic domain [IPR001245] (1)
protein binding [GO:0005515
molecular_function] (2)
component of membrane [GO:0016021
cellular_component] (2): cellular Ankyrin repeat [IPR002110] (2); Protein
. response to salicylic acid stimulus accelerated cell death 6 [IPR032846) (2);
GF0023636 1 Hypothetical protein (1); AT4GOS040 560071446 biological_process] (2);  Ankyrin repeat-conaining domain scaffold_7_mRNA_2165.1 C_unshiu_01042_mRNA_3.1
protein (1) regulation of salicylic acid mediated [IPR020683] (2); PGG domain
signaling pathway [GO:2000031 [IPRO26961] (1)
biologial proces] 2) regulalmn of
defense response [GO:
biological_process] (z)
GF0023635 1 ‘::::: '(‘2:‘5“’"“ protein family, ::iz‘[‘l';;:;'z‘;';ﬁ‘z‘;“m”‘“ L domain- i ffold_7_mRNA _2159.1 01927 mRNA 4.1
GF0023634 1 0 Hypothetical protein (2) scaffold_7_mRNA_2153.1 01042_mRNA_10.1
Kelch repeat type 1 [IPR006652] (2);
GF0023633 1 ¢ Keleh repeat-containing family protein - protein binding [GO:0005515 Kelchrtv‘[: b::’:;oéeller [mzm] 5915]  scaffold_7_mRNA_2151.1 00371_mRNA_2.1
molecular_function] (2) o T mRNA. mRNA
GFO023630 1 0 Hypothetical protein (2) scaffold_7_mRNA_2135.1 00526_mRNA_10.1
calcium-transporting ATPase activity  HAD-like domain [IPR023214] (2); P-
[GO:0005388 molecular_function] (2);  type ATPase [IPR001757] (2); Cation-
ATP binding [GO:0005524 transporting P-type ATPase, C-terminal
molecular_function] (2); nucleotide  [IPRO0G0GS] (2); P-type ATPase,
binding [GO:0000166 cytoplasiic domain N [IPR023299] (2);
Putativ caliun ransporting ATPase 5, MOIccuar_function] 2:integral P-type ATPase, subfamily 1IB
GF0023629 1 © s membrane-ype ke > component of membrane [GO:0016021  [IPRO0G40S] (2); P-type ATPase, scaffold_7_mRNA_2132.1 C_unshiu_00606_mRNA_12.1
. celllar_component] (2); membrane transmembrane domain [IPRO23295] (2);
[GO:0016020 cellular. cmnpnnenl] @ Calutransoring Py ATPisc. N-
calcium o inal
[Go070888 biological Jmccss] (z ). [IPROZMSO] : C.mon lr.mspor\mg P
calmodulin binding [GO:0005516 type ATPase, N-terminal (IPRO04014]
molecular_function] (1) 0}
GF0023628 1 0 Hypothetical protein (2) m‘:z;ﬁ:‘::;":ﬂ::‘g] {;"0 0003676 ﬁ;"‘{’gl“;g”;;]” ("Z';"k” domain scaffold_7_mRNA _2127.1 C_unshiu_00267_mRNA_6.1
GF0023627 1 zt’"'ﬁ;':’;nf:":‘(’f)‘l Herminal hydrolase E?;’{'o‘iﬁg‘?«;'%"ffw recognition domain 14 7 mRNA_2120.1 00390_mRNA_1.1
GF0023626 1 0 Hypothetical protein (2) ":‘:I‘:C'SI:“:“‘:":“: ;';\g] [G'O 0003676 ﬁ;"‘{’gl“;g';;]” ("Z';"k” domain scaffold_7_mRNA_2115.1 00406_mRNA 7.1
\[,), ;:b"':‘;i:'::’[jgﬂi ?Z“Z g Integrase, catalytc core [IPROO1S84] (2):
GFO023624 1 0 Integrase (2) g Ribonuclease H-like domain scaffold_7_mRNA_2112.1 00284_mRNA_2.1

binding [GO:0003676
molecular_function] (2)

[IPRO12337] (2)
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GF0023623
GF0023622

GF0023621

GF0023620

GF0023619

GF0023618

GF0023617

GF0023616

GF0023614

GF0023612
GF0023611

GF0023610

GF0023608
GF0023603

GF0023602

GF0023601

GF0023600
GF0023598
GF0023596

GF0023595

GF0023594

GF0023592

GF0023590

GF0023589

GF0023588

GF0023587

GF0023586

GF0023585
GF0023584

GF0023583

GF0023582

GF0023581

GF0023580

GF0023579

0 Hypothetical protein (2)
0 Hypothetical protein (2)

0 Hypothetical protein (2)

Flavonoid 3-monooxygenase (1);
Flavonoid 3-monooxygenase (1)

RNA-binding protein with multiple
splicing 2 (2)

0 Flavonoid 3*-monooxygenase (2)

0 Phosphoglycerate dehydrogenase (2)

0 Hypothetical protein (2)

0 Discase resistance protein RPS2 (2)

0 Hypothetical protein (2)
0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)
0 Hypothetical protein (2)

Cyclic nucleotide-gated ion channel,
putative (2)

Muliidrug resistance associated protein 2
0/(1); ABC transporter C family memt
13 (1)

0 Hypothetical protein (2)
0 Hypothetical protein (2)
0 Hypothetical protein (2)

Discase resistance RPS2-like protein (1);
© Hypothetical protin (1)

0 Hypothetical protein (2)

0 Hypothetical protein (2)

o Verticillium wilt resistance-like protein
2

0 Hypothetical protein (2)

o Hypothetical protein (1); Cysteine-rich
© RLK (Receptor-like kinase) protein (1)

RNA polymerase I-specific transcription
initiation factor RRN3 (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)
0 Hypothetical protein (2)

0 UPF0481 plant-like protein (2)

o Ankyrin repeat plant-like protein (1);
© Ankyrin repeat protein (1)

o NBS-LRR type discase resistance protcin
@

0 Hypothetical protein (2)

0 Hypothetical protein (2)

nucleic acid binding [GO:0003676

scaffold_7_mRNA_2111.1
scaffold_7_mRNA_2108.1

molecular_function] (1); zinc ion binding Zine finger, CCHC-type [IPRO0IS78] (1) scaffold_7_mRNA_2107.1

[GO:0008270 molecular_function] (1)
heme binding [GO:0020037
molecular_function] (2); ron ion binding
1GO:0005506 molecular_function] (2);
oxidoreductase activity. acting on paired
donors, with incorporation or reduction
of molecular oxygen [GO:0016705
moleculal _function] (2); oxidation-
luction process [GO:0055114
bm!ogvcal |_process] (2)
nucleic acid binding [GO:0003676
molecular_function] (2); nucleotide
binding [GO:0000166
molecular_function] (1)

oxidoreductase activity., acting on paired
donors, with incorporation or reduction
of molecular oxygen [GO:0016705
molecular_function] (2); oxidation-
reduction process [GO:00551 14
biological_process] (2); heme binding
[GO:0020037 molecular_function] (2);
iron ion binding [GO:0005506
molecular_function] (2)

metabolic process [GO:0008152
biological_process] (2); L-serine
biosynthetic process [GO:0006564
biological_process] (2); amino acid
binding [GO:0016597
molecular_function] (2);

Cytochrome P450 [IPRO01128] (2);
Cytochrome P430, E-class, group |
[IPR002401] (1)

RNA recognition motif domain
[IPR000504] (2); Nucleotide-binding
alpha-beta plait domain [IPRO12677] (1)

Cytochrome P450, E-class, group |
[IPR002401] (2); Cytochrome P450,
conserved site [IPRO17972] (2);
Cytochrome P450 [IPRO01128] (2)

isomer specific 2-hydroxyacid
dehydrogenase, catalytic domain
[IPRO06139] isomer specific 2-
hydroxyacid dehydrogenase, NAD-
binding domain conserved site
[IPR029753] (2): ACT domain
[IPR002912] (2); D-isomer specific 2-

@)

004617 molecular_function] (2):
oxidation-reduction process

[GO:0055114 biological_process] (2);
oxidoreductase activity, acting on the
CH-OH group of donors, NAD or NADP
as aceeptor [GO:0016616
molecular_function] (2); NAD binding
[GO:0051287 molecular_function] (2)

ADP binding [GO:0043531
molecular_function] (2); protein binding
[GO:0005515 molecular_function] (2)

heme binding [GO:0020037
molecular_function] (2); iron ion binding
GO:0005506 molecular_function] (2):
oxidation-reduction process
[GO:0055114 biological_process] (2);
oxidoreductase activity, acting on paired
lonors, with incorporation or reduction
of molecular oxygen [GO:001670:
molecular_function] (2)

fon transport [GO:0006811
biological_process] (2); transmembrane
transport [GO:0055085
biological_process] (2); ion channel
activity [GO:0005216
molecular_function] (2); membrane
[GO:0016020 cellular_component] (2)
ATPase activity [GO:0016887
molecular_function] (2); integral
component of membrane [GO:0016021
cellular_component] (2); transport
[uo 0006810 blologual jrouzs:] @y
ATPase activity, coupley
b s of substances
[GO:0042626 molecular_function] (2);
transmembrane transport [GO:0055085
biological_process] (2); ATP binding
[G0:0005524 molecular_function] (2)

ADP binding [G0:0043531
molecular_function] (2)

protein binding [GO:0005515
molecular_function] (2)

protein binding [GO:0005515
molecular_function] (2)

ATP binding [GO:0005524
molecular_function] (2); protein
phosphorylation [GO:0006468
biological_process] (2); protein kinase
activity [GO:0004672
molecular_function] (2); protein binding
[GO:0005515 molecular_function] (2);
protein serine/threonine kinase activity
[GO:0004674 molecular_function] (1)

protein binding [GO:0005515
molecular_function] (1)

ADP binding [GO:0043531
molecular_function] (2)

regulation of transcription, DNA-
templated [GO:0006355
biological_process] (2); transcri
cofactor activity [GO:0003712
molecular_function] (2)

hydroxyacid D-
binding domain [IPRO06140] (2); D-3-
phosphoglycerate dehydrogenase
[IPRO06236] (2); D-isomer specific 2-
hydroxyacid dehydrogenase, NAD-
binding domain conserved site 1
[IPR029752] (2); Allosteric substrate
binding domain [IPR029009] (2);
NAD(P)-binding domain [IPR016040]
@

Leucine-rich repeat domain, L domain-
like [IPR032675] (2); Leucine-rich
repeat, typical subtype [IPRO03591] (2);
Leucine-rich repeat [IPRO01611] (2);
NB- ARC [IPROI‘)Z\RZ] (2); P-loop.

con wcleoside triphosphate
hydmlase [IPR027417] (2); Winged
helix-turn-helix DNA-binding domain
[IPRO11991] (1)

Cytochrome P450 [IPRO01128] (2);
Domain of unknown function DUF4216
[IPR025312] (1); Cytochrome P450, E-
class, group I [IPR002401] (1); Domain
of unknown function DUF4218
[IPR025452] (1)

Cyelic nucleotide-binding domain
[IPR000595] (2); RmIC-like jelly roll
fold [IPRO14710] (2); Cyclic nucleotide-
binding-like [IPRO18490] (2); Ton
transport domain [IPR00S821] (2)

ABC transporter, conserved site
[IPRO17871] (2); ABC transporter-like
[IPR003439] (2); ABC transporter type
. transmembrane domain [IPRO11527]
(2); AAA*+ ATPase domain [IPR003593]

triphosphate hydrolase [IPR027417) (2)
CWCI6 protein [IPR007590] (1)

Leucine-rich repeat domain, L domain-
like [IPRO32675] (2); P-loop. mmaimng
nucleoside triphosphate hydrol
[IPR027417] (2); NB-ARC [IPROUZISZ]
@

WD40/Y VTN repeat-like-containing
domain [IPRO15943] (2); WDAO repeat
[IPRO01680] (2); WD40-repeat-
containing domain [IPRO17986] (2)
Leucine-rich repeat-containing N-
terminal, plant-type [IPRO13210] (2);
Leucine-rich repeat [mmmsl e
Leucine-rich repeat L domm.
like [IPR032675] (z) Leucine
repeat, typical subtype [IPRODSSQI] @
Tron hydrogenase [IPRO09016] (2); Iron
hydrogenase, small subunit [IPR003149]
(2); Tron hydrogenase, large subunit, C-
terminal [IPRO04108] (2)
Protein kinase-like domain [IPRO11009]
(2): Protein kinase domain [IPR000719]
(2); WDA0-repeat-containing domain
[IPRO17986] (2); WD40 repeat
[IPRO01680] (2); Serinethreonine-
protein kinase, active site [IPR00S271]
(2); WDAO/YVTN repeat-like-containing
domain (IPRO15943] (2); Concanavalin
Aclike lectin/glucanase domain
[IPRO13320] (1); Leucine-rich repeat
domain, L domain-like [IPR032675] (1);
Leucine-rich repeat (IPRO01611] (1);
Serine-threonine/tyrosine-protein kinase
catalytic domain [IPR001245] (1)
Serine-threonine/tyrosine-protein kinase,
catalytic domain [IPR001245] (1);
Serine/threonine/dual speclﬁcny protein
inase, catalytic. domain [IPR002290)
(1); S-locus receptor kinase, ( mmml
[IPR021820] (1)
RNA polymerase I specific transcription
initiation factor RRN3 [IPR007991] (2)
Plant self-incompat s
[IPR010264] (2)

Protein of unknown function DUF247,
planl [IPRO04158] (2)

Ankyrin repeat-containing domain
[IPR020683] (2); PGG domain
[IPRO26961] (2); Ankyrin repeat
[IPRO02110] (1)

P-loop containin
hydrolase [IPR027417] (2); NI

ing nucleoside Irlpho:phate

scaflold_7_mRNA_2104.1

scaffold_7_mRNA_2101.1

scaffold_7_mRNA_2099.1

scaffold_7_mRNA_2097.1

scaffold_7_mRNA_2094.1

scaflold_7_mRNA_2084.1

scaffold_7_mRNA_2061.1
scaffold_7_mRNA_2056.1

scaflold_7_mRNA_2052.1

scaffold_7_mRNA_2040.1
scaflold_7_mRNA_2015.1

scaffold_7_mRNA_2003.1

scaffold_7_mRNA_1993.1

scaffold_7_mRNA_1989.1
scaffold_7_mRNA_198.1
scaflold_7_mRNA_1968.1

scaffold_7_mRNA_1967.1

scaffold_7_mRNA_1962.1

scaffold_7_mRNA_1936.1

scaffold_7_mRNA_1932.1

scaflold_7_mRNA_1921.1

scaffold_7_mRNA_1920.1

scaffold_7_mRNA_19.1

scaffold_7_mRNA_1888.1

scaffold_7_mRNA_1886.1
scaffold_7_mRNA_1866.1

scaffold_7_mRNA_1862.1

scaffold_7_mRNA_1847.1

[IPRO02182] (2); Winged hcllx turn- hehx scaffold_7_mRNA_1843.1

DNA-binding domain [IPROT1991] (1);
AAA+ ATPase domain [IPR003593] (1)

Coactivator CBP, KIX domain
[IPRO03101 (2)

scaffold_7_mRNA_I841.1

scaffold_7_mRNA_1839.1

| 00968 mRNA 3.1

00968_mRNA_7.1

C_unshiu_00968_mRNA_13.1

02401_mRNA_L1

C_unshiu_00690_mRNA_12.1

1 02972 mRNA_L.1

C_un
C_unshiu_01521_mRNA_3.1

u_00703_mRNA_14.1

01894 mRNA 4.1

C_un
C_unshi

jiu_00763_mRNA_L.1
01047_mRNA 6.1

C_unshiu_01243_mRNA_L.1

C_unshiu_01243_mRNA_5.1

C_unshiu_00637_mRNA_I2.1
. 00218_mRNA_I7.1
1 00884_mRNA 8.1

C_unshiu_01728_mRNA_3.1

C_unshiu_00344_mRNA_13.1

C_unshiu_00344_mRNA_14.1

C_unshiu_00706_mRNA_7.1

C_unshiu_00302_mRNA_3.1

C_unshiu_00302_mRNA_5.1
. 00302_mRNA_25.1

00302_mRNA_29.1

1 02133_mRNA_L1

iu_02601_mRNA 4.1

iu_02601_mRNA_L1

C_unshiu_01605_mRNA_7.1




T Num i C. celementing Note Go TnterPro Member Members in C.unshh Members in Prifola
GF0023578 1 0 Hypothetical protein (2) ::E:‘[’l"rf‘;;z;';i‘l‘;"m“'"' L domain- . fold_7_mRNA_1826.1 C_unshiu 01319 mRNA 2.1 -
endopeptidase nhib roteinase inhibitor 13, Kunitz legume
GF0023577 1 0 Miraculin (2) ”(";[;";mxg: “‘ I’ '“;’ “':“‘Y N [IPROOZMO] (2); Kunitz inhibitor ST1-  scaffold_7_mRNA_1802.1 C_unshiu 01097 mRNA_13.1 -
It molecular_funcion] 2) s O o)
GF0023572 1 0 Hypothetical protein (2) S:’““" peptidase domain [IPRO2T10) (o, vt 7 RNA 1744.1 C_unshiu_00460_mRNA_13.1 -
GFO023571 1 0 Hypothetical protein (2) scaffold_7_mRNA_1709.1 C_unshiu_00877_mRNA_7.1 -
P-loop containing nucleoside triphosphate
hydrolase [IPR027417] (2); NB-ARC
Disease resistance protein RFLI, putative protein binding [GO:0005515 [IPRO02182] (2); Leucine-rich repeat
GF0023569 1 0(1); Disease resistance RPS3-like protein molecular_function] (2): ADP binding  [IPR001611] (2); Leucine-rich repeat  scaffold_7_mRNA_1683.1 C_unshiu_00352_mRNA_I3.1 -
) [GO:0043531 molecular_function] (2)  domain, L domain-like [IPR032675] (2);
Winged helix-tumn-helix DNA-binding
domain [IPRO11991] (1)
GF0023566 1 0 Hypothetical protein (2) scaffold_7_mRNA_1634.1 -
GF0023565 1 0 Hypothetical protein (2) Zine finger, PMZ-type [IPR006364] (2); scaffold_7_mRNA_1629.1 -
transciption, D Zinc finger, SWIM-type [IPR007527] (2)
[GO:0006355 bvo\ngvcsl Jmcn,ss] @ .
Domain of unknown function DUF4283
[IPRO25558] (2):
Endonuclease/exonuclease/phosphatase:
zin fon binding [G0:0008270 [IPRO0S135] (2); Zine knuckle
molecular_function] (2); nucleic acid . g .
GFO023563 1 0 Hypothetical protein (2) 5 CX2CX4HXAC [IPRO25836] (2); Zine  scaffold_7_mRNA_1590.1 C_unshiu_00404_mRNA 8.1 -
binding [GO:0003676 e
molecular_function] (2) fnger, CCHC type [IPRO0ISTS] (2):
- Ribonuclease H-like domain
[IPRO12337] (1); Reverse transeriptase
zine-binding domain [IPR026960] (1)
GFO023562 1 0 Hypothetical protein (2) scaffold_7_mRNA_I578.1 L 00404_mRNA_20.1 -
Reverse transcriptase zine-binding
domain [IPRO26960] (2);
nucleic acid binding [GO:0003676 [E"l',‘:("(;‘l;‘;}e;;]’(3’7‘°l")‘fr'r::°§;':.°:§:xj°
GF0023561 1 0 Hypothetical protein (2) molecular_function] (2): zinc ion binding scaffold_7_mRNA_1569.1 C_unshiu_01362_mRNA_6.1 -
° function DUF4283 [IPR025558] (1);
[GO:0008270 molecular_function] (1)
Ribonuclease H-like domain
[IPROI2337] (1); Zine finger, CCHC-
type [IPRODISTS] (1)
GF0023559 1 0 Hypothetical protein (2) ::":‘['::;;S;:;:’]"(g"““"" DUFTEL. " Scaffold 7 mRNA_1544.1 -
GF0023555 1 0 Hypothetical protein (2) scaffold_7_mRNA_1525.1 02526 mRNA 3.1 -
Leucine-rich repeat domain, L domain-
ADP binding [GO:0043531 Bk [IPROS2ATS] 2 - }:onp containing
GF0023554 1 0 Disease resistance protein (2) moleculnrj\mcnon‘] (@): proten binding [IP;O"; A“ ;‘;'{’;‘{m ;R v [IPR 002‘ go) Seafold 7 mRNA_1517.1 C_unshiu_00451_mRNA_8.1 -
[GO:000S515 molecular_function] (1) )"0 s P i (1PR003593]
(1): Leucine-rich repeat [IPR001611] (1)
GF0023551 1 0 Hypothetical protein (2) scaffold_7_mRNA_1506.1 -
GF0023550 1 0 Hypothetical protein (2) scaffold_7_mRNA_1493.1 01130_mRNA_4.1 -
anion transport [GO:0006820
biological_process] (2); membrane
[GO:0016020 cellular_component] (2);  Bicarbonate transporier, C-terminal
GF0023549 1 0 Boron transporter (2) inorganic anion exchanger activity [IPRO11531] (2); Bicarbonate scaffold_7_mRNA_1491.1 u_01130_mRNA 2.1 -
[GO:0005452 molecular_function] (2);  transporter, eukaryotic [IPR003020] (2)
integral component of membrane
[GO:0016021 cellular_component] (2)
GF0023548 1  ECAI gametogenesis related family (1: Prolamin-like domain [IPR008502] (2) ~ scaffold_7_mRNA_1484.1 C_unshiu_01754_mRNA_3.1 -
© Egg cellscereted protein 1.4 (1)
Leucine-rich repeat domain, L domain-
like [IPR032675] (2); P-loop containing
nucleoside triphosphate hydrolase
GF0023546 1 sease resistance protein RPS2 (1);  ADP binding [GO:0043531 [IPR027417) (2); NB-ARC [IPR002182] scaffold_7_mRNA_1469.1 1 00989_mRNA_16.1 -
© Discase resistance protein molccuar function] 2)
(2): Alpha/Beta hydrolase fold
[IPRO290SS] (1); Winged helix-turn-helix
DNA-binding domain [IPRO11991] (1)
molybdate ion transport [GO:0015689
bmlagxcnlbpmcfct] 0 MONBEIOn ot 12 (IPRO31563]
GF0023545 1 0 Molybdate ransporte 1-ike proten 2) | S?ffgﬁu?zfﬂfﬁmﬁi“; 1oy, (s Molybdate transporter 1, plant scaffold_7_mRNA_1453.1 L 00924 mRNA 2.1 -
[IPRO30161] (1)
integral component of me
[GO:0016021 cellular. cnmpcn:m] o)
GF0023544 1 0 Hypothetical protein (2) scaffold_7_mRNA_1439.1 C_unshiu_00975_mRNA_1.1 -
Wall-associated receptor kinase,
GF0023542 1 0 Hypothetical protein (2) f:ﬂi’;‘:fn':“;":’"i::j’:‘f)[go 0030247 1 lacturonan-binding domain scaffold_7_mRNA_1417.1 C_unshiu_00165_mRNA_16.1 -
= [IPRO25287] (2)
protein binding [GO:0005515
:“”'”f“"l'ff““l;‘;;’A“]“z" ;“g“‘l'““"“ ©F " PBI domain [IPR000270] (2); AUX/IAA
GF0023541 1 0 Auxin-induced protein IAAG (2) ranscription, remplate protein [IPR003311] (2); AUXIAA  scaffold_7_mRNA_1403.1 -
1GO:0006355 biological process] @); o EE (R
nucleus [GO:0005634
cellular_component] (2)
GF0023539 1 0 Putative glycosyltransferase ypjH (2) gg;g;’];;’:;‘j;’m family 1 scaffold 7 mRNA_1388.1 C_unshiu_00496_mRNA_19.1 -
Protein kinase-like domain [IPRO11009]
(2): Letcine-rich repeat domain, L
domain-like [IPR032675] (2); Protein
kinase domain [IPR000719] (2): Leucine-
rich repeat IPRO01611] (2);
. Serine/threonine-protein kinase, active
protein binding [GO:0005515 site [IPRO0S271] (2); Protein kinase,
molecular_function] (2): ATP binding fraell
ATP binding site (IPROI7441] (2);
LRR receptor-like kinase family protein (G0/0003524 molecular_function] (2): o e ich repeat-contaning N-
GF0023538 1 0 protein phosphorylation [GO:0006468 scaffold_7_mRNA_1383.1 C_unshiu_00372_mRNA_5.1 -
@ terminal, plani-type [IPR013210] (2);
biological_process] (2): protein kinase (70 et PINC L R
aciviy IGO00M4ET2 cucin rich epeat, typical subtype
ckecular, fancton] @) [IPRO03591] (1; Concanavalin A-like
- lectin/glucanase domain [IPRO13320]
(1): Serine-threoninetyrosine-protein
Kinase catalytic domain [IPR oms] m
Serine/threonine/dual spec
kinase, catalytic domain [wmmzzso]
(0]
GF0023537 1 0 Hypothetical protein (2) scaffold_7_mRNA_1382.1 01453_mRNA_4.1 -
Leucine-rich repeat domain, L domm.
like [IPRO32675] (2); Protein kin
domain [IPRO11009) 2): Levcinerch
e, pial ubype (PRO0ISO1)
se domain [IPRO00719] (2);
procin binding [GOD05S15 Leucmerneh repeat [lnwml 1)
Pleculr furstion] (o3 poten kinase  SETne/hrcoine.protein kinase,active
) ety [GO0004ES site [IPROOS271] 2): Protin kinas
GF0023536 1 o LRR receptor-ike kinase family protein e ior unction] (2): protein ATP binding site [IPRO17441] (2): scaffold_7_mRNA_1374.1 C_unshiu_00982_mRNA_7.1 -
) Concanavalin A-like lectin/glucanase
phosphorylation [GO:0006468
domain [IPRO13320] (1); Leucine-rich
piological process] (2): ATP binding oy ontyining Neterminal, plant-type
1GO:0005524 molecular_funciion] ) (EEOHSHEN e CTER
threonine/tyrosine-protein kinase,
catalytic domain (IPR001245] (1);
Serine/threonine!dual specilfcity protein
Kinase, catalytic domain [IPR002290]
GF0023535 1 0 Hypothetical protein (2) scaffold_7_mRNA_1372.1 01521_mRNA 8.1 -
GFO023534 1 0 Hypothetical protein (2) X . 02144_mRNA 2.1 -
GF0023533 1 0 Hypothetical protein (2) scaffold_7_mRNA_1364.1 00982 mRNA 2.1 -
RNA-directed RNA polymerase activity
[GO:0003968 molecular_function] (1);
GF0023532 1 0 RNA-dependent RNA polymerase 1c (2) RNA-directed $3' RNA polymerase '?':Ad?."f_"‘“"‘ ﬁ)‘;’;‘m‘;";??“‘;“' scaffold 7 mRNA_1361.1 iu_00595_mRNA 26.1 -
activity [GO:0003968 enkaryotie-type [ 551
molecular_function] (1)
oxidoreductase activity [GO:0016491
molecular_function] (2); oxidation- Berberine/berberine-like [IPRO1 zosw]
reduction process [GO:0055114 (2): FAD-binding, type 2, subdom
biological_process] (2): flavin adenine  [IPROI6167] (2); CO dehydmgelmse
GF0023530 1 0 FAD-binding Berberine fumily protein (2) :E:S::f;“:":":‘;ﬁ ety st R0ty pap ST MRNA_13S8.1 C_unshiu_00595_mRNA 28.1 -
[GO:0003824 molecular_function] (2);  linked oxidase, N-terminal [IPR00G094]
oxidoreductase actvity, acting on CH-  (2); FAD-binding, type 2 [IPRO16166]
OH group of donors [GO:0016614 @
molecular_function] (2)
GF0023529 1 0 Hypothetical protein (2) scaffold_7_mRNA_1357.1 c unshiu_00595_mRNA 19 1 -
GFO023528 1 0 Hypothetical protein (2) scaffold_7_mRNA_1338.1 X -
GF0023526 1 0 Hypothetical protein (2) scaffold_7_mRNA_1317.1 (‘ i L 00208 mRNA 1 1 -
catalytic activity [GO:0003824 Peptidase M16 domain [IPRO11237] (1);
GF0023525 1  Hypothetical protein (1): Mitochondrial- - molecular_function] “) metalfon Metallocnzyme, LuxS/M16 peptidasc-  scaffold 7 mRNA_1311.1 €_unshiu_01958 mRNA 4.1 -
processing peptidase subunit alpha (1) binding [GO:004687: L7_mRNA_ 2 _mRNA <
like (IPROTI249] (1)
molzuulm,mmmn] u )
GF0023524 1 0 Hypothetical protein (2) scaffold_7_mRNA_1310.1 01958 mRNA 3.1 -
Hypothetical protein (1); Transposon  regulation of transcription, DNA- :':{L}[!.}E':lﬁa'::pi':;?d[:pmi?r? ;F:é‘]x&xo]
GFO023523 1 0 protein, putative, unclassified, expressed templated [GO:0006355 o scaffold_7_mRNA_1307.1 00530_mRNA 3.1 -
m Hotogical rocess] () (2): FARI DNA binding domain
[IPRO04330] (1)
GF0023522 1 0 Hypothetical protein (2) scaffold_7_mRNA_1306.1 00004_mRNA_160.1 -
GF0023521 1 0 Hypothetical protein (2) scaffold_7_mRNA_1273.1 00221_mRNA_44.1 -
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metabolic process [GO:0008152
biological_process] (2); NAD binding mer specific 2-hydroxyacid
[GO:0051287 molecular_function] (2); ~ dehydrogenase, catalytic domain
oxidoreductase activity, acting on the  [IPRO06139] (2); D-isomer specific 2-
GF0023520 1 1 0 Glyoxylate reductase (2) CH-OH group of donors, NAD o NADP hydroxyacid dehydrogenase, NAD-  scaffold_7_mRNA_1261.1 C_unshiu_00221_mRNA_37.1
as acceptor [GO:0016616 binding domain [IPR006140] (2);
molecular_function] (2); oxidation-  NAD(P)-binding domain [IPRO16040]
reduction process [GO:0055114 @
biological_process] (2)
metabolic process [GO:0008152
biological_process] (2); oxidation- .
reduction process [GO:0055114 mer specific 2-hydroxyacid
biological_process] (2); NAD binding  cl¥drogenase, catalytic domain
g [IPR006139] (2); NAD(P)-binding.
GF0023519 1 1 0 Glyoxylate reductase (2) [GO:0051287 molecular_function] (2); scaffold_7_mRNA_1260.1 C_unshiu_00221_mRNA_36.1
domain [IPRO16040] (2); D-isomer
oxidoreductase aciviy acingonthe (R OEEUAVIL AR
i"a:z;f;:“[‘z (‘;r{ﬁ)“l“:&m” O NADP \ AD-binding domain [IPR00G140] (2)
molecular_function] (2)
GF0023518 1 1 0 Hypothetical protein (2) scaffold_7_mRNA_1252.1 C_unshiu_00221_mRNA_26.1
GFO023516 1 1 0 Hypothetical protein (2) scaffold_7_mRNA_1246.1 C_unshiu_00221_mRNA_21.1
Leucine-rich repeat domain, L domain-
GF0023515 1 1 0 Hypothetical protein (2) like [IPR032675] (2); Leucine-rich repeat scaffold_7_mRNA_1245.1 C_unshiu_00221_mRNA_20.1
2(IPROI3101] )
GF0023514 1 1 0 Hypothetical protein (2) scaffold_7_mRNA_1244.1 u_00221_mRNA_19.1
GF0023512 1 1 0 Hypothetical protein (2) mﬁﬁ:zﬁ?ﬁﬂfﬂ??&] 7 ﬂZKZ“T”’""'“ “:F[l;‘::ngn(sl;] (1) Scamold_7_mRNA_124.1 C_unshiu_00353_mRNA_16.1
catalytic activity [GO:0003824
GF0023511 1 1 0 Hypothetical protein (2) ;“2':::'?&3"&;‘;‘;‘;]5(;' metabolic Isochorismatase-like [IPRO00S68] (2)  scaffold_7_mRNA_1238.1 C_unshiu_00221_mRNA_15.1
biological_process] (2)
GF0023508 1 1 0 Hypothetical protein (2) E;‘;"g‘a‘;}?;fﬁ?"““"‘“"""“p"“‘m scaffold_7_mRNA_1211.1 C_unshiu_00603_mRNA_3.1
GF0023502 1 1 0 Hypothetical protein (2) scaffold_7_mRNA_1156.1 C_unshiu_00121_mRNA_20.1
Malectin-like carbohydrate-binding
ATP binding [GO:0005524 domain [IPR024788] (2); Protein kinase
molecular_function] (1); protein domain [IPR000719] (1); Protein kinas
JR— | | o Hypothetical protein (1): Carbohydrate-  phosphorylation [GO:0006468 like domain [IPROTIO09] (1) Leveine- v 7 enn 11as. € _smshi, 0012]_rmRNA 28,1
binding protein of the ER protein (1) biological_process] (1); protein kinase  rich repeat domain, L domain-like
activity [GO:0004672 [IPR032675] (1); Serine/threonine/dual
molecular_function] (1) specificity protein kinase, catalytic
domain [IPR002290) (1)
exygen binding [GO0019825 Globin| |.k= [IPRO090S0] (2); Globin
GF0023495 1 1 0 Hypothetical protein (2) molecular_function] (2); heme binding Lo R000971] (2); Globin/Protoglobin (14 7 nRNA 11081 C_unshiu_00121_mRNA_60.1
16010030037 molesulor Tancion) () [lpkolzm] (1):; Winged helix-tum-helix
ing domain [IPRO11991] (1)
GF0023494 1 1 0 Hypothetical protein (2) scaffold_7_mRNA_1100.1 C_unshiu_00121_mRNA_68.1
P-loop containing nucleoside triphosphate
hydrolase [IPR027417] (2); NB-ARC
 Putative disease resstance protein RGA3 ADP binding [GO:0043531 [IPRO02182] (2); Leucine-rich repeat
GFO023488 ! ! 9 (1); Disease resistance protein (1) molecular_function] (2) domain, L domain-like [IPR032675] (2); S°T01d-7-mRNA_1065.1
Winged helix-turm-helix DNA-binding
domain [IPRO11991] (1)
P-loop containing nucleoside triphosphate
hydrolase [IPR027417] (2); AAA+
ATPase domain [IPR003593)] (2); NB-
GF0023487 1 1 0 Disease resistance protein RPMI (2) 0P binding [G0:0043531 ARC [IPR()OZIX[Z] @ Lcucimxch scaffold_7_mRNA_1053.1 C_unshiu_00065_mRNA_60.1
molecular_function] (2)
repeat domain, L domain-like
[IPR032675] (2); Winged helix-turn-helix
DNA-binding domain [IPRO11991] (1)
- ‘Winged helix-turn-helix DNA-binding
GF0023485 1 1 0 5;]::‘::“:""’“:;'; 0 LA RNA-binding domain [IPRO11991] (2); RNA-binding  scaffold_7_mRNA_104.1 C_unshiu_01418_mRNA_L1
? pmlem Lupus La [IPRO06630] (2)
nucleus [GO:0005634 terminal [IPRO0GG671] (2);
GF0023482 1 1 0 D6-type cyclin isoform 1 (2) zz::“::ﬁf‘[’gf;’““;;ﬂ(f ; regulation of Eﬁ::ﬂi'xg::‘;:s;gﬂ; 6)7]%;1‘2;““ scaffold_7_mRNA_1000.1 C_unshiu_00065_mRNA_14.1
biological_process] (1) D, plant [IPR031093] (1)
GF0023481 1 1 0 Hypothetical protein (2) scaffold_7_mRNA_1.1 C_unshiu_00009_mRNA_100.1
GF0023479 1 1 0 Hypothetical protein (2) scaffold_6_mRNA_971.1 shiu_00232_mRNA_27.1
GFO023478 1 1 0 Hypothetical protein (2) scaffold_6_mRNA_970.1 C_unshiu_00232_mRNA_28.1
zine ion binding [GO:000827
i o e g CoFObTTde ofLTR cope e
GFO023477 1 1 0 Hypothetical protein (2) binding [GO000367 [IPR029472] (1) Zin inger, CONC-  scafold_6_mRNA 97,1 C_unshiu_00378_mRNA_9.1
molecular_function] (1) type [IPROISTS] (1)
nucleic acid binding [GO:0003676 (Zz‘;“zfu :f:;.:ci:(c)‘(ysé)[g::),)(0187x]
GF0023476 1 1 0 Hypothetical protein (2) mlceular function] 2:ine fon binding scaffold_6_mRNA_954.1
[GO:0008270 molccular_function] (2) L R02836] (2): Domain ofunknown
& function DUF4283 [IPR025558] (2)
GF0023475 1 1 0 Hypothetical protein (2) scaffold_6_mRNA_953.1
GF0023474 1 1 :,"g::‘f;""dyl ransferase, Ribonuclease f}jﬁfl‘ﬁ?ﬁ}ii’«?ﬁéi (zz")‘“""d‘"g scaffold_6_mRNA_952.1 C_unshiu_01179_mRNA 4.1
S-adenosyl-L-methionine-dependent
%g"‘;"ylx"a"ff;\:’;:g:"m“mo"] (2 melhylmnsierase [IPRO29063] (2); O-
GF0023473 1 1 0 Tabersonine 16-O-methyltransferase (2) methyliransferase, family 2 [IPR001077] scaffold_6_mRNA_949.1 00530_mRNA_12.1
methyliransferase activity [GO:0008168
et Tonetion () (2): O-methyliransferase COMT-type
molecular_functior [IPRO16461] (2)
GF0023472 1 1 0 Hypothetical protein (2) scaffold_6_ mRNA_930.1
GF0023471 1 1 0 Hypothetical protein (2) scaffold_6_mRNA_938.1
GF0023470 1 1 0 Hypothetical protein (2) scaffold_6_mRNA_936.1
cysteine-type peptidase activity
GO:0008234 molecular_function] (1);  Ulpl protease family, C-terminal
GF0023469 1 1 0 Hypothetical protein (2) Lw‘eolym 100006508 1 m‘;bflc i [wym)oz 6551 () scaffold_6_mRNA_924.1
biological_process] (1)
E?E;’sﬁg;‘l bilogwal pm‘im] oy, Transcrption clongaton acor 1L,
GF0023467 1 1 0 Hypothetical protein (2) nucleus [GO:000563 entral domain [IPRO03618] (2); scaffold_6_mRNA_902.1 00539 mRNA 5.1
Transcription elongation factor S-1IM
cellular_component] m‘ sine on binding (RS
[GO:0008270 molecular_function] (1)
y Ribonuclease H-like domain
GF0023466 1 1 :1::‘5’;;';‘3:‘;"’““‘ reverse 'I:::Il:cl\c:l:f‘df\::::::lk] {(;)o.wu.wo [IPRO12337] (2); Reverse transcriptase ~ scaffold_6_mRNA_90.1
- zinc-binding domain [IPR026960] (2)
GFO023464 1 1 0 ::Z;fq"g;’éf“" domain-containing Eﬁ::ifi:.‘fﬁ?:l?ﬁ, E;‘]J?z 0046872 Zine finger, CCCH-type [IPR000ST1] (2) scaffold_6_mRNA_894.1
Lysine ketoglutarate reductase trans- Protein of unknown function DUF707
GF0023463 1 1 cing ke potein O {PRO0TTT] Oy scaffold_6_mRNA_893.1
GF0023461 1 1 0 Hypothetical protein (2) scaffold_6_mRNA_882.1 00222 mRNA 3.1
GF0023459 1 1 0 Hypothetical protein (2) scaffold_6_mRNA_872.1 X
GF0023458 1 1 0 Hypotheical protein (2) scaffold_6_mRNA_871.1  unshiu 00393 mRNA_13.1
catalytic activity [GO:0003824
L‘:‘;':)x';"i“;‘:'c‘;ﬂ ‘[20&;“‘;’:2'3"3 Thiolase-like [IPRO16039] (2); Very-
biological_process] (2); transferasc long-chain 3-ketoacyl-CoA synthase
activity, transferring acyl groups other L0 12392] (2 FAELType I
GF0023457 1 1 0 3-ketoacyl-CoA synthase 11 (2) polyketide synthase-like protein scaffold_6_mRNA_860.1 C_unshiu_00393_mRNA 211
than amino-acyl s 1GO:0016747
molecular_functon] (2); membrane LRC13601] (2: 3-Oxoncyl
carrer-protein (ACP)] synthase 11, C-
016020 cellular. cmnpnnel\l] @ erminal (PROI3747) ()
metabolic process [GO:0008152
biological_process] (2)
GF0023456 1 1 0 Hypothetical protein (2) scaffold_6_mRNA_859.1 C_unshiu_00446_mRNA_ m 1
GFO023455 1 1 0 Hypothetical protein (2) scaffold_6_mRNA_848.1 '
GFO023454 1 1 0 Hypothetical protein (2) scaffold_6_mRNA_847.1
GF0023453 1 1 0 Hypothetical protein (2) scaffold_6_mRNA_841.1
GFO023452 1 1 0 Hypotheical protein (2) scaffold_6_mRNA_84.1
GF0023451 1 1 0 Hypothetical protein (2) g:::z :ZK:EE{%ﬁ&] I(;;i (o) Saffold 6 mRNA 8351
GF0023450 1 1 0 Hypothetical protein (2) g?G'p”"”wg’“‘c domain [IPRO2S724] (. vold 6 mRNA_825.1
GFO023448 1 1 0 Hypothetical protein (2) scaffold_6_mRNA_815.1
GF0023447 1 1 0 Hypothetical protein (2) scaffold_6_mRNA_814.1
GF0023445 1 1 0 Hypothetical protein (2) scaffold_6_mRNA_798.1
GFO023444 1 1 0 Hypothetial protein (2) scaffold_6_mRNA_797.1
Zine finger, SWIM-type [IPR007527)
(2): Transposase, MuDR, plant
GF0023443 1 1 0 MuDR family transposase isoform 1 2) 2" ion binding [GO:0008270 [IPROQAJI;Z] (2); MULE transposase ~ scaffold_6_mRNA_791.1 C_unshiu_00120_ mRNA_10.1
molecular_function] (2) domain [IPRO18289] (2); Zinc finger,
PMZ-type [IPR006564] (2)
GFO023442 1 1 0 Hypothetical protein (2) scaffold_6_mRNA_783.1 C_unshiu_01590_mRNA_3.1
Ribosomal protein S5 domain 2-type fold
Abosome [GO:0005840 [1PRO20568] (2): Ribosomal protin S5
[IPRO0OSS 1] (2): Ribosomal protein S5
cellular_componend (2): RNAbinding U0 118 MO
[GO:0003723 molccular_function] (2)
. small ibosomal subunit [GO:0015935 LT RO14721] (2); Ribosomal protein S5, .
GF0023441 1 1 0408 ribosomal protein $2 (2) N-terminal [IPROI3810] (2); Ribosomal ~ scaffold_6_mRNA_782.1 C_unshiu_01590_mRNA 2.1
cellular_component] (2);structural )
consttuent of ribosome [GO:0003735  Protein S5, eukaryotic/archacal
molecular_function] (2); translation [IPROOSTLI] (2); R“’f“’“‘“_' protein S5,
[GO:0006412 biological process] 2) - crminal [IPR00S324] (2); Double-
stranded RNA-binding domain
[IPRO14720] (1)
GF0023440 1 1 0 Hypothetical protein (2) scaffold_6_mRNA_764.1 00147_mRNA 31.1
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GF0023439

GF0023438
GF0023437

GF0023436

GF0023435

GF0023434

GF0023433

GF0023432
GF0023431
GF0023429
GF0023428
GF0023427
GF0023426
GF0023425

GF0023423

GF0023421

GF0023420
GF0023418
GF0023417

GF0023416

GF0023415
GF0023413
GF0023412
GF0023408
GF0023407
GF0023406
GF0023405

GF0023404

GF0023403

GF0023400

GF0023399

GF0023397
GF0023396
GF0023395
GF0023394
GF0023393
GF0023392
GF0023391
GF0023390
GF0023389
GF0023388
GF0023387
GF0023386
GF0023385
GF0023384
GF0023383
GF0023382
GF0023381
GF0023380

GF0023379

GF0023377

GF0023376
GF0023375
GF0023374
GF0023373
GF0023372
GF0023371
GF0023370
GF0023369
GF0023368
GF0023367
GF0023366
GF0023365
GF0023364
GF0023363

GF0023362

GF0023361

GF0023358

GF0023357

GF0023356

GF0023354

GF0023353

GF0023350

Acyl-CoA N-acyltransferase with
0 RING/FYVE/PHD-type zinc finger
domain-containing protein (2)

Cysteine-rich RLK (RECEPTOR-like
protein kinase) § (1): Pol polyprotein (1)
0 Hypothetical protein (2)

0

TRNA synthetase class 1 (C) family
protein (2)

0 Hypothetical protein (2)

Glycosyl hydrolases family 31 protein

O soform 2 (1) Hyporthetial proten (1)

0 Hypothetical protein (2)

0 Hypothetical protein (2)
0 Hypothetical protein (2)
0 Hypothetical protein (2)
0 Hypothetical protein (2)
0 Hypothetical protein (2)
0 Hypothetical protein (2)
0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Glutaminase (2)

0 Hypothetical protein (2)
0 Hypothetical protein (2)
0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)
0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)

Polynucleotidyl transferase, ribonuclease
Hlike superfamily protein (1); Putative
non-LTR retroelement reverse
transcriptase (1)

0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)

0

0 Hypothetical protein (2)

0 Hypothetical protein (2)
0 Hypothetical protein (2)
0 Hypothetical protein (2)
0 Hypothetical protein (2)
0 Hypothetical protein (2)
0 Hypothetical protein (2)
0 Hypothetical protein (2)
0 Hypothetical protein (2)
0 Hypothetical protein (2)
0 Hypothetical protein (2)
0 Hypothetical protein (2)
0 Hypothetical protein (2)
0 Hypothetical protein (2)
0 Hypothetical protein (2)
0 Hypothetical protein (2)
0 Hypothetical protein (2)
0 Hypothetical protein (2)
0 Hypothetical protein (2)

Nucleic acid binding / zinc ion binding
0 protein (1; Zine finger CCCH domain-
containing protein 3 (1)

0 Hypothetical protein (2)

0 Hypothetical protein (2)
0 Hypothetical protein (2)
0 Hypothetical protein (2)
0 Hypothetical protein (2)
0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)
Assimilatory nitrate reductase catalytic
subunit (1) Hypothetical protein (1)

0 UDP-glycosyltransferase 83A1 (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Early nodulin-like protein 17 (2)

0 UPFO301 protein (2)

0 Cyclic nucleotide-gated ion channel 2 (2)

ERD (Early-responsive to dehydration

O Stress) family protein (

zinc ion binding [GO:0008270
molecular_function] (2); protein binding
[GO:0005515 molecular_function] (2)

nucleatide binding [GO:0000166
molecular_function] (2); ATP binding
[G0:0005524 molecular_function] (2);
{RNA aminoacylation for protein
translation [GO:0006418
biological_process] (2); aminoacyRNA
ligase activity [GO:0004812
molecular_function] (2)

carbohydrate binding [GO:0030246
molecular_function] (2); hydrolase

» hydrolyzing O-glycosyl
compounds [GO:0004553
molecular_function] (2); carbohydrate
metabolic process [GO:0005975
biological_process] (2); catalytic acti
GO:0003824 molecular_function] \2\
proteolysis [GO:0006508
biological_process] (1); cysteine-type
peptidase activity [GO:0008234
molecular_function] (1)

regulation of transcription, DNA-
templated (GO:0006355
biological_process] (2)

regulation of transcription, DNA-
templated [GO:0006355
biological_process] (2)

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

proteolysis [GO:0006508
biological_process] (2); ;cxscine type
peptidase activity [GO:0008234
molecular_function] (2)

zine ion binding [GO:0008270
molecular_function] (2); metal ion
binding [GO:004687
molecular_function] (z) nucleic acid
bmdm [GO:000367
molecular_function] 12;

DNA binding [GO:0003677
molecular_function] (2); nucleic acid
binding [GO:0003676
molecular_function] (1)

transferase activity, transferring hexosyl
groups [GO:0016758
molecular_function] (2); metabolic
process [GO:0008152

biological process] (2)

protein dimerization activity
GO:0046983 molecular_function] (1)

protein kinase activity [GO:0004672
molecular_function] (2); protein
phosphorylation [GO:0006468
biological_process] (2); ATP binding
[G0:0005524 molecular_function] (2)

electron carrier activity [G0:0009055
molecular_function] (2)

ion channel activity [GO:0005216
molecular_function] (1); membrane
0:0016020 cellular_component] (1);
fon transport [GO:0006811
iological_process] (1); transmembrane
transport [GO:0055085
biological_process] (1)

membrane [GO:0016020
cellular_component] (2)

Zine finger, FYVE/PHD-type
[IPRO11011] (2); Zine finger,

RING/FY VE/PHD-type [IPRO13083]
(2); Zine finger, PHD-type, conserved
site [IPRO19756] (2): Zinc finger, PHD-
type [IPRO01965] (2); Zine finger, PHD-
finger [IPRO19787] (2); Jas TPL-binding
domain [IPRO32308] (2)

Reverse transcriptase, RNA-dependent
DNA polymerase [IPRO13103] (2)

Cysteinyl-RNA synthetase/mycothiol
ligase [IPR024909] (2); tRNA
synthetases class I, catalytic domain
[IPR032678] (2); Rossmann-like
alpha/beta/alpha sandwich fold
[IPRO14729] (2); Aminoacyl-tRNA
synthetase, class la, anticodon-binding
[IPRO09080] (1); Aminoacyl-RNA
synthetase, class la, anticodon-binding
[IPR009080] (1)

Glycoside hydrolase family 31
[IPR000322] (2); Galactose mutarotase-
like domain [IPROT1013] (2); Aldolase-
type TIM barrel [IPROI3785] (2);
Glycoside hydrolase superfamily
[IPRO17853] (2); Glycoside hydrolase
family 31, N-terminal domain
[IPRO25887] (2); Glycosyl hydrolases
family 31, active site [IPRO30458] (1);
Ulp! protease family, C-terminal
catalytic domain [IPR003653] (1)

FHY3/FARI fa
MULE transp
@

ly [IPRO31052] (2);
e domain [IPRO18289)

FHY3/FARI family [IPR031052] (2);
MULE transposase domain [IPRO18289]
[0}

Harbinger transposase-derived nuclease
domain [IPRO27806] (2)

Reverse transcriptase domain
[IPR000477] (2)

Reverse transcriptase zinc-binding
domain [IPR026960] (2); Ribonuclease
H-like domain [IPR012337] (1)

Viral movement protein [IPR028919] (2)

Ulpl protease family, C-terminal
catalytic domain [IPR003653] (2)

Viral movement protein [IPR028919] (2)

Zine finger, CCCH-type [IPR000571]
(2); Zine finger, U1-C type [IPRO13085]
(1); Zine finger, Ul-type [IPR003604]
(1; Zine finger C2H2-type [IPRO13087]
(1); Matrin/U1-C-like, C2H2-type zine
finger [IPR003604] (1); U1-C, C2H2-
type zinc finger [IPRO13085] (1)

Zine finger, BED-type [IPR003656] (2
Zinc finger C2H2-type [IPRO13087] (1)

Reverse transcriptase, RNA-dependent
DNA polymerase [IPRO13103] (2)
Viral movement protein [IPR028919] (2)

UDP-glucuronosyl/UDP-
elucosyltransferase [IPR002213] (
Hand 1, calcium-binding site
[IPRO18247] (1)

yc-type, basic helix-loop-helix (bHLH)
dommn [IPRO11598] (1)

Protein kinase, ATP bir
[IPRO17441] (2); Protein kmase like
domain [IPROT1009] (2); Protein kinase
domain [IPRO00719] (2);
Serine/threonine/dual specificity protein
Kinase, catalytic domain [IPR002290]

(

Phytocyanin domain [IPR003245] (2);
Cupredoxin [IPR008972] (2)

Protein of unknown function UPF0301
[IPR003774] (2)

“yelic nucleotide-binding domain
[IPR000595] (1); RmIC-like elly roll
fold [IPRO14710] (1); Ton transport
domain [IPRO0S821] (1); Cye!
nucleotide-binding-like [IPRO18490] (1)

Calcium permeable stress-gated cation
channel 1, N-terminal transmembrane
domain [IPRO32880] (2); 10TM putative
phosphate transporter, cytosolic domain
[IPRO27815] (2); Calcium-dependent
channel, 7TM region, putative phosphate.
[IPRO03864] (2)

scaffold_6_mRNA_758.1

scaffold_6_mRNA_755.1
scaffold_6_mRNA_753.1

scaffold_6_mRNA_75.1

scaffold_6_mRNA_741.1

scaflold_6_mRNA_728.1

scaffold_6_mRNA_721.1

scaflold_6_mRNA_716.1
scaffold_6_mRNA_715.1
scaffold_6_mRNA_697.1
scaffold_6_mRNA_696.1
scaflold_6_mRNA_693.1
scaffold_6_mRNA_687.1
scaffold_6_mRNA_682.1

scaflold_6_mRNA_665.1

scaflold_6_mRNA_634.1
scaffold_6_mRNA_620.1
scaflold_6_mRNA_608.1
scaffold_6_mRNA_599.1
scaffold_6_mRNA_597.1

scaflold_6_mRNA_574.1
scaffold_6_mRNA_566.1
scaffold_6_mRNA_S6.1

scaffold_6_mRNA_544.1
scaflold_6_mRNA_529.1
scaffold_6_mRNA_523.1
scaffold_6_mRNA_519.1

scaffold_6_mRNA_516.1

scaffold_6_mRNA_S1.1
scaffold_6_mRNA_503.1
scaflold_6_mRNA_496.1
scaffold_6_mRNA_489.1

scaffold_6_mRNA_485.1

scaffold_6_mRNA _481.1
scaffold_6_mRNA_465.1
scaffold_6_mRNA_461.1
scaflold_6_mRNA_454.1
scaffold_6_mRNA_453.1
scaffold_6_mRNA_445.1
scaffold_6_mRNA_443.1
scaflold_6_mRNA_438.1
scaffold_6_mRNA_431.1
scaffold_6_mRNA_430.1
scaffold_6_mRNA_428.1
scaflold_6_mRNA_424.1
scaffold_6_mRNA_418.1
scaffold_6_mRNA_417.1
scaffold_6_mRNA_415.1
scaflold_6_mRNA_414.1
scaffold_6_mRNA_413.1
scaffold_6_mRNA_412.1

scaffold_6_mRNA _41.1

scaffold_6_mRNA_408.1

scaffold_6_mRNA_404.1
scaflold_6_mRNA_401.1
scaffold_6_mRNA_393.1
scaffold_6_mRNA_391.1
scaffold_6_mRNA_387.1

scaffold_6_mRNA_386.1

scaffold_6_mRNA_384.1
scaffold_6_mRNA_379.1
scaflold_6_mRNA_377.1
scaffold_6_mRNA_371.1
scaffold_6_mRNA_365.1
scaffold_6_mRNA_347.1
scaflold_6_mRNA_34.1

scaffold_6_mRNA_337.1

scaffold_6_mRNA_3169.1

" scaffold 6 mRNA_3161.1

scaffold_6_mRNA_3156.1

scaffold_6_mRNA_3143.1

scaffold_6_mRNA_3140.1

scaflold_6_mRNA_3137.1

scaffold_6_mRNA_3130.1

scaffold_6_mRNA_3109.1

C_unshiu_00147_mRNA_24.1

C_unshiu_00860_mRNA_7.1

C_unshiu_00860_mRNA_S.1

O1116_mRNA_5.1

C_unshiu_00402_mRNA_19.1

C_unshiu_01112_mRNA_7.1

C_unshi

C_unshiu_01076_mRNA_4.1

C_unshiu_ 0001 1_mRNA_90.1

C_unshiu_00772_mRNA_3.1

C_unshiu_00610_mRNA_3.1

C_unshiu_00009_mRNA_77.1

C_unshiu_00009_mRNA_70.1

C_unshiu_00009_mRNA_68.1

00009 mRNA _54.1

C_unshiu_00009_mRNA_51.1

C_unshiu_00009_mRNA_48.1

iu_00009_mRNA_41.1

00009_mRNA_I8.1




D Num. in C._celementine

Note

GO

TnterPro

Members in P.trifoliata

GF0023349 1

GF0023348 1
GF0023346 1
GF0023345 1

GF0023344 1

GF0023342 1

GF0023341 1

GF0023339 1

GF0023338 1

GF0023332 1

GF0023329 1

GF0023328 1

GF0023327 1
GF0023326 1

GF0023325 1

GF0023324 1

GF0023322 1

GF0023321 1

GF0023320 1

GF0023319 1

GF0023318 1

GF0023317 1

GF0023316 1

GF0023314 1

GF0023313 1

GF0023312 1

GF0023311 1
GF0023309 1
GF0023307 1
GF0023306 1
GF0023305 1
GF0023303 1
GF0023302 1
GF0023301 1

0 Hypothetical protein (2)

Hypothetical protein (1); PLATZ
transcription factor family protein (1)
0 Hypothetical protein (2)

0

0 Hypothetical protein (2)

0 Protein kinase APKIA (2)

0 Caffeic acid O-methyltransferase (2)

Polyvinylalcohol dehydrogenase-like

O protein (2)

Hypothetical protein (1); Spol1-
0 3/RhI2/BinS/Top6A3 vegetative
topoisomerase VIA (1)

 Putative mitochondrial chaperone BCS1-

0 Hypothetical protein (2)
0 Hypothetical protein (2)

Abhydrolase domain-containing protein
)

0 Hypothetical protein (2)
0 Hypothetical protein (2)

o Receptor-like protein kinase FERONIA
@

o PLCHike phosphodiesteases superfamily
O protein (2)

o Pentatricopeptide (PPR) repeat protein
@

0 Hypothetical protein (2)

S-adenosylmethionine decarboxylase

© proenzyme (2)

0 DUF1262 family protein (2)

Non-LTR retroelement reverse
0 transeriptase-like (1); Ribonuclease H-
like superfamily protein (1)
Acclimation of photosynthesis to
environment (2)
Plasma membrane associated protein (1):
0 ABA induced plasma membrane protein
[0}

0 Neoxanthin synthase (2)

0 MurB reductase, putative isoform 1 (2)

0 Alpha/beta hydrolase family protein (2)

0 Hypothetical protein (2)
0 Hypothetical protein (2)
Zine finger protein, putative (
0 finger CCCH domain-containing protein
39(1)

0 DUF4228 domain protein (2)

Integrin-linked protein kinase family
isoform 1(2)

0

fusion degradation protein (2)

o Transeription factor DYSFUNCTIONAL
O TAPETUM 1 )
0 Hypothetical protein (2)

‘elucose metabolic process [GO:0006006
biological_process] (2); oxidation-
reduction process [GO:0055114
biological_process] (2); glucose-6-
phosphate dehydrogenase activity
[GO:0004345 molecular_function] (2);
NADP binding [GO:0050661
molecular_function] (2)

ATP binding [GO:0005524
molecular_function] (2); protein
phosphorylation [GO:0006468
biological_process] (2); protein kinase
activity [GO:0004672
molecular_function] (2)

O-methyliransferase activity
GO:0008171 molecular_function] (2);
protein dimerization activity
[GO:0046983 molecular_function] (2);
methyltransferase activity [GO:0008168
molecular_function] (2)

DNA binding [GO:0003677
molecular_function] (2); chromosome
[GO:0005694 cellular_component] (2):
DNA catabolic process, endonucleolytic
[GO:0000737 biological_process] (2);
DNA topoisomerase type II (ATP-
hydrolyzing) activity [GO:0003918
molecular_function] (1): DNA metabolic
process [GO:0006259
biological_process] (1): DNA t opeleg\w]
change [GO:0006265 biological process]
(1); ATP binding [GO:0005524
molecular_function] (1); catalytic activity
[GO:0003824 molecular_function] (1)

ATP binding [GO:0005524
molecular_function] (2)

protein phosphorylation [GO:0006468
biological_process] (2); protein kinase
activity [GO:000467.
molecular_function] (2): ATP binding
G 4 molecular_function] (2);
protein tyrosine kinase activity
[GO:0004713 molecular_function] (1)

hosphoric diester hydrolase activity
[GO:0008081 molecular_function] (2);
lipid metabolic process [GO:0006629
biological_process] (2)

protein binding [GO:0005515
molecular_function] (2)

spermine biosynthetic process
[GO:0006597 biological Jrﬂcuss] [
spermidine biosynthetic p

(GO:0008295 biological Jlo:ess] @y

Glucose-6-phosphate dehydrogenase
[IPRO01282] (2); Glucose-6-phosphate:
dehydrogenase, C-terminal [IPR022675]
@

Protein of unknown function DUF597
[IPRO06734] (2)

Domain unknown function DUF295
[IPRO0S174] (1)

Serine/threonine-protein kinase, active
site [IPRO0S271] (2); Protein kinase,
TP binding site [IPRO17441] (2);
Protein kinase-like domain [IPRO11009]
(2): Protein kinase domain [IPR000719]
(2); Serine-threonine/tyrosine-protein
Kinase catalytic domain [IPR001245] (1);
Serine-threonine/tyrosine-protein kinase,
catalytic domain [IPR001245] (1)
Concanavalin A-like lectin/glucanase
domain [IPRO13320] (1)
O-methyliransferase, family 2
[IPR001077] (2); Winged helix-turn-helix
DNA-binding domain [IPROT1991] (2);
O-methyltransferase COMT-type
[IPRO16461] (2): Plant methyliransferase
dimerisation [IPRO12967] (2):
adenosyl-L-methionine-dependent
‘methyltransferase [IPR029063] (2)
Pyrrolo-quinoline quinone beta-propeller
repeat [IPROIS391] (2); Quinoprotein
alcohol dehydrogenase-like superfamily
[IPRO11047] (2); Pyrrolo-quinoline
quinone repeat [IPR002372] (2);
Quinoprotein alcohol dehydrogenase-like
domain [IPR027295] (1)

Spol1/DNA topoisomerase VI subunit A
[IPRO02815] (2); Winged helix-turn-helix
DNA-binding domain [IPROT1991] (1);
Topoisomerase 6 subunit A/Spol 1,
TOPRIM domain [IPRO34136] (1);
Spol1/DNA topoisomerase V1., subunit
A, N-terminal [IPR013049] (1); DNA

topoisomerase VI, subunit A

[IPR004085] (1)

ATPase, AAA-type, conserved site
[IPRO03960] (2): ATPase, AAA-type,
core [IPRO03959] (2); P-loop containing
nucleoside triphosphate hydrolase
[IPR027417] (2); AAA-type ATPase, N-
terminal domain [IPR025753] (2); AAA+
ATPase domain [IPR003593] (2)
Leucine-rich repeat domain, L domain-
like [IPR032675] (1); FBD domain
[IPRO06566] (1)

Alpha/Beta hydrolase fold [IPR029058]

): Alpharbeta hydrolase fold-5
[IPR029059] (1); Serine aminopeptidase,
$33 [IPR022742] (1)

GH3 family [IPR004993] (2)
Protein kinase, ATP binding site
[IPRO17441] (2); Protein kinase domain
[IPR000719] (2): Protein kinase-like
domain [IPROT1009] (2); Malectin-like

ohydrate-binding domain

[IPR024788] (2); Serinethreonine-
protein kinase, active site [IPR00S271]
(1; Serine-threonine/tyrosine-protein

Kinase, catalytic domain [IPR001245]
(1); Serine-threoninetyrosine-protein
Kinase catalytic domain [IPR001245]
Tyrosine-protein kinase, catalytic domai
[IPR020635] (1); Concanavalin A-like
lectin/glucanase domain [IPR013320] (1)
NADH-ubiquinone reductase complex 1
MLRQ subunit [IPRO10530] (2);

Phosphatidylinositol-specific
phospholipase C, X domain [IPR000909]
(2); PLC-like phosphodiesterase, TIM
beta/alpha-barrel domain [IPR017946]
@

Tetratricopeptide-like helical domain
[IPRO11990] (2); Pentatricopeptide
repeat [IPRO028S5] (2)

S-adenosylmethionine decarboxylase
[IPROOI‘?RS] 2); 5+ adcnosy\m\:lhmmnc
oxylase, conserv

activity [GO:0004014
molecular_function] (2)

nucleic acid binding [GO:0003676
molecular_function] (2)

flavin adenine dinucleotide binding
[GO:0050660 molecular_function] (2
oxidoreductase activity [GO:0016491
molecular_function] (2); oxidation-
reduction process [GO:0055114
biological_process] (2); UDP-N-
acetylmuramate dehydrogenase activity
[GO:0008762 molecular_function] (2);
oxidoreductase activity, acting on CH-
OH group of donors [GO:0016614
molecular_function] (2); catalytic activity
[GO:0003824 molecular_function] (2)

metal ion binding [GO:0046872
molecular_function] (2)

protein binding [GO:0005515
molecular_function] (2); ATP binding
[G0:0005524 molecular_function] (2);
protein kinase activity [GO:0004672
molecular_function] (2); prolem
phosphorylation [GO:0006468
biological_process] (2)

ubiquitin-dependent protein catabolic
process [GO:0006511
biological_process] (2)

protein dimerization activity
[GO:0046983 molecular_function] (2)

dec: ed st

[IPROIXI66] (z) 5+ ndelmsylmetlunmn:
re [IPROI6067] (2); S-

auc.\mylmcm.omm decarboxylase

subgroup [IPROIS167] (1)

Protein of unknown function DUF1262

[IPRO10683] (2)

Reverse transcriptase zinc-binding

domain [IPR026960] (2); Ribonuclease

H-like domain [IPR012337] (2)

Protein of unknown function DUF2854

[IPR021275] (2)

AWPM-19-like [IPR008390] (2)

Protein of unknown function DUF4281
[IPR025461] (1); ABA DEFICIENT 4-
like [IPRO25461] (1)

UDP-N-acetylenolpyruvoylglucosamine
reductase [IPRO03170] (z) UDP N-
acetylenolpyruvoylgluc

reductase, C-terminal [wmu mm] @
FAD linked oxidase, N-terminal
[IPR006094] (2); FAD-binding, type 2
[IPROI6166] (2); FAD-binding, type 2,
subdomain 1 [IPROI6167] (2); CO
dehydrogenase flavoprotein-like, FAD-
binding, subdomain 2 [IPRO16169] (2)

Alpha/Beta hydrolase fold [IPR029058]
(2); Alpharbeta hydrolase fold-1
[IPR000073] (2)

Zinc finger, CCCH-type [IPRO00ST1] (2)

Protein of unknown function DUF4228,
plant [IPR025322] (2)

Ankyrin repeat-containing domain
[IPR020683] (2); Protein kinase-like
domain IPROT1009] (2); Ankyrin repeat
[IPR002110] (2); Protein kinase domain
[IPRO00719] (2): Serine-
threoninetyrosine-protein kinase
catalytic domain [IPR001245] (1);
Ferritin-related [IPRO12347] (1); Serine-
threoninetyrosine-protein kinase,
catalytic domain [IPR001245] (1)

Ubiquitin fusion degradation protein
UFDI [IPRO04854] (2)

Mye-type, basic helix-loop-helix (bHLH)
domain [IPROT1598] (2)

scaffold_6_mRNA_31.1

scaffold_6_mRNA_309.1
scaffold_6_mRNA_307.1
scaffold_6_mRNA_3065.1

scaffold_6_mRNA_3058.1

scaffold_6_mRNA_3040.1

scaffold_6_mRNA_3035.1

scaffold_6_mRNA_3016.1

scaffold_6_mRNA_3000.1

scaffold_6_mRNA_2972.1

scaflold_6_mRNA_2957.1

scaflold_6_mRNA_2945.1

scaffold_6_mRNA_294.1
scaffold_6_mRNA_2926.1

scaffold_6_mRNA_2912.1

scaffold_6_mRNA_2911.1

scaffold_6_mRNA_2895.1

scaffold_6_mRNA_2892.1

scaffold_6_mRNA_2876.1

scaffold_6_mRNA_2869.1

scaflold_6_mRNA_2868.1

scaflold_6_mRNA_2842.1

scaflold_6_mRNA_2839.1

scaffold_6_mRNA_2817.1

scaffold_6_mRNA_2816.1

scaffold_6_mRNA_2813.1

scaffold_6_mRNA_281.1
scaffold_6_mRNA_2784.1

scaffold_6_mRNA_2780.1

scaffold_6_mRNA_2760.1

scaflold_6_mRNA_2759.1

scaffold_6_mRNA_2735.1

scaffold_6_mRNA_2718.1
scaffold_6_mRNA_2707.1

C_unshiu_00464_mRNA_I3.1

C_unshiu_01082_mRNA_4.1

C_unshiu_01082_mRNA_6.1

C_unshiu_00135_mRNA_16.1

C_unshiu_02673_mRNA_2.1

C_unshiu_00135_mRNA_40.1

C_unshiu_00135_mRNA_54.1

C_unshiu_00420_mRNA_I1.1

jiu_00133_mRNA_46.1

C_unshiu_00133_mRNA_29.1

C_unshiu_00133_mRNA_14.1

00178_mRNA_27.1
00253_mRNA_5.1

00253_mRNA_19.1

C_unshiu_00253_mRNA_20.1

C_unshiu_00253_mRNA_37.1

C_unshiu_00183_mRNA_23.1

C_unshiu_00098_mRNA_50.1

00098 mRNA_45.1

| 00357 mRNA 6.1

C_unshi

00098 mRNA_I18.1

C_unshiu_00098_mRNA_14.1

00537_mRNA_16.1

C_unshiu_00537_mRNA_I5.1

C_unshiu_00038_mRNA_S8.1

jiu_00038_mRNA_31.1

C_unshiu_00038_mRNA_I3.1
C_unshiu_00038_mRNA_6.1



D Num. in C._celementine

Numin C_unshiu

Note

GO

TnterPro Member

Members in P.trifoliata

GF0023299 1

GF0023298 1

GF0023296 1

GF0023294 1

GF0023292 1

GF0023290 1

GF0023289 1

GF0023288 1
GF0023287 1

GF0023286 1

GF0023285 1

GF0023284 1

GF0023283 1

GF0023282 1

GF0023281 1

GF0023278 1

GF0023277 1
GF0023276 1

GF0023274 1

GF0023273 1

GF0023272 1

GF0023271 1

GF0023269 1

GF0023268 1

GF0023263 1

GF0023261 1

GF0023260 1

GF0023259 1

GF0023258 1

GF0023257 1

GF0023256 1

GF0023254 1

GF0023253 1

GF0023252 1

GF0023249 1

0 Famesyltranstransferase (2)

Histidine-tRNA ligase/ATP
0 phosphoribosyltransferase regulatory
subunit (2)

CCR4-NOT transeription complex
subunit 7 (2)

0 Centromere protein V (2)

 3-ovoacyl-facyl-carrier-protein] reductase

O FabG )

0 Hypothetical protein (2)
0 Zine finger protein, putative (2)

0 Hypothetical protein (2)
0/50S ribosomal protein L40 (2)

0 Hypothetical protein (2)

0 E3 ubiquitin-protein ligase RINGI (2)

prenoid biosynthetic process
00821

i
[G0:0008299 biological_process] (2)

cytoplasm [GO:0005737
cellular_component] (2)

nucleic acid binding [GO:0003676
molecular_function] (2): nucleus
[GO:0005634 cellular_component] (1)

Tsoprenoid synthase domain [IPR008949]
(2); Polyprenyl synthetase [IPR000092]
(2); Polyprenyl synthetase-related
[IPRO17446] (1); Polyprenyl synthetase,
conserved site [IPR033749] (1)

scaffold_6_mRNA_2698.1

subunit [IPRO04516] (2); Anticodon.  ScTOId_6_MRNA_269.1
b

inding [IPR004154] (2)
Ribonuclease H-like domain
[IPRO12337] (2); Ribonuclease CAFI  scaffold_6_mRNA_2684.1
[IPRO06941] (2)

carbon-sulfur Iyase activity [GO:0016846 Glutathione-dependent fbrmaldehy«(e'

molecular_function] (2); meta
process [GO:0008152
biological process] (2)

oxidoreductase activity [GO:0016491
molecular_function] (1); metabolic
process [GO:0008152
biological_process] (1)

zine ion binding [GO:0008270
molecular_function] (2); protein binding
[GO:0005515 molecular_function] (2)

protein binding [GO:0005515
molecular_function] (1)

protein binding [GO:0005515
molecular_function] (2); zinc ion binding
1GO:0008270 molecular_function] (2)

LEMS3 (Ligand-effect modulator 3) family membrane [GO:0016020

protein (2)

0 Uridylate kinase, putative (2)

0 Geraniol 10-hydroxylase-like protein (2)

AVI9/CE9 rapidly elicited protein 137,
0 putative (1); DUF3475 domain protein
m

0 PAN domain-containing protein (2)

0 Hypothetical protein (2)
0 Probable F-box protein Atlg60180 (2)

0 Terminal flower 1 (2)

Tron-sulfur cluster assembly prot
putative (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 PHD finger transeription factor (2)

0 Hypothetical protein (2)

o Exoeyst subunit EXOT0 family protein
@

0 TatD related DNase (2)

0 Carotenoid isomerase (2)

Pentatricopeptide repeat-containing
family protein (1); Tetratricopeptide

repeat-like superfamily protein, putative
M

isoform

o Fatty acyl-CoA reductase 3 (1); Faity
© acyl-CoA reductase 1 (1)

0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Metal tolerance protein 5 (2)

0 WCRKC thioredoxin 1 isoform 1 (2)

0 Hypothetical protein (2)

Hypothetical protein (1); Bimodular

O protein (1)

cellular_component] (2)
pyrimidine nucleotide biosynthetic
process [GO:000622;
biological_process] (2); UMP kinase
activity [GO:0033862
molecular_function] (2); eytoplasm
[GO:0005737 cellular_component] (2)
iron ion binding [GO:0005506
molecular_function] (2); heme bi
[G0:0020037 molecular_function] (2);
oxidoreductase activity, acting on paired

donors, with incorporation or reduction
of molecular oxygen [GO:0016705
molecular_fnction] (2); oxidation-

reduction process [Gi
biological_process] (2)

senition of pollen [GO:0048544
bmlagxcul process] (2)

protein binding [GO:0005515
molecular_function] (2)

negative regulation of flower
development [GO:0009910
biological_process] (1); transcription
cofactor activity [GO:0003712
molecular_function] (1)

structural molecule activity [GO:0005198

molecular_function] (2); iron-sulfur
cluster binding [GO:0051536
molecular_function] (2); protein
maturation by iron-sulfur cluster transfer
[GO:0097428 biological_process] (1)
n-sulfur cluster assembly
[GO:0016226 biological_process] (1)

protein binding [GO:0005515
molecular_function] (1)

N-acetyltransferase activity
[GO:0008080 molecular_function] (2);
zine ion binding [GO:000827
molecular_function] (2); protein binding
[GO:0005515 molecular_function] (2)

exocytosis [GO:0006887
biological_process] (2); exocyst
[GO:0000145 cellular_component] (2)

nydmlm activity, acting on ester bonds
016788 molecular_function] (2)
ox!domduc\ssn, activity [GO:0016491
molecular_function] (2); oxidation-
reduction process [GO:0055114
biological_process] (2); carotenoid
biosynthetic process [GO:0016117
biological_process] (2); isomerase
activity [GO:0016853
molecular_function] (1); carotenoid
isomerase activity [GO:0046608
molecular_function] (1)
protein binding [GO:0005515
molecular_function] (2);
methyltransferase activity [GO:0008168
molzuulnr -_function] (1); methylation
32259 bmloglcal Jlo:ess] ay
m\cl:lc acid binding [GO:
molecular_function] (1)

cyl-CoA reductase (alcohol-
nmmng) acuwry [GO:0080019
molecular_function] (2)

nucleic acid binding [GO:0003676
molecular_function] (2); metal ion
binding [GO:0046872
molecular_function] (1)

cation transport [GO:0006812
biological_process] (2); integral
‘component of membrane [GO:0016021
cellular. wmpunznl] (z) cation
transmembrane trans

[GO:0008324 e ﬁmcuou] @
transmembrane transport [GO:0035085
biological_process] (2)

cell redox homeostasis [GO:0045454
biological_process] (2); glycerol ether
metabolic process [GO:0006662
biological_process] (2); protein disulfide
oxidoreductase activity [GO:001503
molecular_function] (2)

activating enzyme/centror
[IPRO06913] (2); Mssd- ke [mml 1057]
@

NAD(P)-binding domain [IPR016040]
(2); Glucose/ribitol dehydrogenase
[IPR002347] (1); Short-chain
dehydrogenase/reductase SDR
[IPR002198] (1); Short-chain
dehydrogenase/reductase SDR
[IPR002347] (1); Polyketide synthase,
ketoreductase domain [IPRO13968] (1)

scaffold_6_mRNA_2659.1

scaffold_6_mRNA_2642.1

scaffold_6_mRNA_2625.1
Zinc finger, RING/FYVE/PHD-type
[IPRO13083] (2): Zinc finger, RING-type scaffold_6_mRNA_2601.1
[IPRO01841] (2)
scaffold_6_mRNA_259.1
scaffold_6_mRNA_2588.1
Pentatricopeptide repeat [IPR00288S]
(2): Tetratricopeptide-like helical domain scaffold_6_mRNA_258.1
[IPRO11990] (1)
Zine finger, RING/FY VE/PHD-type
[IPRO13083] (2); Zinc finger, RING-type scaffold_6_mRNA_2576.1
[IPRO01841] (2)

CDCSO/LEMS3 family [IPR005045] (2)  scaffold_6_mRNA_2538.2

Aspartate/glutamate/uridylate kinase
[IPRO01048] (2); Uridylate kinase,
bacteria [IPRO15963] (2)

scaffold_6_mRNA_2513.1

Cytochrome P450, E-class, group |
[IPR002401] (2); Cytochrome P450,
conserved site [IPRO17972] (2);
Cytochrome P450 [IPRO01128] (2)

scaffold_6_mRNA_2510.1

Protein of unknown function DUF668
[IPRO07700] (2); Protein of unknown
function DUF3475 [IPR021864] (2)
PAN/Apple domain [IPRO03609] (2);
Bulb-type lectin domain [IPR001480]
2); S-locus glycoprotein domain
[IPRO00SSS] (2)

scaffold_6_mRNA_2509.1

scaffold_6_mRNA_2492.1

scaffold_6_mRNA_249.1

F-box domain [IPRO01S10] (2) scaffold_6_mRNA_2460.1

Phosphatidylethanolamine-binding,
conserved site [IPRO0ISSS] (2);
Phosphatidylethanolamine-binding
protein PEBP [IPRO0SO14] (1);
TERMINAL FLOWER 1-like
[IPRO31114] (1);
Phosphatidylethanolamine-binding
protein [IPRO08914] (1)

scaffold_6_mRNA_2443.1

FeS cluster biogenesis [IPRO00361] (2);
FeS cluster insertion protein [IPR016092]
(2); FesS cluster insertion, C-terminal,
conserved site [IPRO17870] (2)

scaffold_6_mRNA_2439.1

Pentatricopeptide repeat [IPRO0288S]
(2): Tetratricopeptide-like helical domain scaffold_6_mRNA_2403.1
[IPRO11990] (1)

scaffold_6_mRNA_2386.1
Zine finger, FYVE/PHD-type
[IPRO11011] (2); GNAT domain
[IPRO00182] (2); Zinc finger, PHD-type
[IPRO01965] (2); Zinc finger, PHD-
conserved site [IPROI9786] (2): Zinc
finger, RING/FY VE/PHD-type:
[IPROI3083] (2); Acyl-CoA N~
acyltransferase [IPROI6181] (2); Jas
TPL-binding domain [IPR032308] (2);
Zine finger, PHD-finger [IPRO19787] (2)

scaffold_6_mRNA_2364.1

scaflold_6_mRNA_2378.1

Cullin repeat-like-containing domai
[IPROIG159] (2); Late embryogenesi
abundant protein, LEA-14 [IPR004864]
(2); Exocyst complex protein Exo70
[IPRO04140] (1); Immunoglobulin-like
fold [IPRO13783] (1); Exocyst complex
component Exo70 [IPR004140] (1)
Metal-dependent hydrolase (IPR032466]
(2); TatD family [IPRO01130] (2)

scaffold_6_mRNA_2336.1

scaffold_6_mRNA_2316.1

FAD/NAD(P)-binding domain
[IPR023753] (2); Amine oxidase

[IPR002937] (2); Prolycopene isomerase  scaffold_6_mRNA_2293.1
[IPROI4101] (1); Carotene isomerase

[IPRO14101] (1)

Pentatricopeptide repeat [IPRO0288S]
(2); Tetratricopeptide-like helical domain
[IPRO11990] (2); Protein-lysine N-
me1hyl'.mmfem:= Efins (IPRO19369] (1);
DNA methylase, N-6 adenine-specific,
cnmencd site [IPR002052] (1)

scaffold_6_mRNA_2269.1

Male sterility, NAD-binding
[IPROI3120] (2); NAD(P)-binding
domain [IPRO16040] (2); Fatty acyl-CoA
reductase [IPRO26055] (2); Fatty acyl-
CoA reductase, C-terminal [IPR033640]
[0}

scaffold_6_mRNA_2254.1

scaffold_6_mRNA_2246.1
Zine finger C2H2-typeintegrase DNA-
binding domain [IPRO13087) (1); Zinc
finger, C2H2 [IPR007087] (1); Zinc
finger C2H2-type [IPROI3087] (1)

scaffold_6_mRNA_2233.1

Cation efflux protein, cytoplasmic

domain [IPR027470] (2); Cation efflux

protein [IPR002524] (2); Cation efflux ~ scaffold_6_mRNA_2231.1
protein transmembrane domain

[IPR027469] (1)

Thioredoxin-like fold [IPR012336] (2);
Thioredoxin [IPR00S746] (2);
Thioredoxin domain [IPRO13766] (2)

scaflold_6_mRNA_2223.1

scaflold_6_mRNA_2216.1
Bifunctional inhibitor/plant lipid transfer
protein/seed storage helical domain
[IPRO16140] (2); Hydrophobic seed
protein [IPR027923] (2)

scaflold_6_mRNA 2145.1

C_unshiu_00704_mRNA_17.1

00176_mRNA_11.1

C_unshiu_00704_mRNA_1.1

C_unshiu_02047_mRNA_4.1

C_unshiu_00079_mRNA_6.1

C_unshiu_00173_mRNA_7.1

00079_mRNA_19.1

C_unshiu_00037_mRNA_33.2

00037_mRNA_60.1

C_unshiu_00052_mRNA_I8.1

C_unshiu_00052_mRNA_20.1

iu_00052_mRNA_36.1

C_unshiu_01219_mRNA_6.1
C_unshiu_00052_mRNA_66.1

iu_00046_mRNA_45.1

C_unshiu_02025_mRNA_2.1

C_unshiu_00215_mRNA_46.1

C_unshiu_00215_mRNA_26.1

C_unshiu_00215_mRNA_19.1

C_unshiu_00043_mRNA_61.1

C_unshiu_00043_mRNA_39.1

C_unshiu_00273_mRNA_I5.1

C_unshiu_00273_mRNA_35.1

C_unshiu_00089_mRNA_2.1

C_unshiu_00089_mRNA_I3.1

C_unshiu_00089_mRNA_I5.1

C_unshiu_00089_mRNA_23.1

C_unshiu_00089_mRNA_30.1

C_unshiu_00248_mRNA_35.1
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Numin C_unshiu
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GO

TnterPro

Members in P.trifoliata

GF0023247

GF0023244

GF0023243

GF0023242

GF0023241

GF0023240

GF0023238
GF0023234

GF0023231
GF0023228

GF0023219
GF0023217

GF0023216
GF0023215

GF0023214

GF0023213

GF0023212

GF0023211
GF0023210
GF0023208
GF0023205

GF0023203

GF0023202

GF0023201

GF0023200

GF0023199
GF0023198

GF0023197

GF0023195

GF0023194

GF0023193

GF0023190

GF0023189

GF0023188

GF0023187
GF0023186
GF0023185

GF0023184

GF0023183

GF0023182

GF0023180

GF0023179

GF0023178

GF0023177
GF0023176

GF0023173
GF0023172

GF0023171

GF0023170

GF0023168
GF0023167

0 UDP-glycosyltransferase 71C4 (2)

o Mitochondrial transcription termination
© factor family protein (2)

0 UPFOS86 C9orf41-like protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)
0 Hypothetical protein (2)

0 Hypothetical protein (2)
Lung seven transmembrane receptor

0
family protein, expressed (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Hypmhu\cal protein (2)

rolase 15, mitochondrial-like

0 pmtcm ( I) Nudix hydrolase 15,
mitochondrial (1)

0 Hypothetical protein (2)

o Verticillium wilt resistance-like protein
@

 Pentatricopeptide repeat-containing.
© protein, putative soform 3 (2)
0 Hypothetical protein (2)

0 Hypothetical protein (2)
0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)

o 50S ribosomal protein L14, chloroplastic
@

0 Selenoprotein t (2)

0 Hypothetical protein (2)
0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Disease resistance protein (2)

0 Hypothetical protein (2)

 LRR receptor-like kinase family protein
@

0 Hypothetical protein (2)

o Hypothetical protein (1); Ribonuclease H
protein (1)
0 Hypothetical protein (2)

0 Hypothetical protein (2)
0 Hypothetical protein (2)

o DNA double-strand break repair radS0
© ATPase, putative soform 2 (2)

0 UDP-glycosyltransferase 85A7 (2)

0 Hypothetical protein (2)

0 UDP-glycosyltransferase 85A7 (2)

0 Hypothetical protein (2)
Hypothetical protein (1); Non-LTR

0 retroelement reverse transcriptase-like
protein (1)

0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)
0 Hypothetical protein (2)

o Aldo-keto reductase family 4 member C9
@

o Aldo-keto reductase family 4 member C9
( )

0 Hypothetical protein (2)
0 Hypothetical protein (2)

transferase activity, transferring hexosyl
ups [GO:0016758
molecular_function] (2); metabolic
process [GO:0008152
biological_process] (2)
regulation of transcription, DNA-
templated [GO:0006355
biological_process] (2); double-stranded
DNA binding [GO:0003690
molecular_function] (2); mitochondrion
[G0:0005739 cellular_component] (1)

transferase activity, transferring hexosyl
‘groups [GO:0016758
molecular_function] (2); metabolic
process [GO:0008152
biological_process] (2)

integral component of membrane
[GO:0016021 cellular_component] (2)

hydrolase activity [GO:0016787
molecular_function] (2)

protein binding [GO:0005515
molecular_function] (2); nucleic acid
binding [GO:000367

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

aminoacyl-RNA ligase activity
[GO:0004812 molecular_function] (2);

Iysine-tRNA ligase activity [GO:0004824

molecular_function] (2); lysy-RNA
aminoacylation [GO:0006430
biological_process] (2); nucleoti
binding [GO:000016
molecular_function] (2); ATP binding
G 4 molecular_function] (2);
cytoplasm [GO:0005737
cellular_component] (2); tRNA
aminoacylation for protein translation
[GO:0006418 biological_process] (2)

ribosome [GO:0005840
cellular_component] (2); translation
[GO:0006412 biological_process] (2):
struetural constituent of ribosome.
[GO:0003735 molecular_function] (2)

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

nucleic acid binding [GO:0003676
molecular_function] (2)

protein phosphorylation [GO:0006468
biological_process] (2); protein kinase
activity [GO:0004672

molecular_function] (2); ATP binding
[GO:0005524 molecular_function] (2);
protein binding [G
molecular_function] (1)

nucleic acid binding [GO:0003676
molecular_function] (2)

protein binding [GO:0005515
molecular_function] (2)
protein binding [GO:000515
molecular_function] (1)

transferase activity, transferring hexosyl
groups [GO:0016758
molecular_function] (2); metabolic
process [GO:0008152
biological process] (2)
metabolic process [GO:0008152
bm!ogwal |_process] (1); transferase
ansferring hexosy! groups
[GO oomss mlesulr _function] (1)
metabolic process [GO:0008152
biological_process] (2); transferase:

activity, transferring hexosyl groups
[GO:0016758 molecular_function] (2)

oxidoreductase activity [GO:0016491
molecular_function] (2); oxidation-
reduction process [GO:0055114
biological_process] (2)

oxidation-reduction process
[GO:0035114 biological | pmce:t] @
0016491

UDP-ghucuronosyl/UDP-
elucosyltransferase [IPR002213] (2)

Mitochodrial transcription termination

factor [IPR003690] (1); Transcription

termination factor,

‘mitochondrial/chloroplastic [IPR003690]
1

S-adenosyl-L-methionine-dependent
‘methyltransferase [IPR029063] (2);
N2227-like [IPRO12901] (2)
UDP-glucuronosyl/UDP-
elucosyltransferase [IPR002213] (
Bifunctional inhibitor/plant lipid transfer

rotein/seed storage helical domain
[IPROIG140] (1)

Agenet domain, plant type [IPR014002]
(2); Protein of unknown function
DUF724 [IPR007930] (2)

Lung seven transmembrane receptor-like
[IPR009637] (2)

Endonuclease/exonuclease/phosphatase
[IPRO0S135] (2)
Endonuclease/exonuclease/phosphatase
[IPRO0S135] (2)

NUDIX hydrolase domain [IPR0000SG]
(2); NUDIX hydrolase domain-like
[IPROI5797] (2)

Lcuum,-rid\ repeat [IPRO01611] (2);
Leucine-rich repeat domai Ldmmm—
like [IPR032675] (); Lew

repeat, typical subtype [lykoazsw] @
Zine finger, CCHC-type [IPRO0IS78] (1)

Pentatricopeptide repeat [IPRO0288S] (2)

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

LysyHRNA synthetase, class II, C-
terminal [IPROIS149] (2); Aminoacyl-
RNA synthetase, class 11 (D/K/N)
[IPR004364] (2); Aminoacyl-RNA
synthetase, class 11 (D/K/N)-lik
[IPROIS150] (1)

Ribosomal protein L14b/L23e
[IPR000218] (1); Ribosomal protein L14
domain [IPR023571] (1; Ribosomal
protein L14P [IPR000218] (1)
Selenoprotein, Rdx type [IPRO11893]

(2): Thioredoxin-like fold [IPR012336]
(2); Selenoprotein T [IPRO19389] (2)

odium/calcium exchanger membrane
region [IPR004837] (1)

Leucine-rich repeat domain, L domain-
like [IPR032675] (2); Receptor L-domain
[IPR000494] (1)
Ribonuclease H-
[IPRO12337] ()
Protein kinase domain [IPR000719] (2);
Leucine-rich repeat domain, L domain-
like [IPR032675] (2); Protein kinase-like
domain [IPROT1009] (z) (‘om,anamlm
Aclike lectin/glucanase d

[IPRO13320] (1); Sernereonin dusl
specificity protein kinase, catalytic

domain [IPR002290] (1); Serine-
threoninetyrosine-protein kinase,
catalytic domain [IPR001245] (1)
Serine/threonine-protein kinase, active
site [IPRO0S271] (1); Leucine-rich repeat
[IPROOIG11] (1); Serine-
threoninetyrosine-protein kinase
catalytic domain [IPR001245] (1)

e domain

Ribonuclease H-like domain
[IPRO12337] (2); Reverse transcriptase
zinc-binding domain [IPR026960] (2)

F-box domain [IPRO0IS10] (2)

WD40/YVTN repeat-like-containing
domain [IPRO15943] (1)

UDP-glucuronosyl/UDP-
elucosyltransferase [IPR002213] (2)

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

UDP-glucuronosyl/UDP-
elucosyltransferase [IPR002213] (2)

Domain of unknown function DUF4283
[IPRO25558] (2)

Reverse transcriptase zinc-binding
domain [IPR026960] (2)

Bulb-type lectin domain [IPR001480]
(2); Protein kinase-like domain
[IPRO11009] (1)

Concanavalin A-like lectin/glucanase
domain [IPRO13320] (1)

Aldoketo reductase [IPR020471] (2);
Aldo/keto reductase, conserved site
[IPROIS170] (2): NADP-dependent
oxidoreductase domain [IPR023210] (2);
Aldoketo reductase/potassium channel
subunit beta [IPRO01395] (1)

Aldo/keto reductase [IPR020471] (2);
Aldo/keto reductase, conserved site
[IPRO18170] (2): NADP-dependent

molecular_function] (2)

[IPR023210] (2);
Aldo/keto reductase/potassium channel
subunit beta [TPROOI395] (1)

scaffold_6_mRNA_2139.1

scaffold_6_mRNA_2123.1

scaffold_6_mRNA_2116.1

scaffold_6_mRNA_2115.1

scaffold_6_mRNA_2091.1
scaffold_6_mRNA_2082.1

scaffold_6_mRNA_208.1
scaffold_6_mRNA_2020.1

scaffold_6_mRNA_200.1
scaffold_6_mRNA_1975.1
scaffold_6_mRNA_1970.1
scaflold_6_mRNA_197.1

scaffold_6_mRNA_1947.1
scaffold_6_mRNA_1940.1
scaffold_6_mRNA_1939.1

scaffold_6_mRNA_1928.1

scaffold_6_mRNA_1927.1
scaflold_6_mRNA_1907.1

scaffold_6_mRNA_1898.1

scaffold_6_mRNA_1882.1

scaffold_6_mRNA_1881.1

scaffold_6_mRNA_1873.1
scaffold_6_mRNA_1864.1
scaffold_6_mRNA_1862.1
scaffold_6_mRNA_1859.1

scaffold_6_mRNA_1848.1

scaffold_6_mRNA_1843.1

scaffold_6_mRNA_1841.1

scaffold_6_mRNA_1839.1

scaffold_6_mRNA_1815.2
scaffold_6_mRNA_1811.1

scaffold_6_mRNA_1806.1

scaflold_6_mRNA_18.1

scaflold_6_mRNA_1795.1

scaflold_6_mRNA_1779.1

scaffold_6_mRNA_1725.1

scaffold_6_mRNA_1716.1

scaflold_6_mRNA_1711.1

scaffold_6_mRNA_1710.1
scaffold_6_mRNA_1708.1
scaffold_6_mRNA_1684.1

scaffold_6_mRNA_1673.1

scaffold_6_mRNA_1672.1

scaffold_6_mRNA_1671.1

scaffold_6_mRNA_1655.1

scaffold_6_mRNA_1651.1

scaffold_6_mRNA_1641.1

scaflold_6_mRNA_1637.1
scaflold_6_mRNA_1636.1

scaffold_6_mRNA_1616.1
scaflold_6_mRNA_1615.1

scaffold_6_mRNA_1613.1

scaffold_6_mRNA_1607.1

scaffold_6_mRNA_1588.1
scaffold_6_mRNA_1584.1

C_unshiu_00248_mRNA_30.1

C_unshiu_00248_mRNA_12.1

C_unshiu_00248_mRNA_4.1

C_unshiu_00248_mRNA_2.1

C_unshiu_00865_mRNA_9.1

C_unshiu_01343_mRNA_I3.1

00008_mRNA_81.1
00008_mRNA_73.1

00008_mRNA_72.1

00008_mRNA _54.1

00008_mRNA_45.1

00008_mRNA_35.1

00008_mRNA_34.1

C_unshiu_00008_mRNA_27.1

C_unshiu_00008_mRNA_I8.1
C_unshiu_00157_mRNA_6.1

C_uns

iu_00008_mRNA_12.1

C_unshiu_00008_mRNA_L.1

00217_mRNA_14.1

C_unshiu_01534_mRNA_7.1

01534_mRNA_5.1

00332_mRNA_9.1
00332_mRNA_S.1

00390_mRNA 4.1

C_unshi

01597 mRNA 3.1

C_unshiu_00390_mRNA_16.1

C_unshiu_00473_mRNA_13.1

C_unshiu_02528_mRNA_L.1

C_unshiu_00034_mRNA_30.1

C_unshi

00034_mRNA_36.1

00034_mRNA_37.1

00034_mRNA_39.1
C_unshiu_00034_mRNA_S8.1

C_unshiu_00034_mRNA_69.1

00034_mRNA_70.1

C_unshiu_00034_mRNA_71.1

C_unshi

01358_mRNA 3.1

C_unshiu_00178_mRNA_15.1

00178_mRNA 3.1

01603 mRNA 3.1

01603 mRNA 2.1

00102_mRNA_38.1
1 00102_mRNA 37.1

C_unshiu_00102_mRNA_28.1

C_unshiu_00102_mRNA_21.1

C_unshiu_00032_mRNA 4.1
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GO

TnterPro

Members & i

Members in P.trifoliata

GF0023166

GF0023164

GF0023163
GF0023162
GF0023161

GF0023160
GF0023159

GF0023158

GF0023157
GF0023156

GF0023154

GF0023152
GF0023150

GF0023148

GF0023147

GF0023146

GF0023145

GF0023144
GF0023142
GF0023141

GF0023140

GF0023139

GF0023138

GF0023134

GF0023133

GF0023132

GF0023131

GF0023130
GF0023129
GF0023127

GF0023125
GF0023124
GF0023122

GF023121

GF0023120

GF0023119

GF0023118

GF0023117

GF0023116
GF0023115
GF0023114
GF0023112

GF023111
GF0023110
GF0023109
GF0023107

GF0023106
GF0023105

GF0023103
GF0023102
GF0023101

GF0023099
GF0023098

GF0023096

GF0023095
GF0023094

GF0023093

GF0023092
GF0023090

GF0023089

GF0023087
GF0023086
GF0023085

GF0023084

GF0023083
GF0023082

0 Hypothetical protein (2)

Putative non-LTR retroelement reverse
transeriptase (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)
o Transposase tnp2 (1); Hypothetical
protein (1)

0 Hypothetical protein (2)
0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)
0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)
0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Cation/H(+) antiporter 15 (2)

0 Hypothetical protein (2)

Gtype lectin S-receptor-like

protein binding [GO:000515
molecular_function] (1)

nucleic acid binding [GO:0003676
molecular_function] (2)

DNA binding [GO:0003677
molecular_function] (2); nucleus
[GO:0005634 cellular_component] (1)

DNA binding [GO:0003677
molecular_function] (2)

nucleic acid binding [GO:0003676
molecular_function] (2)

cation transport [GO:0006812
biological process] (2); integral
component of membrane [GO:0016021
cellular_component] (2); transmembrane
transport [GO:0055085
biological_process] (2); solute:proton
antiporter activity [GO:0015299
molecular_function] (2)

ATP binding [GO:0005524
molecular_function] (2); protein
phosphorylation [GO:0006468
biological_process] (2): recognition of
pollen [GO:0048544 biological process]

serine/threonine-protein kinase RLK1 (2) (2): protein serine/threonine kinase

0 Hypothetical protein (2)
0 Hypothetical protein (2)
0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)
0 Hypothetical protein (2)
0 Hypothetical protein (2)

0 Hypothetical protein (2)
0 Hypothetical protein (2)
0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 DNA-binding protein SIFA2 (2)

0 Hypothetical protein (2)

o Hypothetical protein (1: UBX domain
protein (1)

0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)
Cytokinin riboside Smonophosphate

0 phosphoribohydrolase (1); Hypothetical
protein (1)

0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)
Retrotransposon protein, putative, Ty3-

0 gypsy subclass (1); Hypothetical protein
a

0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Cytochrome b-c1 complex subunit § (2)

0 Hypothetical protein (2)
0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)
0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)
0 Hypothetical protein (2)
0 Hypothetical protein (2)

0 Oxalate oxidase 2 (2)

0 Hypothetical protein (2)
0 Hypothetical protein (2)

activity [GO:0004674
molecular_function] 12; protein kinase
activity [GO:000467.
molecular_function] (z)

nucleic acid binding [GO:0003676
molecular_function] (2)

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

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

nucleic acid
molecular f\mcnou] (z) DNAd:mued
53 RNA polymerase activity
[GO:0003899 molecular_function] (1);
transcription, DNA-templated
[GO:0006351 biological_process] (1)
ribonucleaside binding [GO:0032549
molecular_function] (1)

phosphotransferase activity, alcohol
‘group as acceptor [GO:0016773
molecular_function] (1)

protein binding [GO:0005515
molecular_function] (1)

protein binding [GO:0005515
molecular_function] (1)

regulation of transcription, DNA-
templated [GO:0006355
biological_process] (2); nucleus
[GO:0005634 cellular_component] (2);
DNA binding [GO:0003677
molecular_function] (2)

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

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

ubiquinol-cytochrome-c reductase
activity [GO:0008121

PBI domain [IPR000270] (1)

Reverse transcriptase domain
[IPRO00477] (2); Reverse transcriptase
zine-binding domain [IPR026960] (2):
Ribonuclease H-like domain
[IPRO12337] (2)
Endonuclease/exonuclease/phosphatase
[IPRO0S135] (2)

Transposon, En/Spm-like [IPR004242]
@

Gag-polypeptide of LTR copia-type
[IPR029472] (1)

DNA-binding domain [IPRO16177] (2);
Methyl-CpG DNA binding [IPR001739]
m

hAT-like transposase, RNase-H fold
[IPR025525] (2)

Ribonuclease H-like domain
[IPRO12337] (2); TB2/DPI/HVA22-
related protein [IPRO04345] (1)

Cation/H+ exchanger [IPRO06153] (2);
Rossmann-like alpha/beta/alpha
sandwich fold [IPR014729] (1)

Protein kinase domain [IPR000719] (2);
S-receptor-like serine/threonine-protein
kinase [IPR024171] (2); Protein inase-
like domain [IPRO11009] (2); S-locus
elycoprotein domain [IPRO00SSS] (2);
Serine/threonine-protein kinase, active
site [IPRO0S271] (2); Protein kinase,
ATP binding site [IPRO17441] (2);
PAN/Apple domain [IPRO03609] (2):
Bulb-type lectin domain [IPR001480]
(2); Concanavalin A-like lectin/glucanase
domain [IPRO13320] (1);
Serine/threonine/dual specificity protein
Kinase, catalytic domain [IPR002290]
M

Ribonuclease H-like domain

[IPROI2337] (2)

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

Transferase [IPR003480] (2);
Chloramphenicol acetyltransferase-like
domain [IPR023213] (1)

Pentatricopeptide repeat [IPRO02SSS] (2) s

Ribonuclease H-like domain
[IPRO12337] (2); DNA-directed RNA
polymerase, subunit 2 [IPROIST12] (1)

Ribokinase-like [IPR029056] (2):
Carbohydrate kinase PfKB [IPRO11611]
(2); Carbohydrate/puine kinase, PIkB,
conserved site [IPR002173] (1)

PBI domain [IPR000270] (1)

Domain of unknown function DUF4283
[IPRO25558] (1)

P-loo i
hydmlase [IPR0274I )
Pentatricopeptide repeat [IPR00288S]
(2): Tetratricopeptide-like helical domain
[IPRO11990] (1)

DNA binding protein STFA [IPR006779]
@

Thioredoxin-like fold [IPR012336] (2);
UAS [IPRO06577] (2); Zinc finger,
SWIM-type [IPR007527] (1): Zine
finger, PMZ-type [IPR006564] (1)

Domain of unknown function DUFS8§
[IPR006702] (2)

LOG family [IPR031100] (2); Zinc
finger, CCHC-type [IPROOIS7S] (1)

Transposase-associated domain
[IPR029480] (2)

Chromo domain [IPR023780] (2);
Chromo domain-like [IPRO16197] (2)

molecular_function] (2); respiratory chain Cytochrome b-c1 complex subunit §

[GO:0070469 cellular_component] (2);
electron transport chain [GO:0022900
biological_process] (2): mitochondrial
inner membrane [GO:0005743
cellular_component] (2)

protein binding [GO:0005515
molecular_function] (2)

ATP binding [GO:0005524
molecular_function] (1)

nutrient reservoir activity [GO:0045735
molecular_function] (2); manganese ion
binding [GO:0030145
molecular_function] (2)

[IPR004205] (2); Cytochrome b-c1
complex subunit 8, plants [IPR020101]
@

Leucine-rich repeat [IPRO01611] (2);
Leucine-rich repeat domain, L domain-
like [IPRO32675] (2)

Reverse transcriptase, RNA-dependent
DNA polymerase [IPRO13103] (1)
Phosphoribosylglycinamide synthetase,
ATP-grasp (A) domain [IPR020561] (2);
ATP-grasp fold, subdomain 2
[IPROI3816] (1)

RmiC-like cupin domain [IPRO11051]
(2); RmiC-like jelly roll fold
[IPRO14710] (2): Germin [wkoolozo]
(2); Cupin 1 [IPR00G045] (2

ing nucleoside triphosphate

scaflold_6_mRNA_158.1

scaffold_6_mRNA_1513.1

scaffold_6_mRNA_1512.1
scaffold_6_mRNA_1510.1
scaffold_6_mRNA_1509.1

scaffold_6_mRNA_1505.1
scaffold_6_mRNA_150.1

scaflold_6_mRNA_1498.1

scaffold_6_mRNA_1495.1
scaffold_6_mRNA_1494.1

scaffold_6_mRNA_1491.1

scaffold_6_mRNA_1487.1
scaffold_6_mRNA_1481.1

scaffold_6_mRNA_1459.1

scaffold_6_mRNA_1444.1

scaffold_6_mRNA_1422.1

scaffold_6_mRNA_1419.1

scaffold_6_mRNA_1415.1
scaffold_6_mRNA_1402.1
scaffold_6_mRNA_1383.1

scaffold_6_mRNA_137.1

scaffold_6_mRNA_1369.1

scaffold_6_mRNA_1367.1

scaffold_6_mRNA_1337.1

scaffold_6_mRNA_1331.1

scaffold_6_mRNA_1326.1

scaffold_6_mRNA_1312.1

scaffold_6_mRNA_1307.1
scaffold_6_mRNA_1292.1
scaffold_6_mRNA_1276.1

scaffold_6_mRNA_1267.1
scaffold_6_mRNA_1254.1
scaffold_6_mRNA_1230.1

scaffold_6_mRNA_1228.1

scaffold_6_mRNA_1222.1

scaffold_6_mRNA_1210.1

scaflold_6_mRNA_1208.1

scaflold_6_mRNA_1202.1

scaffold_6_mRNA_120.1
scaffold_6_mRNA_1180.1
scaffold_6_mRNA_1175.1
scaffold_6_mRNA_1140.1

scaffold_6_mRNA_1130.1
scaffold_6_mRNA_1126.1
scaffold_6_mRNA_1122.1
scaffold_6_mRNA_1096.1
scaffold_6_mRNA_1091.1
scaffold_6_mRNA_1090.1
scaffold_6_mRNA_1087.1

scaffold_6_mRNA_1069.1
scaflold_6_mRNA_1068.1

scaffold_6_mRNA_1033.1
scaffold_6_mRNA_1032.1

scaflold_6_mRNA_1021.1

scaffold_6_mRNA_1018.1
scaffold_6_mRNA_1012.1

scaflold_5_mRNA_999.1

scaffold_S_mRNA_996.1
scaffold_S_mRNA_992.1

scaffold_S_mRNA_99.1

scaffold_S_mRNA_987.1
scaflold_S_mRNA_984.1
scaffold_S_mRNA_983.1

scaffold_S_mRNA_980.1

scaffold_S_mRNA_979.1
scaffold_S_mRNA_974.1

C_unshiu_02589_mRNA_5.1

C_unshiu_01718_mRNA_7.1

C_unshiu_01718_mRNA_6.1
1 01718_mRNA 4.1

shiu_01718_mRNA_3.1

C_unshiu_01171_mRNA_S.1
C_unshiu_01748_mRNA_2.1

C_unshiu 00155 mRNA 8.1

1 00155_mRNA_31.1

C_unshiu_00277_mRNA_28.1

C_unshiu_01022_mRNA_7.1

01675_mRNA_6.1
00219_mRNA_40.1
01785_mRNA 2.1

C_unshiu_01830_mRNA_S.1

1 02605_mRNA_L.1

C_unshiu_00178_mRNA_35.1

C_unshiu_01367_mRNA_7.1

C_unshi

| 00748 mRNA_12.1

C_unshiu_00405_mRNA_15.1

C_unshiu_00315_mRNA_3.1
C_unshiu_00207_mRNA_26.1

C_unshiu_01124_mRNA_3.1

C_unshiu_00028_ mRNA_15.1

C_unshiu_00028_ mRNA_11.1

01984_mRNA 4.1

C_unshiu_00083_mRNA_37.1

C_unshiu_00083_mRNA_38.1
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integral component of membrane
[GO:0016021 cellular._component] (2);
prenyliransferase activity [GO:0004659  UbiA prenyltransferase family
GFO023081 1 1 0 Hypothetical protein (2) molecular_function] (1); transferase  [IPR000537] (2); Leucine-rich repeat  scaffold_S_mRNA_973.1 C_unshiu_00540_mRNA_6.1
activity, ransferring alkyl or aryl (other  domain, L domain-like [IPR32675] (2)
than methyl) groups [GO:0016765
molecular_function] (1)
HSP20-like chaperone [IPRO0S978] (1);
GFO023080 1 1 0 Small heat shock protein (2) Small heat shock protein HSP20 scaffold_S_mRNA_97.1 00633_mRNA_I1.1
[IPRO31107] (1)
GF0023078 1 1 0 Hypothetical protein (2) scaffold_S_mRNA_964.1 00540_mRNA_13.1
GF0023077 1 1 0 Hypothetical protein (2) scaffold_S_mRNA_962.1 00540_mRNA_15.1
protein dimerization activity HAT, C-terminal dimerisation domain
[GO:0046983 molccular fnncuon] (1); [IPRO0S906] (1); hAT-like transposase,
GF0023076 1 1 0 Hypothetical protein (2) nucleic acid binding [GO:000367¢ RNase-H fold [IPR025525] (1; scaffold_S_mRNA_960.1 00540 mRNA_17.1
molecular_finction] (1): DNA bmdmg Ribonuclease H-like domain
[GO:0003677 molecular_function] (1)~ [IPROI2337] (1)
Leucine-rich repeat domain, L domain-
like [IPR032675] (2); P-loop containing
LRR and NB-ARC domain disease ~ ADP binding [GO:0043531 nucleaside triphosphate hydrolase
GF0023075 ! ! resistance protein (2) molcculmj%n[mou] @ [IPRO27417] '()27. :mrmz)c [1PRO02182] SCM01d_5_ mRNA_96.1 C_unshiu_00633_mRNA_10.1
(2): Winged helix-tum-helix DNA-
binding domain [IPROT1991] (1)
GFO023074 1 1 0 Hypothetical protein (2) scaffold_S_mRNA_957.1 C_unshiu_00033_mRNA_I8.1
GFO023073 1 1 0 Hypothetical protein (2) scaffold_S_mRNA_956.1 '
Leucine-rich repeat [IPRO01611] (2)
§ Tyrosine-sulfated glycopeptide receptor 1 protein binding [GO:0005515 Leucine-rich repeat, typical subtype
GF0023072 ! ! 5 o " 20Iecular7hnilion] @ [IPR003591] (zp), Ltu):;nernch rv::eul scaffold_5_mRNA_954.1
domain, L domain-like [IPR032675] (2)
hydrolase activity, hydrolyzing O- Glycoside hydrolase family |
glycosyl compounds [GO:0004553 [IPROI360] (2); Glycoside hydrolase
GF0023071 1 1 0 Beta-glucosidase 44 (2) molecular_function] (2); carbohydrate  superfamily [IPRO17853] (2); Glycoside ~ scaffold_S_mRNA_953.1 C_unshiu_00033_mRNA_14.1
metabolic process [GO:0005975 hydrolase, catalytic domain [IPRO13781]
biological_process] (2) 0]
GF0023069 1 1 0 Hypothetical protein (2) scaffold_S_mRNA_941.1 iu_00033_mRNA_2.1
nucleie acid binding [GO:0003676 HAT, C-terminal dimerisation domain
§  Transposable clement Ac (1) molecular_function] (2); protein [IPRO0SO06] (2); LOG farnil .
(GFO023068 ! ! Hypol‘;\eucal protein (1) dimerization activity [uov 0046983 [IPRO31100] (2); Ribonuclease H-fice <0145 MRNA_940.1 C_unshiv_01003_mRNA_5.1
molecular_finction] (2) domain [IPROI2337] (2)
GFO023067 1 1 0 Hypothetical protein (2) scaffold_S_mRNA_94.1
integral component of membrane
ven transmembran i 2 r_componer
GF0023065 1 1 :f“‘:‘n‘ a';":;,’_"g;;x""z '{;’;L’l W E‘SE‘E‘:“:SPAHC’:"[‘:‘L*&?“ 62"5"2”"‘] @: Mio-related protein [IPR004326] (2)  scaffold_5_mRNA_933.1 1 01044_mRNA_3.1
biological_process] (2)
Polyprenyl synthetase [IPR000092] (2);
Isoprenoid synthase domain [IPR00S949]
GF0023064 1 1 Z‘V”""““;‘“' "'“;"‘" “J Geranylgeranyl ‘s"""n"“‘dzl‘;‘:sy"?h“““ P () (2 Polyprenylsythetase-related Scaffold_5_mRNA_932.1 C_unshiu 01044 mRNA_4.1
iphosphate synthase (1) 1GO:0008299 biological_process] () 1ok 17445 (1 Polyprenyl synthetase,
conserved site [IPR033749] (1)
GF0023063 1 1 0 Hypothetical protein (2) scaffold_S_mRNA_927.1 C_unshiu_01044_mRNA_8.1
Polyprenyl synthetase [IPR000092] (2);
. o ; . isoprenoid biosynthetic process Isoprenoid synthase domain [IPR00S949]
GF0023062 1 1 0 GGPP synthase 2 family protein (2) [ug 0008299 biological_process] (2) (Z;!’Pelyprenyl synthetase-related scaffold_S_mRNA_921.1
[IPROI7446] (1)
Reverse transcriptase zinc-binding
Putative non-LTR reverse transeriptase  nucleic acid binding [GO:0003676 domain [IPR026960] (2); Ribonuclease: o
GF0023061 1 1 0 T ool fmation) {2‘ e d[omm [mm]um] oy Revare SCafold_S_mRNA_919.1 C_unshiu_00292_mRNA_29.1
transcriptase domain [IPRO00477] (2)
zine ion binding [GO:0008270 Domain of unknown function DUF4283
GF0023060 1 1 0 Hypothetical protein (2) L‘:::;:‘;'?Eg‘g;‘s‘;g‘:‘ nucleic acid ‘[:ql:‘:([?:;g;]l »g)x]z(’zn)c Q:‘nie;mﬁi?f scaffold_5_mRNA_917.1 C_unshiu_00292_mRNA _27.1
molecular_function] (2) CX2CX4HXAC [IPRO25836] (2)
GF0023059 1 1 0 Hypothetical protein (2) scaffold_S_mRNA_915.1
GF0023058 1 1 0 Monosacharide transport protein (2) scaffold_S_mRNA_909.1
Ribonuclease H-like domain
DNA integration [GO:0015074 [IPROI2337] (2); Reverse transcriptase,
. biological_process] (2); nucleic acid  RNA-dependent DNA polymerase
GF0023057 1 1 0 Hypothetical protein (2) bine m:g [Eg 0005 6]75 []PROI3‘1’;3] @ [me;asi atatytic core TS MRNA 9011
molecular_function] (2) [IPROO1584] (2); GAG-pre-integrase
domain [IPR025724] (2)
GFO023056 1 1 0 Putative retroelement pol polyprotein (2) scaffold_S_mRNA_900.1
GF0023055 1 1 0 Hypothetical protein (2) scaffold_S_mRNA 9.1
O-methyltransferase, family 3
" O-methyltransferase activity [IPROLZSSS) 2 S-adncsy L .
GFO023054 ! ! 0 Hypothetical protein (2) [GO:0008171 molecular_function] (2)  methionine-dependent methyltransferase SCT01d_5_MRNA_891.1
[IPR029063] (1)
GF0023053 1 1 0 Hypothetical protein (2) scaffold_S_mRNA_890.1 L 00292 mRNA 2.1
GF0023052 1 1 0 Hypothetical protein (2) ":";‘I‘:’\‘“:‘r'i‘:“:;gd[sﬁ :’2‘):)55 13 L’X’:nﬁ;ﬂ:ﬁggxrdéﬁtuzum] (o) Sallold_S_mRNA_857.1 1 00771_mRNA_1.1
GFO023051 1 1 0 Hypothetical protein (2) scaffold_S_mRNA_874.1
GF0023050 1 1 0 Hypothetical protein (2) scaffold_S_mRNA_873.1
GF0023049 1 1 0 Hypothetical protein (2) scaffold_S_mRNA_872.1
cysteine-type peptidase activity Ulpl protease family, C-terminal
GF0023048 1 1 0 Hypothetical protein (2) Li?eoaffﬁz g‘;';g:';‘;x function] (2): f;fm'ﬁ'"":;’:i:a[‘i:';a gz:z i ]1)‘3% 2 Scamold_S_mRNA_§66.1 C_unshiu_00256_mRNA_20.1
biological_process] (2) [IPRO25312] (1)
GF0023047 1 1 0 Hypothetical protein (2) scaffold_S_mRNA._856.1 C_unshiu_00896_mRNA 2 1
GFO023046 1 1 0 Hypothetical protein (2) scaffold_S_mRNA_85.1
GFO023045 1 1 0 Hypothetical protein (2) scaffold_S_mRNA_844.1
GF0023044 1 1 0 Hypothetical protein (2) scaffold_S_mRNA_842.1
GF0023043 1 1 0 Hypothetical protein (2) scaffold_S_mRNA_840.1
GF0023042 1 1 0 Hypothetical protein (2) scaffold_S_mRNA_839.1
\[,), ;:b"':‘;i:':::’[jgﬂi ?:Z g Integrase, catalytc core [IPROO1S84] (2):
GF0023041 1 1 0 Hypothetical protein (2) g Ribonuclease H-like domain scaffold_S_mRNA_835.1
binding [GO:0003676 PRO1337] ()
molecular_function] (2)
GF0023040 1 1 0 Hypothetical protein (2) scaffold_S_mRNA_830.1 €_umshi 00638 mRNA
GF0023039 1 1 0 Hypothetical protein (2) scaffold_S_mRNA_829.1
Chromo/chromo shadow domain
GF0023038 1 1 0 Hypothetical protein (2) Hiig?g?i% g; E::zm ﬁ:::m ke caffold_5_mRNA_826.1
[IPRO23780] (2)
GFO0023037 1 1 0 Hypothetical protein (2) scaffold_S_mRNA_823.1 00373_mRNA_32.1
GF0023036 1 1 0 Hypothetical protein (2) scaffold_S_mRNA_821.1 L 00373 mRNA_20.1
Leucine-rich repeat domain, L domain-
y like [IPRO32675] (2); NB-ARC
GF0023034 1 1 0 TNL (1); TMV resistance N (1) ADP binding [GO:0043531 [IPRO02182] (1); P-loop containing ~ scaffold_S_mRNA_807.1
molecular_function] (1)
nucleaside triphosphate hydrolase
[IPRO27417] (1)
nucleic acid binding [G0:0003676 Ribonuclease H-like domain
GF0023033 1 1 0 Hypothetical protein (2) molecular_function] (2):protein [IPROI2337] (2); HAT, C-terminal scaffold_5_mRNA_801.1 C_unshiu_00583_mRNA 5.1
dimerization activity [GO:0046983
nact dimer domain [IPRO0906] (2)
molecular_finction] (2)
GF0023032 1 1 0 Hypothetical protein (2) scaffold_S_mRNA_800.1 00583 mRNA_6.1
GF0023031 1 1 0 Hypothetical protein (2) scaffold_S_mRNA_799.1 00583_mRNA_7.1
GF0023030 1 1 0 Hypothetical protein (2) scaffold_S_mRNA_798.1
GF0023029 1 1 0 Hypothetical protein (2) scaffold_S_mRNA_793.1
Putative ribonuclease H proein (1); Reverse transeriptase zinc-bindin
GF0023028 1 1 0 Putative non-LTR mmcfemem reverse  Pucleic acid binding [G0:0003676 domain [lPRﬂZﬁ"’?ﬁB] @) R\bonu%l:ase scaffold_5_mRNA_792.1
transcriptase (1) molecular_function] (2) H-like domain [IPR012337] (2)
y P-loop containing nucleoside triphosphate
GF0023027 1 1 0 Hypothetical protein (2) fo’lzwla' ﬁ‘f“[gl‘;:]"z’:s“ hydrolase [IPR027417) (2); NB-ARC  scaffold_S_mRNA_782.1
- [IPRO02182] 2)
GF0023026 1 1 0 Hypothetical protein (2) scaffold_S_mRNA_781.1
GF0023025 1 1 0 Hypothetical protein (2) scaffold_S_mRNA_778.1
Leucine-rich repeat domain, L domain-
like [IPR032675] (2); NB-ARC
Disease resistance protein RPM1 (1);
GF0023024 1 1 0 NBS-LRR class rcsp\,mcc pm\cm(FyI- ADP binding [GO:0043531 LIPRO02182] (2): P-loop containing scaffold_5_mRNA_776.1 L 00195 mRNA 23.1
RO molecular_function] (2) nucleoside riphosphate hydrolase
[IPRO27417] (2); Winged helix-turn-helix
DNA-binding domain [IPRO11991] (1)
Aldoketo reductase, conserved site
oxidoreductase activity [GO:0016491  [IPROIS170] (2); NADP-dependent
J— | | Hypothetical protein (1); Aldose molecular_function] (2): oxidation-  oxidoreductase domain [IPRO23210] (2); o< oo 01059 mRNA 5.1
reductase (1) reduction process [GO Aldoketo reductase/potassium channel 3 mRNA mRNA.
biological_process] (2) subunit beta [IPR001395] (1); Aldorketo
reductase [IPRO20471] (1)
NB-ARC [IPR002182] (2); P-loop
containing nucleoside triphosphate
GF0023022 1 1 0 Hypothetical protein (2) ADP binding [GO:0043531 hydmlaseg[lPRDZNI 7 (g) chncmmch scaffold_5_mRNA_761.1 C_unshiu_00195_mRNA_10.1
molecular_function] (2) 0 i
repeat domain, L domain-like
[IPRO32675] (2)
NB-ARC [IPR002182] (2); P-loop
NBS-LRR class resistance protein Fyl- containing nucleoside riphosphate
GF0023021 1 1 0 Ryl (1); Disease r:sxsmncepprolem ¥ ADP binding (GO:0043531 hydrolase [IPR027417) (2); Leucine-rich (1 5 nrNA_757.1 C_unshiu_00195_mRNA_7.1
R (1) molecular_function] (2) repeat domain, L domain-like )
[IPRO32675] (2); Winged helix-tum-helix
DNA-binding domain [IPRO11991] (1)
GF0023020 1 1 0 Hypothetical protein (2) scaffold_S_mRNA_734.1 00892_mRNA_7.1
GF0023019 1 1 0 Hypothetical protein (2) scaffold_S_mRNA_730.1 C_unshiu_00892 mRNA 3.1
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Leucine-rich repeat-containing N-
terminal, plant-type [IPR013210] (2);
Serine/threonine-protein kinase, active
site [IPRO0S271] (2); Protein kinase,
ATP binding [GO:0005524 ATP binding site [IPRO17441] (2);
molecular_function] (2); protein Leucine-rich repeat [IPRO01611] (2);
LRR receptor-fike Kinase fmily protein PHOSPHOYlation [GO:0006468 Protein kinase domain [IPR000719] (2):
GFO023018 1 1 0 P P biological_process] (2): protein kinase  Protein kinase-like domain [IPRO11009] ~scaffold_S_mRNA_729.1 C_unshiu_00034_mRNA_L1
activity [GO:0004672 (2): Leucine-rich repeat domain, L
molecular_function] (2); protein binding domain-like [IPR032675] (2); Leucine-
[GO:0005515 molecular_function] (2) rich repeat, typical subtype [IPR003591]
(2): Serine/threonine/dual specificity
protein kinase, catalytic domain
[IPR002290] (1; Concanavalin A-like
lectin/glucanase domain [IPRO13320] (1)
GF0023017 1 1 0 Hypothetical protein (2) scaffold_S_mRNA_727.1 C_unshiu_00034_mRNA 2.1
DNA integration [GO:0015074
' I, cutalytc core [lpkomsm] o
GF0023016 1 1 o Retrovirus-related pol polyprotein from  biological_process] (2); nucleie acid oo leace Holike scaffold_5_mRNA_726.1 C_unshiu_00034_mRNA 3.1
transposon tnt 1-94 (2) binding [GO:0003676 (FROIZ1 @ O-mRNA - mRNA
molecular_finction] (2)
. . nucleic acid binding (GO:0003676 Ribonuclease H-like domain . . .
GFO023015 1 1 0 Hypothetical protein (2) moloeuley Tancton] (1 [PROIZ37 1) scaffold_S_mRNA_718.1 C_unshiu_00034_mRNA_I1.1
GFO023013 1 1 0 WEB family protein (2) scaffold_S_mRNA_714.1 C_unshiu_00034_mRNA_14.1
GFO023012 1 1 0 Hypothetical protein (2) scaffold_S_mRNA_710.1 C_unshiu_00034_mRNA_16.1
O methyltransferase activ O-methyltransferase, family 2
[Gg"m{mﬁ"f;:’;:; ’ﬁ'z‘mo"] (2, [IPRO0IOT7) 2); O-methylransferase
GFO023011 1 1 0 O-methylransferase ZRP4 (2) ! - s COMT-pe [IPROIG461) 2 - scaffold_S_mRNA_705.1 00486_mRNA_21.1
ety [GO0008 165 (TP (TR0 40
molecular_function] (2) ‘methyliransferase [IPROZGO&}] @)
GF0023010 1 1 0 Hypothetical protein (2) scaffold_S_mRNA 7.1 00230_mRNA 24.1
GF0023009 1 1 0 Hypothetical protein (2) scaffold_S_mRNA_698.1 C_unshiu_00486_mRNA_19.1
metal on binding [GO:0046872
molecular_function] (2); nucleic acid  Zine finger, CCCH-type [lpmnosm
GF0023005 1 1 0 Hypothetical protein (2) binding [GO:0003676 (2): Zine finger, CCHC-ty scaffold_S_mRNA_676.1 C_unshiu_00486_mRNA_L1
molecular_fnction] (1); zinc ion binding [IPROOISTS] (1)
[GO:0008270 molecular_function] (1)
GF0023004 1 1 0 Hypothetical protein (2) scaffold_S_mRNA_673.1 C_unshiu_00324_mRNA_14.1
GF0023003 1 1 0 Embryogenesis-associated EMBS (2) é':’"‘wm hydrolase fold [IPRO2908] (/145 mRNA_670.1 C_unshiu_00324_mRNA_17.1
GF0023002 1 1 0 Hypothetical protein (2) 3;;;'2";;‘;?]”?;)“‘”” function DUF4283 (. mold_S_mRNA_663.1 C_unshiu_00324_mRNA_25.1
nucleic acid binding [GO:0003676 Ribonuclease H-like domain
GF0023001 1 1 0 Hypothetical protein (2) rcloculo Tumction (1 HPRO137] (1) scaffold_S_mRNA_662.1 C_unshiu_00324_mRNA_26.1
nucleic acid binding [GO:0003676
Ribonuclease H-like domain
GF0023000 1 1 0 Hypothetical protein (2) '“y"b':l““:‘“’;:‘ﬁ::’:g:Z&‘EYNA'DNA [IPRO12337] (2); Ribonuclease H domain scaffold_S_mRNA_661.1 00695_mRNA_15.1
[GO:0004523 molecular_function] (1) [PRO02156] (1)
Refrotransposon protein, puiative, Tyl-
GF0022999 1 1 0 copia subclass (1); Hypothetical protein scaffold_S_mRNA_657.1 C_unshi_00269_mRNA_31.1
(0]
GF0022998 1 1 0 Hypothetical protein (2) scaffold_S_mRNA_655.1 C_unshi_00269_mRNA_27.1
GF0022997 1 1 0 Hypothetical protein (2) scaffold_S_mRNA_654.1 ' 1
GF0022996 1 1 0 Hypothetical protein (2) scaffold_S_mRNA_649.1
GF0022995 1 1 0 Hypothetical protein (2) scaffold_S_mRNA_647.1
protein kinase activity [GO:0004672
molecular_function] (1); protein Protein kinase-like domain [IPRO11009]
GF0022994 1 1 0 Hypothetical protein (2) ‘phosphorylation [GO:0006468 (1): Protein kinase domain [IPRO00T19] ~scaffold_S_mRNA_639.1 1 00269 mRNA_I1.1
biological_process] (1); ATP binding (1)
[GO:0005524 molecular_function] (1)
zine ion binding [GO:0008270
molecular_function] (2): nucleic acid
GF0022993 1 1 0 Hypothetical protein (2) Nidine (600003676 Zine finger, CCHC-type [IPRO0ISTS] (2) scaffold_S_mRNA_636.1 C_unshiu_00492 mRNA 3.1
molecular_function] (2)
GF0022991 1 1 0 Hypothetical protein (2) scaffold_S_mRNA_627.1 C_unshiu_00234_mRNA_4.1
GF0022990 1 ! 0 Hypothetical protein (2) scaffold_S_mRNA_625.1 C_unshi
GF0022989 1 1 0 Hypothetical protein (2) Ribokinase-like IPR029056] (2) scaffold_S_mRNA_623.1 '
protein binding [GO:0005515 HAT (HalE-A-TPR) repeat (IPR003107]
GF0022988 1 1 0 Hypothetical protein (2) ol ncin] (2 RNA procssing () Teratricopptide-ike helal donsi scafodS nRNA 621 C_unshiu_00231_mRNA_21.1
96 biological_process] (2)  [IPRO11990] (2)
N HAT family dimerization domain protein dlmenzmon activity HAT, C-terminal dimerisation domain
GF022987 ! ! containing protein (2) [GO:0046983 molecular_function] (2)  [IPR008906] (2) scaffold_5_mRNA_619.1 C_unshiu_00354_mRNA_L.1
. Refrotransposon protein, putative, nucleic acid binding (GO:0003676 Ribonuclease H-like domain . .
GF0022985 ! ! unclassified (1); Hypothetical protein (1) molecular_function] (2) [IPRO12337] (2) scaffold_5_mRNA_610.1 C_unshiu_00354 mRNA 4.1
GF0022984 1 1 0 Hypothetical protein (2) E’I‘:‘Rl’(‘)‘(’)‘;’;';ﬁ;""‘""’“"" Ot scaffold_5_mRNA_609.1 iu_00354_mRNA 7.1
GF0022983 1 1 0 Hypothetical protein (2) scaffold_S_mRNA_6.1 00230 mRNA 28.1
Leucine-rich repeat domain, L domain-
like [IPR032675] (2); P-loop containing
i . nucleoside triphosphate hydrolase
GF0022982 1 1  Disease resistance protein (CC-NBS- inding [GO:0043531 [IPR027417] (2); NB-ARC [IPR002182] scaffold_S_mRNA_594.1 iu_01036_mRNA_4.1
© LRR class) family protein (2) molecular_function] (2) 25 AAA® ATouse domaie [PROT3395] -3 mRNA. -
(2): Winged helix-tum-helix DNA-
binding domain [IPROT1991] (1)
flavin adenine dinucleotide binding
) Berberine/berberine-like [IPRO12951
1GO0050660 molecular_funciion] 2); (5T BRI *l[mm o 5s]]
oxidoreductase aciviy [GO:0016491 - G EEERE PP 2 TP
malecula_function] () oxidation- (1o €A SRS RN
GF0022981 1 1 0 FAD-binding Berberine famly protein (2) FoLc107 Process [G0:0035114 covalent FAD-binding site [IPR006093]  scaffold_S_mRNA_S§7.1 00108 mRNA_I5.1
bilogical proces] (2);oxidoreductase ([ IS IE D D)
32‘"";“ ‘[(‘150":,%;’::1?'0“ eroup of [IPROI6167] (1); CO dehydrogenase
- - Mavoprotein-like, FAD-binding,
molecular_functon] 2): caalyic seivity (0P R
[GO:0003824 molecular_function)] (2)
ribosome [GO:0005840
cellular_component] (2); translation
o Ribosomal protein L3 [IPR000597] (2
[GO:0006412 biological process] (2); Transmnon’;’mwm hc[u-hsm:l dm!\:\:
GF0022980 1 1 0,608 ribosomal protein L3 (2) intracellular [(GO:0005622 IPRO09000] (3, Ritosomal proten L3, SC4Tod_S_mRNA_579.1 C_unshiu_00108_mRNA_I1.1
cellular_component] (2); structural conmsorved ste [IPRO19626] (';) .
consttuent of ribosome [GO:0003735
molecular_function] (2)
GF0022979 1 1 0 Hypothetical protein (2) scaffold_S_mRNA_S72.1 C_unshiu_00108_mRNA_4.1
DNA bindine [f‘:i“(’f‘“:’ licacia MATHike ransposase, RNasc-H fold
st [:;(;":\;1;‘;676 soucleleacid ipro2ss2s] (2); Ribonuelease Helike
GF0022978 1 1 0 Hypothetical protein (1); Transposase (1) "o " domain [IPR012337] (1); HAT, C- scaffold_5_mRNA_S71.1
molecular_function] (1); protein terminal dimerisation domain
dimerization activity [GO:0046983 PRO0S906] (1)
molecular_function] (1)
GF0022975 1 1 0 Hypothetical protein (2) scaffold_S_mRNA_S57.1 00710_mRNA_4.1
GF0022974 1 1 0 Hypothetical protein (2) scaffold_S_mRNA_556.1 00710 mRNA 5.1
GF0022973 1 1 0 Hypothetical protein (2) ﬁ;;{,’;:g;‘;‘?;;"““""'“g domain scaffold_S_mRNA_$55.1 00710_mRNA 6.1
GF0022972 1 1 0 Hypothetical protein (2) scaffold_S_mRNA_S5.1 00231_mRNA_I3.1
GF0022971 1 1 0 Hypothetical protein (2) (’}’;"a"” peptidase domain (IPROZHO) g 5 mRNa_s48.1 00035_mRNA_73.1
GF0022970 1 1 0 Hypothetical protein (2) m’““’c peptidase domain [IPRO2T09] (v 5 mRrNA_$32.1 00561_mRNA_14.1
P-loop containing nucleoside triphosphate
ADP binding [GO:0043531 hydrolase [IPR027417] (2); NB-ARC
GF0022965 1 1 0 Hypothetical protein (2) moleuiar ston] () IPRO02152] (3 Winged hels um hti S804 S MRNA_520.1 00361_mRNA_12.1
DNA-binding domain [IPRO11991] (1)
. Leucine-rich repeat domain, L domain-
GFO022964 1 1 0 Hypothetical protein (2) e (IPRO32679) (1) scaffold_S_mRNA_S2.1
regulation of ranseription, DNA- Eﬁ;?’;’:‘l‘;'bﬁ";‘:ﬂ:ﬁfs 052) @)
GF0022963 1 1 0 Hypothetical protein (2) templated [GO:0006353 [IPRO04330] (2); Zine finger, PMZ-type  scaffold_S_mRNA_5195.1 C_unshiu_00697_mRNA 2.2
biological_proces] 2); ine ion binding 11 o 2Ey 05 Eeeh (U 3 mINA - MRNA.
GO:0008270 molecuar_funciion] ) FEPLCC O T AT
Peptidase C1A [IPROI3128] (2);
Cysteine peptidase, eysteine active site
[IPRO00169] (2); Cysteine peptidase,
fz%‘gg’o;‘g";‘;iﬁifm‘c‘zm @, hisidine active sie [IPRO25660] 2)
GF0022961 1 1 0 Xylem cysteine peptidase 1 (2) oteclys [GO0006507 Peptidase C1A, papain C-terminal scaffold_S_mRNA_S185.1 C_unshiu_00370_mRNA_21.1
g‘f,‘ls‘f‘z:;‘ cess] () [IPRO00668] (2); Cysteine peptidase,
Blcalp asparagine active site [IPRO25661] (2);
Cathepsin propeptide inhibitor domain
(129) [IPROI3201] 2)
. i enzyme inhibitor activity [GO:0004857  Pectinesterase inhibitor domain . o
GF0022958 1 1 0 Hypothetical protein (2) oteedar funeton] (1) PRODESOT] 1) scaffold_S_mRNA_S15.1 C_unshiu_00561_mRNA_I5.1
oxidoreductase activity [GO:0016491
molecular_fnction] (2); oxidation-
reduction process [GO:0055114
biological_process] (2); flavin adenine 3:‘;?‘?5::3;:‘:37;3?;';‘:;‘ N
GF0022957 1 1 ¢ Dimethylaniline monooxygenase, putative x:;f:zz‘:d:u:‘;i‘:f fg%“fg;f’ﬁ\dm FAD/NAD(P)-binding domain scaffold_S_mRNA_5133.1 00623_mRNA_11.1
- : ' [IPR023753] (2); Flavin monooxygenase-
1GO:0050661 molecular_function] 2); 1ot L0 O
N.N-dimethylaniline monooxygenase .
activity [GO:0004499
molecular_finction] (2)
transferase activity, transferring acyl  Transferase [IPR003480] (1),
GF0022956 1 1 o Hypothetical protein (1); BAHD ‘groups other than amino-acyl groups  Chloramphenicol acetyltransferase-like ~ scaffold_S_mRNA_S128.1 C_unshiu_00623_mRNA_6.1

© acylransterase (1)

[GO:0016747 molecular_function] (1)

domain [IPR023213] (1)



D Num. in C._celementine

Numin C_unshiu

Note

GO

TnterPro

Members in P.trifoliata

GF0022955 1
GF0022954 1

GF0022952 1
GF0022948 1

GF0022946 1

GF0022941 1
GF0022940 1
GF0022938 1

GF0022936 1

GF0022935 1
GF0022934 1

GF0022933 1

GF0022932 1

GF0022931 1

GF0022928 1

GF0022926 1

GF0022925 1
GF0022922 1

GF0022921 1
GF0022919 1

GF0022918 1

GF0022917 1
GF0022911 1

GF0022909 1

GF0022908 1
GF0022905 1
GF0022902 1

GF0022901 1

GF0022899 1

GF0022898 1

GF0022897 1

GF0022895 1

GF0022893 1

GF0022892 1

GF0022890 1

GF0022888 1

GF0022886 1
GF0022885 1
GF0022884 1

GF0022881 1

GF0022880 1

GF0022879 1

GF0022875 1

GF0022873 1

GF0022872 1

GF0022870 1
GF0022869 1
GF0022868 1
GF0022867 1

0 Acylsugar acyltransferase 3 (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)
o Hypothetical protein (1); U11/U12 small
© huclear ribonucleoprotein 25 kDa (1)

0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)
0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Protein disulfide-isomerase LQY1 (2)

0 Hypothetical protein (2)

o Transmembranc and coiled-coil protcin
2

0 S-type anion channel SLAHI (2)

0 Hypothetical protein (2)
0 Hypothetical protein (2)

0 Hypothetical protein (2)
0 Hypothetical protein (2)

o Zine finger homeodomain protin 1 (1):
finger homeodomain protein 1 (1)

0 Hypothetical protein (2)
0 Hypothetical protein (2)

0 DUF617 family protein (2)
0 Hypothetical protein (2)
Putative succinate dehydrogenase 5-like

(1); Succinate dehydrogenase 5 (1)
0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)

o Baculoviral IAP repeat-containing protein

0 Hypothetical protein (2)

Poly(A) binding protein 6, putative
isoform 1 (2)

0 Serine/threonine-protein kinase WNK (2)

0 Cyclin D (2)

0 Hypothetical protein (2)

0 C3HC4-type RING finger protein (2)

0 Hypothetical protein (2)
0 Epidermal patterning factor (2)
0 Hypothetical protein (2)

0 Hypothetical protein (2)

o Simillr o ATP-binding domain 1 family
© imember B (1); GPN-loop GTPase 2 (1)

CCA RNA nucleotidyliransferase,
‘mitochondrial (2)

o Hypothetical protcin (1); F-actin capping
© protein beta subunit (1)

0 Hypothetical protein (2)
0 Hypothetical protein (2)

0 Hypothetical protein (2)
0 Hypothetical protein (2)
0 Hypothetical protein (2)
0 Hypothetical protein (2)

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

GTP binding [GO:0005525
molecular_function] (2); microtubule
[GO:0005874 cellular_component] (2);
structural constituent of cytoskeleton
[GO:0005200 molecular_function] (2);
microtubule-based process [GO:0007017
biological_process] (2); GTPase activity
[G0:0003924 molecular_function] (2)

protein retention in ER lumen
[GO:0006621 biological_process] (2);
glycopeptide alpha-N-
acetylgalactosaminidase activity
[GO:0033926 molecular_function] (2)
catalytic activity [GO: 0003524
molecular_function] (2); integral
component of membrane [GD 0016021
cellular_component] (2); ER retention
sequence binding [GO:004692:
molecular_function] (2)

heat shock protein binding [GO:0031072
molecular_function] (2); unfolded protein
binding [GO:0051082
molecular_function] (2)

transmembrane transport [GO:0055085
biological_process] (2); integral
‘component of membrane [GO:0016021
cellular_component] (2); voltage-gated
anion channel activity [GO:0008308
molecular_function] (1); cellular ion

biological_process] (1)

DNA binding [GO:0003677
molecular_function] (2)

protein binding [GO:0005515
molecular_function] (2): RNA-DNA
hybrid ribonuclease acti
[GO:0004523 nwleuulnr funcum\] ay
nucleic acid b 000367¢
molecular f\mcnou] (|)

regulation of defense response
[GO:0031347 biological_process] (2);
ubiquitin-protein transferase activity
[G0:0004842 molecular_function] (2);
nucleus [GO:0005634
cellular_component] (2); protein
ubiquitination [GO:0016567
biological_process] (2); zine ion binding
[GO:0008270 molecular_function] (2);
protein binding [GO:0005515
molecular_function] (2)

RNA binding [GO:0003723
molecular_function] (2); nucleic acid
binding [GO:0003676
molecular_function] (2); nucleotide
binding [GO:0000166
molecular_function] (1)

nucleus [GO:0005634
cellular_component] (2)

protein binding [GO:0005515
molecular_function] (2); zine ion binding
[GO:0008270 molecular_function] (2)

histidinol-phosphate transaminase activity
[G0:0004400 molecular_function] (1);
biosynthetic process [
biological_process] (1); catalytic acti
[G0:0003824 molecular_function] (
pyridoxal phosphate binding
[GO:0030170 molecular_function] (1);
histidine biosynthetic process
[GO:0000105 biological_process] (1)

RNA binding [GO:0003723
molecular_function] (2); RNA processing
[GO:0006396 biological_process] (2);
nucleotidyltransferase activity
[GO:0016779 molecular_function] (2)
F-actin capping protein complex
[GO:0008290 cellular_component] (2);
actin cytoskeleton organization
[GO:0030036 biological_process] (2);
actin binding [GO:0003779
molecular_function] (2); cytoplasm
[GO:0005737 cellular_component] (2);
barbed-end actin filament capping
[GO:0051016 biological process] (2)

regulation of transcription, DNA-
templated [GO:0006355
biological process] (2)

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

Transferase [IPRO03480] (2);
Chloramphenicol acetyltransferase-like
domain [IPR023213] (1)

Ubiquitin-related domain [IPR029071]
@

Beta tubulin [IPR002453] (2);
Tubulin/FisZ, GTPase domain
[IPR003008] (2); Tubulin [IPR000217)
(2); Tubulin/FtsZ, 2-layer sandwich
domain [IPROIS316] (2); Tubulin/FisZ,
C-terminal [IPRO0S280] (2);
Brain/reproductive organ-expressed
protein [IPRO10358] (2); Tubulin,
conserved site [IPRO17975] (1); Tubulin,
C-terminal [IPRO23123] (1)

ER lumen protein retaining receptor
[IPRO00133] (2): Six-hairpin
elycosidase-like [IPRO0S928] (2);
Glycosyl hydrolase family 100
[IPRO24746] (2)

Heat shock protein DnaJ, cysteine-rich
domain [IPRO01305] (2)

Protein of unknown function DUF726
[IPR007941] (2); Alpha/Beta hydrolase
fold [IPR029058] (2)

Voltage-dependent anion channel
[IPR004695] (2); S-type anion channel
[IPRO30183] (1)

Cyelin-like [IPRO13763] (1)
P-loop containing nucleoside triphosphate
hydrolase [IPR027417] (2)

ZF-HD homeobox protein, Cys/His-rich
dimerisation domain [IPR006456] (2);
Homeodomain, ZF-HD class
[IPR006455] (2); Homeodomain-like
[IPR009057] (1); Homeobox domain-
[IPR009057] (1)

Protein of unknown function DUF617,
plant [IPR006460] (1); Protein MIZU-
KUSSEI I-lke, plant [IPR006460] (1)

Protein of unknown function DUF4370
[IPR025397] (2)

WD40/YVTN repeat-like-containing

domain [IPRO15943] (2); WD40-repeat-
containing domain [IPRO17986] (2);

WD40 repeat [IPRO01680] (1);

Ribonuclease H domain [wm)ozlss] ay
Ribonuclease H-like dom:

[IPRO12337] (1)

Zine finger, RING-type [IPRO01841] (2);
E3 ubiquitin-protein ligase BOI
[IPROI7066] (2); Zinc finger,
RING/FY VE/PHD-type [IPRO13083] (1)

Polyadenylate-
protein/Hyperplastic e protein
[IPR002004] (2): RNA recognition motif
domain, eukaryote [IPR003954] (2):
RNA recognition motif domain
[IPR000504] (2); Polyadenylate binding
protein, human types 1,2, 3,
[IPRO06515] (2); Nucleotide-binding
alpha-beta plait domain [IPRO12677] (1)
Transcription factor MYC/MYB N-
terminal [IPR025610] (2)

Cyelin, C-terminal domain [IPR004367]
(2); Cyclin-like [IPRO13763] (2); Cyclin,
N-terminal [IPRO06671] (2)

Zine finger, RING/FY VE/PHD-type
[IPRO13083] (2); Protein of unknown
function DUF1232 [IPR010652] (2);
Zine finger, RING-type [IPRO01841] (2);
Zine finger, RING-type, conserved site
[IPRO17907] (2)

tein of unknown function DUF616

[IPROUéKSZ] (2); Pyridoxal phosphate-

dependent transferase, major region,
subdomain 1 [IPRO1S421] (1);
Aminotransferase, class Uclassll
[IPR004839] (1); Pyridoxal phosphate-
dependent transferase, major region,
subdomain 2 [IPRO15422] (1); Pyridoxal
phosphate-dependent transferase
[IPRO15424] (1); Histidinol-phosphate
aminotransferase family [IPRO0S861] (1)
P-loop containing nucleoside triphosphate
hydrolase [IPR027417] (2); GPN-loop
GTPase [IPR004130] (2): GPN-loop
GTPase 2 [IPRO30231] (2)

Poly A polymerase, head domain
[IPRO02646] (2)

Factin-capping protein subunit beta
[IPRO01698] (2); F-actin capping protein,
beta subunit, conserved site (IPRO19771]
@

FHY3/FARI family [IPR031052] (2);
FAR1 DNA binding domain
[IPR004330] (2)

Pectinesterase inhibitor domain
[IPRO06501] (1)

scaffold_S_mRNA_5127.1

scaffold_S._s

mRNA_5120.1

scaffold_S_mRNA_S112.1
scaffold_S_mRNA_5105.1

scaffold_S_mRNA_5089.1

scaflold_S_mRNA_5046.1
scaffold_S_mRNA_5038.1
scaffold_S_mRNA_S03.1

scaffold_S_mRNA_5025.1

scaffold_S_mRNA_5023.2
scaffold_S_mRNA_5022.1

scaffold_S_mRNA_5020.1

scaffold_S._s

scaffold_S,

mRNA_5009.1

_mRNA_5.1

scaffold_S_mRNA_4975.1

scaffold_S,

_mRNA_4970.1

scaffold_5_mRNA_4964.1
scaffold_S_mRNA_4930.1

scaffold_S_mRNA_4927.1

scaflold_S_mRNA_4911.1

scaffold_S_mRNA_4902.1

scaffold_S_mRNA_4900.1
scaffold_S_mRNA_4847.1

scaflold_S_mRNA_4811.1

scaffold_S_mRNA_4796.1

scaffold_S_mRNA_4789.1

scaflold_S_mRNA _478.1

scaffold_S_s

mRNA_477.1

scaffold_S_mRNA_4756.1

scaffold_S,

scaffold_S,

scaffold_S,

_mRNA_4751.1

_mRNA_475.1

_mRNA_4741.1

scaffold_S_mRNA_4730.1

scaffold_S_mRNA_4726.1

scaffold_S_mRNA_4705.1

scaffold_S,

scaffold_S._s

_mRNA_4696.1

mRNA_4687.1

scaflold_S_mRNA_4681.1
scaffold_S_mRNA_4676.1

scaffold_S_mRNA_4657.1

scaffold_S_mRNA_465.1

scaffold_s,

_mRNA_4642.1

scaflold_S_mRNA_4619.1

scaffold_S_s

mRNA_4615.1

scaffold_S_mRNA_4614.1

scaffold_S_mRNA_460.1
scaffold_S_mRNA_46.1

scaffold_S,

_mRNA_4580.1

scaffold_S_mRNA_4571.1

00192 mRNA_14.1

C_unshi 00192 mRNA_12.2

00192 mRNA 9.1

C_unshiu_00009_mRNA_I58.1

C_unshiu_00230_mRNA_29.1

C_unshiu_00009_mRNA_123.1

C_unshiu_00009_mRNA_120.1

00009 mRNA_114.1

C_unshiu_00127_mRNA_36.1

C_unshiu_00127_mRNA_50.1

C_unshiu_00079_mRNA_4.1

00951_mRNA_12.1

C_unshiu_00308_mRNA_3.1

C_unshiu_00096_mRNA_42.1

C_unshiu_00096_mRNA_38.1

C_unshiu_00646_mRNA_7.1

1 00096_mRNA_31.1

C_unshiu_00096_mRNA_19.1

C_unshiu_00096_mRNA_13.1

01089_mRNA_I7.1

01033_mRNA_I1.1

C_unshiu_00457_mRNA_I1.1

00802_mRNA_5.1

C_unshi

00495 mRNA_17.1

C_unshiu_00046_mRNA_29.1
C_unshiu_00046_mRNA_28.1

C_unshi
C_unshiu_00407_mRNA_25.1
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GO

TnterPro

Members & i

Members in P.trifoliata

GF0022865

GF0022863

GF0022862
GF0022861

GF0022859

GF0022858

GF0022857

GF0022856

GF0022855

GF0022854

GF0022853

GF0022852
GF0022851

GF0022850

GF0022849

GF0022847

GF0022846
GF0022845

GF0022842

GF0022841

GF0022840

GF0022839

GF0022837

GF0022836
GF0022835

GF0022832

GF0022831

GF0022830

GF0022829

GF0022825

GF0022824

GF0022823
GF0022822

GF0022819

GF0022814
GF0022813

GF0022812

GF0022811

GF0022810

GF0022806

GF0022805

» Cupredoxin superfanily potein, putaive

@)
0 Dof domain zine finger protein (2)

0 Hypothetical protein (2)
0 EFI protein (2)
Retrotransposon protein, putative, Tyl-
0 copia subclass (1); Putative retroelement
pol polyprotein (1)

0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Geraniol dehydrogenase 1 (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)
0 Hypothetical protein (2)

o Preprotein translocase SecA family

Acyl-CoA N-acyltransferases (NAT)
superfamily protein isoform 1 (2)

Small glutamine-rich tetratricopeptide

© repeat-containing protein alpha (2

0 Hypothetical protein (2)
0 Hypothetical protein (2)

Putative calcium-binding protein CML29.
0 (1): Putative calcium-binding protein
125 (1)

o Glycosyl hydrolase family 17 family
© protein (1); Hypothetical protein (1)

0 Transmembrane protein S0A (2)

0 Hypothetical protein (2)

0 Galactosyltransferase family protein (2)

0 Hypothetical protein (2)
0 Hypothetical protein (2)

0 Famesylated protein 2 (2)

Hypothetical protein (1); MADS-box
protein AGL66 (1)

2,3-bisphosphoglycerate-dependent
phosphoglycerate mutase (2)

0 Monoacylglycerol lipase ABHDG (2)
0 Hypothetical protein (2)

0 UDP-glycosyltransferase 85A1 (2)
0 Hypothetical protein (2)
0 Hypothetical protein (2)

0 Putative MATE efflux family protein (2)

0 Hypothetical protein (2)
0 Hypothetical protein (2)
Hypothetical protein (1); Peptide

in (1)
;K1
O RNA small subunit mhyhmmfeme A

Hypothetical protein (1); Putative CAI-1
ucer sensor kinase/phosphatase
cqsS-like (1)

0 Ankyrin repeat protein (2)

0 Hypothetical protein (2)

regulation of transcription, DNA-
templated [GO:0006355

biological_process] (2); DNA binding
[G0:0003677 molecular_function] (2)

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

nucleic acid binding [GO:0003676
molecular_function] (2); zinc ion binding
[GO:0008270 molecular_function] (1)

oxidation-reduction process
[GO:0055114 biological_process] (2);
oxidoreductase activity [GO:0016491
molecular_function] (1); zinc ion binding
GO:0008270 molecular_function] (1)

protein dimerization activity
[GO:0046983 molecular_function] (2)

protein kinase activity [GO:0004672
molecular_function] (2); protein
phosphorylation [GO:0006468
biological_process] (2); ATP binding
[G0:0005524 molecular_function] (2)

zine ion binding [GO:0008270
molecular_function] (2); protein binding
[GO:0005515 molecular_function] (2)

protein binding [GO:0005515
molecular_function] (2)

calcium ion binding [GO:0005509
molecular_function] (2)

hydrolase activity, hydrolyzing O-
glycosyl compounds [GO:0004553
molecular_function] (1); carbohydrate
metabolic process [GO:0005975
biological_process] (1)

galactosyltransferase activity
[GO:0008378 molecular_function] (2);
membrane [GO:0016020
cellular_component] (2); protein
glycosylation [GO:0006436
biological_process] (2)

metal ion transport [GO:0030001
biological_process] (2); metal ion binding
[GO:0046872 molecular_function] (2)
RNA polymerase Il regulatory region
sequence-specific DNA binding
[G0:0000977 molecular_function] (1);
DNA binding [GO:0003677
molecular_function] (1); nucleus
[GO:0005634 cellular_component] (1);
protein dimerization activity
[GO:0046983 molecular_function] (1);
transcription factor activity, sequence-
specific DNA binding [GO:0003700
molecular_function] (1); MAPK cascade
[GO:0000165 biological_process] (1;
positive regulation of transcription from
RNA polymerase Il promoter
G0:0045944 bicogiel_proces] (1)
regulation of transcription, D!

templated [GO:0006355
biological_process] (1)

metabolic roces [GO:0008152
biological_process] (2); intramolecular
transferase ncll\'uy, phosphotransferases
[GO:0016868 molecular_function] (2
catalytic activity [GO:0003824
molecular_function] (2);
phosphoglycerate mutase activity
[GO:0004619 molecular_function] (2)
glycolytic process [GO:0006096
biological_process] (2)

catalytic activity [GO:0003824
molecular_function] (2)

transferase activity, transferring hexosyl
‘roups [GO:0016758
molecular_function] (2); metabolic
process [GO:0008152
biological_process] (2)

transmembrane ransport [GUIUUSD
biological_process] (2); drug
transmembrane transport [GO:0006855
biological_process] (2); antiporter
activity [GO:0015297
molecular_function] (2); drug
transmembrane transporter activity
[GO:0015238 molecular_function] (2);
membrane [GO:0016020

ot commsnant] (9}

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

protein binding [GO:0005515
molecular_function] (2)

Cupredoxin [IPR008972] (2)

Zine finger, Dof-type [IPRO03851] (2)

PGG domain [IPR026961] (2)
NTE2-like domain IPR032710] (2)

Ribonuclease H-like domain
[IPRO12337] (1)
Reverse transcriptase zinc-binding
domain [IPR026960] (2); Zine knuckle
CX2CX4HXAC [IPRO25836] (1): Zine
finger, CCHC-type [IPROOISTS] (1);
Ribonuclease H-like domain
[IPRO12337] (1)
GroES-like [IPRO11032] (2); Aleohol
dehydrogenase, N-terminal [IPRO13154]
(2); NAD(P)-binding domain
[IPRO16040] (1); Aleohol dehydrogenase
superfamily, zinc-type [IPR00208S] (1)
NAD(P)-binding domain [IPR016040]
(2); Winged helix-turn-helix DNA-
inding domain [IPROT1991] (2); NmrA-
like domain [IPRO0S030] (2); Plant
‘methyltransferase dimerisation
[IPRO12967] (2)
Leucine-rich repeat domain, L domain-
like [IPRO32675] (2)
Protein kinase, ATP binding site
[IPRO17441] (2); Protein kinase-like
domain [IPRO11009] (2); Protein kinase
domain [IPRO00719] (2);
Serine/threonine/dual specificity protein
Kinase, catalytic domain [IPR002290]
)

Zinc finger, RING-type [IPRO01841] (2);
WD40/YVTN repeat-like-containing
domain [IPRO15943] (2); WD40 repeat
[IPRO01680] (2); WD40-repeat-
containing domain [IPRO17986] (2);
Protein kinase-like domain [IPRO11009]
(2); Zine finger, RING/FY VE/PHD-type
[IPROI3083] (2); G-protein beta WD-40
repeat [IPR020472] (1); RING-type zinc-
finger, LisH dimerisation motif
[IPR027370] (1)

Yidj-type Gens-related N-
acetyltransferase [IPRO31165] (.
CoA N-acyltransferase [IPRO16181] (2)
Tetratricopeptide-like helical domain
[IPRO11990] (2); Tetratricopeptide
repeat 2 [IPRO13105] (2);
Tetratricopeptide repeat [IPR019734]
(2); Tetratricopeptide repeat-containing
domain [IPRO13026] (2)

Aspartic peptidase domain [IPR021109]
)

2

EF-hand domain pair [IPRO11992] (2);
EF-Hand 1, calcium-binding site
[IPRO18247] (2); EF-hand domain
[IPR002048] (2)

Glycoside hydrolase superfamily
[IPRO17853] (2); Glycoside hydrolase
family 17 [IPR000490] (1); Glycoside
hydrolase, catalytic domain [IPRO13781]

Uncharacterised protein family UPF0220
[IPR007919] (2)

DNA-binding pseudobarrel domain
[IPRO15300] (2)

Domain of unknown function DUF4094
[IPR025298] (2): Glycosy transferase,
family 31 [IPR002659] (2)

Heavy metal-associated domain, HMA
[IPRO0GI21] (2)

Transcription factor, MADS-box
[IPR002100] (1); Transcription factor, K-
box [IPR002487] (1): MADS MEF2-like
[IPRO33896] (1)

. clade-

Histidine phosphatase superfamil
1[IPROI3078] (2
Phosphoglycerate/bisphosphoglycerate

mutase, active site [IPR01345] (2);
Histidine phosphatase superfamily
[IPR029033] (2); Phosphoglycerate
mutase 1 [IPR005952] (2)

Alpha/beta hydrolase fold-1 [IPR000073]
(2); Alpha/Beta hydrolase fold
[IPR029058] (2); Epoxide hydrolase-like
[IPR000639] (2); Alpha/beta hydrolase:
fold-5 [IPR029059] (1)

UDP-glucuronosy/UDP-
glucosyltransferase [IPR002213] (2)

Phosphate-induced protein |
[IPRO0G6766] (2)

Multi antimicrobial extrusion protein
[IPR002528] (2)

Harbinger transposase-derived nuclease
domain [IPRO27806] (2; Zine finger,
CCHC-type [IPRODISTS] (1)

Ankyrin repeat [IPR002110] (2); Ankyrin
repeat-containing domain [IPR020683
(2): PGG domain [IPR026961] (2)

scaffold_5_mRNA_4554.1

scaffold_S_mRNA_4521.1

scaffold_S_mRNA_4520.1
scaffold_S_mRNA_4513.1

scaffold_S_mRNA_450.1

scaffold_S_mRNA_4498.1

scaflold_S_mRNA_4492.1

scaffold_S_mRNA_4485.1

scaflold_S_mRNA_4482.1

scaffold_S_mRNA_447.1

scaffold_S_mRNA_4456.1

scaffold_S_mRNA_4451.1
scaffold_S_mRNA_4449.1

scaffold_S_mRNA_4418.1

scaffold_S_mRNA_4382.1

scaffold_S_mRNA_4363.1

scaffold_S_mRNA_436.1
scaffold_S_mRNA_4355.1

scaffold_S_mRNA_4308.1

scaffold_S_mRNA_4303.1

scaflold_S_mRNA_4300.1

scaffold_S_mRNA_43.1

scaffold_S_mRNA_4296.1

scaffold_S_mRNA_429.1
scaffold_S_mRNA_428.1

scaffold_S_mRNA_4266.1

" scaffold 5 mRNA_4265.1

scaffold_S_mRNA_4254.1

scaffold_S_mRNA_4218.1

scaffold_S_mRNA_421.1

scaflold_S_mRNA_4205.1

scaffold_S_mRNA_4203.1
scaflold_S_mRNA_4179.1

scaflold_S_mRNA_4159.1

scaffold_S_mRNA_4131.1
scaflold_S_mRNA_4130.1

scaflold_S_mRNA_4128.1

scaffold_S_mRNA_4113.1

scaflold_5_mRNA_410.1

scaffold_S_mRNA_408.1

scaffold_S_mRNA_4075.1

C_unshiu_00430_mRNA_I8.1

C_unshiu_00183_mRNA_I14.1

C_unshiu_00183_mRNA_I5.1
C_unshiu_00183_mRNA_22.1

1 01064_mRNA 9.1

00183_mRNA_39.1

00183_mRNA _45.1

C_unshiu_00319_mRNA_40.1

00319_mRNA_37.1

C_unshiu_01064_mRNA_6.1

C_unshiu_02773_mRNA_1.1

00238_mRNA_36.1
00277_mRNA 6.1

C_unshiu_00238_mRNA_7.1

00477_mRNA_19.1

jiu_00144_mRNA_7.1

C_unshiu_00378_mRNA_6.1

C_unshiu_02644_mRNA_3.1

C_unshiu_00088_mRNA_11.1

jiu_00088_mRNA_I8.1

00088_mRNA 20.1

C_unshiu_00231_mRNA_2.1

C_uns

iiu_00378_mRNA_28.1
C_unshiu_00378_mRNA_27.1

C_uns

00088_mRNA _45.1

C_unshiu_00088_mRNA_64.1

C_unshiu_00241_mRNA_14.1

C_unshiu_00059_mRNA_40.1

02009_mRNA 2.1

C_unshiu_02009_mRNA_3.1

C_unshiu_00406_mRNA_25.1

02304 mRNA_4.1

C_un
C_unshi

iu_00255_mRNA_12.1
00255 mRNA_11.1

C_unshiu_00255_mRNA_9.1

C_unshiu_00718_mRNA_10.1

1 01699 mRNA 4.1

1 00664_mRNA_11.1

C_unshiu_00042_mRNA_50.1



T Num i C_celementine_ Numin C_unshia Note Go TnterPro Member Members in C.unshh Members in Prifola
GF0022802 1 1 0 Hypothetical protein (2) [\:::JDJOS;;';(;‘:\‘;Z:\:T::j;::zz::;‘;’;‘f :::"‘;:"’[ﬁ,:g‘l’;”;]’;‘]“(’z")‘””“' e offold_S_mRNA_4048.1 C_unshiu_00042_mRNA 20.1
structural consituent of ribosome
[GO:0003735 molecular_function] (2);
translation [GO:0006412
GF0022801 1 1 0/508 ribosomal protein 6, chloroplastic (2) ;’(’j‘[';‘ﬁ;ff;;‘;’;‘:;z;\;;r'm;:“] ';' ﬁ'rf’;{’;‘;';;; 5"(’;’“ 16, chloroplast scaffold_S_mRNA_4046.1 | 00042 mRNA_18.1
ribosome [GO:000:
cellular_componen] (2); chloroplast
[GO:0009507 cellular_componen] (2)
Pentatricopeptide repeat (IPR002885
GF0022800 1 1 0 Hypothetical protein (2) protein binding [GO:0005515 @ Teun;cipepud‘:rllki helical dolv]\z\m scaffold_5_mRNA_404.1 C_unshiu_00664_mRNA_9.1
molecular_function] (1) {PRo11900] (1)
. } . F-box domain [IPR001810] (2); F-box
GF0022799 1 1 0 (FZ‘)""‘ protein nteraction domain protein "::‘:’\‘“:‘r“‘:“:;gd[sﬁ :’2‘):)5 315 associated interaction domain scaffold_S_mRNA _4034.1 00484_mRNA 3.1
- [IPROI7451] 2)
GF0022797 1 1 0 Hypothetical protein (2) ﬁ;‘::«’;&?;z‘:‘]s&“) s scaffold_5_mRNA_403.1 00664 mRNA 8.1
GF0022795 1 1 0 Heptahelical protein (2) E‘z,:g";éf :&’ﬁ°:;’m::§$i$:m1 ® ﬁﬁggﬁgj"'“lys'“"""E'”“" scaffold_S_mRNA_4003.1 C_unshiu_00190_mRNA_13.1
GF0022793 1 1 0 Transeription factor BHLHSS (2) E‘:‘;;’;ﬁ;’;‘;’;":::;’e"c:f;;i”ﬁf"m“] o m;mcu,:“g;‘l :;L']‘;‘Z“‘"’"“”"‘ OHLED o ifold_s_mRNA_3984.1 C_unshiu_00190_mRNA_32.1
GF0022792 1 1 o Hypothetical protein (1); Elongation Scaffold_5_mRNA_3978.1 C_unshiu_00190_mRNA_38.1
factor 4 (1) -3 mRNA. - -mRNA.
regulation of transcription, DNA-
GF0022791 1 1 0 Hypothetical protein (2) templated [GO:0006355 FHY3/FARI family [IPRO31052] (1) scaffold_S_mRNA_3963.1 C_unshiu_02775_mRNA_2.1
biological_process] (1)
GF0022790 1 1 0 Hypothetical protein (2) scaffold_S_mRNA_3960.1
GF0022788 1 1 0 Hypothetical protein (2) scaffold_5_mRNA_3941.1
GF0022787 1 1 0 Hypothetical protein (2) scaffold_S_mRNA_394.1
GF0022786 1 1 0 Hypothetical protein (2) scaffold_S_mRNA_3919.1
Mune13 homology 1 [IPRO14770] (2);
GF0022785 1 1 0 Hypothetical protein (2) Protein of unknown function DUFS10  scaffold_S_mRNA_3918.1
[IPRO0SS28] (2)
GF0022784 1 1 0 Hypothetical protein (2) ":‘:I‘:C'SI‘:::‘:“‘:":: ;';\g] {go o00sere ﬁ':;{’gl“;‘;;;]” ("Z')"k” domain scaffold_5_mRNA_3917.1
Ankyrin repeat-containing domain
Ankyrin repeat family protein, putative  protein binding [GO:0005515 1PRO20683] (2); PGG domain
GRo022782 ! ! (1, Ankyri epeatproten (1) f‘noleculalj\mbcl[lon] @ {IPROZG%I} (2); Ankyrin repeat scaffold_5 mRNA_390.1 C_unshiu_00165_mRNA_20.1
[IPRO02110] (2)
GFO0022781 1 1 0 Hypothetical protein (2) scaffold_S_mRNA_388.1 C_unshiu_00165_mRNA_24.1
GF0022779 1 1 0 Hypothetical protein (2) scaffold_S_mRNA_385.1 C_unshiu_00165_mRNA_27.1
GF0022778 1 1 0 Hypothetical protein (2) scaffold_S_mRNA_3848.1 C_unshiu_01774_mRNA 4.1
Alpha/beta hydrolase fold-I [IPR000073]
. catalytic activity [GO:0003824 ): Alpha/Beta hydrolase fold .
GF0022777 1 1 0 Epoxide hydrolase 2 (2) molecular_function] (2) [IPRO290SS] (2); Eporide hydrolase-like <2145 MRNA_3841.1 01107_mRNA 4.1
[IPRO00639] (2)
GF0022775 1 1 0 Hypothetical protein (2) scaffold_5_mRNA_3821.1 00170_mRNA 2.1
GF0022774 1 1 0 Hypothetical protein (2) scaffold_S_mRNA_3820.1 C_unshiu_00214_mRNA_48.1
Translationally controlled tumour protein
[IPROIS105] (2); Mssd-like [IPRO11057]
(2): Translationally controlled tumour
J— , | Translationally-controlled tumor pro protein, conserved site [IPROISIOS] (5 (o oo oo © unshin 00214 mRNA 33,1
homolog (2) Mssé/translationally controlled tumour- -3 mRNA —nshiu 0021 mitNA
associated TCTP [IPRO11323] (1
Translationally controlled tumor protein
(TCTP) domain [IPRO34737] (1)
GF0022771 1 1 o Hypothetical protein (1); Desiccation Ferrtin-related [IPRO12347] (1) scaffold_S_mRNA_3784.1 C_unshiu_00214_mRNA_21.1
PCC13-like protein (1)
Zine finger C2H2-type (IPRO13087] (1);
. Zinc finger, C2H2 [IPRO0T087] (1); Zine
::‘:Iljc'zlii“’ﬁ:’"‘:::f] Ef)olﬂﬁ‘:: finger C2H2-typeintegrase DNA-binding
GF0022770 1 1 0 Zin finger protein MAGPIE (2) pinding [GO004687 domain [IPRO13087] (1); Zine finger,  scaffold_S_mRNA_3770.1 C_unshiu_00214_mRNA_6.1
okcosiar uncton] 1) C2H2-like [IPROISSS0] (1); Zine finger,
- double-stranded RNA binding
[IPR022755] (1)
GF0022769 1 1 0 Hypothetical protein (2) scaffold_S_mRNA_377.1
catalytic activity [GO:0003824
molecular_function] (2); faty acid 3-Oxoacyl-{acyl-carrier-protein (ACP)]
:;gz:“::l‘;s:;?]’([Z?Tr:ffr:ii: synthase 111, C-terminal [IPRO13747] (2);
aetiviy, wanstoming aoyl oupe other  FAEVTYpe 1 polketide synthase-like
GF0022767 1 1 0 3-ketoacyl-CoA synthase 7 (2) protein [IPRO13601] (2); Very-long-  scaffold_S_mRNA_3765.1 C_unshiu_00214_mRNA_L1
"“‘I" ““T"";."y' g“’]"(’; [GO'O;' 16747 chain 3-ketoacyl-CoA synthase
molecular_function] (2); membrane Y
[GO:0016020 cellular_component] (2); Bgﬁg:g’;g g% Thiolase-like
metabolic process [GO:0008152
biological_process] (2)
GF0022765 1 1 0 Hypothetical protein (2) Arabidopsis retrotransposon Orfl scaffold_5_mRNA_376.1 C_unshiu_00328_mRNA_8.1
Y [IPRO04312] 2) -5 mRNA. —Unshiu 00328 miNA S
GF0022764 1 1 0 Hypothetical protein (2) scaffold_S_mRNA_3745.1 C_unshiu_00907_mRNA 3.1
ATP binding [GO:0005524 Protein kinase domain [IPR000719] (2);
molecular_function] (2); protein kinase  Protein kinase-like domain [IPRO11009]
GF0022762 1 1 0 Hypothetical protein (2) I‘:;::zlﬁzgg:::; (22) potein Lf;f:’l’iﬁx:';?;:i’m:“;D"O'f;';'] scaffold_5_mRNA_3733.1 C_unshiu_00229_mRNA _24.1
phosphorylation [GO:0006468 (1): Serine-threoninetyrosine-protein
biological_process] (2) kinase catalytic domain [IPR001245] (1)
nucleosome [GO:0000786
cellular_component] (2); DNA binding .
GF0022761 1 1 0 Hypothetical protein (2) [GO:0003677 molecular func n] @ :::2;:Eﬁf:[{mgfm??ml @5 (caffold_s_mRNA_373.1
protein heterodimerizatior
[GO:0046982 molecular funcnon] 0}
GFO022758 1 1 0 Hypothetical protein (2) scaffold_S_mRNA_370.1
GFO0022756 1 1 0 Hypothetical protein (2) HSP20-like chaperone (IPRO0SITS] (1) scaffold_s_mRNA_3684.1 C_unshiu
GF0022755 1 1 0 Hypothetical protein (2) scaffold_S_mRNA_3683.1 C_unshi 00224 mRNA_30.1
GF0022753 1 1 0 Hypothetical protein (2) gﬁx’;g:‘:;’:;‘;[{zr‘}’?“‘;‘]”‘”l';d”“‘ scaffold_S_mRNA_3662.1 C_unshiu_00213_mRNA_53.1
“"‘I‘"_“ binding [GO:0003515 Tetratricopeptide-like helical domain
GF0022751 1 1 0 Hypothetical protein (2) molecular_function] (2); mRNA splicing. pg11990] (2); Pre-mRNA-processing scaffold_S_mRNA._3660.1 C_unshiu_00224_mRNA_7.1
via spliceosome [GO:0000398 o At i
biological_process] (1)
. Tetratricopeptide-like helical domain
protein binding [GO:0005515 ~yppgy |9£u? (2): Pre-mRNA-processing
molecular_funcion] 2), mRNA spiiing. p "V T SRR
GF0022750 1 1 0 Hypothetial protein (2) via spliceosome [GO:0000398 :  scaffold_S_mRNA_3659.1 C_unshiu_00224_mRNA_6.1
HAT (HalE-A-TPR) repeat (IPR003107]
iologial process](2); RNA processing. 11708 B (R0 Sl L
[GO:0006396 biological process] (1) * o [IPROI3026) (1)
GF0022749 1 1 0 Hypothetical protein (2) scaffold_S_mRNA_3656.1 C_unshiu_00224_mRNA_L1
Inosineuridine-preferring nucleoside
GF0022748 1 1  Inosine-uridine preferring nucleoside hydrolase [IPR023186] (2); scaffold_5_mRNA_3629.1 C_unshiu_00453_mRNA_3.1
hydrolase (2) Inosine/uridine-preferring nucleoside -5 mRNA Unshiu 00433 miRNA
hydrolase domain [IPR001910] (2)
signal transducer activity [GO:0004871
R0 , . Histidine-containing phosphotransfer  molecular_function] (2); phosphorelay ;;ﬁ;'ﬁ:f;‘g’?:r:')s:i‘:::l:"'m ©caold 5 mRNA 3627.1
protein 4 (2) signal ransducton sysiem [GO:0000160. 1 ERC TS
biological_process] (2)
GF0022745 1 1 0 Hypothetical protein (2) scaffold_S_mRNA._3623.1
integral component of membrane
- s (GO016021 el Cumpanenl] @ tator, sugar transporte-ike
ypothetical protein (1); Sugar fransmembrane transporter activity .
GFO022744 1 1 O omnones ERDG ke 16 (1) 1GO:0032857 moteeuir Tuction) 2 El‘::ﬂ:lsnxﬂzyx}i Lzm)azl.-;;z.k ‘uﬂ;g;::]'(z) scaffold_S_mRNA_3621.1 C_unshiu_00226_mRNA_L.1
wansmembrane transport [GO:0055085
biological_process] (2)
GFO022741 1 1 0 Hypothetical protein (2) scaffold_S_mRNA_358.1
GF0022740 1 1 0 Hypothetical protein (2) scaffold_S_mRNA_3546.1
regulation of ranseription, DNA-
templated [GO:0006355
biological_process] (2); transeript APYERF domain [IPR001471] (2);
GFO022736 1 1 0 Hypothetical protein (2) factor activity, sequence-specific DNA  DNA-binding domain [IPROI6177] (2);  scaffold_S_mRNA_3506.1 00339_mRNA_22.1
binding [GO:0003700 Frigida-like [IPRO12474] (1)
molecular_function] (2); DNA binding
[GO:0003677 molecular_function) (2)
GF0022735 1 1 0 Hypothetical protein (2) Frigida-like [IPR012474] (2) scaffold_S_mRNA._3502.1 C_unshi_00339_mRNA_I13.1
i on biding [GODK0BZT0 DYW domain [IPRO32867] (2):
GF0022730 1 1 o Pentatricopeptide repeat-containing 1o function] (2); protein binding | Cricopeptide-like helical domain ) 5 pNA 34301 C_unshiu_00205_mRNA_16.1
© fumily protein (2) 1GO:00051% moletulo Tt () [IPROI[I")R O]ﬂ(zlizzx;’]c;\;mccpepndc 15_mRNA. _unshiu_00205_mRNA |
- repeat
Thioredoxin-like fold [IPR012336] (2)
. ; Glutathione S-transferase, N-terminal
GF0022727 1 1 0 Glutathione S-transferase zeta class (2) ‘;:I':"‘“:"":“"‘i‘[;’ﬁfz":’“ 1 [IPRO04045] (2); Glutathione S- scaffold_S_mRNA_34.1
- transferase, C-terminal-like [IPRO10987]
@
P-loop containing nucleoside triphosphate
GF0022726 1 1 0 Hypothetical protein (2) ﬁazﬂ;‘:"}&"ﬁmmisu hydrolase [IPR027417] (2); NB-ARC  scaffold_S_mRNA_3382.1
= [IPRO02182] (2)
GF0022725 1 1 0 Hypothetical protein (2) scaffold_S_mRNA_3373.1
Leucine-rich repeat domain, L domain-
. scase resistance protein (1); Discase like [IPR032675] (2); Winged helix-turn- §
Gro02724 ! ! 0 esiance proein RPS2 (1) el DNA binding domain [IPRO11991] <30S TRNA_3365.1 C_unshio_00660_mRNA_I3.1
o)
GF0022723 1 1 0 Hypothetical protein (2) scaffold_S_mRNA_3366.1
Phosphoprotein phosphatase isoform 3 Leveine-rich repeat domain, L domain.
GF0022722 1 1 0(1); Co-nbs-lre resistance protein, g scaffold_S_mRNA._3364.1 C_unshiu_00304_mRNA_19.1

putative isoform 1 (1)

like [IPR032675] (2)




D Num. in C._celementine

Numin C_unshiu
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GO

TnterPro

Members in P.trifoliata

GF0022721 1

GF0022720 1

GF0022719 1

GF0022717 1

GF0022714 1

GF0022709 1

GF0022708 1

GF0022707 1

GF0022706 1
GF0022704 1
GF0022703 1
GF0022699 1

GF0022693 1
GF0022692 1

GF0022691 1
GF0022690 1
GF0022689 1

GF0022687 1

GF0022686 1

GF0022685 1

GF0022684 1
GF0022683 1
GF0022682 1

GF0022681 1

GF0022680 1
GF0022678 1
GF0022677 1

GF0022676 1
GF0022672 1

GF0022671 1

GF0022670 1

GF0022668 1

GF0022662 1

GF0022661 1

GF0022659 1

GF0022658 1

GF0022657 1
GF0022656 1

GF0022652 1

GF0022651 1

GF0022650 1

GF0022649 1

o NBS-LRR type discase resistance protein ADP binding [GO:0043531

‘e )

0 Hypothetical protein (2)

Disease resistance protein (CC-NBS-
0 LRR class) family protein (1);
Hypothetical protein (1)

0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Small rubber particle protein (2)

0 Hypothetical protein (2)
0 Hypothetical protein (2)

o Putative non-LTR reverse transcriptase
0 Hypothetical protein (2)
0 Hypothetical protein (2)

0 Hypothetical protein (2)
0 Hypothetical protein (2)
0 Hypothetical protein (2)

o Cytochrome P450 (1); Cytachrome P450
©71D10, putative (1)

0 Hypothetical protein (2)

0 Ras-like GTP-binding protein YPTI (2)

0 Hypothetical protein (2)
0 Hypothetical protein (2)
0 Hypothetical protein (2)

Leucine Rich Repeat family protein,
0 expressed (1); LRR receptor-like kinase
family protein (1)

0 Acyl-CoA binding protein 6 (2)
0 Hypothetical protein (2)
0 Hypothetical protein (2)

0 Transcription factor MYB39 (2)

0 Calmodulin (2)

0 Putative transeription factor KAN2 (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Ankyrin repeat plant-like protein (2)

Putative retroelement pol polyprotein (1);
0 Retrovirus-related Pol polyprotein from
transposon TNT 1-94 (1)

0 Hypothetical protein (2)

0 Cytochrome P450 71D8 (2)

0 Hypothetical protein (2)
0 Hypothetical protein (2)

Hypothetical protein (1): PAB-dependent
0 poly(A)-specific ribonuclease subunit
PAN3 (1)

o Putative disease resistance gene NBS-
© LRR family protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)

molecular_function] (2)

GTP binding [GO:0005525
molecular_function] (2); small GTPase
mediated signal transduction
[GO:0007264 biological_process] (2)

protein binding [GO:0005515
molecular_function] (2); binding
[GO:0005488 molecular_function] (2);
ADP binding [G0:004353
molecular_function] (1)

protein folding [GO:0006457

biological )mcen] (z), unfolded protein
binding [GO:00511

moleculnrj\mcnou] (z)
ubiquitin-protein transferase activity
[G0:0004842 molecular_function] (2);
protein ubiquitination [GO:0016567
biological_process] (2); zinc ion binding
[GO:0008270 molecular_function] (2);
protein binding [GO:0005515
molecular_function] (2)

DNA-directed RNA polymerase activity
[GO:0003899 molecular_function] (1);
DNA binding [GO:0003677
molecular_function] (1); transcription,
DNA-templated [GO:000635
biological_process] (1)

DNA binding [GO:0003677
molecular_function] (2); transcription,
DNA-templated [GO:0006351
biological_process] (2); DNA-directed
RNA polymerase activity [GO:0003899
molecular_function] (1); DNA-directed
53 RNA polymerase activity
[GO:0003899 molecular_function] (1)

nucleic acid binding [GO:0003676
molecular_function] (2)

metal ion binding [GO:0046872
molecular_function] (1)

protein binding [GO:0005515
molecular_function] (2)

iron ion binding [GO:0005506
molecular_function] (2); heme binding
[GO:0020037 molecular_function] (2);
oxidation-reduction process
[GO:0055114 biological_process] (2);
oxidoreductase activity, acting on paired
donors, with incorporation or reduction
of molecular oxygen [GO:0016705
molecular_function] (2); monooxygenase
activity [GO:000449
molecular_function] (1)

GTP binding [G0:0005525
molecular_function] (2): GTPase activity
[GO:0003924 molecular_function] (2)
signal transduction [GO:0007165
biological_process] (1); intracellular
protein transport [GO:0006886
biological_process] (1); intracellular
[GO:0005622 cellular_component] (1);
nucleocytoplasnic transport
1GO:0006913 biological_process] (1);
small GTPase mediated signal
transduction [GO:0007264

bmlﬂycal |_process] (1); membrane
GO:0016020 cellular. cmnpnnenl] ax
proten transport [GO:0015031
biological process] (1)

protein binding [G 515
)

¢
molecular_function] (2)

fatty-acyl-CoA binding [GO:0000062
molecular_function] (2)

DNA binding [GO:0003677
molecular_function] (2)

calcium ion binding [GO:0005509
molecular_function] (2)

DNA binding [GO:0003677
molecular_function] (2)

nucleic acid binding [GO:0003676
molecular_function] (2)

protein binding [GO:0005515
molecular_function] (2)

DNA integration [GO:0015074
biological_process] (2); nucleic acid
binding [GO:0003676
molecular_function] (2)

oxidoreductase activity, acting on paired
donors, with incorporation or reduction
of molecular oxygen [GO:0016705
molecular_function] (2); oxidation-
reduction process [GO:0055114
biological_process] (2); iron ion binding
[G0:0005506 molecular_function] (2);
heme binding [GO:0020037
molecular_function] (2)

ADP binding [G0:0043531
molecular_function] (2)

P-loop containing nucleoside triphosphate
hydrolase [IPR027417] (2); NB-ARC
[IPR002182] (2)

P-loop containing nucleoside triphosphate
hydrolase [IPR027417] (2);

scaffold_S_mRNA_3352.1

Mitochondrial Rho-like [IPRO13684] (1); scaffold_S_mRNA_335.1

Small GTPase superfamily [IPR001806]
a

Armadillo-like helical [IPRO11989] (2);
Leucine-rich repeat domain, L domain-
like [IPRO32675] (2); Atypical Arm
repeat [IPR032413] (2); Armadillo
[IPR000225] (2); Armadillo-type fold
[IPRO16024] (2); Winged helix-tum-helix
DNA-binding domain [IPROTI991] (1);
P-loop containing nucleoside triphosphate
hydrolase [IPR027417] (1); NB-ARC
[IPRO02182] (1)

HSP40/Dnal peptide-binding
[IPR008971] (2); Chaperone Dral, C-
terminal [IPR002939] (1)

Zinc finger, RING/FYVE/PHD-type
[IPRO13083] (2): E3 ubiquitin ligase
RBR family [IPR031127] (2): Zine
finger, RING-type [IPRO0IS41] (2)

RNA polymerase Rpbl, domain |
[IPR007080] (1)

RNA polymerase Rpbl, domain 5
[IPRO0T081] (2)

Rubber elongation factor [IPRO0SS02]
@

Reverse transcriptase zinc-binding
domain [IPR026960] (2); Ribonuclease
Helike domain [IPR012337] (2)

Zine finger, CCCH-type [IPR000S71] (1)

Leucine-rich repeat domain, L domain-
like [IPRO32675] (2)

SH3 domain [IPR001452] (2)

Cytochrome P450, conserved site
[IPRO17972] (2); Cytochrome P450
[IPRO01128] (2); Cytochrome P450, E-
class, group I [IPR002401] (1);
Cytochrome P4S0, E-class, group IV
[IPR002403] (1)

Small GTP-binding protein domain
[IPR005225] (2); Small GTPase
superfamily [IPRO01806] (2); P-loop
containing nucleoside triphosphate
hydrolase [IPR027417] (2); Ran GTPase
[IPRO02041] (1); Small GTPase
superfamily, ARF type [IPR024156] (1);
Small GTPase superfamily, Rab type
[IPR003579] (1): Small GTPase
. Rho type [IPRO03578] (1);
mall GTPase superfamily, Ras type
[IPR020849] (1)

Leucine-rich repeat (IPRO01611] (2);

Leucine-rich repeat domain, L domain-
like [IPR032675] (2); Leucine-rich
repeat, typical subtype [IPR003591] (2)
Acyl-CoA-binding protein, ACBP,
conserved site [IPR022408] (2); Acyl-
CoA-binding protein, ACBP
[IPR000582] (2); FERM/acyl-CoA-
binding protein, 3-helical bundle
[IPRO14352] (2)

Myb domain [IPR017930] (2);
SANT/Myb domain [IPR001005] (2);
Homeobox domain-like [IPR009057] (1);
Homeodomain-like [IPR0090S7] (1)
EF-Hand 1, calcium-binding site
[IPRO18247] (2); EF-hand domain
[IPR002048] (2); EF-hand domain pair
[IPRO11992] (2)

SANT/Myb domain [IPR001005] (2);
Myb domain, plants [IPR006447] (2);
Homeodomain-like [IPR009057] (1);
Homeobox domain-like [IPR009057] (1)

Ribonuclease H-
[IPROI2337] (2); TB2/DPI/HVA22-
related protein [IPR004345] (1)

Ankyrin repeat [IPRO02110] (2); Ankyrin
repeat-containing domain [IPR020683]
(2); PGG domain [IPR026961] (2)
Ribonuclease H-like domain
[IPRO12337] (2); Integrase, cmlyuc core
[IPRO01584] (2); GAG-pre-
domain [IPRO25724] (2)

Cytochrome P450, conserved site
[IPRO17972] (2); Cytochrome P4S0, E-
class, group I [IPR002401] (2);
Cytochrome P450 [IPRO01128] (2)

Domain of unknown function DUFI336
[IPR009769] (1); Protein ENHANCED
DISEASE RESISTANCE 2, C-terminal
[IPR009769] (1)

Leucine-rich repeat domain, L domain-
like [IPR032675] (2): P-loop containing
nucleoside triphosphate hydrolase
[IPR027417] (2); NB-ARC [IPR002152]
(2); Winged helix-turn-helix DNA-
binding domain [IPRO11991] (1); AAA+
ATPase domain [IPR003593] (1)
Protein ENHANCED DISEASE
RESISTANCE 2, C-terminal
[IPR009769] (1); Domain of unknown
function DUF1336 [IPR009769] (1)

scaffold_S_mRNA_3334.1

scaffold_S_mRNA_3319.1

scaffold_S_mRNA_3284.1

scaflold_S_mRNA_3265.1

scaffold_S,

_mRNA_3264.1

scaflold_S_mRNA_3263.1

scaflold_5_mRNA_326.1

scaffold_S,

_mRNA_3236.1

scaffold_S_mRNA_3233.1

scaffold_S_mRNA_3199.1

scaffold_S,

scaffold_s,

_mRNA_314.1
_mRNA_3136.1

scaffold_S_mRNA_3130.1

scaffold_S_mRNA_3127.1

scaffold_S_mRNA_3123.1

scaffold_S,

scaffold_S,

scaffold_S,

scaffold_s,

_mRNA_31.1

_mRNA_3097.1

_mRNA_309.1

_mRNA_3083.1

scaffold_5_mRNA_3076.1
scaffold_S_mRNA_3069.1

scaffold_S_mRNA_3068.1

scaffold_S_mRNA_3066.1

scaffold_S_mRNA_3055.1
scaffold_S_mRNA_3054.1

scaffold_S_mRNA_3048.1

scaffold_S_mRNA_3016.1

scaffold_S_mRNA_3012.1

scaflold_S_mRNA_3004.1

scaffold_S_mRNA_3.1

scaflold_S_mRNA 2931.1

scaffold_S_mRNA_2906.1

scaflold_5_mRNA_290.1

scaflold_5_mRNA_29.1

scaffold_S,

_mRNA_2888.1

scaflold_S_mRNA_2879.1

scaflold_S_mRNA_2859.1

scaffold_S_mRNA_2840.1

scaflold_S_mRNA_2833.1

scaflold_S_mRNA_283.1

| 00812 mRNA 2.1

C_unshiu_00570_mRNA_21.1

C_unshi

00731_mRNA_I3.1

C_unshiu_01493_mRNA_10.1

C_unshiu_01156_mRNA_4.1

C_unshiu_01156_mRNA_3.1

02040_mRNA 3.1

00451_mRNA_12.1
1 00852_mRNA 7.1

01061_mRNA_I5.1

1 00888_mRNA_I3.1

| 00755_mRNA 2.1

| 00961_mRNA 2.1

C_unshiu_00961_mRNA_9.1

*_uns
c unshiu_00061_mRNA_46.1

C_unshiu_00671_mRNA_I1.1

C_unshiu_00078_mRNA_37.1

C_unshiu_00078_mRNA_33.1

C_unshiu_00078_mRNA_29.1

C_unshiu_02167_mRNA_L.1

C_unshiu_00040_mRNA_14.1

01150_mRNA_1.1

00159_mRNA_20.1

C_unshiu_00230_mRNA_52.1

u_00389_mRNA_17.1
01065_mRNA_7.1

01037_mRNA 4.1

C_unshiu_01806_mRNA_3.1

01783 mRNA 3.1

1 00159 mRNA_11.1



T Num i C_celementine_ Numin C_unshia Note Go TnterPro Member Members in C.unshh Members in Prifola
GF0022647 1 1 0 UPF0481 protein (2) ::.‘\: '[':1:);:;:’1‘21‘;“(?;“%“ DUF24T. - (caold s mRNA 2820.1 C_unshiu_00465_mRNA 3.1
P-loop containing nucleoside triphosphate
hydrolase [IPR027417] (2); NB-ARC
. Disease resistance protein (CC-NBS-  ADP binding [GO:0043531 [IPRO02182] (2); Leucine-rich repeat N
Gro022646 ! ! LRR class) family protein (2) molecular_function] (2) domain, L domain-like [IPR032675] (2); S°T01d_S_MRNA_2818.1 00465 mRNA_4.1
‘Winged helix-turn-helix DNA-binding
domain [IPRO11991] (1)
GF0022645 1 1 0 Hypothetical protein (2) scaffold_S_mRNA_2808.1 02128 mRNA_L1
GF0022644 1 1 0 Hypothetical protein (2) scaffold_S_mRNA_2788.1 L 01306_mRNA 7.1
Pectin lyase fold [IPR012334] (2); Pectin
GF0022642 1 1 0 Hypothetical protein (2) Iyase fold/virulence factor [IPRO11050]  scaffold_S_mRNA_2773.1 C_unshiu_01439_mRNA_7.1
@
serine/threonine phosphatase
activity [GO:0004722 PPM-type phosphatase domain
molecular_function] (2); protein binding  [IPR001932] (2); Thioredoxin-like fold
GF0022641 1 1 0 Hypothetical protein (2) [GO:0005515 molecular_function] (2);  [IPRO12336] (2); Protein phosphatase 2C scaffold_S_mRNA,_2772.1 C_unshiu_01439_mRNA_6.1
protein dephosphorylation [GO:0006470  family [IPRO15655] (2); Glutathione S-
biological_process] (2); catalytic activity transferase, N-terminal [IPR004045] (2)
[GO:0003824 molecular_function] (2)
Protein ENHANCED DISEASE
. . RESISTANCE 2, C-terminal } 5 .
GFO022640 1 1 0 Hypothetical protein (2) IPRO0ST69] (1 Domain of unknown _SC4T0Id_S_mRNA 27711 C_unshiu_01150_mRNA_2.1
function DUF1336 [IPR009769] (1)
GF0022639 1 1 0 Hypothetical protein (2) scaffold_S_mRNA_2770.1 C_unshiu_01783_mRNA_6.1
struetural consttuent of ribosome
[GO:0003735 molecular_function] (2); - eosomal protein L1Se [IPR000439]
: * (2): Ribosomal protein L23/L15¢ core
translation [GO:0006412 domam [IPRO12678] (2); R\bmnml
GF0022638 1 1 0 Ribosomal protein L15 (2) biloical procse) (2 naceluor e scaffold_S_mRNA_277.1
G 2 :
[ao o | Gocr;;g‘sl;‘;;"m""“‘"‘] @ [IPROZB‘?ZS] @ Rxbmomal protein
hosome Li5e core domain [IPR024794] (2)
cellular_componen] (2)
GF0022635 1 1 0 Hypothetical protein (2) scaffold_S_mRNA_2754.1 u_00435_mRNA_15.1
GF0022634 1 1 0 Hypothetical protein (2) ﬁ"’“"’c peptidase domain [IPRO2HOOT (o yo1q 5 mRNA_2753.1 00435 mRNA_16.1
GF0022633 1 1 0 Hypothetical protein (2) scaffold_S_mRNA_2751.1 00435 mRNA_17.1
PO et it
. 5 g [IPROI2337] (2); hAT-like transposase,
GF0022632 1 1 BED zin finger.hAT family dimerization binding [GO:0003676 . RNase-H fold [IPR025525] (2); HAT, C- scaffold_5_mRNA_2749.1 00435_mRNA_18.1
domain (2) molecular_function] (2); protein o mersaton o
dimerization activity [GO:0046983 (IFRO0ES06] @)
molecular_fnction] (2)
GF0022631 1 1 0 Hypothetical protein (2) scaffold_S_mRNA_2748.1 C_unshiu_02394_mRNA_2.1
. G Piwi domain [IPR003165] (1);
GF0022630 1 1 0 Hypothetical protein (2) nucleic acid binding [GO:0003676 Ribonuclease H-like domain scaffold_S_mRNA_2744.1 C_unshiu_01625_mRNA_L1
molecular_function] (1) [IPROI2337) (1)
GF0022629 1 1 0 Hypothetical protein (2) scaffold_S_mRNA_2736.1 C_unshiu_00686_mRNA 3.1
Transcription factor BREVIS RADIX,
. N-terminal domain [IPRO2798S] (2); .
GF0022628 1 1 0 Protein BREVIS RADIX (2) Brevis radix (BRY) doman [IPRO13501] SC4T0K_S_mRNA 2735.1 C_unshiu_00686_mRNA 4.1
@
GF0022626 1 1 0 Hypothetical protein (2) scaffold_S_mRNA_2730.1 C_unshiu_02469_mRNA 3.1
regulation of transcription, DNA- FHY3/FARI family [IPR031052] (2)
GF0022625 1 1 :ﬁ?ﬁ:ﬁ;gﬁg\rﬁ é’t ';’:’::'“ FARIL- cmplated [GO:0006355 FAR1 DNA binding domain scaffold_5_mRNA_2723.1 C_unshiu_00686_mRNA_17.1
biological_process] (2) [IPRO04330] (2)
GF0022624 1 1 0 Hypothetical protein (2) scaffold_S_mRNA_2715.1 01349_mRNA_2.1
GF0022623 1 1 0 Hypothetical protein (2) scaffold_S_mRNA_2712.1 00343 mRNA 2.1
Nucleic acid-binding, OB-fold
Replication factor-A carboxy-terminal [IPR012340] (2); Domain of unknown
GF0022621 1 1 0 domain protein (1); Animal RPAT function DUF223 [IPROO3871] (1), scaffold_S_mRNA_2706.1 C_unshiu_00794_mRNA_10.1
domain protein (1) Replication factor A, C-terminal
[IPRO13955] (1)
GF0022620 1 1 0 Hypothetical protein (2) scaffold_S_mRNA_2704.1 C_uns _mRNA_
GF0022619 1 1 0 Hypothetical protein (2) scaffold_S_mRNA_2702.1 C_unshiu_00011_mRNA_62.1
Putative non-LTR retroelement reverse Reverse transcriptase domain
GF0022618 1 1 i () PROOHTT] Oy scaffold_S_mRNA_270.1 C_unshiu_00449_mRNA_6.1
. Pectinesterase, Asp active site
pectneserase activiy [GO:0030599  ERISSERC Bp AEREAE
molecular_function] (2); cell wall
ar el [IPRO12334] (2); Pectinesterase inhibitor
modification (GO o0sis
J— . \ o Probable pecinesterasepectinesterase {0 S UOTIRE, domain [IPRO0GS01] (2); Pectnesterase, o o oo o0 00011 mRNA 54.1
O Snhibitor 46 (2) glcalp catalytic [IPR000070] (2); Pectin lyase Lo 2692 ! 34
[GO:0005618 cellular. cnmpcn:m] @
fold/virulence factor [IPRO11050] (2);
enzyme inhibitor activity [GO:0004857
molecular_function] (2) Pectinesterase, Tyr active site
- [IPROIS040] (2)
GF0022615 1 1 0 Hypothetical protein (2) scaffold_S_mRNA_2672.1 C_unshiu_00867_mRNA_I.1
GF0022614 1 1 0 Phosphoprotein phosphatase (2) ki?,‘[’.fk'(;?%;???‘z}'"““ oM ffold_S_mRNA_2662.1 iu_01931_mRNA_LI
GF0022613 1 1 0 Hypothetical protein (2) (TI’:’"S”"“’“' E/Spuvlike [IPROOS42] - Coylg s mRNA_2623.1 C_unshiu_02552_mRNA_1.1
GF0022612 1 1 0 Z‘?S'LRR type disease resistance protein scaffold_5_mRNA_2617.1 C_unshiu_02523_mRNA_4.1
GFO0022611 1 1 0 Hypothetical protein (2) scaffold_S_mRNA_2606.1 €_umshiu 01443 mRNA 3. 1
GF0022610 1 1 0 Hypothetical protein (2) scaffold_S_mRNA_2605.1
GF0022608 1 1 0 Hypothetical protein (2) scaffold_S_mRNA_2595.1
GF0022607 1 1 0 Hypothetical protein (2) scaffold_S_mRNA_259.1
GF0022605 1 ! 0 Hypothetical protein (2) scaffold_S_mRNA_258.1
GFO022604 1 1 0 Hypothetical protein (2) scaffold_S_mRNA_2578.1
GF0022603 1 1 0 Hypothetical protein (2) scaffold_S_mRNA_2575.1
GF0022602 1 1 0 Hypothetical protein (2) scaffold_S_mRNA_2565.1
GF0022601 1 ! 0 Hypothetical protein (2) scaffold_S_mRNA_2560.1
GF0022600 1 1 0 Hypothetical protein (2) scaffold_S_mRNA_2556.1
zinc fon binding [GO:0008270
GF0022599 1 1 0 Hypothetical protein (2) m’“"ﬂ:;::'?:;g":‘;;‘;g%z' nucleie acid i finger, CCHC-type (IPRODISTS] (2) scaffold_5_mRNA_2555.1
molecular_fnction] (2)
GFO022598 1 1 0 Hypothetical protein (2) scaffold_S_mRNA_2554.1 C_unshiu_00374_mRNA_32.1
. . nucleic acid binding (GO:0003676 Ribonuclease Helike domain . N
GFO0022597 1 1 0 Hypothetical protein (2) molecular function] (2 TPROIZ397] 2 scaffold_S_mRNA_2551.1
GF0022596 1 1 o RNA-directed DNA polymerase , related scaffold_5_mRNA_2550.1 C_unshiu_00374_mRNA_36.1
GF0022595 1 1 0 Hypothetical protein (2) scaffold_S_mRNA_2543.1
GF0022594 1 1 0 Hypothetical protein (2) scaffold_S_mRNA_2541.1
GF0022593 1 1 0 Hypothetical protein (2) scaffold_S_mRNA_2517.1
GF0022592 1 1 0 Hypothetical protein (2) scaffold_S_mRNA_2515.1
GF0022591 1 1 0 Hypothetical protein (2) scaffold_S_mRNA_2512.1
GF0022590 1 1 0 Hypothetical protein (2) scaffold_S_mRNA_251.1
GF0022589 1 1 0 Hypothetical protein (2) scaffold_S_mRNA_2506.1
hydrolase activity, hydrolyzing O-
glycosyl compounds [GO:0004553  Glycoside hydrolase family 9
00225 e molecular_fimction] (2); catalytic activity [IPR001701) (2); Six-hairpin . N
GF0022587 ! ! 0 Endoglucanase (2) [GO:0003824 molecular_function] (2); _ glycosidase-like [IPRO08928] (2): Six- S T0I_5_mRNA_25.1
carbohydrate metabolic process hairpin glycosidase [IPR012341] (1)
[GO:0005975 biological process] (2)
GFO022586 1 1 0 Hypothetical protein (2) scaffold_S_mRNA_2497.1 C_unshiu_00377_mRNA_22.1
nucleus [GO:0005634
cellular_component] (2); egulation of
transeription from RNA polymerase Il Retinoblastoma-related protein
promoter [GO:0006357 [IPROI5652] (2); Cyclin-like
biological_process] (2): cell cycle [IPROI3763] (2): Retinoblasioma-
GF0022583 1 1 0 Hypothetical protein (2) 1GO:0007045 milosical process] (2);  asuociaed proten, Abos [IPROGa720]  SCAToII_S_MRNA 24911 u_00377_mRNA_15.1
transeription, DNA-te (2): Retinoblastoma protein family
[GO:0006351 biological process] (2);  [IPRO28309] (2)
regulation of cell cyele [GO:0051726
biological_process] (2)
GFO022581 1 1 0 Hypothetical protein (2) Viral movement protein IPR028919] (1) scaffold_S_mRNA_2482.1
GF0022580 1 1 0 Hypothetical protein (2) scaffold_S_mRNA_2480.1
o ::::’“f:i‘[:"l‘o’"]‘":;"”7;km HAT, C-terminal dimerisation domain
Hypothetical protein (1); BED zinc - P [IPRO0S906] (2); Ribonuclease H-like
dimerization activity [GO:0046983
GF0022579 1 1 0 fingerhAT family dimerization domain ) % domain[IPRO12337] () hAT-ike  scaffold_S_mRNA 2474.1 C_unshiu_00377_mRNA_5.1
molecular_function] (2); nucleic acid N
) Hiding [GOr000367% transposase, RNase-H fold [IPR025525]
mokecuar, fnction] @) (2): GHS3 family [IPRO04993] (1)
GF0022578 1 1 0 Hypothetical protein (2) scaffold_S_mRNA_2472.1 C_unshiu_00377_mRNA 3.1
Protein kinase, ATP binding site
N [IPRO17441] (2); Serine/threonine-
aromptcomus L e
Phorpbonation [G00006468 (z; Protein kinase domain [IPR000719]
Riolouicat process) (3, protei kinase (2 Concanavalin Ak lctin/ghcanase
GFO022576 1 1 0 Clade X1 lectin receptor kinase (2) ey G g domain [IPRO13320] (2); Protein kinase- scaffold_S_mRNA_2458.1 00114_mRNA_16.1
moleculr fncton] (3 carbohydrate 1K€ domain [IPROL1009] 2): Legume
a lectin domain [IPR001220] (2);
binding (GO:0030246 o 2
mokecuar, fnction] @) Serine/threonine/dual specificity protein
- kinase, catalytic domain [IPR002290]
GF0022575 1 1 0 Hypothetical protein (2) scaffold_S_mRNA_2433.1 C_unshiu_02744_mRNA_2.1
Plant disease resistance response protein
GFO022574 1 1 0 Hypothetical protein (2) {PRO0I263] o) scaffold_S_mRNA_2425.1 C_unshi_02134_mRNA_L1
GF0022573 1 1 0 Hypothetical protein (2) scaffold_S_mRNA_2418.1 C_unshiu_00327_mRNA_14.1
GF0022572 1 1 0 Hypothetical protein (2) scaffold_S_mRNA_2414.1 C_unshiu_00327_mRNA_IL.1
GF0022571 1 1 0 Hypothetical protein (2) (";"U ILE transposase domain [IPROIS289] o cp1q 5 mRNA_2412.1 C_unshiu_00327_mRNA_9.1
GF0022570 1 1 0 Hypothetical protein (2) Retrotransposon gag domain scaffold_5_mRNA_2406.1 C_unshiu_00327_mRNA 5.1

[IPR005162] (2)
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clathrin-coated vesicle [GO:0030136
cellular_component] (2): 1- .
phosphatidylinositol binding T doman (RO 2
[GO:0005545 molecular_function] (2); 1 :’r domain 2 [IPR (;5' e
GF0022569 1 1 0 Putative clatrin assembly protein (2)  clathin coatassembly [GO:0048268 (TR TR P A;_‘{'H) scaffold_S_mRNA_2404.1 C_unshiu_00327_mRNA 4.1
biological_process] (2); phospholipid “termma’ homology
g [GOD003345 domain [IPRO11417] (2); ENTH/VHS
molecular_functon] (2); clathrin binding ('PRO$9421 )
[GO:0030276 molecular_function] (2)
Chromo domain-like [IPRO16197] (1)
GFO022568 1 1 0 Hypothetical protein (2) Chrome dommsin [PRO237801 (1) scaffold_S_mRNA_2403.1 C_unshiu_00327_mRNA_3.1
GF0022567 1 1 0 Hypothetical protein (2) scaffold_S_mRNA_2398.1
GFO022566 1 1 0 Hypothetical protein (2) scaffold_S_mRNA_2394.1
GF0022565 1 1 0 Hypothetical protein (2) scaffold_S_mRNA_2391.1
GF0022564 1 1 0 Hypothetical protein (2) scaffold_s_mRNA_2390.1
GF0022563 1 1 0 Hypothetical protein (2) scaffold_S_mRNA_2385.1
GFO022562 1 1 0 Hypothetical protein (2) scaffold_S_mRNA_2381.1
GFO022561 1 1 0 Hypothetical protein (2) scaffold_S_mRNA_2377.1
GF0022560 1 1 0 Hypothetical protein (2) scaffold_s_mRNA_2374.1 X  mRNA
GF0022559 1 1 0 Hypothetical protein (2) scaffold_S_mRNA_2364.1 C_unshiu_00020_mRNA_73.1
y Ribonuclease H-like domain
GF0022558 1 1 0 ERII exoribonuclease 2 (2) "::::C'ZI:“’;“::“":S {(2:().(}003676 [IPROI2337) (2); Exonuclease, RNase  scaffold S mRNA_2358.1 C_unshiu_00020_mRNA_78.1
- /DNA polymerase 11 [IPROI3520] (2)
polyn
RNAse P, Rpr2/Rpp21 subunit
§ RNase P Rpr2/Rpp21 subunit domain  chromatin binding [GO:0003682 [IPRO07175] (2); Bromo adjacen . 5 o
GF0022557 ! ! O protein (2) molecular_function] (1) homology (BAH) domain [mwmuzs] scaffold_5 mRNA_2351.1 00020 mRNA_82.1
(O]
GFO022556 1 1 0 Hypothetical protein (2) scaffold_S_mRNA_2341.1 C_unshiu_00842_mRNA_4.1
nickel cation binding [GO:0016151
. I molecular_function] (2); ntrogen Urease accessory protein UreF. . N
GFO022554 1 1 0 Urease accessory protein UreF (2) Compound metabolc process PRODSE9] @) scaffold_S_mRNA_2326.1 00196_mRNA_32.1
[GO:0006807 biological_process] (2)
GF0022553 1 1 0 Hypothetical protein (2) (";"U 'LE transposase domain [IPROIS289) .zt 5 mRNA_2318.1 C_unshiu_00360_mRNA_20.1
GF0022552 1 1 0 Hypothetical protein (2) scaffold_S_mRNA_2317.1 C_unshiu_00360_mRNA_21.1
GF0022551 1 1 0 Hypothetical protein (2) scaffold_S_mRNA_2309.1 C_unshiu_00360_mRNA_28.1
nucleic acid bmdmg [GO 0003676 Ribonuclease H-like domain
GF0022549 1 1 0 Hypothetical protein (2) eleeuin uneion () PRO17] () scaffold_S_mRNA_2303.1 C_unshiu_01673_mRNA_4.1
oxidation-reduction process.
[GO:0055114 biological_process] (2);
oxidoreductase acivity, acting on paired
donors, with incorporation or reduction  Cytochrome P430 [IPR001128] (2);
GF0022548 1 1 0 Hypothetical protein (2) of molecular oxygen [GO:0016705 Retrotransposon gag domain scaffold_S_mRNA_2288.1 C_unshiu_00359_mRNA 7.1
molecular_fumction] (2); iron on binding [IPR00S162] (2)
[GO:0005506 molecular_function] (2);
heme binding [GO:0020037
molecular_function] (2)
heme binding (GO:0020037
molecular_function] (2); iron on binding
et L ——
Cytochrome P450, E-class, group I
GFO022547 1 1 0 Cytochrome P450 98A2 (2) 1GO:0055114 bialogicl proces] 2): IPRO0I0N] (o Cyrochrorme piso,  SCaod_S_mRNA 2287.1 C_unshiu_00359_mRNA_8.1
oxidoreductase actvity, acting on paired
donors,with incorporation or reduction  <™S¢TVed site [IPROI79721 (2)
of molecular oxygen [GO:0016705
molecular_function] (2)
protein heterodimerization actvity Transeription factor CBE/NE-Ylarchacal
GFO022546 1 1 0 Hypothetial protein (2) ° histone domain [IPR003958] (2); scaffold_S_mRNA_2277.1
1GO:0046982 molecular_funciion] (1) e SR FECETN
GFO0022545 1 1 0 Hypothetical protein (2) scaffold_S_mRNA_2273.1
Hypothetical protein (1); Similarity to
GFO022544 1 1 0 non-LTR retroelement reverse scaffold_S_mRNA_2271.1
transcriptase (1)
GFO022542 1 1 0 Hypothetical protein (2) scaffold_S_mRNA_2266.1
N Pre-ATP-grasp domain [IPRO16185] (2);
ATP binding [GO:0005524 ATP-grasp fold, subdomain 1
molecular_function] (2); metal ion {IPROI3815] 25 ATP-grasp fod
GFO022541 1 1 0 Hypothetical protein (2) binding (GO:0046872 ; A TD-ensp scaffold_S_mRNA_2265.1
[IPROI1761] (2); ATP-grasp fold, ATP-
molecular_funcion] 2): calytc actvity {ZE0 TBRE SRR O AT
1GO:0003824 molecular_function] ) ({ORE 2
galactoside 2-alpha] uucmyuramferm
activity [GO:000810'
:;“"k“:'” [f‘é"g“""] (2) cell wall Xyloglucan fucosyltransferase
GF0022540 1 1 0 Hypothetical protein (2) iogenesis [Gf [IPR004938] (2); Ribonuclease H-like  scaffold_S_mRNA_2258.1 00581_mRNA_18.1
biological_process] (2); membmne doman IPROEZS3T] () 3 mIRA mENA
[GO:0016020 cellular_component] (2);
nucleie acid binding [GO:0003676
molecular_function] (1)
galactoside 2-alpha] uucmyuramferm
activity [GO:000810'
molecular_function] (z) membrane  Xyloglucan fucosyliransferase
GF0022539 1 1 0 Hypothetical protein (2) 500016020 el component) @) [1PR004935] 0 scaffold_S_mRNA_2257.1 C_unshiu_00581_mRNA_17.1
cell wall biogenesis [GO:0042546
biological_process] (2)
GF0022536 1 1 0 Hypothetical protein (2) scaffold_S_mRNA._2206.1 C_unshiu_00031_mRNA_25.1
COPY signalosome complex subunit 8 ‘Winged helix-turn-helix DNA-binding
GF0022535 ! ! (1); Hypothetical protein (1) domain [IPRO11991] (1) scaffold_5_mRNA_2204.1
GF0022534 1 1 0 Hypothetical protein (2) scaffold_S_mRNA_2203.1 00031_mRNA 22.1
Transposase, MuDR, plant [IPR004332]
GF0022532 1 1 0 Hypothetical protein (2) (2): Domain of unknown fnction scaffold_S_mRNA_22.1 C_unshiu_00230_mRNA_45.1
DUF1985 [IPRO15410] (2)
Refrotransposon gag domain N
GF0022529 1 1 0 Hypothetical protein (2) 1PROSI00] ) scaffold_S_mRNA_2174.1 C_unshiu_00243_mRNA_38.1
GF0022528 1 1 0 Hypothetical protein (2) scaffold_S_mRNA_2169.1 C_unshiu_01087_mRNA_4.1
GF0022527 1 1 0 Hypothetical protein (2) scaffold_S_mRNA_2155.1 C_unshiu_00517_mRNA_7.1
integral component of membrane
GF0022523 1 1 0 Hypothetical protein (2) [GO:0016021 cellular_component] (2): x 1) elated protein [IPRO30184] (2)  scaffold_S_mRNA_2139.1 C_unshiu_00100_ mRNA _22.1
transmembrane transporter activity
[GO:0022857 molecular_function] (2)
GFo022522 1 1 0 Hypothetical protein (2) scaffold_S_mRNA_2138.1 C_unshiu_00100_mRNA_21.1
nucleic acid binding [GO:0003676
GF0022521 1 1 0 Hypothetical protein (2) molecular_function] (2); zinc ion binding  Zine finger, CCHC-type [IPRO0ISTS] (2) scaffold_S_mRNA_2137.1 1 00100 mRNA_19.1
[GO:0008270 molecular_function] (2)
GF0022520 1 1 0 Hypothetical protein (2) scaffold_S_mRNA_2133.1 L 00174_mRNA_S7.1
zine ion binding [GO:0008270
GF0022519 1 1 0 Hypothetical protein (2) molecular_function] (2); nucleic acid ... e CCHC-type [IPRO0ISTS] (2) scaffold_S_mRNA_2130.1 C_unshiu_00350_mRNA_14.1
binding [GO:0003676
molecular_function] (2)
transmembrane transpos
1GO-0022857 moleeutr funcnon] @:
Nodulin MIN21/EamA-like transporter — membrane [GO:0016020 WATI-related protein [IPRO30184] (2);
Gr022518 ! ! O family protein (2) cellular_component] (2); integral EamA domain [IPR000620] (2) scaffold_5_mRNA_2123.2 C_unshiu_00264_mRNA_4.1
component of membrane [GO:0016021
cellular_component] (2)
GF0022517 1 1 0 Hypothetical protein (2) scaffold_S_mRNA_2120.1
GFO022516 1 1 0 Hypothetical protein (2) scaffold_S_mRNA_2099.1
GFO022515 1 1 0 Hypothetical protein (2) scaffold_S_mRNA_2091.1 _mRNA_
GF0022514 1 1 0 Hypothetical protein (2) scaffold_S_mRNA _2089.1 00074_mRNA_64.1
aspartic-type endopeptidase activity
i i [GO:0004190 molccular_function] (1); ~ Peptidase A2A, retrovirus, catalytic _ .
GF0022513 1 1 0 Hypothetical protein (2) Drotolysi [GO0006508 1PR00109S] (1) scaffold_S_mRNA_2087.1 00226 mRNA 23.1
biological_process] (1)
ol i g GO0 g 34, i ctic
s S L
GFO022512 1 1 0 Hypothetical protein (2) zinc ion binding [G pe g scaffold_S_mRNA_2078.1 C_unshiu_00226_mRNA_30.1
transeriptase domain [IPRO00477] (1);
molecular_function] (2) “”"’"'“ Pe -\ partic peptidase domain [IPRO21109]
endopeptiduse acivity [GO0004190 ] "“ peptidas
molecular_finction] (2)
GFO0022511 1 1 0 Hypothetical protein (2) scaffold_S_mRNA_2076.1
GF0022510 1 1 0 Hypothetial protein (2) scaffold_S_mRNA_2072.1
GF0022509 1 1 0 Hypothetical protein (2) scaffold_S_mRNA_2062.1
GF0022508 1 1 0 Hypothetical protein (2) scaffold_s_mRNA_2060.1
GF0022507 1 1 0 Hypothetical protein (2) scaffold_S_mRNA_2059.1
Reverse transcriptase domain
GF0022506 1 1 0 Hypothetical protein (2) PRO0OITT] O scaffold_S_mRNA._2045.1
DNA methylase, C-5 cytosine-specific
chrormati binding [GO:0003682. active site [IPROIS117] (2); S-adenosyl-
molecular_finction] (2); Lemethionine dependent
GF0022504 1 1 0 Hypothetical protein (2) - : methyliransferase [IPR029063] (2); C-5  scaffold_S_mRNA_204.1 C_unshiu_01769_mRNA_S.1
methyltransferase activity [GO:0008168
oleaiar funeton () eytosine methyltrans ferase [IPR001525]
- (2): Bromo adjacent homology (BAH)
domain [IPR001025] (2)
GF0022503 1 1 0 Hypothetical protein (2) scaffold_S_mRNA._2029.1 C_unshiu_00028_mRNA_41.1
nucleic acid binding [GO:0003676 Ribonuclease H-like domain
GF0022502 1 1 0 Hypothetical protein (2) aclecuar functons (1) PROI397) (1) scaffold_S_mRNA_2027.1 L 00028_mRNA_38.1
GF0022501 1 1 0 Hypothetical protein (2) scaffold_S_mRNA_2023.1 | 00668 mRNA 8.1
of unknown function DUF4283
GF0022500 1 1 0 Hypothetical protein (2) nucleic acid binding [G)O 0003676 [IPROZSSSR] (2); Ribonuclease H-like  scaffold_5_mRNA_202.1 C_unshiu_01769_mRNA_3.1

molecular_function]

domain [IPRO12337] (2)
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25 globulin (IPR000677] (2); Glycoside
carbohydrate metabolic process hydrolase superfamily [IPRO17853] (2);
[GO:0003975 biological process] (2);  Glycoside hydrolase family 18, catalytic
GF0022499 1 1 0 Narbonin (1); Chitinase 2 (1) hydrolase activity, hydrolyzing O- domain [IPR001223] (1); Glycoside  scaffold_S_mRNA_2016.1 C_unshiu_00524_mRNA_I3.1
glycosyl compounds [GO:0004553  hydrolase, catalytic domain [IPROI3781]
molecular_function] (1) (1): Glycoside hydrolase, chitinase active
site [IPR00IS79] (1)
Leucine-rich repeat domain, L domain-
like [IPR032675] (2); NB-ARC
Gro02498 | | LRR and NB-ARC donain discase  ADP binding [GO:0043531 IPRO02182] (2): P-loop contaiing oo oo 01769 mRNA 2.1
resistance protein (2) molecular_function] (2) nucleoside triphosphate hydrolase 2 MRNA. MRNA
[IPRO27417] (2); Winged helix-turn-helix
DNA-binding domain [IPRO11991] (1)
GF0022497 1 1 0 Hypothetical protein (2) scaffold_S_mRNA_20.1
GF0022496 1 1 0 Hypothetical protein (2) scaffold_5_mRNA_1999.1
Reverse transeriptase zinc-binding
J— . | o Pobmulcrd! e, Rionulese e acid biing [GO:0003676 dommin IPROZ6960] ), Ribomelesse _ scaffokd5, mRNA_1995.1
1d 2) molecular_function] (2) ke domain (I0RO12957] (3)
GF0022494 1 1 0 Hypothetical protein (2) d"\;‘r’r‘sf:[l:;":;:“;‘;'l';l("l‘)DNA binding  _offold_s_mRNA_1993.1
GF0022493 1 1 0 Hypothetical protein (2) scaffold_S_mRNA_1983.1
aspartc-type endopeptidase activity  Aspartic peptidase domain [IPR021109]
GO:0004190 molecular_function] (2);  (2); Retrotransposon gag domain
GF0022491 1 1 0 Hypothetical protein (2) [pmm,ys,s [G0:0006508 ! TPROS163] Oy Acporti pepidase,  S04ToK_S mRNA_198.1
biological_process] (2) active site [IPRO0I969] (2)
GF0022490 1 1 0 Hypothetical protein (2) scaffold_S_mRNA_1970.1
GF0022489 1 1 0 Hypothetical protein (2) scaffold_S_mRNA_1967.1  unshiu 00516 mRNA L1
Transposon, En/Spm-like [IPR004242]
(2): Domain of unknown function
proteolysis [GO:0006508 DUF4218 [IPR025452] (2); Probable
biological_process] (1); cysteine-type sposase, Pua/En/Spm, plant .
GF0022488 1 1 0 Hypothetical protein (2) pep‘iimi ity [GO-0008234 P [ert‘;gAusz] p UIPI"WU“'EM . scaffold_S_mRNA_1962.1 C_unshiu_00698_mRNA_12.1
molecular_function] (1) C-teminalcataytic domain IPR00363]
(1): Transposasc-associated domain
[IPRO29480] (1)
GF0022487 1 1 0 Hypothetical protein (2) scaffold_S_mRNA_1959.1 C_unshiu_01392_mRNA_I1.1
GF0022486 1 1 0 Hypothetical protein (2) scaffold_S_mRNA_1952.1 C_unshiu_00282_mRNA_15.1
GFO022484 1 1 0 Hypothetical protein (2) scaffold_S_mRNA_1945.1 C_unshiu_01849_mRNA_2.1
GF0022483 1 1 0 Hypothetical protein (2) [Fl/!;l':éﬂ[glll\l]b;'l‘) ing domain scaffold_5_mRNA_1932.1 C_unshiu_00243_mRNA_4.1
GF0022482 1 1 0 Hypothetical protein (2) ﬁ;;’%‘g’;’;;’;‘;‘("z‘; gag domain scaffold 5_mRNA_1931.1 | 00243 mRNA 5.1
GF0022481 1 1 0 Hypothetical protein (2) scaffold_S_mRNA_1930.1 L 00243 mRNA_7.1
GF0022479 1 i 0 Hypothetical protein (2) ::i:‘[’]';fR:g;;';i‘Z;h’m'" L domain- . fold_S_mRNA_1916.1 01964_mRNA 3.1
GF0022478 1 1 0 Hypothetical protein (2) ﬁ"m"’""“”g"“‘ domain [IPRO2S724] (. fold_s_mRNA_1915.1 C_unshiu_01964_mRNA_4.1
Retrotransposon gag domain
GF0022477 1 1 0 Hypothetical protein (2) [IPRO0S162] (1); Aspartic peptidase  scaffold_S_mRNA_1910.1 C_unshiu_00880_mRNA_9.1
domain [IPRO21109] (1)
nucleic acid binding [GO:0003676
GF0022476 1 1 0 Hypothetical protein (2) molecular_function] (1); zinc ion binding  Zine finger, CCHC-type [IPRO0ISTS] (1) scaffold_S_mRNA_1907.1 C_unshiu_00880_mRNA 8.1
[GO:0008270 molecular_function)] (1)
endepeptidas inkibitoe acivity Proteinase inhibitor 13, Kunitz legume
GF0022475 1 1 0 Kunitz trypsin inhibitor (2) [G0004866 moleeuter funcvon] 2 IPRO02160] Q): Kunitz inibitor STI-  scafold_S_mRNA_1906.1 00880_mRNA_7.1
& like [IPRO11065] (2)
Transposase-associated domain
GF0022474 1 1 0 Hypothetical protein (2) [IPR029480] (2); Transposon, En/Spm-  scaffold_S_mRNA_1904.1 00880_mRNA 4.1
Tike [IPR004242] (2)
GF0022473 1 1 0 Putative COX1/OXI3 intron 2 protein (2) RN Processing [GO:0006397 Domain X [IPR024937] (2) scaffold_5_mRNA_1900.1 00819 mRNA 6.1
biological_process] (2)
P-loop containing nucleoside triphosphate
hydrolase [IPR027417] (2); NB-ARC
. ADP binding [GO:0043531 1PRO02182] (2); Leucine-rich repeat
GF0022472 1 1 0 Disease resistance protein (2) momla'jgm[mon] @ ‘[mmm. h dlm e[xpnnsz':ss] (2, Scallold_s_mRNA_1899.1
‘Winged helix-turn-helix DNA-binding
domain [IPRO11991] (1)
regulation of transeription, DNA-
GF0022471 1 1 0 Hypothetical protein (2) ;:12:::$Z§:?6(325)5DN Abinding  NAC domain [PRO03441] ) scaffold_S_mRNA_I863.1
[GO:0003677 molccular_function] (2)
GF0022468 1 1 0 Hypothetical protein (2) x‘:c'il:fi‘:_“l:"f:")’r“g] {;0 0003676 ﬁ:’:g‘:;?;’;]‘ ;"'“ domain scaffold_5_mRNA_1851.1 C_unshiu_00798_mRNA_5.1
Leucine-rich repeat domain, L domain-
rotein bindi i 2); Leuci
GF0022467 1 1 0 LRR receptor-like kinase (2) :‘ngl‘:cull;r'i‘:u':‘gc ‘[IS:; Ff:) 3515 ::;TE‘;?Z:ZL;;;‘J;;S;‘ 5171] oy SCaffold_S mRNA_1848.1 jiu_00798_mRNA_9.1
Leucine-rich repeat [IPRO01611] (2)
GFO022466 1 1 0 Hypothetical protein (2) scaffold_S_mRNA_I835.1 {_mRNA_
GF0022463 1 1 0 Hypothetical protein (2) scaffold_S_mRNA_I821.1 00588 mRNA 8.1
Hypothetical protein (1); Retrotransposon Reverse transcriptase, RNA-dependent
GF0022461 1 1 0 Tm"] DA (1’)’ pos DA wbwraaz R m]”‘ > scaffold_5_mRNA_1811.1 00056_mRNA _75.1
HAD-like domain [IPR023214] (2); P-
Calcium-ransporting ATPISe 8, DS e type ATPase [IPR001757] (2); Cation-
GF0022460 1 1 0 membranc-ype-lik protin (1: Plasma - 8 FRROSRITRENE 1 ransporting P-ype ATPase, C-teminal  scaffld_S mRNA_1803.1 C_unshiu_00180_mRNA_33.1
membrane-type calcium ATPase (1) - [IPRO0GOGS] (2); P-type ATPase,
transmembrane domain [IPR23298] (2)
zinc ion binding [GO:0008270 Zinc finger, PMZ-type [IPR006564] (2);
GF0022459 1 1 0 Hypothetical protein (2) Imlemhr’ﬁmi‘gn] @ Tine ﬁﬂiﬂ- SWIM'Y!pypi [pR0OT 52]7] () saffold_S mRNA_18.1
GF0022457 1 1 0 Hypothetical protein (2) scaffold_S_mRNA_1791.1
GF0022455 1 1 0 Hypotheical protein (2) scaffold_S_mRNA_1780.1  unshiu 00275 mRNA 25.1
Glycoside hydrolase 35, catalytic domain
[IPRO31330] (2); Galactose-binding
domain-like [IPR008979] (2); Glycoside
hydrolase activity, hydrolyzing O- g;zﬁ;‘cfy“xm'yfﬂ:fyo;xs3] @
glycosyl compounds [GO:0004553 rolase, I N
§  Givcosyl hydrolase family 35 protein  molecular_function] (2); carbohycrate [IPRO0I944] 2); Glycoside hydrolase,
GFO022454 1 1 o ! family 35, conserved site [IPROI9801]  scaffold_S_mRNA_1768.1 iu_00293_mRNA_12.1
© isoform 2 (1): Hypothetical protein (1) metabolic process [GO:0005975
Milogical process) (1 ATP binding (2 Beta-galactosidase ey roll domain
[GO:0005524 molecular_function] (1) [P R023300] (1); Glycoside hydrolase,
catalytic domain [IPRO13TS1] (1)
GroEL-like apical domain [IPR027409]
(1): Chaperonin Cpn60/TCP-1 family
[IPR002423] (1)
Zine knuckle CX2CX4HX4C
GF0022453 1 1 Nucleic acid binding / zine fon binding [IPRO25836] (2); Domain of unknown  scaffold_5_mRNA_1756.1 C_unshiu_00468_mRNA_8.1
protein (2) function DUF4283 [IPRO25558] (2)
GF0022452 1 1 0 Hypothetical protein (2) scaffold_S_mRNA_1754.1 C_unshiu_00533_mRNA_17.1
Calciunrtransporting P-type ATPase, N-
GF0022451 1 1 0 Hypothetical protein (2) calmodulin binding [GO:0005516 terminal aul(u:hn \A)gry ..i"m,“ scaffold_5_mRNA_175.1 C_unshiu_00033_mRNA_70.1
molecular_function] (2) [IPRO24750] (2)
GF0022449 1 1 0 Hypothetical protein (2) scaffold_S_mRNA_1734.1
GFO022448 1 1 0 Hypothetical protein (2) scaffold_S_mRNA_1732.1
GFO0022447 1 1 0 Hypothetical protein (2) scaffold_S_mRNA_1728.1
GF0022446 1 1 0 Hypothetical protein (2) scaffold_s_mRNA_1727.1
Kinase interacting family protein. actin binding [GO:0003779 Protein Networked (NET), actin-binding
GF0022445 1 1 0 :;l::‘:e(lls)mnnn Ly Hypotheieal o) (NAB) domain IPROL1684] () scaffold_S_mRNA_1724.1
GFO022444 1 1 0 Hypothetical protein (2) scaffold_S_mRNA_1723.1
Dnal domain, conserved site
GF0022443 1 1 0 Chaperone protein dnal 11 (2) [IPRO18253] (2): Dnal domain scaffold_S_mRNA_1721.1
[IPRO01623] (2)
GF0022442 1 1 0 Hypothetical protein (2) scaffold_S_mRNA_1717.1
GFO022441 1 1 0 Hypothetical protein (2) scaffold_S_mRNA_1716.1
GF0022440 1 1 0 Hypothetical protein (2) scaffold_S_mRNA_1715.1
GF0022439 1 1 0 Hypothetical protein (2) 3;:;'2";;’;;]”2‘)“‘”” function DUFA283 (o told_S_mRNA_1713.1
ATP binding [GO-0005524 ATPase, AAA-type, core [IPR003959]
molecular_function] (2); cytoplasm ‘ilh::.ﬂ:ﬁmilfﬁ;mn 71
268 proease regultorysubunit 68 (1 [GO:0005737 cllular_component) (1P IOEEIET
GF0022437 1 1 0265 protease regulatory subunit 6B-like  protein catabolic process [GO:0030163 y . S L scaffold_S_mRNA_1705.1 C_unshiu_01766_mRNA_5.1
" [IPRO03960] (2); CDC48 domain 2-like
protein (1) ‘1’;‘:::";‘('3‘8';"27] S hydrolase [IPRO29067] (1); AAA+ ATPase domain
olecuta fuction] (1 [IPRO03593] (1: 268 proteasome
- subunit P45 [IPRO0S937] (1)
GF0022436 1 1 0 Hypothetical protein (2) scaffold_S_mRNA_1701.1 u_00097_mRNA_7.1
Protein kinase domain [IPR000719] (2);
Leucine-rich repeat, typical subtype
[IPRO03591] (2): Protein kinase-like
domain [IPRO11009] (2); Leucine-rich
. repeat domain, L domain-like
protein binding [GO:0005515 [lgkmzms] (2); Serinethreonine-
molecular_fnction] (2); protein kinase
protein kinase, active site [IPRO08271]
activity [GO:0004672 (2); Leucine-rich repeat-containing N-
GF0022435 1 1 0 LRR receptor-like kinase (2) molecular_function] (2); protein o scaffold_S_mRNA_1696.1 C_unshiu_00608_mRNA_6.1
. terminal, plani-type [IPR013210] (2);
phosphorylation [GO:0006468 Leucine-rich repeat [IPRO01611] (2);
biological_process] (2); ATP binding - T :
1603005334 motecutar function] (3 Coneanasalin Adike ectinigucanase
domain [IPRO13320] (1); Protein kinase,
ATP binding site [IPRO17441] (1);
Serinethreonine/dual specifiity prot
kinase, catalytic domain [mwozzsu]
M
GF0022434 1 1 0 Hypothetical protein (2) scaffold_S_mRNA_1684.1 C_unshiu_01634_mRNA_L1
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GF0022433
GF0022432

GF0022431

GF0022429
GF0022426

GF0022422

GF0022421

GF0022420

GF0022419

GF0022418
GF0022417
GF0022416
GF0022415
GF0022414
GF0022413

GF0022412
GF0022411

GF0022406

GF0022405

GF0022404
GF0022403
GF0022402

GF0022401

GF0022400
GF0022399
GF0022398
GF0022397

GF0022396

GF0022394
GF0022392
GF0022391
GF0022390

GF0022389

GF0022387

GF0022385

GF0022384

GF0022382

GF0022381

GF0022380

GF0022379

GF0022378

GF0022377

GF0022376

GF0022374
GF0022373
GF0022372
GF0022371
GF0022370

GF0022369

GF0022368
GF0022366

GF0022365

GF0022364

GF0022363

GF0022362

GF0022361

GF0022360

0 Hypothetical protein (2)
0 Hypothetical protein (2)
0 Hypothetical protein (2)
0 Hypothetical protein (2)
0 Hypothetical protein (2)
0 Hypothetical protein (2)
0 Hypothetical protein (2)
0 Hypothetical protein (2)
0 Hypothetical protein (2)

0 Auxin response factor (2)

0 Hypothetical protein (2)
0 Hypothetical protein (2)

0 Hypothetical protein (2)
0 Hypothetical protein (2)

0 Hypothetical protein (2)
0 Hypothetical protein (2)
0 Hypothetical protein (2)
0 Hypothetical protein (2)
0 Hypothetical protein (2)
0 Hypothetical protein (2)
0 Hypothetical protein (2)
0 Hypothetical protein (2)
0 Hypothetical protein (2)
0 Hypothetical protein (2)
0 Hypothetical protein (2)

o Zine finger C-x8.C-x5-C-x3-H type
family protein isoform 3 (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)
Retrotransposon protein, putative,

0 unclassified (1); Retrotransposon protein.
putative, Ty3-gypsy subclass (1)

0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)

Ac-like transposase THELMAL3 (1);
Hypothetical protein (1)

0 Hypothetical protein (2)
0 Hypothetical protein (2)
0 Hypothetical protein (2)
0 Hypothetical protein (2)

0 DUF641 family protein (2)

LRR receptor-like kinase family protein
)

0 Hypothetical protein (2)
0 Hypothetical protein (2)
0 Hypothetical protein (2)

Hypothetical protein (1); Putative muDR|
family transposase-like (1

0
0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)

o Protein FARI-RELATED SEQUENCE 3

0 Hypothetical protein (2)
0 Hypothetical protein (2)
0 Hypothetical protein (2)
0 Hypothetical protein (2)
0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)
0 Hypothetical protein (2)

LRR and NB-ARC domain disease
resistance protein (2)

0 Egg cell-secreted protein 1.4 (2)

0 Hypothetical protein (2)

Putative U3 small nucleolar RNA-
associated protein 7 (2)

0 Hypothetical protein (2)

0 Acylsugar acyltransferase 3 (2)

regulation of transcription, DNA-
templated [GO:0006355
biological_process] (2); DNA binding
[G0:0003677 molecular_function] (2);
nucleus [GO:0005634
cellular_component] (2); response to
hormone [GO:0009725
biological_process] (2); ATP binding
[G0:0005524 molecular_function] (2):
protein phosphorylation [GO:0006468
biological_process] (2); protein kinase
activity [GO:000467.
molecular_function] (2)

protein kinase activity [GO:0004672
molecular_function] (2); protein
phosphorylation [GO:0006468
biological_process] (2); ATP binding
[G0:0005524 molecular_function] (2)

nucleic acid binding [GO:0003676
molecular_function] (2); zinc ion binding
[GO:0008270 molecular_function] (2)

mRNA splicing, via spliceosome
[GO:0000398 biological_process] (2);
RNA binding [GO:0003723
molecular_function] (2); nucleic acid
binding [GO:0003676
molecular_function] (2); metal fon
binding [GO:0046872
molecular_function] (2); U2AF
[GO:0089701 cellular_component] (2);
nucleotide binding [GO:0000166
molecular_function] (1)

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

nucleic acid binding [GO:0003676
molecular_function] (2); DNA binding
[G0:0003677 molecular_function] (2)

ATP binding [GO:0005524
molecular_function] (2); protein kinase
activity [GO:0004672
molecular_function] (2); protein
phosphorylation [GO:0006468
biological_process] (2); protein binding
[GO:0005515 molecular_function] (2)

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

zinc ion binding [GO:0008270
molecular_function] (2)

regulation of transeription, DNA-
templated [GO:0006355
biological_process] (2)

nucleic acid binding [GO:0003676
molecular_function] (2); zinc ion binding
[GO:0008270 molecular_function] (2)

zine ion binding [GO:0008270
molecular_function] (2); regulation of
transcription, DNA-templated
[GO:0006355 biological_process] (2)

ADP binding [G¢
molecular_function] (2)

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

protein binding [GO:0005515
molecular_function] (2)

ADP binding [GO:0043531
molecular_function] (2)

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

Domain of unknown function DUF4219
[IPRO25314] (1)

Protein kinase-like domain [IPRO11009]
(2): DNA-binding pseudobarrel domain
[IPRO15300] (2); Auxin response factor
[IPRO10525] (2); Protein kinase domain
[IPRO00719] (2); Protein kinase, ATP
binding site [IPRO17441] (2);
Serine/threonine-protein kinase, active
site [IPRO0S271] (2); B3 DNA binding
domain [IPR003340] (1;
Serine/threonine/dual specificity protein
Kinase, catalytic domain [IPR002290]
[0}

Protein kinase domain [IPR000719] (2);
Protein kinase-like domain [IPRO11009]
@

Zine finger, CCHC-type [IPRO01S7S]
(2); Aspartic peptidase domain
[IPRO21109] (2); Retropepsins
[IPROIS061] (2)

Viral movement protein [IPR028919] (1)

U2 ausiliary factor small subunit
[IPRO09145] (2); RNA recognition motif
domain, eukaryote [IPR003954] (2):
RNA recognition motif domain
[IPR000504] (2); Zinc finger, CCCH-
type [IPR000571] (2); Nucleotide-
binding alpha-beta plait domain
[IPRO12677] (1)

Viral movement protein [IPR028919] (2)

Chromo domain [IPR023780] (2);
Chromo domain-like [IPRO16197] (2);
Chromo/chromo shadow domain
[IPR000953] (1); Ribonuclease H-like
domain [IPRO12337] (1)

LOG family [IPRO31100] (2)
Ribonuclease H-like domain
[IPRO12337) (2); Zinc finger, BED-type
[IPRO03656] (2); Zinc finger C2H2-type
[IPRO13087] (1)

Viral movement protein IPR028919] (2)

Domain of unknown function DUF641,
plant [IPR006943] (2)

Protein kinase domain [IPR000719] (2);
Protein kinase-like domain [IPRO11009]
(2); Leucine-rich repeat domain, L
domain-like [IPR032675] (2); Leucine-
rich repeat, typical subtype [IPR003591]
(2); Serine/threonine-protein kinase,
active site [IPR008271] (2); Protein
kinase, ATP binding site [IPR017441]
(2); Leucine-rich repeat-containing N-
terminal, plant-type [IPRO13210] (2);
Leucine-rich repeat [IPR001611] (2);
Concanavalin A-like lectin/glucanase
domain [IPRO13320] (1);
Serine/threonine/dual specificity protein
Kinase, catalytic domain [IPR002290]
)

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

Zine finger, PMZ-type [IPRO06564] (2);
Zine finger, SWIM-type [IPR007527)
(2); MULE transposase domain
[IPRO18289] (1)

FHY3/FARI family [IPR031052] (2)
Zine finger, CCHC-type [IPRO0IS7S] (2)

LURPI-related protein domain
[IPRO07612] (2); Tubby C-terminal-like.
domain [IPR025659] (2); Transposase,
MuDR, plant [IPR004332] (2): MULE
transposase domain [IPRO18289] (1)
FHY3/FARI family [IPR031052] (2);
Zine finger, SWIM-type [IPR007527)
(2); Zine finger, PMZ-type [IPR006564]
@

FAS1 domain [IPR000782] (1)

Leucine-rich repeat domain, L domain-
like [IPRO32675] (2)

Leucine-rich repeat domain, L domain-
like [IPR032675] (2); NB-ARC
[IPR002182] (2); P-loop containing
nucleoside triphosphate hydrolase
[IPR027417) (2); Winged helix-tum-helix
DNA-binding domain [IPROT1991] (1)

Prolamin-like domain [IPR008502] (2)
Plastid lipid-associated protein/fibrillin
conserved domain [IPR006843] (1):
FARI DNA binding domain
[IPR004330] (1); FHY3/FARI family
[IPR031052] (1)

WDA40 repeat [IPRO01680] (2): WD40-
repeat-containing domain [IPRO17986]
(2); WD40/YVTN repeat-like-containing
domain [IPRO15943] (2); BING4, C-
terminal domain [IPR012952] (2)
NB-ARC [IPRO02182] (2); P-loop.
containing nucleoside triphosphate
hydrolase [IPR027417] (2)

Transferase [IPRO03480] (2):
Chloramphenicol acetylransferase-like
domain [IPR023213] (1)

scaffold_5_mRNA_1677.1
scaffold_S_mRNA_1676.1

scaffold_S_mRNA_1672.1

scaffold_S_mRNA_1666.1
scaffold_S_mRNA_1658.1
scaffold_S_mRNA_1654.1
scaflold_S_mRNA_1647.1
scaffold_S_mRNA_1633.1
scaffold_S_mRNA_1632.1

scaffold_S_mRNA_163.1

scaflold_S_mRNA_1610.1

scaffold_S_mRNA_161.1

scaffold_S_mRNA_1602.1

scaffold_S_mRNA_1601.1

scaffold_S_mRNA_1600.1
scaffold_S_mRNA_1594.1
scaffold_S_mRNA_1590.1
scaffold_S_mRNA_1589.1
scaffold_S_mRNA_1588.1
scaffold_S_mRNA_1587.1
scaffold_S_mRNA_1586.1
scaflold_S_mRNA_1579.1
scaffold_S_mRNA_1577.1
scaffold_S_mRNA_1576.1
scaffold_S_mRNA_1574.1

scaflold_5_mRNA_157.1

scaflold_S_mRNA_1559.1
scaffold_S_mRNA_1554.1
scaffold_S_mRNA_1550.1

scaffold_S_mRNA_1540.1

scaffold_S_mRNA_1525.1
scaflold_S_mRNA_1524.1
scaffold_S_mRNA_1519.1
scaffold_S_mRNA_1517.1
scaffold_S_mRNA_1510.1
scaffold_S_mRNA_1508.1
scaffold_S_mRNA_1487.1

scaffold_S_mRNA_1486.1
scaffold_S_mRNA_1477.1

scaffold_S_mRNA_1473.1

scaffold_S_mRNA_145.1

scaffold_S_mRNA_1439.1
scaffold_S_mRNA_1435.1

scaffold_S_mRNA_1433.1

scaffold_S_mRNA_1422.1

scaffold_S_mRNA_1421.1

scaffold_S_mRNA_1420.1

scaffold_S_mRNA_1418.1

scaffold_S_mRNA_1417.1

scaffold_S_mRNA_1410.1

scaffold_S_mRNA_14.1
scaffold_S_mRNA_1399.1
scaffold_S_mRNA_1398.1
scaffold_S_mRNA_1387.1
scaffold_S_mRNA_1386.1

scaffold_S_mRNA_1381.1

scaffold_S_mRNA_1368.1
scaffold_S_mRNA_1362.1

scaffold_S_mRNA_1361.1

scaflold_S_mRNA_1358.1

scaffold_S_mRNA_1357.1

scaffold_S_mRNA_1350.1

scaffold_S_mRNA_1344.1

scaffold_S_mRNA_1343.1

00211_mRNA_20.1
00211_mRNA_19.1

C_unshiu_00033_mRNA_56.1

C_unshiu_00576_mRNA_24.1

C_unshiu_00346_mRNA_37.1

C_unshiu_00346_mRNA_36.1

C_un
C_unshi

00033 mRNA _S3.1

C_unshiu_00263_mRNA_16.1

C_unshiu_01184_mRNA_S.1

C_unshiu_00418_mRNA_2.1

C_unshiu_00678_mRNA_3.1

C_unshiu_00762_mRNA_16.1

C_unshiu_00762_mRNA_I5.1

C_unshiu_00762_mRNA_14.1

C_unshiu_02568_mRNA_L.1

C_unshiu_00762_mRNA_11.1

01316_mRNA_6.1

C_unshiu_00230_mRNA_36.1
. 00578_mRNA_4.1
00578_mRNA 2.1
00379_mRNA_13.1
00379_mRNA_I12.1

C_unshiu_00379_mRNA_S.1

C_unshiu_00031_mRNA_37.1
C_unshiu_00031_mRNA_42.1

C_unshiu_00031_mRNA_43.1

C_unshi

1 00031_mRNA_46.1

00031_mRNA_47.1

C_unshiu_00031_mRNA_52.1

00031_mRNA_61.1

00031_mRNA_62.1
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Catalytic activity [GO:0003824
":‘;'::“i'a['rfg"("i""l‘;';ls‘;‘ metabolic Triosephosphate isomerase [lpknoossz]
GF0022359 1 1 0 Hypothetical protein (2) prosess [ 2); Aldolase-type TIM bar: scaffold_S_mRNA_1342.1
biological_process] (2): riose-phosphate (1216 7B
isomerase activity [GO:0004807
molecular_fnction] (2)
GF0022358 1 1 0 Hypothetical protein (2) scaffold_S_mRNA_1341.1
GF0022357 1 1 0 Hypothetical protein (2) scaffold_S_mRNA_1338.1
WD40-repeat-containing domain
protein binding [GO:0005515 o '
i U5 sl ooy, el o] mmskse TN UM,
GFO022356 1 1 ? activity, transferring acyl groups other : Pe  scaffold_S_mRNA_1337.1
associated protein 7 (2) T aino.aey! ereupe [GO/00 6747 like-contaning domain [IPRO1S943] 2):
el ﬁmi"il"] ("I) BING4, C-terminal domain [IPR012952]
2 (2): Transferase [IPR003480] (1)

GF0022355 1 1 0 Hypothetical protein (2) m"“"” peptidase domain (IPRO2HO9] (o io1q 5 mRNA_1334.1 C_unshiu_00031_mRNA_70.1
. i i nucleic acid binding [GO:0003676 Ribonuclease H-like domain . st .
GF0022354 1 1 0 Hypothetical protein (2) oleculey function] (1) (PROIZ3371 1) scaffold_S_mRNA_1333.1 C_unshiu_00031_mRNA_71.1
GF0022353 1 1 0 Hypothetical protein (2) scaffold_S_mRNA_1331.1 C_unshiu_00031_mRNA_72.1

Integrase, catalytic core [IPRO01S84] (2);
DNA integration [GO:0015074 bonuclease H-like domain
SLG-Sc and SLA-Se genes and Melmoth
; biological_process] (2); nucleic acid  [IPROI2337] (2); GAG-pre-integrase
GF0022352 1 1 0 retrotransposon sequence (1); - scaffold_S_mRNA_133.1 01127 mRNA_1.1
N binding [GO:0003676 domain [IPR025724] (1); Reverse 3 mRRA HOTI2T mRNA
Hypothetical protein (1) molecular_function] (2) transcriptase, RNA-dependent DNA
polymerase [IPRO13103] (1)
GF0022351 1 1 0 Hypothetical protein (2) scaffold_S_mRNA_1326.1 00899 mRNA 8.1
GF0022350 1 1 0 Hypothetical protein (2) scaffold_S_mRNA_1320.1 00797_mRNA 2.1
protein ubiquitination [GO:0016567
biological_process] (2); ubiquitin-protein E3 ubiquitin ligase RBR family
GF0022349 1 1 0 Hypothetical protein (2) o frase oy [GO000484 HPROS 1971 O scaffold_S_mRNA_132.1
molecular_function] (2)
GF0022348 1 1 0 Hypothetical protein (2) scaffold_S_mRNA_1316.1
Domain of unknown function DUF4283
GF0022347 1 1 0 Hypothetical protein (2) [IPRO25558] (2) scaffold_S_mRNA_1314.1 L 00797_mRNA_8.1
GF0022346 1 1 0 Hypothetical protein (2) scaffold_S_mRNA_13.1 00230 mRNA 34.1
GF0022345 1 1 0 Hypothetical protein (2) scaffold_S_mRNA_1204.1 00800_mRNA_I1.1
GFO022344 1 1 0 Hypothetical protein (2) scaffold_S_mRNA_1289.1 c i L 00868_mRNA_L.1
Ribokinase-like [IPR029056] (2):
GF0022343 1 1 0 Hypothetical protein (2) Carbohydrate kinase PIKB [IPRO11611]  scaffold_S_mRNA_1287.1 C_unshiu_01520_mRNA 7.1
@
DNA binding [GO:0003677
. } ; molecular_function] (2); nucleic acid  Zine finger, BED-type [IPRO03656] (2); _ 5
GF0022342 1 1 0 Hypothetical protein (2) binding [GO-0003676 Jine finger 211> type [IPRO13087] (1 S04TO14_5_ MRNA_1277.1 C_unshiu_00899_mRNA_13.1
molecular_fnction] (1)
GF0022339 1 1 0 Hypothetical protein (2) [El’;;:zz;‘;‘sc ;Ezu‘ssﬂel})‘o"uc'eaﬁ/ph"’ph ¢ scaffold_S_mRNA_1264.1 C_unshiu_00340_mRNA_10.1
Leucine-rich repeat domain, L domain-
J— . | ) BRASSINOSTEROID INSENSITIVE 1- like (IPRO3267S] (2 Lewcinertich oo
© associated receptor kinase 1 (2) repeat-containing N-terminal, plant-type L5_mRNA
[IPRO13210] (2)
SAM dependent carboxyl
obrom . activity [GO:00081 [IPR005209] (2); S _ 5
GF0022337 1 1 0 Theobromine synthase (2) molecular_function] (2) adenosyl-L-methionine-dependent scaffold_S_mRNA_1247.1
‘methyltransferase [IPR029063) (2)
GF0022336 1 1 0 Hypothetical protein (2) scaffold_S_mRNA_1241.1
GF0022335 1 1 0 Hypothetical protein (2) scaffold_S_mRNA_1240.1
P-loop containing nucleoside triphosphate
hydrolase [IPR027417] (2); NB-ARC
GF0022334 1 1 0 :')‘“"‘e disease resistance protein RGA3 QSI:CTI’;‘:"}‘%"[SS;%?“ g;‘z?:;ﬁ];ji‘m‘:"‘:'ﬁ;‘gg’:'l q;',r]";l;:.hx scaffold_5_mRNA_1231.1 00803_mRNA 2.1
- Leucine-rich repeat domain, L domain-
like [IPR032675) (1)
GF0022332 1 1 0 Hypothetical protein (2) [IPQS'Z"S;';]“T";"”“ function DUFS37L il s mRNA_1222.1 C_unshiu_00097_mRNA 9.1
. . nucleic acid binding (GO:0003676 Ribonuclease H-like domain .
GF0022331 1 1 0 Hypothetical protein (2) molecular function] (2) IPROIZ397] 2 scaffold_S_mRNA_1219.1
GF0022330 1 1 0 Hypothetical protein (2) scaffold_S_mRNA_1216.1
GF0022329 1 1 0 Hypothetical protein (2) scaffold_S_mRNA_1206.1
y NB-ARC [IPR002182] (2); P-loop
GF0022327 1 1 0 Hypothetical protein (2) ":zzcll'l":'"’_i [ﬁ.‘;“mts 3 containing nucleoside triphosphate scaffold_5_mRNA_1180.1 C_unshiu_01092_mRNA_7.1
r_functi hydrolase [IPR027417] (2)
GF0022326 1 1 0 Hypothetical protein (2) scaffold_S_mRNA_1169.1 C_unshiu_03105_mRNA_L1
P-loop containing nucleoside triphosphate
NB-ARC domain disease resistance y "
GF0022324 1 1 0 protein (1): NB-ARC domain-containing ‘0 Pnding (G0:0043531 hydrolase ”FR”ZW” ‘2’ NB-ARC. - affold_s_mRNA_1161.1 C_unshiu_00803_mRNA_3.1
Tiease esstanee protein (1) molecular_function] (2) [IPRO02182] (2): Pro
RETICULAT A chiod iPRo2125] (1)
GF0022323 1 1 0 Hypothetical protein (2) scaffold_S_mRNA_116.1 C_unshiu_00151_mRNA_4.1
GFO0022322 1 1 0 Hypothetical protein (2) scaffold_S_mRNA_1154.1 '
GF0022320 1 1 0 Hypothetical protein (2) scaffold_S_mRNA_1134.1
GF0022319 1 1 0 Hypothetical protein (2) scaffold_S_mRNA_1101.1
GFO022318 1 1 0 Hypothetical protein (2) scaffold_S_mRNA_1100.1
zine ion binding [GO:0008270
GF0022317 1 1 0 Hypothetical protein (2) L‘:Z:;‘;'?ég“’;;‘ggg Jimuleie acid g1 finger, CCHC-type (IPRODISTS] (1) scaffold_S_mRNA_110.1 C_unshiu_00103_mRNA_14.1
molecular_function] (1)
GFO022316 1 1 0 Hypothetical protein (2) scaffold_S_mRNA_I1.1 C_unshiu_00230_mRNA_33.1
GFO022315 1 1 0 Hypothetical protein (2) scaffold_S_mRNA_1097.1 C_unshiu_00564_mRNA_24.1
magnesium ion binding [GO:0000287
molecular_finction] (2); terpene synthase Isoprenoid synthase domain [IPR008949]
GF0022314 1 1 x[{":;“: s)y“‘h““ (1; Hypothetical activity [GO:0010333 ) Terpene synthase, metal-binding ~ scaffold_S_mRNA_1095.1 00564_mRNA_21.1
molecular_function] (2); lyase activity  domain [IPR005630] (2)
[GO:0016829 molecular_function] (2)
GF0022313 1 1 0 Hypothetical protein (2) scaffold_S_mRNA_1094.1
GFO022312 1 1 0 Hypothetical protein (2) scaffold_S_mRNA_1092.1
GFO022311 1 1 0 Hypotheical protein (2) scaffold_S_mRNA_1090.1
GF0022310 1 | 0 Putative retroelement pol polyprotein (2) ﬁ;ﬁg;;ﬁ'}‘;‘; Of LTR copia-type (0. ffold_s_mRNA_1088.1
GF0022309 1 1 0 Hypothetical protein (2) scaffold_S_mRNA_1087.1
GF0022308 1 1 0 Hypothetical protein (2) scaffold_S_mRNA_1085.1
GF0022307 1 1 0 Hypothetical protein (2) scaffold_S_mRNA_1080.1
terpene synthase activity [GO:0010333  Terpene synthase, N-terminal domain
molecular_function] (2); lyase activity  [IPRO01906] (2); Terpene synthase,
[GO:0016829 molecular_function] (2);  metal-binding domain [IPR005630] (2);
GF0022306 1 1 0 Limonene synthase (2) magnesium ion binding [GO:0000287  Terpenoid cyclases/protein scaffold_S_mRNA_1079.1 C_unshiu_00204_mRNA_I8.1
molecular_function] (2); metabolic prenyltransferase alpha-alpha toroid
process [GO:0008152 [IPR008930] 2): Isoprenoid synthase
biological_process] (2) domain [IPRO0949) (2)
Domain of unknown function DUF4216
[IPRO25312] (2): Transposon, En/Spm-
P— . | o Puttive Tam transposon protein TNP2 like [IPRO04242] (2); Probable scatfold $ mRNA 10731
2 transposase, Pta/En/Spm, plant L5_mRNA
[IPR004252] (1); Transposase-associated
domain [IPRO29450] (1)
» i Leucine-rich repeat domain, L domain- _
GF0022304 1 1 0 Hypothetical protein (2) e PRO326791 (1) scaffold_S_mRNA_1070.1
GF0022303 1 1 0 Hypothetical protein (2) scaffold_S_mRNA_107.1
y Leucine-rich repeat domain, L domain-
GF0022302 1 1 0 F-box/LRR-repeat protein At3g26922 (2) ::I‘:x;‘"‘;“‘"gu[gﬁ (“20‘0 515 like [IPR032675] (2); F-box domain  scaffold 5_mRNA_1062.1 C_unshiu 01132 mRNA_11.1
r_functi [IPRO0I810] (2)
GF0022301 1 1 0 Hypothetical protein (2) scaffold_S_mRNA_1058.1 €_umshiu 01624 mRNA 6.1
GF0022300 1 1 0 Hypothetical protein (2) scaffold_S_mRNA_1057.1 01624_mRNA_S.1
S-adenosyl-L-methionine-dependent
methyltransferase activity [GO:0008168 m“"y Mransferase (IPR029063] (2);
molecular_function] (2);O- of unknown function DUF4371
- O [IPROZSJQR] (2); O-methyliransferase
Gr0022299 . | o Hypothetcal protein (1) Caffic acid 3- - methylransfrase activity [GO:0008171 ¢SGR D R Eree scaloldS mRNA 10521 C unshi 01148 mRNA 5.1
© O-methyluansterase (1) molecular_function] (2); protein
meriation scivity [Gor00agogs  mellmansierase, amily 2 [PR001077)
molecular function] (1) (2): Plant methyliransferase
- [IPROI12967] (1); Winged helix-turn-helix
DNA-binding domain [IPRO11991] (1)
S-adenosyl-L-methionine-dependent
O-methyltransferase activity . - "
[GO:0008171 molecular_function] (2); ety lansferase [IPR029063] (2); O
GF0022298 1 1 0 Hypothetical protein (2) by lransfernse sy [GO-0008 65 Metylansferase, family 2 [IPRO01077] scaffold_S mRNA_1050.1 u_01148_mRNA_7.1
xlez\u; ) ”:’:c;”m]‘ "]V ; G 2); O-methyltransferase COMT-type
- [IPROI6461] (1)
GF0022297 1 1 0 Hypothetical protein (2) scaffold_S_mRNA_1048.1
6-phosphogluconate dehydrogenase,
phosphogluconate dehydrogenase domain 2 [IPRO13328] (2); 6-
(decarboxylating) activity [GO:0004616 ~ phosphogluconate dehydrogenase C-
moleuular _function] (2): oxidation-  terminal domain- hke [erouxm] @3-
. juction process [GO:0055114 hydroxyisobutyrate dehydrogenase,
GF0022296 1 1 0 Putative oxidoreductase GLYRI (2) bmhgml )it NAD bndng e de [mwwl S41 (2, ScamldS mRNA_1047.1 00989_mRNA 9.1
activity [GO: 6-phosphogluconate dehydrogenase,
moleuular)unclmn] m. NAD binding  NADP-binding (IPRO06115] (2):
[GO:0051287 molecular_function] (2)  NAD(P)-binding domain [IPRO16040]
@
GF0022295 1 1 0 Hypothetical protein (2) scaffold_S_mRNA_1044.1
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GO
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GF0022294

GF0022292

GF0022291

GF0022290

GF0022289

GF0022288

GF0022286

GF0022285

GF0022284

GF0022283

GF0022282

GF0022281
GF0022280

GF0022279

GF0022278
GF0022277
GF0022276

GF0022275

GF0022270
GF0022269

GF0022268

GF0022267
GF0022266

GF0022265

GF0022264

GF0022263

GF0022262
GF0022261

GF0022260

GF0022258

GF0022257
GF0022256
GF0022254

GF0022253

GF0022252

GF0022251

GF0022250

GF0022249

GF0022248

GF0022247

GF0022246

0 Hypothetical protein (2)

0 Hypothetical protein (2)
0 Hypothetical protein (2)
0 Hypothetical protein (2)
0 Ribonuclease H (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)
0 Hypothetical protein (2)

0 Lysosomal Pro-Xaa carboxypeptidase (2)

0 Hypothetical protein (2)

 LRR receptor-lik kinase family protein

0 Hypothetical protein (2)
0 Hypothetical protein (2)

o LRR receptor-like kinase family protein
2

0 Hypothetical protein (2)

o Hypothetical leucine rich repeat protein
@

0 Hypothetical protein (2)
0 Hypothetical protein (2)
0 Hypothetical protein (2)
0 Hypothetical protein (2)
0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)
0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Putative transporter MCHI (2)

Putative calcium-binding protein CML1S
R

0 Hypothetical protein (2)
0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)
0 Hypothetical protein (2)
0 Hypothetical protein (2)

LRR receptor-like kinase family protein
He)

0 Hypothetical protein (2)

o LRR receptor-like kinase family protein
2

0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)

‘COPII vesicle coat [GO:0030127
cellular_component] (2); zinc ion binding 2
[GO:0008270 molecular_function] (2);
intracellular protein transport
[GO:0006886 biological_process] (2);
ER to Golgi vesicle-mediated transport
[GO:0006888 biological process] (2)

nucleic acid binding [GO:0003676
[G0:0004523 molecia. ﬁmcuon] @

zine ion binding [GO:0008270
molecular_function] (2); nucleic acid
binding [GO:0003676
molecular_function] (2)

proteolysis [GO:0006508
biological_process] (2); serine-type
peptidase activity [GO:0008236
molecular_function] (2)

serine-type peptidase activity
[GO:0008236 molecular_function] (2);
proteolysis [GO:0006508
biological_process] (2)

ATP binding [GO:0005524
molecular_function] (2); protein
phosphorylation [GO:0006468
biological_process] (2); protein kinase
activity [GO:0004672
molecular_function] (2): protein binding
[GO:0005515 molecular_function] (2)

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

ATP binding [GO:0005524
molecular_function] (2); prolem
phosphorylation [GO:0006468
biological | pmcc:t] Lz) pm(em kinase
activity [GO

moleuular)unclmn] m. protein binding
[GO:0005515 molecular_function] (1)

5515

protein binding [G¢
molecular_function] (2)

GTPase activity [GO:0003924
molecular_function] (2); GTP binding
[GO:0005525 molecular_function] (2);
plolem transport [GO:0015031

iological_process] (1); intracellular
prmcin transport [GO:0006886
biological_process] (1); intracellular
[GO:0005622 cellular_component] (1);
signal transduction [GO:0007165
biological_process] (1); membrane
[GO:0016020 cellular_component] (1);
nucleocytoplasmic transport
[GO:0006913 biological_process] (1);
small GTPase mediated signal

nsduction [GO:0007264

blologlcal |_process] (1)

calcium ion binding [GO:0005509
molecular_function] (2)

proteolysis [GO:0006508
biological_process] (2); eysteine-type
peptidase activity [GO:0008234
molecular_function] (2)

protein binding [GO:0005515
molecular_function] (2); protein kinase
activity [GO:0004672
molecular_function] (2); pmlem
phosphorylation [GO:0006468
biological_process] (2): ATP binding
[G0:0005524 molecular_function] (2)

protein binding [GO:0005515
molecular_function] (2); protein kinase
activity [GO:0004672
molecular_function] (2); protein
phosphorylation [GO:0006468
biological_process] (2); ATP binding
[GO:0005524 molecular_function] (2)

cysteine-type peptidase activity
[G0:0008234 molecular_function] (2):
proteolysis [GO:0006508
biological_process] (2)

DNA binding [GO:0003677
molecular_function] (2); protein
dimerization activity [GO:0046983
molecular_function] (2); nucleic acid
binding [GO:0003676
molecular_function] (1)

inc finger, Sec23/Sec24-type
[lpkaasxos] (2): von Willebrand factor,
type A [IPR002035] (2); Sec23/Sec24,
trunk domain IPRO06896] (2); ADF-
H/Gelsolin-like domain [IPR029006] (2):
Gelsolin-like domain [IPR007123] (2)

Gag-polypeptide of LTR copia-type
[IPR029472] (1)

LOG family [IPR031100] (2)

Domain of unknown function DUF4283
[IPR025558] (2)

Ribonuclease H dmmm [lPRnDZ!Sb] @
Ribonuclease H-like dom:

1PROI2337] 2): THDPUIVAR
related protein [IPR004345] (1)
S-adenosyl-L-methionine-dependent
‘methyltransferase [IPR029063] (2)

Zine finger, CCHC-type [IPRO01878]
(2); Domain of unknown function
DUF4283 [IPRO25558] (2)

Transposon, En/Spm-like [IPR004242]
(2); Transposase-associated dom
[IPR029480] (2)

Alpha/Beta hydrolase fold [IPR029058]
(2); Peptidase $28 [IPRO0S758] (2)

Peptidase $28 [IPRO0STSS] (2)

Protein kinase domain [IPR000719] (2);
Leucine-rich repeat domain, L. domain-
like [IPRO32675] (2); Protein kinase-like
domain [IPRO11009] (2); Leucine-rich
repeat, typical subtype [lpkomsm @
Protein kinase, ATP
[IPROI7441] (2); Tylosm&plolem
Kinase, active site [IPR00S266] (2):
Leucine-rich repeat [IPRO01611] (2);
Concanavalin A-fike lectin/glucanase
domain [IPRO13320] (1)

Zine finger C2H2-type [IPRO13087) (1)

Protein kinase, ATP binding site
[IPRO17441] (2); Protein kinase domain
[IPR00019] (2); Leucine-rich repeat
domain, L domain-like [IPR032675] (2);
Protein kinase-like domain [IPRO11009]
(2); Leucine-rich repeat [IPR001611] (1);
Leucine-rich repeat, typical subtype
[IPR003591] (1); Concanavalin A-like
lectinglucanase domain [IPR013320] (1)

Leucine-rich repeat domain, L domain-
like [IPRO32675] (2); Leucine-rich repeat
[IPRO01611] (2)

Domain of unknown function DUFI1985
[IPROI5410] (2)

Sigma-54 ineraction domain, ATP-

inding site 1 [IPR025662] (2); P-loop
containing nucleoside triphosphate
hydrolase [IPR027417] (2); Small

TPase superfamily [IPRO01806] (2);
Small GTP-binding protein domai
[IPR005225] (2); Small GTPase
superfamily, Rab type [IPR003579] (1);
Small GTPase superfamily, ARF type
[IPR024156] (1); Ran GTPase
[IPR002041] (1); Small GTPase
superfamily, Rho type [IPRO03578] (1);
Small GTPase superfamily, Ras type
[IPR020849] (1)

Domain of unknown function DUF4283
[IPRO25558] (2)

Nodulin-like [IPRO10658] (2); Major
facilitator superfamily domain
[IPR020846] (2)

EF-hand domain [IPR002048] (2); EF-
Hand 1, calcium-binding site
[IPRO18247] (2); EF-hand domain pair
[IPRO11992] (2)

Domain of unknown function DUF4283
[IPRO25558] (1)

Ulpl protease family, C-terminal
catalytic domain [IPR003653] (2)

Leucine-rich repeat domain, L domain-
like [IPRO32675] (2)

Leucine-rich repeat domain, L domain-
like [IPRO32675] (2); Protein kinase-like
domain [IPRO11009] (2); Leucine-rich
repeat, typical subtype [IPR003591] (2);
Protein kinase domain [IPR000719] (2);
Leucine-rich repeat [IPR001611] (2);
Leucine-rich repeat-containing N-
terminal, plant- lypn, [wkm;zm] @y
Protein kinase, A°
[IPRO17441] (2); Cnncm\a\'z\lm A like
lectin/glucanase domain [IPR013320]
(1; Serine- \hrcomnukyrm|m,-prmcm
Kinase catalytic domain [IPR001245] (1);
Serine/threonine/dual specificity protein
Kinase, catalytic domain [IPR002290]
(1; Serine-threonine/tyrosine-protein
Kinase, catalytic domain [IPR001245] (1)

Leucine-rich repeat, typical subtype
[IPR003591] (2); Leucine-rich repeat
domain, L domain-like [IPR032675] (2);
Protein kinase-like domain [IPRO11009]
(2); Protein kinase domain [IPR000719]
(2); Leucine-rich repeat [IPRO01611] (2);
Protein kinase, ATP binding site
[IPRO|7A4|] (2); Leucine-rich repeat-
¢ N-terminal, plant-type
[IPROI:Z 10] (2); Concanavalin A-like
lectinglucanase domain [IPR013320]

[IPROUZZQU] 0

Ulp! protease family, C-terminal
catalytic domain [IPR003653] (2):

omain of unknown function DUF1985
[IPROI5410] (2)
MULE transposase domain [IPR015289]
(2); Transposase, Mul
[IPR004332] (2)

Zine finger, BED-type [IPR003656] (2);
HAT, C-terminal dimerisation domain
[IPRO08906] (2): Zinc finger C2H2-type
[IPRO13087] (1)

scaffold_S_mRNA_1040.1

scaffold_S_mRNA_1027.1
scaffold_S_mRNA_1025.1
scaflold_S_mRNA_1024.1
scaffold_S_mRNA_1020.1

scaffold_S_mRNA_102.1

scaffold_S_mRNA_1009.1

scaflold_S_mRNA_1002.1

scaflold_4_mRNA_999.1

scaffold_4_mRNA_997.1

scaffold_4_mRNA_995.1

scaffold_4_mRNA_984.1
scaffold_4_mRNA_983.1

scaffold_4_mRNA_981.1

scaflold_4_mRNA_980.1
scaffold_4_mRNA_977.1

scaffold_4_mRNA_974.1
scaflold_4_mRNA_973.1
scaffold_4_mRNA_971.1
scaffold_4_mRNA_950.1
scaffold_4_mRNA_943.1

scaffold_4_mRNA_942.1

scaffold_4_mRNA_941.1

scaffold_4_mRNA_940.1
scaffold_4_mRNA_938.1

scaffold_4_mRNA_926.1

scaffold_4_mRNA_921.1

scaffold_4_mRNA_92.1

scaffold_4_mRNA_909.1
scaflold_4_mRNA_900.1

scaflold_4_mRNA_898.1

scaffold_4_mRNA_892.1

scaffold_4_mRNA_887.1
scaffold_4_mRNA_879.1
scaflold_4_mRNA_873.1

scaffold_4_mRNA_871.1

scaffold_4_mRNA_870.1

scaffold_4_mRNA_869.1

scaflold_4_mRNA_866.1

scaflold_4_mRNA_863.1

scaffold_4_mRNA_862.1

scaffold_4_mRNA_861.1

scaffold_4_mRNA_860.1

C_unshiu_00989_mRNA_2.1

C_unshiu_00946_mRNA_8.1
1 00946_mRNA_10.1

1 00946_mRNA_11.1

00946_mRNA_14.1

C_unshiu_02888_mRNA_1.1

jiu_00083_mRNA_14.1

C_unshiu_00083_mRNA_17.1

01189 mRNA 5.1

1 01189_mRNA_3.1

1 01189_mRNA_L1

C_unshiu_00715_mRNA_3.1

C_unshiu_00715_mRNA_4.1

C_unshiu_00715_mRNA_5.1

C_unshiu_00715_mRNA_S.1

C_unshiu_00013_mRNA_60.1

C_unshiu_00013_mRNA_59.1

C_unshiu_00013_mRNA_S8.1
C_unshiu_00013_mRNA_S6.1

C_unshiu_00013_mRNA_44.1

C_unshiu_00013_mRNA_41.1

C_unshiu_00202_mRNA_I13.1

00013_mRNA_I8.1

00013_mRNA_16.1

C_unshiu_00013_mRNA_12.1
C_unshiu 00013 mRNA_6.1
00280_mRNA_31.1
00280_mRNA_25.1

C_unshiu_00280_mRNA_22.1

C_unshiu_00280_mRNA_21.1

C_unshiu_00280_mRNA_20.1

C_unshi

3100_mRNA_I.1

C_unshiu_00258_ mRNA_38.1

iu_00258_mRNA_37.1

C_unshiu_00258_mRNA_35.1

C_unshiu_00258_mRNA_34.1
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GO
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GF0022245

GF0022244

GF0022243

GF0022242
GF0022241
GF0022240
GF0022238
GF0022237
GF0022236

GF0022235

GF0022234
GF0022233

GF0022232

GF0022230
GF0022229

GF0022228

GF0022227

GF0022226

GF0022225

GF0022224

GF0022223

GF0022222

GF0022221

GF0022218

GF0022215
GF0022214
GF0022213
GF0022212
GF0022210
GF0022209
GF0022208

GF0022203

GF0022202

GF0022201

GF0022199
GF0022198

GF0022197
GF0022196
GF0022195
GF0022194
GF0022193
GF0022192

GF0022191
GF0022190

GF0022189

GF0022186

GF0022185
GF0022184
GF0022183
GF0022182

GF0022181
GF0022180

GF0022179

GF0022177

GF0022176

GF0022175

0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 OTU domain-containing (2)
0 Hypothetical protein (2)

0 Hypothetical protein (2)
0 Hypothetical protein (2)
0 Hypothetical protein (2)

o Caffeic acid O-methyliransferase (1 )
© Caffeic acid 3-0. ay

ATP binding [GO:0005524
molecular f\mcnon] (z) protein kinase
activity [G

molecular,mmmn] m. protein
phosphorylation [GO:0006468
biological_process] (2)

cysteine-type peptidase activity
[GO:0008234 molecular_function] (2);
proteolysis [GO:0006508
biological_process] (2)

O-methyltransferase activity
[GO:0008171 molecular_function] (2):
activity [GO:00081

0 Hypothetical protein (2)
0 Hypothetical protein (2)

0 Lupeol synthase (2)

0 Hypothetical protein (2)
0 Hypothetical protein (2)

0 Hypothetical protein (2)

CemA-like proton extrusion protei
0 related isoform I (1); Envelope
membrane protein, chloroplastic (1)

o Nucleolar protein 56 (1); SAR DNA-
© binding protein-1 (1)

0 Hypothetical protein (2)

Leucine-rich repeat protein kmnse family
0 protein, putative (1); LRR receptor-like
serine/threonine-protein inase FLSZ O]

GDSL esteraseflipase ASg4S670 (1);
GDSL-ike Lipase/Acylhydrolase
superfamily protein, putative isoform 1

0 Hypothetical protein (2)

0 GDSL-motif lipase 7 (2)

o Hypothetical protein (1); Leucine-rich
© tepeat protein kinase fuily protein (1)

0 Hypothetical protein (2)
0 Hypothetical protein (2)
0 Hypothetical protein (2)
0 Hypothetical protein (2)
0 Hypothetical protein (2)
0 Hypothetical protein (2)
0 Hypothetical protein (2)
0 Hypothetical protein (2)
0 Hypothetical protein (2)
0 Hypothetical protein (2)
0 SUMO-conjugating enzyme ubc9 (2)
0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)
0 Hypothetical protein (2)

0 Hypothetical protein (2)
0 Mutator-like transposase (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)
0 Hypothetical protein (2)
0 TIGRO1456 family HAD hydrolase (2)
0 Hypothetical protein (2)

0 Receptor-like protein kinase HERK 1 (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)
0 Hypothetical protein (2)
0 Hypothetical protein (2)
0 DUF674 family protein (2)

0 Hypothetical protein (2)
0 Hypothetical protein (2)

o Nodulin MIN21/EamA-like transporter
© fumily protein (2)

0 Hypothetical protein (2)

o Putative sugar phosphate/phosphate
2)

translocator (.

0 Hypothetical protein (2)

molecular_function] (2)

cell redox homeostasis [GO:0045454
biological_process] (2)

intramolecular transferase activity
[GO:0016866 molecular_function] (2)

DNA binding [GO:0003677
molecular_function] (2); transcription
factor activity, sequence-specific DNA
binding [GO:0003700
molecular_function] (2); regulation of
transeription, DNA-templated
[GO:0006355 biological_process] (2)

integral component of membrane
[GO:0016021 cellular_component] (2)

protein binding [GO:0005515
molecular_function] (1)

protein binding [GO:0005515
molecular_function] (2); protein
phosphorylation [GO:0006468
biological | pmcw] u) protein kinase
activity [GO

molecular iuncllm\]ll) ATP binding
[GO:0005524 molecular_function] (1)

hydrolase activity, acting on ester bonds
[GO:0016788 molecular_function] (1)

hydrolase activity, acting on ester bonds
[GO:0016788 molecular_function] (2)

protein binding [GO:0005515
molecular_function] (2)

catalytic activity [G0:0003824
molecular_function] (1

ATP binding [GO:0005524
molecular_function] (2); protein kinase
activity [GO:0004672
molecular_function] (2); protein
phosphorylation [GO:0006468
biological_process] (2)

cysteine-type peptidase activity
[GO:0008234 molecular_function] (2);
proteolysis [GO:0006508
biological_process] (2)

membrane [GO:0016020

cellular_component] (2); transmembrane

transporter activity [GOX ouzzm
molecular_function
component of membrane [co 00I607.I
cellular_component] (2)

ribosome [GO:0005840
cellular_component] (2); structural
constituent of ribosome [GO:0003735
molecular_function] (2); translation
[GO:0006412 biological pmceu] @
intracellular [GO:000562:
cellular_component] (2)

Reverse transcriptase, RNA-dependent
DNA polymerase [IPRO13103] (2); LOG
family [IPRO31100] (2)

Protein kinase-like domain [IPRO11009]
(2): Protein kinase domain [IPR000719]
@

Ulp! protease family, C-terminal
catalytic domain [IPR003653] (2)

OTU domain [IPR003323] (2)

GroELL-like equatorial domain
[IPR027413] [}

Gag-polypeptide of LTR copia-type
[IPR029472] (1)
S-adenosyl-L-methionine-dependent
‘methylransferase [IPR029063] (2); O-
‘methyltransferase, family 2 [IPR001077]
(2); O-methyltransferase COMT-type
[IPROI6461] (2)

Thioredoxin-like fold [IPRO12336] (2);
Thioredoxin domain [IPRO13766] (2)

Terpenoid cyclases/protein
prenyltransferase alpha-alpha toroid
[IPR008930] (2): Squalene cyclase, C-
\A,m\inal [IPRO32696] (2): Terpene
ynthase, conserved site [IPR002365]
m. Squalene cyclase [IPROIS333] (1)

MULE transposase domain [IPR018289]
@

AP2/ERF domain [IPR001471] (2);
DNA-binding domain [IPRO16177] (2)

Chloroplast envelope membrane protein,
CemA [IPRO04282] (2)

Nop domain [IPR002687] (2); NOSIC
[IPRO12976] (2); NOPS, N-terminal
[IPRO12974] (2); WD40/Y VTN repeat-
like-containing domain [IPRO15943] (1)

Leucine-rich repeat, typical subtype
[IPRO03591] (2); Leucine-rich repeat
domain, L domain-like [IPR032675] (2);
Protein klmu llke dunmm [me 1009)
(2); Leue
terminal, plam !ypc [mmuz m] (z)
Leucine-rich repeat [IPRO01611] (2);
Protein kinase domain (IPR000719] (1);
Protein kinase, ATP binding site
[IPRO17441] (1); Serine/threonine-
protein kinase, active site [IPRO08271]
[0}

SGNH hydrolase-type esterase domain
[IPRO13830] (2); GDSL lipase/esterase
[IPRO01087] (1)

SGNH hydrolase-type esterase domain
[IPRO13830] (1)

GDSL lipase/esterase [IPRO01087] (2);
SGNH hydrolase-type esterase domain
[IPRO13830] (2)

Leucine-rich repeat, typical subtype
[IPR003591] (2); Leucine-rich repeat
domain, L domain-like [IPR032675] (2);
Leucine-rich repeat [IPRO01611] (2);
Leucine-rich repeat-containing N-
terminal, plant-type [IPRO13210] (2)

Thioredoxin-like fold [IPRO12336] (2)

‘Thioredoxin-like fold [IPR012336] (2)

‘Thioredoxin-like fold [IPR012336] (2)

Domain of unknown function DUF4283
[IPRO25558] (2); Zinc knuckle
CX2CX4HXAC [IPR025836] (2)
Protein kinase-like domain [IPROT1009]
[0}

Polymerasehis
[IPROI6195] (1)

MULE transposase domain [IPRO18289]
(2); Transposase, MuDR, plant
[IPR004332] (2)

Transposase, MuDR, plant [IPR004332]
@

Domain of unknown function DUF1985
[IPRO15410] (2)

inol phosphatase-like

HAD-like domain [IPR023214] (2)

Protein kinase-like domain [IPRO11009]
(2); Malectin-like carbohydrate-binding
domain [IPRO24788] (2); Protein kinase
domain [IPR000719] (2); Protein kinase,
ATP binding site [IPRO17441] (2);
Concanavalin A-like lectin/glucanase
domain [IPRO13320] (1); Serine-
threoninetyrosine-protein kinase
catalytic domain [IPR001245] (1)
Serine-threonine/tyrosine-protein kinase,
catalytic domain [IPR001245] (1)

Ulp! protease family, C-terminal
catalytic domain [IPR003653] (2)

Protein of unknown function DUF674
[IPRO07750] (2)

Protein of unknown function DUF674
[IPRO07750] (2)

WATI-related protein [IPRO30184] (2);
EamA domain [IPR000620] (2)

Ribosomal protein L35A [IPR001780]
(2); Sugar phosphate transporter domain
[IPRO04853] (2); Ribosomal protein
L35Ae, conserved site [IPROIS266] (2);
Translation protein, beta-barrel domain
[IPR009000] (2)

scaffold_4_mRNA_845.1

scaffold_4_mRNA_8$42.1

scaflold_4_mRNA_841.1

scaffold_4_mRNA_836.1

scaffold_4_mRNA_833.1
scaflold_4_mRNA_832.1

scaflold_4_mRNA_817.1
scaffold_4_mRNA_807.1
scaffold_4_mRNA_792.1

scaflold_4_mRNA_785.1

scaffold_4_mRNA_784.1
scaflold_4_mRNA_770.1

scaffold_4_mRNA_739.1

scaffold_4_mRNA_730.1
scaffold_4_mRNA_724.1

scaffold_4_mRNA_716.1

scaffold_4_mRNA_712.1

scaffold_4_mRNA_711.1

scaffold_4_mRNA_701.1

scaffold_4_mRNA_699.1

scaffold_4_mRNA_695.1

scaffold_4_mRNA_693.1

scaffold_4_mRNA_689.1

scaffold_4_mRNA_670.1

scaffold_4_mRNA_645.1
scaffold_4_mRNA_633.1
scaffold_4_mRNA_626.1
scaffold_4_mRNA_622.1
scaffold_4_mRNA_613.1
scaffold_4_mRNA_612.1
scaflold_4_mRNA_610.1
scaffold_4_mRNA_609.1
scaffold_4_mRNA_602.1
scaffold_4_mRNA_600.1
scaflold_4_mRNA_59.1

scaffold_4_mRNA_S87.1

scaffold_4_mRNA_S81.1

scaffold_4_mRNA_S79.1

scaffold_4_mRNA_S65.1
scaffold_4_mRNA_S51.1

scaffold_4_mRNA_545.1
scaffold_4_mRNA_534.1
scaffold_4_mRNA_523.1
scaffold_4_mRNA_522.1
scaflold_4_mRNA_519.1
scaffold_4_mRNA_S17.1

scaffold_4_mRNA_S13.1
scaffold_4_mRNA_494.1

scaflold_4_mRNA_487.1

scaffold_4_mRNA_471.1

scaffold_4_mRNA_457.1
scaffold_4_mRNA_449.1
scaffold_4_mRNA_448.1
scaffold_4_mRNA_447.1

scaffold_4_mRNA_443.1
scaffold_4_mRNA_427.1

scaffold_4_mRNA_422.1

scaffold_4_mRNA_397.1

scaffold_4_mRNA_39.1

scaffold_4_mRNA_385.1

C_unshiu_00258_mRNA_19.1

jiu_00258_mRNA_I5.1

00258_mRNA_14.1

C_unshiu_00607_mRNA_19.1

C_unshiu_01214_mRNA_8.1

C_unshiu_00872_mRNA_10.1

C_unshiu_01019_mRNA_17.1

C_unshiu_00872_mRNA_4.1

00177_mRNA_26.1

C_unshiu_02892_mRNA_L.1

C_unshiu_01102_mRNA_S.1

C_unshiu_00616_mRNA_19.1

C_unshiu_00616_mRNA_16.1

00892_mRNA_L1

C_unshiu_00306_mRNA_20.1
C_unshiu_00306_mRNA_33.1

C_unshiu_00236_mRNA_25.1

C_unshiu_00022_mRNA_106.1

C_unshiu_00465_mRNA_13.1

C_unshiu_00342_mRNA_25.1

C_unshiu_00342_mRNA_S.1

C_unshiu_00342_mRNA_4.1
C_unshiu_00342_mRNA_3.1

C_unshiu_00368_mRNA_14.1

C_unshiu_01865_mRNA_6.1

00168_mRNA_32.1

C_unshiu_00439_mRNA_22.1




T Num i C_celementine_ Numin C_unshia Note Go TnterPro Member embe T Members in Prifola
intracellular signal transduction
GO:0035556 biological_process] (2);  Protein kinase C-like, phorbol
C h C1 domain protein oxid 4 s ester/diacylglycerol-binding domain
Gro022174 ! o) [GO:0055114 biological process] (1) [IPR002219] (2); DC1 [IPR004146] (1); SCAT01-4-mRNA_374.1
protein-disulfide reductase activity Cl-like (IPROT1424] (1)
(GO:0047134 molecular_function] (1)
GF0022172 1 0 Hypothetical protein (2) scaffold_4_mRNA._368.1
GFO022171 1 0 Hypothetical protein (2) X8 domain [IPRO12946] (2) scaffold_4_mRNA_367.1
GF0022170 1 0 Hypothetical protein (2) scaffold_4_mRNA_359.1
cell redox homeostasis [GO:0045454
b“f“:‘i‘f‘.“ffpr"“fi‘%(‘i))‘ (ﬁy'iii':zl B Thioredoxin-like fold [IPRO12336] (2)
GF0022169 1 0 Thioredoxin H9 (2) L“”l . '”I“““*;_] (‘Z) e disulfide Thioredoxin domain [IPRO13766] (2);  scaffold_4_mRNA_346.1 C_unshiu_00979_mRNA_10.1
iological_process] 2 protein disulide i P TROC0 TS
oxidoreductase acivity [GO:0015035
molecular_function] (2)
GF0022168 1 0 Hypothetical protein (2) scaffold_4_mRNA_341.1 C_unshiu_00979_mRNA 5.1
GF0022163 1 0 Hypothetical protein (2) scaffold_4_mRNA_3263.1 iu_00001_mRNA_358.1
GFO022161 1 0 Hypothetical protein (2) scaffold_4_mRNA_325.1 00299_mRNA_34.1
Bulb-type lectin domain [IPRO01480]
(2): Serine/threonine-protein kinase,
R active site [IPR008271] (2); Protein
QL‘: ;:fa‘i"‘fut"fi:l’]"");‘”?om“ Kinase, ATP binding site [IPRO17441]
Phorphoyation G000 ‘;4 . (2); Protein kinase-like domain
§ Gtype lectin S-receptor-like biological,_process] (2); protein kinase L RO11009] (2); S-receptor-like §
GFO022160 1 O erertoconineeprecin Kinsse RLKI (2) activiy [GO00046T2 serine/threonine-protein kinase scaffold_4_mRNA_3240.1 C_unshiu_00001_mRNA_377.1
P Iec\)jlal * fnction] (2); protein [IPRO24171] (2); Protein kinase domain
sevin/teconios Kinase sty [IPRO00719] (2); Serine/threonine/dual
o ot specificity protein kinase, catalytic
0:0004674 molecular_function] (2) 4. in [1PR002290) (1); Concanavalin
Adlike lectin/glucanase domain
[IPROI3320] (1)
Helicase superfamily 112, ATP-binding
domain [IPRO14001] (2); RNA helicase,
DEAD-o e, Q ot [IPR014014
nucleie acid binding [on 0003676 (2): P-loop containing nucleosi
GF0022159 1 ﬂiﬁiﬂ“ﬁ ATPdependent RNA molecular_function] (2) inding triphosphate hydrolase [IPRUZ74I7] (2); scaffold 4 mRNA 324.1
[GO:0005524 e f\mcnon] ) ATP-dependent RNA helcase DEAD-
box, conserved site [IPR000629] (2);
DEAD/DEAH box helicase domain
[IPRO11545] 2)
protein binding [GO:0005515 Bromodomain, conserved site
" |=Lu|ar _function] (2); protein-N-  (IPROI8359] (2); Bromodomain
Hypothetical protein (1); Putative mel
rminal asparagine amidohydrolase  [IPR001487] (2); Protein N-terminal
GFO022158 1 0 ler{on)uclem fnker iston polyproten- L EREEEET Aeparagine amidshydralae [1PR036750) T4 MRNA 3236.1 00001_mRNA_381.1
molecular_function] (1); DNA binding  (1); Homeobox domain-like [IPR009057]
[GO:0003677 molecular_function] (1)~ (1); SANT/Myb domain [IPR001005] (1)
DNA binding [GO:0003677
molecular_function] (2); sequence-
specific DNA binding [GO:0043565  Homeobox domain [IPRO0I356] (2);
ol fngion] \2\ regulation of  Leucine zipper, homeobox-associated
GF0022157 1 0 g‘;ml"”"l““""‘ zipper protein HATIA L iption, D) [IPR003106] (2); Homeodomain-like  scaffold 4_mRNA_3233.1 C_unshiu_00001_mRNA_383.1
GO:0006355 bm\ngvcsl | process] (2);  [IPRO090ST] (1); Homeobox domain-like
transeription factor activity, sequence-  [IPR009057] (1)
specific DNA binding [GO:0003700
molecular_function] (2)
GF0022156 1 0 Hypothetical protein (2) scaffold_4_mRNA_3231.1 C_unshiu_00001_mRNA_385.1
Ribonuclease H-like domain
[IPRO12337] (2); Reverse transeriptase
ement reverse e acid bindin zinc-binding domain [IPR026960] (2);
GF0022155 1 ::;‘}:_‘T'L’;‘;‘;;"g‘c"““;;;’; ot (1) ":\“:I‘:u‘“:f ‘:i;cldiong] {;’:’ 0003676 Endonuclease/exonuclease/phosphatase  scaffold_4_mRNA_3218.1 00001_mRNA_400.1
P! v P - [IPRO0S135] (2); Vacuolar protein
Sorting-associated protein 62
(IPRO09291] (1)
GFO022154 1 0 Hypothetical protein (2) scaffold_4_mRNA_321.1 C_unshiu_00299_mRNA_30.1
Two-component response regulator phosphorelay signal transduction system <11+ 1ice superfamily [IPRO11006] 2);
GF0022152 1 0 pasponet I " iy S Lanscuetion Signal transduction response regulator,  scaffold_4_mRNA_320.1 1 00299 mRNA 29.1
ARRS3-like protein (2) 1GO0000160 bilogieal process] ) e o
GTP binding [GO:0005525
molecular_function] (2); GTPase activity
[G0:0003924 molecular_function] (2);  p 1, containing nucleoside triphosphate
:;:::LETP“‘TL""(:‘:]‘;‘,;"Z;;"““' hydrolase (IPR027417] (2); Small
biologioal process) (1 GTPase superfanily [IPRO0IS06] (2);
Imdeicy“ﬁmm raneport Small GTP-binding protein domain
[GO:0006913 biological process] (1); ELPEng;IZS ]g‘z ‘S"‘:?u?ggg; 49] o
GF0022151 1 0 Ras-related protein Rabl 1A (2) membrane [GO:0016020 G TPase sup?:famllv " scaffold_4_mRNA_3195.1
fsr'l‘:g;:::“[’(‘l"°'(']g ‘”:‘ml [IPR003578] (17 Small <‘Th<e
superfamily, ARF type [IPR024156] (1);
biological_process] (1); intracellular — wPe o h
¢ g Sl GTrce superpni . Rab type
protein transport [GO:0006886 {pRoD3579] mv";m G'AE/Pase P
iological_proces] (1) nracelular 1o (R
[GO:0005622 cellular_component] (1);
protein transport [GO:0015031
biological_process] (1)
GF0022150 1 0 Hypothetical protein (2) scaffold_4_mRNA_3193.1 00001_mRNA_315.1
. y SAM-dependent methyltransferase SMT-
methyltransferase activity [GO:0008168
ockouiiar, fmction] (1 ﬂe‘m“c type (IPR030384] (1); Methyltransferase
Tocopherol O-methyltransferase (1); rocess [GO:0008152 ‘y‘” 11 [IPRO13216] (1); S-adenosyl-L-
GF0022149 1 O Sl methyloamfoaser ke 3 (1) gmmg’mlﬂmsq () seroid onine-dependent methyliransferase  scaffold_4_mRNA_3192.2 C_unshiu_00001_mRNA _314.2
biosynthetic process [GO:0006694 ['PR””““] (1) Sterol
biokgical mvems) () ‘methyliransferase C-terminal
[IPROI3705] (1)
":k:’;;“‘:;‘ gg“‘é‘;;g;‘;’“ DNA- B3 DNA binding domain [II’RUO3340]
biological_process] (2); response to () Leucineurch repeat domai
Homane @o00001t T domain-like [IPR032675] (2); s
GF0022147 1 0 Auxin response factor (2) b:ﬁ:“;umms] @ nuckeus binding pseudobarrel domain scaffold_4_mRNA_3177.1 00001_mRNA_299.1
[GO:0003634 cellulr_component] ()5 LIPRO1S300] ()¢ Auin esponse fictor
DNA bicing [GO.000367 * [IPROI0525] (2): Receptor L-domain
molecular_function] (2) [IPRO00494] (1)
Leucine-rich repeat domain, L domain-
y like [IPRO32675] (2); P-loop containing
GF0022146 1 o Diease resisance proteln ‘:0);:'“?“")” Qﬁ:wla' ﬁgm[;l‘;;l';‘ﬁ’:s“ mucleoside triphosphate hydrolase scaffold_4_mRNA_3176.1
P - [IPRO27417] (1); NB-ARC [IPR002182]
o)
Purple acid phosphatase-like, N-terminal
IPRO08963] (2); Metallo-dependent
llo-depends
phosphatase-like [IPR029052] (2);
acid phosphatase activity [GO:0003993  Iron/zine purple acid phosphatase-like C-
molecular_function] (2); metal ion terminal domain [lpkozsm] (); Purple
GF0022143 1 0 Purple acid phosphatase (2) binding [GO:0046872 acid phosphatase, N.-termi scaffold_4_mRNA_3144.1 L 00001_mRNA_271.1

GF0022142

GF0022141

GF0022140

GF0022138

GF0022137

GF0022136

GF0022135

GF0022134

GF0022133

GF0022132

0 Cytochrome P450 (2)

0 Hypothetical protein (2)

Putative polynucleotide
adenylyltransferase family protein-like
(1); Polynucleotide adenylyltransferase
family protein (1)

0

 Somaic embryogenesis receptor kinase |

@

0 Hypothetical protein (2)
0 Hypothetical protein (2)
0 Hypothetical protein (2)
0 SAUR family protein (2)

Hypothetical protein (1); Alpha-1.4

9 glucan phosphorylase (1)

0 Hypothetical protein (2)

molecular_function] (2); hydrolase
activity [GO:0016787
molecular_function] (2)

iron ion binding [GO:0005506
molecular_function] (2); heme binding
[G0:0020037 molecular_function] (2);
oxidation-reduction process
[GO:0055114 biological_process] (2);
oxidoreductase activity, acting on paired
donors, with incorporation or reduction
of molecular oxygen [GO:0016705
molecular_function] (2)

nucleic acid binding [GO:0003676
molecular_function] (2)

protein binding [GO:0005515
molecular_function] (2); transmembrane
receptor protein kinase activity
[GO:0019199 molecular_function] (1)

catalytic activity [GO:0003824
molecular_function] (2)

response to auxin [GO:0009733
biological process] (1)

glycogen phosphorylase activity
[GO:0008184 m)h,cular ru..aio.\] @
carbohydrate metabolic

[G0:0005975 bmloglcal Jlo:ess] @

[IPROI5914] (2); Cnlcmemm like
phosphoesterase domain, apaH type
[IPRO04843] (1); Neocarzinostatin-like
[IPR027273] (1); Calcineurin-like
phosphoesterase domain, ApaH type
[IPR004843] (1)

Cytochrome P450, E-class, group |
[IPR002401] (2); Cytochrome P50,
conserved site [IPRO17972] (2);
Cytochrome P450 [IPROOI128] (2)

Ribonuclease H-like domain

[IPRO12337] (2)

RNA nucleotidyltransferase/poly(A)
polymerase, RNA and SrmB- binding
domain [IPRO32828)] (2)

Leucine-rich repeat domain, L domain-
like [IPR032675] (2); Leucine-rich repeat
[IPRO01611] (2); Leucine-rich repeat-
ontaining N-terminal, plant-type
[IPRO13210] (2); Somatic embryogenesis
receptor-like kinase [IPR031048] (1)

Alanine racemase/group IV
decarboxylase, C-terminal [IPR009006]
(2); Om/DAP/Arg decarboxylase 2, C-
terminal [IPR022643] (2)
Retrotransposon gag domain
[IPR005162] (1)

Small auxin-up RNA [IPR003676] (1)

Glycosyl transferase, fami
[IPRO0OS11] (2)

scaflold_4_mRNA_314.1

scaffold_4_mRNA_3128.1

scaflold_4_mRNA_3122.1

scaflold_4_mRNA_3109.1

scaflold_4_mRNA_3102.1

scaflold_4_mRNA_310.1

scaffold_4_mRNA_31.1

scaffold_4_mRNA_3093.1

scaffold_4_mRNA_3087.1

scaffold_4_mRNA_3084.1

C_unshiu_00299_mRNA_23.1

C_unshiu_00001_mRNA_252.1

C_unshiu_00001_mRNA_246.1

C_unshiu_00001_mRNA_233.1

C_unshiu_00001_mRNA_228.1

C_unshiu_00299_mRNA_16.1

C_unshiu_00168_mRNA_38.1

C_unshiu_00001_mRNA_219.1

1 00001_mRNA_212.1

00001_mRNA_209.1



D Num. in C._celementine

Note

GO

TnterPro

Members in P.trifoliata

GF0022131 1

GF0022130 1

GF0022129 1

GF0022126 1

GF0022125 1

GF0022124 1

GF0022122 1

GF0022121 1
GF0022120 1
GF0022118 1

GF0022115 1

GF0022114 1

GF0022112 1

GF0022111 1

GF0022110 1

GF0022109 1

GF0022108 1

GF0022107 1

GF0022106 1

GF0022105 1

GF0022104 1

GF0022103 1

GF0022102 1

GF0022101 1

GF0022099 1

GF0022098 1

GF0022096 1

GF0022095 1

GF0022094 1

GF0022091 1

GF0022090 1
GF0022089 1

0 Glycosyltransferase family 61 protein (2)

0 Hypothetical protein (2)

0 AP2/ERF domain transcription factor (2)
o Phosphate transporter PHO-like protein
)

2-alpha-L-fucosyliransferase

0 Expansin (2)

Appr-1-p processing enzyme family
protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Nitrate transporter 1.7 (2)

0 Homoserine dehydrogenase (2)

o TIR-NBS-LRR discase resistance protein (¢

@

Hypothetical protein (1): Ribosomal
protein $26 (1)

 Probably inactive leucine-rich repeat
© receptor-like protin Kinase (2)

0 Hypothetical protein (2)

0 Putative mase H family protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)

o Nodulin MIN21/EamA-like transporter
© fumily protein (2)

0 Cytochrome P450 8244 (2)

HD domain-containing metal-dependent
phosphohydrolase family protein isoform

0'1/(1); HD domain-containing metal-
dependent phosphohydrolase family
protein isoform 2 (1)

0 Glabrous 1 (1); Hypothetical protein (1)

0 Hypothetical protein (2)

Pyrrolidone-carbosylate pepidase family
protein (2)

UDP-N-acetylglucosamine--N-
acetylmuramyl-pyrophosphoryl-
undecaprenol N-acetylglucosamine
transferase isoform 3 (2)

0

Signal recognition particle receptor
subunit beta (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)
0 Hypothetical protein (2)

transferase activity, transferring glycosy!
‘groups [GO:0016757
molecular_function] (2)

amseripion factor activity, sequence-
spe inding [¢ 3700
moleculn)unclmn] (@) regulation of
transcription, DNA-templated
[GO:0006355 biological_process] (1)
DNA binding [GO:0003677
molecular_function] (1)

integral component of membrane
[GO:0016021 cellular_component] (2)

cell wall biogenesis [GO:0042546
biological_process] (2); membrane
[GO:0016020 cellular_component] (2);
galactoside 2- alpm\ L fucosyltransferase

activity [GO

mulwularifumuon] (z)

plant-type cell wall organization

64 biological Jlo:ess] @y
extracellular region [G
cellular_component] (2)

nucleic acid binding [GO:0003676
molecular_function] (2); ATP binding
0005524 molecular_function] (2)

RNA (guanine-N2-)-methyltransferase
activity [GO:0004809
molecular_function] (2); (RNA
processing [GO:0008033
‘biological_process] (2); RNA binding
[GO:0003723 molecular_function] (2)
transport [GO:0006810
biological_process] (2); membrar
[GO:0016020 cellular. Cnmpanenl] @)
transporter activity [GO:
molecular_function] (z)

cellular amino acid metabolic process
[GO:0006520 biological_process] (2);
oxidation-reduction process

[GO:0055114 biological_process] (2)

protein binding [GO:0005515
molecular_function] (2); ADP b
043531 molecular_function] i
signal transduction [GO:0007165
biological_process] (2)

structural constituent of ribosorme
[GO:0003735 molecular_function] (2);
translation [GO:0006412
biological_process] (2); intracellular
[G0:0005622 cellular_component] (2);
ribosome [GO:0005840
cellular_component] (2)

protein kinase activity [GO:0004672
molecular_function] (2); protein
phosphorylation [GO:000646;
biological_process] (2): ATP binding
G 4 molecular_function] (2);
protein binding [GO:0005515
molecular_function] (1)

nucleic acid binding [GO:0003676
molecular_function] (2); RNA-DNA
hybrid ribonuclease activity
[G0:0004523 molecular_function] (2)

transmembrane transporter activity
[GO:0022857 molecular_function] (2);
membrane [GO:0016020
cellular_component] (2): integral
component of membrane [GO:0016021
cellular_component] (2)
integral component of membrane
[GO:0016021 cellular_component] (2);
transmembrane transporter activity
[G0:0022857 molecular_function] (2);
membrane [GO:0016020
cellular_component] (2)
heme binding [GO:0020037
molecular_function] (2); iron fon binding
[GO:0005506 molecular_function] (2);
oxidoreductase activity, acting on paired
donors, with incorporation or reduction
of molecular oxygen [GO:0016705
molecular «_fanction] (2); oxidation-
juction process [GO:0055114
bmlagxcnl process] (2)

DNA binding [GO:0003677
molecular_function] (2)

pyroglutamyl-peptidase activity
[GO:0016920 molecular_function] (2);
cytosol [GO:0005829
cellular_component] (2); proteolysis
[GO:0006508 biological_process] (2)

GTP binding [GO:0005525
moleculnr _function] (2); intracellular
622 cellular_component] (2);
mmu GTPase mediated signal
transduction [GO:0007264
biological_process] (2)

Glycosyltransferase 61 [IPRO07657] (1);
Glycosyltransferase AERG61,
uncharacterised [IPR007657] (1)

APY/ERF domain [IPRO01471] (1);
DNA-binding domain [IPRO16177] (1);
AP2/ERF transcription factor ERF/PTI6
[IPRO17392] (1)

EXS, C-terminal [IPR004342] (2); SPX
domain [IPRO04331] (2); PHOL, SPX
domain [IPR034092] (1)

Xyloglucan fucosyltransferase
[IPRO04938] (2)

Expansin/Lol pl [IPR007118] (2);
Expansin [IPR002963] (2); Expansin,
cellulose-binding-like domain
[IPRO0T117) (2); Expansin/pollen
allergen, DPBB domain [IPR007112] (2);
RipA-like protein, double-psi beta-barrel
domain [IPRO09009] (1; RIpA-like
double-psi beta-barrel domain
[IPR009009] (1)

Macro domain [IPR002589] (2)

P-loop containing nucleoside triphosphate
hydmlase [IPR0274I @)

H box helicase domain
[IPRO| 1545 )

S-adenosyl-L-methionine-dependent
‘methylransferase [IPR029063] (2);
RNA methyltransferase, Trml
[IPR002905] (2)

Major facilitator superfamily domain
[IPR020846] (2); Proton-dependent
oligopeptide transporter family
[IPR000109] (2)

Homoserine dehydrogenase, catalytic
[IPRO01342] (2); Glutathione -
transferase, C-terminal-like [IPR010987]
(2); NAD(P)-binding domain
[IPRO16040] (2)

Leucine-rich repeat domain, L domain-
like [IPR032675] (2); Leucine-rich

repeat, typical subtype [IPR003591] (2);
Toll/interleukin-1 receptor homology
(TIR) domain [IPR000157] (2); NB-ARC
[IPRO02182] (2); P-loop containing
nucleoside triphosphate hydrolase
[IPR027417) (2); Winged helix-turn-helix
DNA-binding domain [IPROT1991] (1)

Ribosomal protein S26 [IPR000892] (2)

Protein kinase-like domain [IPRO11009]
(2); Leucine-rich repeat domain, L
domain-like [IPR032675] (2); Protein
kinase domain [IPR000719] (2); Serine-
threoninetyrosine-protein kinase
catalytic domain [IPR001245] (1):
Leucine-rich repeat [IPRO01611] (1);
Serine-threonine/tyrosine-protein kinase,
catalytic domain [IPR001245] (1)
Concanavalin A-like lectin/glucanase
domain [IPRO13320] (1)

Ribonuclease H domain [IPR002156] (2);
Ribonuclease HI, N-terminal
[IPRO11320] (2); Ribonuclease H-like
domain [IPRO12337] (2)

WATI-related protein [IPRO30184] (2);
EamA domain [IPR000620] (2);
Prolamin-like domain [IPR008502] (1)

EamA domain [IPR000620] (2); WATI-
related protein [IPRO30184] (2)

Cytochrome P450 [IPRO01128] (2);
Cytochrome P450, conserved site
[IPRO17972] (2); Cytochrome P4S0, E-
class, group 1 [IPR002401] (2)

HD domain [IPRO06674] (2);
HD/PDEase domain [IPR003607] (2)

SANT/Myb domain [IPR001005] (2);
Myb-like domain [IPRO17877] (1); Myb
domain [IPRO17930] (1); Homeabox
domain-like [IPR0090S7] (1);
Homeodomain-like [IPR0090S7] (1)

Peptidase C15, pyroglutamyl peptidase I
[IPRO00816] (2); Peptidase C15,
pyroglutamyl peptidase I-like
[IPRO16125] (2); Pyroglutamyl peptidase
1, Cys active site [IPR033694] (1)

Small GTPase superfamily, ARF type
[IPR024156] (2): Signal recognition
particle receptor, beta subunit
[IPRO19009] (2); P-loop containing
nucleoside triphosphate hydrolase
[IPR027417] (2)

Pyridoxal phosphate-dependent

carbon-sulfur Iyase activity [GO:0016846 transferase, subdomain 2 [IPRO15422]
molecular_function] (1): catalytic activity (1); Pyridoxal phosphate-dependent

[G0:0003824 molecular_function] (1)

transferase [IPRO15424] (1); Allinase,
C-terminal [IPRO0G94S] (1)

Protein of unknown function DUF4228,
plant [IPR025322] (2)

scaffold_4_mRNA_3071.1

scaffold_4_mRNA_3069.1

scaffold_4_mRNA_3055.1

scaffold_4_mRNA_3044.1

scaffold_4_mRNA_3040.1

scaffold_4_mRNA_304.1

scaflold_4_mRNA_303.1

scaffold_4_mRNA_3009.1
scaflold_4_mRNA_30.1
scaffold_4_mRNA_299.1

scaffold_4_mRNA_2976.1

scaffold_4_mRNA_296.1

scaffold_4_mRNA_2948.1

scaffold_4_mRNA_2937.1

scaffold_4_mRNA_2923.1

scaffold_4_mRNA_292.1

scaffold_4_mRNA_2918.1

scaffold_4_mRNA_2902.1

scaffold_4_mRNA_2888.1

scaffold_4_mRNA_2880.1

scaffold_4_mRNA_2875.1

scaffold_4_mRNA_2871.1

scaffold_4_mRNA_285.1

scaffold_4_mRNA_2849.1

scaffold_4_mRNA_2840.1

scaflold_4_mRNA_284.1

scaffold_4_mRNA_2819.1

scaffold_4_mRNA_2813.1

scaflold_4_mRNA_2812.1

scaffold_4_mRNA_2793.1

scaffold_4_mRNA_2791.1
scaffold_4_mRNA_279.1

C_unshiu_00001_mRNA_194.1

C_unshiu_00001_mRNA_I80.1

C_unshiu_00001_mRNA_I68.1

C_unshiu_00001_mRNA_164.1

C_unshiu_00299_mRNA_10.1

C_unshiu_00299_mRNA_9.1

C_unshiu_00001_mRNA_97.1

C_unshiu_00001_mRNA_59.1

00001_mRNA_45.1

C_unshiu_01756_mRNA_8.1

C_unshiu_00004_mRNA_11.1

C_unshiu_00004_mRNA_16.1

00004_mRNA_20.1

C_unshiu_01756_mRNA_4.1

00004_mRNA_43.1

C_unshiu_00004_mRNA_S1.1

01756_mRNA 3.1

C_unshiu_00004_mRNA_77.1

C_unshiu_00004_mRNA_78.1

C_unshiu_00004_mRNA_95.1

C_unshiu_00004_mRNA_97.1




T Num i C_celementine_ Numin C_unshia Note Go TnterPro Member embe T Members in Prifola
Serine/threonine-protein kinase, active
site (IPRO0S271] (2); Protein kinase,
clathrin adaptor complex [GO:0030131  ATP binding site [IPRO17441] (
cellular_component] (2); intracellular  Longin-like domain [IPRO11012] (2)
protein transport [GO:0006886 Protein kinase-like domain [IPRO11009]
biological_process] (2); transport (2): Clathrin adaptor, mu subunit
[GO:0006810 biological process] (2);  [IPR001392] (2); Clathrin adaptor, mu
GF0022088 1 0 Hypothetical protein (2) protein phosphorylation [GO:0006468 - subunit, conserved site [IPROIS2401 2); oty 4 mRNA 27761 C_unshiu_00004_ mRNA_114.1
biological_process] (2); protein kinase AP comple, musigma subunit
activity [GO:0004672 [IPRO22775] (2: Protein kinase domain
molecular_function] (2); vesicle-mediated [IPR000719] (2); Mu homology domain
transport [GO:0016192 [IPRO28S65] (2): Serine/threonine/dual
biological_process] (2); ATP binding  specificity protein kinasc, catalytic
[GO:0005524 molecular_function] (2)  domain [IPR002290) (1); Concanavalin
Adlike lectin/glucanase domain
[IPROI3320] (1)
ribosome [GO:0005840
cellular_component] (2);structural
GF0022087 1 0 Ribosomal protein S21 family protein (2) constituent of ribosome [GO:0003735  Ribosomal protein S21 [IPRO0IO11] (2)  scaffold_4_mRNA_2751.1 C_unshiu_00004_mRNA_140.1
molecular_function] (2); ranslation
[GO:0006412 biological_process] (2)
RNA recognition motif domain
[IPRO00S04] (2); Terminal EAR 1-lke,
nucleic acid binding [GO:0003676 RNA recognition motif 3 [IPR034458]
molecular_function] (2 nucleotide  (1): Mei2/Mei2-like, C-terminal RNA
GF0022086 1 0 Protein terminal car! (2) i (GO0 emoumiton ot IPROOT201] (1. oy SC4Tod 4 mRNA 27291 C_unshiu_00004_mRNA_165.1
molecular_finction] (1) recognition morif 2 [IPR007201] (1);
Nucleotide-binding alpha-beta plait
domain [IPRO12677] (1)
. § Ankyrin repeat [IPRO02110] (2); Anikyrin
GF0022084 1 0 E3 ubiquitin-protein ligase mib1 () Protein binding [GO:0003515 repeat-containing domain [IPR020683]  scaffold_4_mRNA_2686.1
molecular_function] (2) 3
’ Tetratricopeptide-like helical domain
GF0022083 1 0 Putative F-box protein Atlg67623 (2)  Prowein binding [GO:0003515 [IPRO11990] (1); F-box domain scaffold 4 mRNA _2681.1 C_unshiu_00010_mRNA_41.1
molecular_function] (1) {PROOISIO] (1)
GF0022082 1 0 Ribosome silencing factor (2) ;’:{‘S"['I‘;;"’)‘gg;m‘;“' silencing factor (701 4_mRNA_2680.1 C_unshiu_00010_ mRNA_42.1
AAA+ ATPase domain [IPRO03593] (1
AAA-type ATPase, N-terminal domain
" . " R [IPRO25753] (1); P-loop containing
GF0022081 1  Putative mitochondrial chaperone best ATIP b'f‘l"‘:‘ [GO: "“'15524 nucleoside triphosphate hydrolase scaffold_4_mRNA_2670.1 C_unshiu_00010_ mRNA_53.1
molecular_function] (1) [IPRO27417] (1); ATPase, AAA-type,
core [IPR003959] (1); ATPase, AAA-
type, conserved site [IPR003960) (1)
GF0022078 1 0 Small rubber particle protein (2) :(z‘:l’b””“‘"g““"“ factor [IPROOSSO2] (., ro1d_4_mRNA _2639.1 C_unshiu_00010_ mRNA_82.1
. - nucleus [GO:0005634 .
GF0022077 1  Squamosa promoter-binding-fike protein .y component] (2); DNA binding T]’;;f;;;’;‘}";" r;‘“‘" SBP-box scaffold_4_mRNA_2627.1 1 00010_mRNA 98.1
(GO:0003677 molecular_function] (2) 1@
DNA binding [GO: 000677
GF0022076 1 0 f:‘:z')""“ promoter-bindinglike protein 1o oy function (2): ;;“QZZ::’;‘Z";‘]“(';‘°' SBP-box scaffold_4_mRNA_2610.1 C_unshiu_00010_mRNA_113.1
[GO:0005634 cellular. mmpcncm] @
GF0022075 1 0 ATIG27990 protein (2) scaffold_4_mRNA_2603.1
regulation of ranseription, DNA-
GF0022074 1 0 NAC domain-containing protein 29 (2) ggﬁz‘:jﬁ:’cf‘)ﬁis DNA binding NAC domain (IPRO0S441] ) scaffold_4_mRNA_2584.1
[GO:0003677 molecular_function] (2)
GF0022072 1 0 Hypothetical protein (2) PI';’“‘“ Kinase-like domain [IPROVTOO] (o1 4 mRNA_2552.1 C_unshiu_00015_mRNA_95.1
Alpha/Beta hydrolase fold [IPR029058]
GF0022071 1 0 Methylesterase (2) (2): Alphabeta hydrolase fold-1 scaffold_4_mRNA_2546.1 C_unshiu_00015_mRNA_89.1
[IPRO000T3] (2)
carbohydrate metabolic process
[GO:0003975 biological process] (2); 6- 6-phosphogluconolactonase, DevB-type
GF0022070 1 0 oh © UPRO0S900] (2 scaffold_4_mRNA_2538.2 C_unshiu_00015_mRNA_81.3
isomerase family protein (2) [GO:0017057 molecular_function] (2);  Glucosamine/galactosamine-6-phosphate: A mRNA. - MRNA
pentose-phosphate shunt [GO:0006098  isomerase [IPRO0G148] (2)
biological_process] (2)
Senescence associated gene 20, putative NTF2-like domain [IPRO32710] (2);
GF0022069 1 00 s gene 20, Wound-induced protein, Wunl scaffold_4_mRNA_253.1 00058_mRNA _47.1
[IPRO09798] (2)
protein dimerization activity
[GO:0046983 molccular_function] (2);
nucleus [GO:0005634
cellular_component] (2); DNA binding
[GO:0003677 molecular_function] (2);
regulation of ranseription, DNA-
templated [GO:0006355
‘;a’:‘1::’::";‘I"’y“c::;‘]‘c(ﬁc‘;:’;""g‘g“  Transcripton factor, MADS-box
GF0022068 1 0 gyelopmentPeteh SEPALEATAZ iing (60.0003700 T e e seafbld 4 mRNA 25201 C_unshiu_00015_mRNA._66.1
molecular_function] (2); RNA PROY3896] (1)
polymerase Il regulatory region g
sequence-specific DNA binding
[GO:0000977 molccular_function] (1)
positive regulation of transeription from
RNA polymerase Il promoter
[GO:0045944 biological_process] (1):
MAPK cascade [GO:0000165
hiolaoieal nracess] (1)
heme binding [GO:0020037
molecular._function] (2); iron on binding
GOA0005506 molecular_fnction] Q) (111 a0, E-class, group |
oxidoreductase actviy, acing on paired FCO T ST MR
GF0022067 1 0 Cytochrome P40 734A1 (2) donors, with incorporation or reduction = scaffold_4_mRNA_2518.1
[IPROOT128] (2); Cytochrome P450,
of molecular oxygen [GO:0016705 ¥
molecular - function] (2); oxidation.  <O"erved site [IPRO17972] (1)
juction process [GO:0055114
bologeal, process] (2)
heme binding (GO:0020037
molecular_function] (2); iron on binding
Es2;"f)(:‘sfco:“'c"‘:)':c:'“::'"“‘“"] @: Cytochrome P4S0 [IPRO01128] (2);
GF0022066 1 0 Cytochrome P450 734A1 (2) [GO:0035114 biological_process] (2);  Ciochrome P4S0, Exclass, group 1 (0 protg 4 urnia 25161
[IPRO02401] (2); Cytochrome P450, A mRNA.
oxidoreductase aciviy, ating on paired I O M
donors, with incorporation or reduction
of molecular oxygen [GO:0016705
molecular_fnction] (2)
GF0022065 1 0 Hypothetical protein (2) scaffold_4_mRNA_2514.1 C_unshiu_00015_mRNA_S4.1
GF0022064 1 0 Hypothetical protein (2) :::‘:Il:c'zli?“’ﬁ:’"'::‘::‘g [G)O 0003676 g;f‘:g‘l‘;?;:]‘ (l;"k“ domain scaffold_4_mRNA_2507.1 C_unshiu_00023_mRNA_64.1
N-acetyltransferase activity Acyl-Con N-acyliransferase
GF0022063 1 0 Putative N-acetyltransferase yefS2 (2) [IPROI6I1] (2); GNAT domain scaffold_4_mRNA_2478.1 C_unshiu_00310_mRNA_19.1
1GO:0008080 molecular_function] ) (1o o6
GF0022062 1 0 Metal-dependent phosphohydrolase (2) s ;‘l’)“g:e[;‘:;fﬁ;;‘lg;‘ﬁm] (@ amold_4 mRNA 24551 C_unshiu_00535_mRNA_4.1
GF0022061 1 0 Hypothetical protein (2) scaffold_4_mRNA_2453.1 C_unshiu_00535_mRNA_6.1
merase activity [GO:0016853
GF0022058 1 0 Allene oxide cyclase (2) molecular_function] (1); chloroplast  Allene oxide cyclase [IPR009410] (1) scaffold_4_mRNA_2415.1
[GO:0009507 cellular_component] (1)
GF0022055 1 0 Hypothetical protein (2) scaffold_4_mRNA_2369.1
Myb domain [IPRO17930] (2); Myb
domain, plants [IPR006447] .
SANT/Myb domain [IPR00100] (2)
GF0022054 1 ;;‘;f;“"‘;:;';::":‘:"("l‘;m R1@1y ::\::L:::f";‘f"[cﬁg\;)?f: 077 SANT domain [1|=Rul7xx4] @ scaffold_4_mRNA_2362.1 C_unshiu_00039_mRNA_67.1
- Homeobox domain-like [IPR0090ST] (1);
Homeodomain ke [1PRO090S7) (1
Armadillo-like helical [IPRO11989] (1)
GF0022053 1 0 Hypothetical protein (2) scaffold_4_mRNA_2349.1 C_unshiu_00039_mRNA_S4.1
(RNA processing [GO:0008033
biological_p “’“’:] (ZI)' R;A b’“d’“f Fibrillarin, conserved site [IPR020813]
GF0022052 . -methyltransferase fbrilarin pm“m’r'l‘; [if‘(’)“‘;m g';;;’“] @: " (2); S-adenosyl-L-methionine-dependent scafiold4_mRNA_2321.1
Nologiat procees O methyltransferase [IPRO29063] (2);
methyltransferase activity [GO:0008168 0 (IPR000692] )
molecular_fnction] (2)
Glutathione S-transferase, N-terminal
[IPRO04045] (2); Glutathione -
GF0022049 1 0 Glutathione transferase (2) "::::::Il;'r'i‘:‘:""gc ‘[.S:; on:) 3515 :;"‘Tr::::d:‘::"';i:z::hg;:loz'g?]7] scaffold_4_mRNA_2293.1 C_unshiu_00460_mRNA_24.1
(2): Glutathione S-transferase, C-terminal
[IPRO04046] (2)
y Tetratricopeptide-like helical domain
GF0022048 1 0 Hypothetical protein (2) :z‘f'" I‘;‘"‘;‘:‘fﬁ“‘ﬁ (“20‘055 15 [IPRO11990] (2); Tetratricopeptide scaffold 4 mRNA_2292.1 C_unshiu_00460_mRNA 21.1
tecular_functior repeat [IPRO19734] (2)
Polyketide cyclase/dehydrase
GF0022047 1 0 Abscisic acid receptor PYLS (2) [IPROI9S87] (2); START-like domain ~ scaffold_4_mRNA_229.1 C_unshiu_00012_mRNA_108.1
[IPR023393] 2)
GF0022046 1 0 Putative yef9 (2) membrane (GO:0016020 CCB3/YgeT [IPRO03425) (2) scaffold_4_mRNA_2262.1
cellular_componen] (2)
Protein of unknown function DUF177
GF0022045 1 0 DUF177 domain protein (2) [IPRO03772] (1): Large ribosomal RNA 14 4 mrNA_2259.1 C_unshiu_00349_mRNA _24.1

subunit accumulation protein YceD
[IPRO03772] (1)
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Members in P.trifoliata

GF0022044 1

GF0022043 1

GF0022042 1

GF0022041 1

GF0022040 1

GF0022039 1

GF0022038 1

GF0022035 1

GF0022033 1

GF0022032 1

GF0022031 1

GF0022030 1

GF0022029 1

GF0022026 1

GF0022025 1

GF0022024 1

GF0022023 1

GF0022021 1

GF0022020 1

GF0022017 1

GF0022016 1

GF0022015 1
GF0022014 1
GF0022013 1

GF0022012 1

GF0022011 1

GF0022010 1

GF0022009 1

GF0022008 1

GF0022006 1

GF0022005 1

GF0022004 1

GF0022003 1

GF0022002 1

GF0022001 1
GF0022000 1
GF0021999 1
GF0021998 1
GF0021997 1
GF0021996 1

0 Hypothetical protein (2)

0 Hypothetical protein (2)

Transcription initiation factor TFIID
0 subunit 9 (1); Putative transcription
ion factor TFIID subunit 9-like (1)

o Histone-lysine N-methyltransferase
SUVR4 (2)

o Cysteine-rich repeat sccretory protein 3
)

0 General transeriy factor-like zinc
finger protein, putative (2)

o F-box protein interaction domain protein

[&2)

GroES-like zinc-binding dehydrogenase
family protein isoform 3 (2)

0 Ferritin (2)

1 polyphosphate
2)

Cytochrome P450, family 87, subfamily
© A, polypepide 6, putative (2)

Cytochrome P450, family 87, subfamily
A, polypeptide 6, putative (2)

Cytochrome P450, family 87, subfamily
© A, polypepide 6, putative (2)

0 Putative membrane lipoprotein (2)

0 Phospholipase C 3 (2)

Peptide-Nd-(N-acetyl-beta-
glucosaminylasparagine amidase A (2)

0 Hypothetical protein (2)

Ankyrin repeat RF-like protein, putative

")

0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 MatE family protein, expressed (2)

0 ELMO domain-containing protein 2 (2)

o Pollen Ole ¢ 1 allergen and extensin
family protein (2

0 Hypothetical protein (2)

0 Hypothetical protein (2)

NAC domain-containing protein 67 (1);

© NAC protein4 (1)

0 Hypothetical protein (2)

0 GDSL esterase/lipase LTLI (2)
0 Hypothetical protein (2)
0 Hypothetical protein (2)
0 Hypothetical protein (2)
0 Hypothetical protein (2)

0 Hypothetical protein (2)
0 Hypothetical protein (2)

Tetratricopeptide repeat-like superfamily
protein, putative (2)
0 Hypothetical protein (2)

0

0 Hypothetical protein (2)
0 Hypothetical protein (2)
0 Hypothetical protein (2)
0 Hypothetical protein (2)

ATP binding [GO:0005524
molecular_function] (2)

DNA-templated transcription, initiation
[GO:0006352 biological_process] (2
protein heterodimerization activity
[GO:0046982 molecular_function] (2)
nucleus [GO:0005634
cellular_component] (2); histone lysine
methylation [GO:0034968

blologlcal |_process] (2); zinc ion binding
[G0:0008270 molecular_function] (2);
histone-lysine N-methyltransferase
activity [GO:0018024
molecular_function] (2)

protein binding [GO:0005515
molecular_function] (2)

zine ion binding [GO:0008270
molecular_function] (2); oxidation-
reduction process [G
biological_process] (2); oxidoreductase
activity [GO:0016491
molecular_function] (2)

ferric iron binding [GO:0008199
molecular_function] (2); cellular iron ion
homeostasis [GO:0006879

biological_process] (2): iron fon transport |

[GO:0006826 biological_process] (2)

acid phosphatase activity [GO:0003993
molecular_function] (2); phosphatase
activity [GO:001679
molecular_function] (2)

oxidoreductase activity, acting on paired
donors, with incorporation or reduction
of molecular oxygen [GO:0016705
molecular_function] (2); oxidation-
reduction process [GO:00551 14
biological_process] (2); heme binding
[GO:0020037 molecular_function] (2);
iron ion binding [GO:0005506
molecular_function] (2)

heme binding [GO:0020037
molecular_function] (2); ron ion binding
[G0:0005506 molecular_function] (2);
oxidation-reduction process
[GO:0055114 biological_process] (2);
oxidoreductase activity, acting on paired
donors, with incorporation or reduction
of molecular oxygen [GO:0016705
molecular_function] (2)

oxidoreductase activity. acting on paired
donors, with incorporation or reduction
of molecular oxygen [GO:0016705
molecular_function] (2); oxidation-
reduction process [GO:00551 14
biological_process] (2); iron ion binding
[GO:0005506 molecular_function] (2);
heme binding [GO:0020037
molecular_function] (2)

catalytic activity [G0:0003824
molecular_function] (2); metabolic
process [GO:0008152
biological_process] (2); hydrolase
 acting on ester bonds

16788 molecular_function] (2)

protein binding [GO:0005515
molecular_function] (2)

aspartic-type endopeptidase activity
[GO:0004190 molecular_function] (2);
proteolysis [GO:0006508
biological_process] (2)

transmembrane transport [GO:0035085
biological_process] (2); dmg
transmembrane transpor

[GO:0015238 molecular ﬁmcnon] @
antiporter activity [GO:00152¢
molecular_function] (2); membrane
[GO:0016020 cellular_component] (2);
drug transmembrane transport
[GO:0006855 biological process] (2)

mRNA splicing, via spliceosome
[GO:0000398 biological_process] (2);
nucleic acid binding [GO:0003676

molecular_function] (2); RNA binding
[G0:0003723 molecular_function] (2);

U2AF [GO:0089701 cellular_component]

(2); nucleotide
molecular_function] (1)

z

000166

regulation of transcription, DNA-
templated [GO:0006355

biological_process] (2); DNA binding
[GO:0003677 molecular_function] (2)

hydrolase activity, acting on ester bonds
[GO:0016788 molecular_function] (2)

cysteine-type peptidase activity
[G0:0008234 molecular_function] (2);
proteolysis [GO:0006508
biological_process] (2)

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

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

P-loop containing nucleoside triphosphate
hydrolase [IPR027417] (2), Helicase

superfamily 1/2, ATP-binding domain  scaffold_4_mRNA_225.1
[IPROI4001] (2); SNF2- relaled N-

terminal domain [IPR000330] (2)

scaffold_4_mRNA_2236.1

Histone-fold [IPR009072] (2);
Transcription initiation factor TAFI3I  scaffold_4_mRNA_2229.1
[IPRO03162] (2)

Pre-SET domain [IPR007728] (2):
WIYLD domain [IPROI8848] (2); Pre-
SET zinc-binding sub-group
[IPRO03606] (1)

scaffold_4_mRNA_2226.1

g:kzmnnmlngous domain [IPRO02902] vt 4 mra 2225.1

scaffold_4_mRNA_2212.1

F-box associated domain, type 1
[IPRO06527] (2): F-box domain
[IPROO1S10] (2); Quinoprotein amine  scaffold 4_mRNA_2209.1
dehydrogenase, beta chain-like
[IPROTI044] (1)
GroES-like [IPRO11032] (2); Aleohol
dehydrogenase, zine-type, conserved site
[IPR002328] (2); Alcohol

lehydrogenase, N-terminal [IPROI13154] scaffold_4_mRNA 2191.1
(2); NAD(P)-binding domain
[IPRO16040] (2); Alcohol dehydrogenase
superfamily, zinc-type [IPR002085] (1)
Ferritin [IPR001519] (2); Ferritin/DPS
protein domain [IPR008331] (2); Ferritin,
conserved site [IPRO14034] (2); Ferritin-
like superfamily [IPRO0O7S] (2):
Ferritin-related [IPR012347] (2); Ferrit
ke diiron domain [IPR009040] (1);
Ferritin-like diiron domain [IPR009040]
o
Histidine phosphatase supem.mh clade-
2 [IPRO00560] (2);
phosphatase, cuksry(mc [IPRﬂ!6Z7A] scaflold_4_mRNA 217.1
(2; Histidine phosphatase superfamily

[IPR029033] (2)

scaffold_4_mRNA 218.1

Cy1ncmome P450 [IPRO01128] (2);

450, conserved site
[IPRO|797Z] (2); Cytochrome P450, E-
class, group 1 [IPR002401] (2)

scaffold_4_mRNA _2158.1

Cytochrome P450, E-class, group I
[IPR002401] (2); Cytochrome P450,
conserved site [IPRO17972] (2);
Cytochrome P450 [IPR001128] (2)

scaffold_4_mRNA_2156.1

Cy1ncmome P450 [IPRO01128] (2);

450, conserved site
[IPRO|797Z] (2); Cytochrome P450, E-
class, group 1 [IPR002401] (2)

scaffold_4_mRNA _2155.1

scaffold_4_mRNA_2139.1

Phosphoesterase [IPR007312] (2):
Alkaline phosphatase-like,
alpha/beta/alpha [IPRO17849] (1):
Alkaline-phosphatase-like, core domain
[IPRO17850] (1)

scaffold_4_mRNA _2135.1

Peptide-N4-(N-acetyl-beta-
elucosaminylasparagine amidase A
[IPRO21102] (2)

scaffold_4_mRNA_213.1

scaffold_4_mRNA_2128.1
Ankyrin repeat [mzoml m] (2); Major
Sperm protein (MSP) dor
[IPRO00535] (2); PapD- ke [IPR008962]
(2); Ankyrin repeat-containing domain
[IPR020683] (2); Immunoglobulin-like
fold [IPRO13783] (1)
Peptidase family A1 domain
[IPRO33121] (2); Aspartic peptidase
domain [IPR021109] (2); Aspartic
peptidase Al family [IPRO01461] (2);
Xylanase inhibitor, N-terminal
[IPRO32861] (1)
ELMO domain [IPRO0GS16] (2)

scaflold_4_mRNA 212.1

scaffold_4_mRNA_2109.1

scaflold_4_mRNA_2077.1

Multi antimicrobial extrusion protein

IPROD2S28] ) scaflold_4_mRNA_2074.1

ELMO domain [IPRO0GS16] (2) scaffold_4_mRNA_2071.1

scaffold_4_mRNA_207.1
scaffold_4_mRNA_2067.1

RNA recognition motif domain,
eukaryote [IPRO03954] (2); U2 auxiliary
factor small subunit [IPR009145] (2);
RNA recognition motif domain
[IPR000504] (2); Nucleotide-binding
alpha-beta plait domain [IPRO12677] (1)

scaffold_4_mRNA_2066.1

NAC domain [IPR003441] (2) scaffold_4_mRNA_2061.1

scaffold_4_mRNA_2060.1
GDSL lipase/esterase [IPRO01087] (2);
SGNH hydrolase-type esterase domain ~ scaffold_4_mRNA_2046.1
[IPRO13830] (2)
;\zl‘phi\/ﬁeta ydrolase fold (IPRO290SS] v 4 s 2039.1
Domain of unknown function DUF4283
[IPR025558] (2)
Zine knuckle CX2CX4HX4C
[IPRO25836] (2)

scaffold_4_mRNA_2024.1

scaffold_4_mRNA_2023.1

Ulp! protease family, C-terminal

catalytic domain [IPR003653] (2) scaffold_4_mRNA_2019.1

scaffold_4_mRNA_2017.1

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

scaffold_4_mRNA_1992.1
Pentatricopeptide repeat [IPR00288S] (2) scaffold_4_mRNA_199.1

scaffold_4_mRNA_1984.1
Ribonuclease H-like domain

[IPROI2337) (1) scaffold_4_mRNA_1982.1

scaffold_4_mRNA_198.1
;I'zr‘nnsposase. MUDR, plant (PRO4332] (e o a. 1974.1

scaffold_4_mRNA_1953.1

C_unshiu_00012_mRNA_104.1

iu_00130_mRNA _27.1

C_unshiu_00130_mRNA_34.1

00130_mRNA_36.1

C_unshiu_00130_mRNA_37.1

C_unshiu_00130_mRNA_50.1

C_unshiu_00209_mRNA_37.1

iu_00012_mRNA_97.1

C_unshiu_00012_mRNA_96.1

C_unshiu_00020_mRNA_33.1

C_unshiu_00020_mRNA_31.1

C_unshiu_00020_mRNA_30.1

C_unshiu_00020_mRNA_22.1

C_unshiu_00020_mRNA_19.1

C_unshiu_00012_mRNA_92.1

00020_mRNA 7.1

01238 mRNA 6.1

C_unshi

00700 mRNA_18.1

C_unshiu_00700_mRNA_I13.1
C_unshiu_00012_mRNA_§7.1
C_unshiu_00700_mRNA_I1.1

00700_mRNA_9.1

00700 mRNA 4.1

00700 mRNA 3.1

C_unshiu_00250_mRNA_41.1

C_unshiu_00250_mRNA_33.1

C_unshiu_00250_mRNA_13.1

C_unshiu_00250_mRNA_I12.1

C_unshiu_00250_mRNA_10.1

C_unshiu_00250_mRNA_8.1

C_unshiu_00086_mRNA_28.1

C_unshiu_00086_mRNA_10.1

C_unshiu_01260_mRNA_10.1
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N Serine/threonine-protein kinase, active
ATﬁ b“:‘“’? [ﬁf)rf’]"("zs‘s“" i kinase S1€ [PRO0S271] (2): Protein kinase,
molecular_function] (2); protein kinase y yp ining site [IPRO17441] (2);
activity [GO:0004672 !
molecular_function] (2); profein Protein kinase-like domain (IPROL 1009]
- : P (2): Protein kinase domain [IPR000719]
phosphorylation [GO:0006468
GF0021994 1 1 0 Receptor-like kinase plant (2) (2): Serine/threonine/dual specificity  scaffold_4_mRNA_1940.1 1u_00296_mRNA_15.1
biologieal_process] (2);muclee aeid 5 TR R AL
e eion (i pron IPR002290] 1 AT, i
- P dimerisation domain [IPR00S906] (1);
dimerization activity [GO:0046983
Necutr fonction (1) Ribonuclease H-like domain
ol = [IPRO12337] (1)
GF0021993 1 1 0 Hypothetical protein (2) scaffold_4_mRNA_1939.1 C_unshiu_00296_mRNA_14.1
Chlorophyll A-B binding protein, plant
Light-harvesting complex II chlorophyll  photosynthesis, light harvesting [IPRO1344] (2); Chlorophyll /b binding
afb binding protein, n-terminal part (1), [GO:0009765 biological_process] (2);  protein domain [IPR023329] (2);
GF0021992 ! ! Chlorophyll a-b binding protein, membrane [GO:0016020 Chlorophyll A-B binding protein scaffold_4 mRNA_1927.1 C_unshiu 00824 mRNA 2.1
chloroplastic (1) cellular_component] (2) [IPR022796] (2); Ribonuclease HI, N-
terminal [IPRO11320] (1)
GF0021991 1 1 0 Protein NLP2 (2) RWP-RK domain [IPR003035] (2)  scaffold_4_mRNA_1926.1 C_unshiu_00824_mRNA_3.1
GF0021990 1 1 0 Hypothetical protein (2) scaffold_4_mRNA_1921.1 '
GF0021988 1 1 0 Hypothetical protein (2) scaffold_4_mRNA_1908.1
i i DNA binding [GO:0003677 e inger. y .
GF0021987 1 1 0 Hypothetical protein (2) ckecular fpcton] () Zine finger, BED-type [IPR003656] (2)  scaflold_4_mRNA_1906.1
GFO021985 1 1 0 Hypothetical protein (2) scaffold_4_mRNA_I885.1
regulation of transcription, DNA- FARI DNA binding domain
GF0021984 1 1 0 Hypothetical protein (2) templated [GO:0006355 [IPRO04330] (1); FHY3/FAR family  scaffold_4_mRNA_1884.1 C_unshiu_00665_mRNA_2.1
biological_process] (1) [IPRO31052] (1)
GF0021982 1 1 0 Hypothetical protein (2) scaffold_4_mRNA_I876.1 C_unshiu_0065_mRNA_10.1
Ankyrin repeat [IPR002110] (2); Ankyrin
’ repeat-containing domain [IPR020683]
GF0021980 1 1 ’t""“.’;"‘l"f;" of pathogenesis-related p"’;f'" I:‘"‘;‘"%E“ﬁ (“ZD‘O 3515 (2): NPRINIM -like, C-terminal scaffold 4 mRNA_1870.1 C_unshiu_02053_mRNA 2.1
protel molecular_functior [IPR021094] (2); Regulatory protein
NPR, central domain [IPR024228] (1)
heme binding (GO:0020037
molecular_function] (2); iron on binding
Ef:ﬂ: o dux:“:;;;z‘;"c“""] @5 Cytochrome P40, E-clas, group 1
GF0021979 1 1 0 Flavone synthase 11 (2) [GO:0035114 biological process] (2);  LITRO02401] (2% Cy“’“"":'“‘ P40 caffold_4_mRNA_1840.1 00428_mRNA_3.1
oxidoreductase activty, acting on paired COMSVed site [IPROLT972] (2)
et . Cytochrome P450 [IPRO0I128] (2)
donors, with incorporation or reduction
of molecular oxygen [GO:0016705
molecular_fnction] (2)
structural consituent of ribosome
Translation protein SH3-like domain
Egi&?ﬁ?&'}“g"ﬁ‘xgj‘"“‘m"] @: 1PRO08991] (2): Ribosomal protein L6,
GF0021977 1 1 0 60S ribosomal protein L6 (2) biological_process] (2): intracellular - icminal [IPRO0SSGS] (2); 605 scaffold_4_mRNA_1819.1 C_unshiu_00113_mRNA_46.1
ribosomal protein L6E [IPR00091S] (2);
[GO:0005622 cellular_component] (2);
Ribosomal protein L2 domain 2
ribosome [GO:0005840 PRO1AA] Oy
cellular_component] (2) 2
metabolic process [GO:0008152
biological_process] (2): catalytic activity ¢
1 He AtV N-('phosphoribosyl) anthranilate
EGn‘ “ﬂ?}xzmgl”lc“'“'ff""c“""] @5 jGomerase (PRAI) [IPRO01240] (2);
GF0021976 1 1 0 Phosphoribosylanthranilate isomerase (2) "7 0PN Metabolic proces Aldolase-type TIM barrel [IPRO13785)  scaffold_4 mRNA_181.1 1 00012_mRNA_58.1
[GO:0O006568 biological_process] (2): 5 pipyose-phosphate binding barrel
phosphoribosylanthranilate somerase (1000 ("27 P! e
activity [GO:0004640
molecular_finction] (2)
y PGG domain [IPR026961] (2); Ankyrin
GF0021975 1 1 0 Ankyrin repeat family protein (2) protein binding [GO:0003515 repeat-containing domain [IPR020683]  scaffold 4 mRNA_1809.1 C_unshiu_00113_mRNA_37.1
molccular_function] (1) (2): Ankyrin repeat [IPRO02110] (1)
Ribonuclease H-like domain
[IPRO12337] (2); Reverse transcriptase
RNA-DNA hybrid ribonuclease activity  zinc-binding domain [IPR026960] (2);
§ Non-LTR retroelement reverse [GO:0004523 molecular_function] (2); ~ Ribonuclease H domain [IPR0021S6] (2); __ o
Gr0021972 ! ! transcriptase-like (2) nucleic acid binding [GO:0003676 TB2/DP1/HVA22-related protein scaffold_4 mRNA_IS.1 C_unshiu_00571_mRNA_20.1
molecular_function] (2) [IPRO04345] (1
Endonuclease/exonuclease/phosphatase
[IPRO0S135] (1)
Metacaspase type I, plant [IPRO33180]
GF0021971 1 1 0 Hypothetical protein (2) (2\ Caspase-like domain [IPR029030]  scaffold_4_mRNA_1795.1 C_unshiu_00113_mRNA_29.1
oxidation-reduction process.
[GO:0055114 biological process] (2);  Hacm peroxidase, plant/fungalbacterial
peroxidase activity [GO:000460 [IPRO02016] (2); Peroxidases heam-
molecular_function] (2); response to ligand binding site [IPRO19793] (2;
GF0021970 1 1 0 Peroxidase 57 (2) oxidative stress [GO:0006979 Plant peroxidase [IPR000823] (2); scaffold_4_mRNA_1785.1 00113_mRNA_I8.1
biological_process] (2); heme binding  Peroxidase, active site [IPRO19794] (2);
[GO:0020037 molecular_function] (2);  Haem peroxidase (IPR010255] (2);
hydrogen peroxide catabolic process  Secretory peroxidase [IPR033905] (1)
[GO:0042744 biological_process] (1)
DYW domain [IPRO32867] (2):
N zinc on binding [GO:0008270 Pentatricopeptide repeat [IPRO02885]
GF0021969 1 1 0 Pentatricopeptide (2) molecular_function] (2); protein binding scaffold_4_mRNA_1782.1 L 00113_mRNA_IS.1
1600005315 molecula Tuncton) () () Tetrtrcopepide-like heical domain
§ - [IPRO11990] (2)
Domain of unknown function DUF4283
GFO021968 1 1 0 Hypothetical protein (2) IPROSSSSH] 0y scaffold_4_mRNA_1780.1 C_unshiu_00113_mRNA_I3.1
GF0021964 1 1 0 Hypothetical protein (2) scaffold_4_mRNA_1743.1 C_unshiu_00200_mRNA_26.1
wansferase activity, transferring acyl  Transferase [IPR003480] (2);
GF0021963 1 1 0 Hypothetical protein (2) ‘groups other than amino-acyl groups  Chloramphenicol acetyltransferase-like  scaffold_4_mRNA_1741.1 C_unshiu_00200_mRNA_24.1
[GO:0016747 molecular_function] (2)  domain [IPR023213] (1)
Anthocyanin S-aromatic seyliransforase  TSIETISE actvity, ransferring acyl - Transferase [IPRO03450] (233
GF0021962 1 1 0 hee Y ‘groups other than amino-acyl groups loramphenicol acetyliransferase-like  scaffold_4_mRNA_1739.1
[GO:0016747 molecular_function] (2)  domain [IPR023213] (1)
GF0021961 1 1 0 Hypothetical protein (2) scaffold_4_mRNA_1734.1
GF0021960 1 1 0 Hypothetical protein (2) scaffold_4_mRNA_1733.1
GF0021959 1 1 0 Hypothetical protein (2) scaffold_4_mRNA_1727.1
GF0021957 1 1 0 Hypothetical protein (2) scaffold_4_mRNA_1706.1
GF0021956 1 ! 0 Hypotheial protein (2) scaffold_4_mRNA_1704.1 _mRNA_
GF0021955 1 1 0 Hypothetical protein (2) scaffold_4_mRNA_1700.1 00357_mRNA_21.1
GF0021954 1 1 0 Hypothetical protein (2) scaffold_4_mRNA_1694.1 00240_mRNA 27.1
‘. y Sterile alpha motif/pointed domain
GF0021953 1 1 0 f;:"’l‘lk “:Zi’:ﬂ:“(",‘;' domain-containing ﬁ::::;’\:ll;‘r"‘:“.';i‘[‘gf;:’;oss 15 [IPROI3761] (2); Sterile alpha motif ~ scaffold 4_ mRNA_1692.1 C_unshiu_00240_mRNA_25.1
! 2) = domain [IPRO01660] (2)
GF0021952 1 1 0 Hypothetical protein (2) scaffold_4_mRNA_1689.1 C_unshiu_00240_mRNA_23.1
GINS complex, subunit Psf3
. DNA replication complex GINS prot [IPRO10492] (2); GINS complex .
GF0021951 1 1 0 b6k () IPRO21151] (1) GINS subonit, domain €414 4 mRNA_168.1 00012_mRNA_45.1
A[IPRO21151] (1)
Hypothetical protein (1); Polynucleotidyl nucleic acid binding [GO:0003676 Ribonuclease H-like domain N
GF0021950 ! ! transferase, Ribonuclease H fold (1) molecular_function] (2) [IPRO12337] (2) scaffold_4 mRNA_1679.1 C_unshiu_00240_mRNA_9.1
GF0021949 1 1 0 Hypothetical protein (2) scaffold_4_mRNA_1671.1 C_unshiu_00803_mRNA_5.1
GF0021948 1 1 0 Hypothetial protein (2) scaffold_4_mRNA_1663.1 C_unshiu_00240_mRNA.
Histidine kinase-like ATPase, C-terminal
GF0021947 1 1 0 Hypothetical protein (2) omain PROD3594 () scaffold_4_mRNA_1654.1 C_unshiu_01641_mRNA_6.1
GF0021946 1 1 0 Hypothetical protein (2) scaffold_4_mRNA_1653.1
GF0021945 1 1 0 Hypothetical protein (2) scaffold_4_mRNA_1652.1
GFO0021941 1 1 0 Hypothetical protein (2) scaffold_4_mRNA_1619.1
GF0021940 1 1 0 Hypothetical protein (2) scaffold_4_mRNA_1618.1
Domain of unknown function DUF4216
Pt e clement (1 [IPR025312] (2); Domain of unknown
GF0021939 1 1 H” ‘;“’,‘i‘::l"’x;‘:(:;’““ function DUF4218 [IPR025452] (2);  scaffold_4 mRNA_1615.1
P P Transposon, En/Spm-like [IPR004242]
)
GF0021938 1 1 0 Hypothetical protein (2) scaffold_4_mRNA_1612.1
GF0021937 1 1 0 Hypothetical protein (2) scaffold_4_mRNA_1582.1
GF0021936 1 1 0 Hypothetical protein (2) g':EL'l"“ apical domain [IPRO2T409) 14 4 mRNA_1576.1
GF0021935 1 1 0 Hypothetical protein (2) scaffold_4_mRNA_1575.1
Reverse transeriptase, RNA-dependent
GF0021934 1 1 0 Hypothetical protein (2) DNA polymerse [IPROI3 1031 (1 scaffold_4_mRNA_1567.1
GF0021933 1 1 0 Hypothetical protein (2) scaffold_4_mRNA_1556.1
GF0021932 1 1 0 Hypothetical protein (2) scaffold_4_mRNA_1555.1
Protein of unknown function DUF1499
GF0021931 1 1 0 DUF1499 family protin (2) HPROIOSES] Oy scaffold_4_mRNA_1553.1
GF0021930 1 1 0 Hypothetical protein (2) scaffold_4_mRNA_1540.1 C_unshiu_00365_mRNA 8.1
GF0021929 1 1 0 Hypothetical protein (2) scaffold_4_mRNA_1535.1 Cuns
GF0021927 1 1 0 Hypothetical protein (2) 3':’ ha/Beta hydrolase fold [IPRO290SST (. ro14 4 mRNA_1521.1 C_unshiu_00365_mRNA_27.1
GF0021926 1 1 0 Hypothetical protein (2) scaffold_4_mRNA_1520.1
GF0021925 1 1 0 Hypothetical protein (2) scaffold_4_mRNA_I518.1
GF0021924 1 1 0 Hypothetical protein (2) x‘:c';:f“:.“l:"f:";g] {;0 0003676 ﬁf:g“‘gl;";]‘ ;"'“ domain scaffold_4_mRNA_1517.1 shiu_00738_mRNA_13.1
§ . - Domain of unknown function DUF4283 _— N
GF0021923 1 1 0 Hypothetical protein (2) [PRO2SS581@) scaffold_4_mRNA_1514.1 C_unshiu_00738_mRNA_I1.1
Protein kinase-like domain [IPRO11009]
(2): Leucine-rich repeat domain, L
GF0021922 1 1 0 Hypothetical protein (2) protein binding [GO:0005515 domain-like [IPRO32675] (2); Leucine- (o cpy 4 rNa_151.1 C_unshiu_00012_mRNA_27.1
molecular_function] (1) ich repeat-containing N-terminal, plant-
type [IPRO13210] (2); Leucine-rich
repeat [IPRO01611] (1)
GF0021921 1 1 0 Hypothetical protein (2) Retrotransposon gag domain scaffold_4_mRNA_1502.1

[IPRO0S162] (2)




T Num i C_celementine_ Numin C_unshia Note Go TnterPro Member Members in C.unshh Members in Prifola
Hypothetical protein (1); Transposase, Tnpl/En/Spmlike . N
GF0021920 1 1 0 Phiphue"ol;mm canborsylase (1) [IPRU'K’J o (Z)P P scaffold 4 mRNA_1501.1 C_unshiu_00401_mRNA 3.1
GFO0021919 1 1 0 Hypothetical protein (2) scaffold_4_mRNA_1496.1
GF0021918 1 1 0 Hypothetical protein (2) scaffold_4_mRNA_1489.1 _mRNA_
GF0021916 1 1 0 Hypothetical protein (2) scaffold_4_mRNA_1486.1 00019_mRNA_97.1
Pectinesterase inhibitor domain
GF0021915 1 1 0 Putative invertase inhibitor (2) enzyme inhibitor activity [GO:0004857 1bp006s501] (2): Pla a 1-like scaffold_4_ mRNA_1485.1 00019 mRNA_96.1
molecular_function] (2)
[IPRO34088] (1)
ABC transporter, conserved site
[IPROI7871] (2); ABC-transporter
. ATPase activity [GO:0016887 extension domain [IPR032781] (2): P-
GF0021914 1 1 x;?‘:::“;’:‘;m““" subfamily F, molecular_function] (2); ATP binding  loop containing nucleoside triphosphate  scaffold_4_mRNA_1481.1 C_unshiu_00019_mRNA_92.2
[GO:0005524 molecular_function] (2)  hydrolase [IPR027417] (2); ABC
transporter-like [IPR003439] (2); AAA+
ATPase domain [IPR003593] (2)
GF0021913 1 1 0 Hypothetical protein (2) scaffold_4_mRNA_1480.1
Zine finger, CCHC-type [IPROOISTS]
zine ion binding [GO:0008270 (2): Zine knuckle CX2CX4HX4C
GF0021912 1 1 0 Hypothetical protein (2) b :::‘;'a[;;g' ’[',;:;‘;:]7‘62‘ nucleic acid 2.:‘:‘?"23 x‘;z]‘_f;m‘)ﬁ;‘;‘;‘zgg;;‘:;";’“ scaffold_4_ mRNA_1477.1 C_unshiu_00019_mRNA_88.1
molecular_function] (2) Reverse transcriptase zine-binding
domain [IPR026960) (2)
GFO021911 1 1 0 Hypothetical protein (2) scaffold_4_mRNA_1473.1 C_unshiu_00019_mRNA_84.1
GFO0021910 1 1 0 Hypothetical protein (2) scaffold_4_mRNA_1470.1 " )_mRNA_
GF0021909 1 1 0 Hypothetical protein (2) scaffold_4_mRNA_1469.1 C_unshiu_00019_mRNA_82.1
Reverse transeriptase domain
Hypothetical profein (1), Non-L TR MUeIee acid binding [GO:0003676 [IPRO00477] (2); Reverse transcriptase
GF0021908 1 1 0 re);xpalelc.uen:;:mrse transcriptase-like '“‘:’IC“'” f""_“‘"""] @; 'TNA DNA zinc-binding d"m,f'" [IPRO269GOT2): (ot 4 mRNA_1468.1 C_unshiu_00019_mRNA 81.1
protein (1) [GO:0004523 molecular_function] (2)  [IPRO12337] (2); Ribonuclease H domain
[IPRO02156] (2)
GF0021907 1 1 0 Hypothetical protein (2) scaffold_4_mRNA_1459.1
GF0021906 1 1 0 Hypothetical protein (2) scaffold_4_mRNA_1458.1
GF0021905 1 1 0 Hypothetical protein (2) scaffold_4_mRNA_1444.1
GF0021904 1 1 0 Hypothetical protein (2) scaffold_4_mRNA_1442.1
GF0021903 1 1 0 Hypothetical protein (2) scaffold_4_mRNA_1441.1
GF0021902 1 1 0 Hypothetical protein (2) Viral movement protein [IPR028919] (2) scaffold_4_mRNA_1439.1
GF0021901 1 1 0 Hypothetical protein (2) scaffold_4_mRNA_1438.1
GF0021900 1 1 0 Hypothetical protein (2) scaffold_4_mRNA_1435.1
GF0021899 1 1 0 Hypothetical protein (2) ﬁ;ﬁ&’;ﬁfﬁ? OFLTR copia-tspe (ool 4 mRNA_1434.1
GFO021898 1 1 0 Hypothetical protein (2) scaffold_4_mRNA_1432.1
GF0021897 1 1 0 Hypothetical protein (2) :;::?";f‘;gg;';?a(‘l‘;““’“'“' L domaincfold 4 mRNA_1431.1
GF0021896 1 1 0 Hypothetical protein (2) scaffold_4_mRNA_1430.1
GFO021895 1 1 0 Hypothetical protein (2) scaffold_4_mRNA_1429.1
GF0021894 1 1 0 Hypothetical protein (2) :;:?"}‘fk'(g';;';?(‘z‘)"’““ L domain (o fiold_4_mRNA_1428.1
GF0021893 1 1 0 Hypothetical protein (2) scaffold_4_mRNA_1427.1 C_unshiu_00019_mRNA_41.1
regulation of transeription, DNA-
GF0021892 1 1 0 NAC transeription factors 48 (2) :3';:;‘:2’&2’3’?;be Abinding  NAC domain [PRO03441] ) scaffold_4_mRNA_1426.1 C_unshiu_00019_mRNA_40.1
[GO:0003677 molecular_function] (2)
GFO021891 1 1 0 Hypothetical protein (2) scaffold_4_mRNA_1425.1 C_unshiu_00019_mRNA_39.1
GFO021890 1 1 0 Hypothetical protein (2) scaffold_4_mRNA_1423.1 C_unshiu_00019_mRNA_37.1
regulation of transcription, DNA-
templated [GO:0006355 NAC domain [IPR003441] (2);
biological_process] (2); DNA Endonuclease/exonuclease/phosphatase
GF0021889 1 1 0 Hypothetical protein (2) 160 Ew3§7 ‘molecularfunction] IPROVS138] @y Rlbonuc]epase :H‘ke scaffold 4 mRNA_1421.1 C_unshiu 00019 mRNA_35.1
nucleic acid binding [GO:0003676 domain [IPRO12337) (1)
molecular_function] (1)
GF0021888 1 1 0 Hypothetical protein (2) scaffold_4_mRNA_1417.1
GF0021887 1 1 0 Hypothetical protein (2) scaffold_4_mRNA_1413.1
GFO021886 1 1 0 Hypothetical protein (2) scaffold_4_mRNA_1412.1
GFO021885 1 1 0 Hypothetical protein (2) scaffold_4_mRNA_1411.1
DNA binding [GO:0003677 HAT, C-terminal dimerisation domain
molecular_function] (2); protein ‘[J'PR‘)”’?[T]‘Z?“(I?Z); ;;;“(’;;‘“;j\“:;‘l':"‘“
N ol ) lomain : hAT-like
GF0021884 1 1 BED zinc finger, AT family dimerization dimerization activity [GO:0046983 transposase, RNase-H fold [IPR025525] scaffold_4 mRNA_1410.1 C_unshiu_00019_mRNA_24.1
domain (2) molecular_finction] (2): nucleic acid
N (600003676 (2): Zine fnger, BED- e [IPROD3G56]
mlctar functon] () :T: Zine finger C2H2-type [IPRO13087]
GF0021883 1 1 0 Hypothetical protein (2) scaffold_4_mRNA_1409.1 C_unshiu_00019_mRNA_22.1
GFO021882 1 1 0 Hypothetical protein (2) scaffold_4_mRNA_1408.1 C_unshiu_00019_mRNA_21.1
integral component of nuclear inner .
GF0021881 1 1 0 Inner nuclear membrane Manl (2) m.ﬁbmc?go 0005639 Inner nuclear membrane protein MANL (o1 4 mRNA_1407.1 C_unshiu_00019_mRNA _20.1
[IPROIS996] (2) A miRA - -mRNA.
cellular_componen] (2)
GF0021880 1 1 0 Hypothetical protein (2) scaffold_4_mRNA_1404.1 C_unshiu_00019_mRNA_17.1
":::Ilfc'zl;‘f“’mf“::“":ﬁ {‘2"0":‘0’:2376 HAT, C-terminal dimerisation domain
GF0021879 1 1 0 Hypothetical protein (2) meizaion sty (000046953 [IPRO0S906] (2); Ribonuclease Holike  scaffold_4_mRNA_1403.1 C_unshiu_00019_mRNA_16.1
. domain [IPRO12337] (2)
molecular_function] (2)
GFO021878 1 1 0 Hypothetical protein (2) scaffold_4_mRNA_1308.1 C_unshiu_00019_mRNA_10.1
GFO021877 1 1 0 Hypothetical protein (2) scaffold_4_mRNA_1390.1
GFO021875 1 1 0 Hypothetical protein (2) scaffold_4_mRNA_1379.1
GF0021874 1 1 0 Hypothetical protein (2) scaffold_4_mRNA_1378.1
GF0021873 1 1 0 Hypothetical protein (2) scaffold_4_mRNA_1376.1
GFO021872 1 1 0 Hypothetical protein (2) scaffold_4_mRNA_1370.1
GFO021871 1 1 0 Hypothetical protein (2) scaffold_4_mRNA_1368.1
GFRO021868 1 1 0 ﬁc:;jj‘;‘igl’;’a\s‘:‘;‘(’;;‘"a“ [‘;’g;:’;’;‘]‘f"‘;’““ domain scaffold_4_mRNA_1343.1 C_unshiu_00483_mRNA_14.1
ATPase family AAA domain-containing
GFO021867 1 1 0 Hypothetical protein (2) protein 3, domain of unknown function  scaffold_4_mRNA_134.1 L 00012_mRNA_I1L1
DUF3523 [IPRO21911] 2)
protein dimerization activity hAT-like transposase, RNase-H fold
[GO:0046983 molecular_function] (2); ~ [IPR025525] (2); Ribonuclease H-like
GFO021866 1 1 0 Hypothetical protein (2) nucleic acid binding [GO:0003676 domain [IPROI2337] (2); HAT, C-  scaffold_4_mRNA_1338.1 C_unshiu_00483_mRNA_10.1
molccular_function] (2): DNA binding  terminal dimerisation domain
[GO:0003677 molecular_function] (2)  [IPRO0906] (2)
GF0021865 1 1 0 Hypothetical protein (2) scaffold_4_mRNA_1337.1
GFO021864 1 1 0 Hypothetical protein (2) scaffold_4_mRNA_1332.1
GFO021863 1 1 0 Hypothetical protein (2) scaffold_4_mRNA_1328.1
GFO021862 1 1 0 Hypothetical protein (2) scaffold_4_mRNA_I318.1
nucleic acid binding [GO:0003676
GF0021861 1 1 0 Hypothetical protein (2) molecular_function] (2); zinc ion binding Zine finger, CCHC-type [IPRODISTS] (2) scaffold_4_mRNA_1313.1 C_unshiu_00908_mRNA_5.1
[GO:0008270 molecular_function] (2)
GF0021860 1 1 0 Hypothetical protein (2) :’I""’“‘" Kdnase-like domain [IPROVIO09T " ro1g 4 mRNA_1311 C_unshiu_00012_mRNA_8.1
E"’]‘”'y‘:‘ [GO‘""M\S“X . Aspartic peptidase domain [IPR021109]
GF0021857 1 1 0 Hypothetical protein (2) ological_process] (1); aspartic-ype )y e pentidase, active scaffold 4 mRNA_1299.1 jiu_00271_mRNA _45.1
se activity [GO:0004190
[IPRO01969] (1)
molecular_function] (1)
nucleic acid binding [GO:0003676
Retrovirus-related Pol polyprotein from molecularjunclim\g] () RNADNA  Ribonuclease Hefike domain
GFO021856 1 1 [IPROI2337] (2); Ribonuclease H domain scaffold_4_mRNA_1297.1 C_unshiu_00308_mRNA_19.1
transposon 412 (2) hybrid ribonuclease activity 1PRO02156] 0)
[GO:0004523 molccular_function] (2)
GF0021855 1 1 0 Hypothetical protein (2) scaffold_4_mRNA_1294.1 C_unshiu_00735_mRNA_L1
Aspartic peptidase domain [IPR021109)
GF0021854 1 1 0 Hypothetical protein (2) nueleie acid binding [GO:0003676 a f;ibq::zlcxsc Helike do[msm ! scaffold_4_mRNA_1292.1 C_unshiu_00735_mRNA 4.1
molecular_function] (1) [IPRO12337) (1)
GF0021853 1 1 0 Hypothetical protein (2) scaffold_4_mRNA_1272.1 C_unshiu_00333_mRNA_10.1
Protein-tyrosine phosphatase-like
GF0021852 1 1 0 Hypothetical protein (2) E&‘:gﬁ:ﬁ?;:;m"{;:‘;;m 6;‘]":2‘. scaffold_4_mRNA_1263.1 C_unshiu_02303_mRNA 7.1
Myotubularin family [IPR030564] (2)
GF0021851 1 1 0 Hypothetical protein (2) scaffold_4_mRNA_1259.1
GF0021850 1 1 0 Hypotheical protein (2) scaffold_4_mRNA_1258.1
GFO021849 1 1 0 Hypothetical protein (2) scaffold_4_mRNA_1256.1
Grooises | |  Retrotransposon proten, putative, Ty3- Aspartic pepidase domain [IPROZIO9) oy o oss 1 ki 00308 mRNA 28.1
© gypsy subclass, expressed (2) o)
GFO021847 1 1 0 Hypothetical protein (2) scaffold_4_mRNA_1254.1 C_unshiu_00333_mRNA_7.1
GFO021846 1 1 0 Hypothetical protein (2) scaffold_4_mRNA_1253.1
Myotubularin-like phosphatase domain
GF0021845 1 1 0 Hypothetical protein (2) Hiig;zzg ((B rxz:’::‘“b:‘;:;:‘{:m"’ scaffold_4_mRNA_1250.1
phosphatase-like [IPR029021] (1)
GFO021843 1 1 0 Hypothetical protein (2) scaffold_4_mRNA_1237.1
GFO021842 1 1 0 Hypothetical protein (2) ;;;’g;:’;;‘]‘f;‘)"'m domain scaffold_4_ mRNA_1211.1 C_unshiu_00140_mRNA_13.1
GFO021841 1 1 0 Hypothetical protein (2) scaffold_4_mRNA_I21.1 €_umshi 00012 mRNA_11
GFO021840 1 1 0 Hypothetical protein (2) scaffold_4_mRNA_1208.1
GF0021839 1 1 0 Hypothetical protein (2) scaffold_4_mRNA_1207.1
GFO021838 1 1 0 Hypothetical protein (2) scaffold_4_mRNA_1192.1
RNA-dirccted DNA polymerase Reverse transcriptase domain
GF0021837 1 1 (Reverse amserpiase) O PROOOITT] O scaffold_4_mRNA_1191.1
GF0021836 1 1 0 Hypothetical protein (2) scaffold_4_mRNA_1182.1
GF0021835 1 1 0 Hypothetical protein (2) scaffold_4_mRNA_1181.1




T Num i C_celementine_ Numin C_unshia Note Go TnterPro Member embe T Members in Prifola
AAAT ATPase domain [IPR003593] (2);
ABC transporter-like [IPR003439] (2);
ATP binding [GO:0005524 ABC-2 type transporter [IPR013525] (2);
molecular_function] (2); ATPase activity ABC-transporter extracellular N-terminal
GF0021834 1 1 0 Hypothetical protein (2) [GO:0016887 molecular_function] (2);  domain [IPR029481] (2); P-loop scaffold_4_mRNA_1171.1 C_unshiu_00532_ mRNA_13.1
membrane [GO:0016020 containing nucleoside triphosphate
cellular_componen] (2) dnolase (IPRO27417) (2 Plant PDR
ABC transporter associated [IPRO13581]
@
GFO021833 1 1 0 Hypothetical protein (2) scaffold_4_mRNA_1170.1 C_unshiu_00532_mRNA_12.1
GF0021832 1 1 0 Hypothetical protein (2) :‘f‘u ILE transposase domain [IPROIS289] (0, ro14 4 mRNA_1167.1 jiu_00532_mRNA_9.1
ATP binding [GO:0005524 Protein kinase domain [IPR000719] (2);
molecular_function] (2); protein kinase  Protein kinase-like domain [IPRO11009]
activity [GO:0004672 (2): Serine/threonine-protein kinase,
. . . molecular_fnction] (2); protein active site (IPRO0S271) (2); AGC-kinase, 5
GFO021831 1 1 0 Protein kinase G11A (2) T conine km]m ey Crlennmal[[IPRUB\)? . |]] o scaffold_4_mRNA_1163.1 00532_mRNA_5.1
[GO:0004674 molecular_function] (2);  Serine/threonine/dual specificity proiein
protein phosphorylation [GO:0006468  Kinase, catalytic. domain [IPR002290]
biological_process] (2) )
FOG: Transposon-cneoded proteins with zinc ion binding [GO:0008270 Zine finger, CCHC-type [IPRO0ISTS]
§ TV reverse transeriptase, integrase  molecular_function] (2); nucleic acid  (2); Reverse transcriptase, RNA- . )
GRO021830 ! ! e i variows combinaions (1 binding [GO:0003676 dependent DNA pol)?mzra:e scaffold_4_mRNA_I160.1 C_unshiv_00532_mRNA_2.1
Hypomeu:al protein (1) molecular_fnction] (2) [IPROI3103] (1)
GFO021829 1 1 0 Hypothetical protein (2) scaffold_4_mRNA_1154.1 00440_mRNA_19.1
GFO021828 1 1 0 Hypothetical protein (2) scaffold_4_mRNA_1153.1 00440_mRNA_18.1
GFo021827 1 1 0 Hypothetical protein (2) scaffold_4_mRNA_1152.1 00440_mRNA_17.1
GF0021826 1 1 0 Hypothetical protein (2) x‘:c'il:fi‘:_“l:f:")’r“g] {f‘o 20003676 ﬁ:’:g“‘gz’;]‘ ;"'“ domain scaffold 4 mRNA_1151.1 C_unshiu_00440 mRNA_16.1
GF0021825 1 1 0 Hypothetical protein (2) Ezi‘c ::::lj'f:i‘[cz(o’n]“?;’f 77 ‘[’]’;;(;’2'?5'2';}’?';)"’“‘“ RNase-HOId (rold 4 mRNA_1150.1 C_unshiu_00440 mRNA_15.1
GFo021824 1 1 0 Hypothetical protein (2) scaffold_4_mRNA_1149.1 C_unshiu_00440_mRNA_14.1
GF0021823 1 1 o Catmodulin-binding family protein scaffold_4_mRNA_1148.1 C_unshiu_00440_mRNA_13.1
isoform 12) A mRNA —unshiu_00440_mRNA_
heme binding [GO:0020037
molecular_function] (2); iron on binding
[GO:0005506 molecular_function] (2);
oxidoreductase activity, acting on paired  Cytochrome P450, E-class, group I
GF0021822 1 1 0 Unspecific monooxygenase (2) donors, with incorporation or reduction  [IPR002401] (2); Cytochrome P4S0  scaffold_4_mRNA_1142.1 L 00440 mRNA 5.1
of molecular oxygen [GO:0016705 [IPRO01128] 2)
molecular_function] (2); oxidation-
reduction process [GO:0055114
biological_process] (2)
GFO021821 1 1  Putative retroclement pol polyprotein (1): scaffold_4_mRNA_1141.1 C_unshiu_00440_mRNA_4.1
Hypothetical protein (1) A mRNA —Unshiu_00440_miRNA S
Putative S-adenosyl-L-methionine-
dependent methyltransferase
GF0021820 1 1 0 Hypothetical protein (2) methyltransferase activity [GO:0008168 [II'E’RUUMS‘)] (2); S-adenosyl-L- scaffold_4_mRNA_1139.1 | 00440_mRNA 2.1
molecular_fnction] (2)
methionine dependent methylransferase
[IPRO29063] (2)
GF0021819 1 1 0 Hypothetical protein (2) scaffold_4_mRNA_1138.1 u_00440_mRNA_L1
DNA binding [GO:0003677
molecular_function] (2); regulation of
transeription, DNA-templated
GFO021818 1 1 0 Hypothetical protein (2) [GO:0006355 biological_process] (2); g;{i‘f;:;::::“)‘:ﬂgmfg;‘g‘6]‘(727‘]'(27 scaffold_4_mRNA_1136.1 L 00512 mRNA_19.1
transeription factor activity, e
specific DNA binding [GO:0003700
molecular_function] (2)
GFO021817 1 1 0 Hypothetical protein (2) scaffold_4_mRNA_1124.1 00101_mRNA_2.1
GFO021816 1 1 0 Hypothetical protein (2) scaffold_4_mRNA_1122.1 01133 _mRNA_6.1
g:?g:‘z:g'p“r‘::sfgﬂﬁz: i Ribonuclease Helike donain
GF0021815 1 1 0 RNA-dirceted DNA polymerase (2) o g [IPROI2337] (2); Integrase, catalytic core scaffold_4_mRNA_1118.1 L 00929 mRNA 2.1
binding [GO:0003676 (FROOLS841 )
molecular_finction] (2)
nucleic acid binding [GO:0003676
molecular f\muiong] {zy RNADNA  Ribonuclease Helike domain
GFO021814 1 1 0 Hypothetical protein (2) : [IPRO12337] (2); Ribonuclease H domain scaffold_4_mRNA_I117.1 C_unshiu_00929_mRNA_3.1
hybrid ribonuclease activi (PROVZISE] &)
G0:0004523 moleciar function] (2
GFO021813 1 1 0 Hypothetical protein (2) scaffold_4_mRNA_1116.1 C_unshiu_00929_mRNA_4.1
Protein kinase domain [IPR000719] (2);
Leucine-rich repeat, typical subtype
[IPRO03591] (2); Leucine-rich repeat
domain, L domain-like [IPR032675] (2);
Protein kinase-like domain [IPRO11009]
protein binding [GO:0005515 (2): Protein kinase, ATP binding site
molecular_function] (2); protein kinase  [IPRO17441] (2); Serinelthreonine-
LR recepor-ike kinase family progein “<iY (G0:0004672 protein kinase, active site [lrkuuxm]
GFo021812 1 1 00 molecular_funcion] (2); protein (2): Leucine-rich repeat-cont scaffold_4_mRNA_1113.1 C_unshiu_00929_mRNA_6.1
phosphorylation [GO:0006468 terminal, plani-type [mmuz 101 &
biological_process] (2); ATP binding  Retrotransposon gag domain
[GO:0005524 molecular_function] (2)  [IPR00S162] (2); Leucine-rich repeat
[IPROO1611] (2): Concanavalin A-like
lectin/glucanase domain [IPRO13320]
(1): Serine/threonine/dual specificity
protein kinase, catalytic.domai
[IPR002290] (1)
GFO021811 1 1 0 Hypothetical protein (2) scaffold_4_mRNA_1102.1
GFO021810 1 1 0 Hypothetical protein (2) scaffold_4_mRNA_110.1
GF0021809 1 1 0 Hypothetical protein (2) scaffold_4_mRNA_1098.1 C unshiu 00725 mRNA 4.1
Reverse transeriptase domain
[IPRO00477] (2); Ribonuclease H-like
nucleic acid binding [GO:0003676 domain [IPRO12337] (2); Reverse
Putative non-LTR retroclement reverse  molecular_function] (2); RNA-DNA  transeriptase zine-binding domain . .
GFO021808 ! ! transcriptase (2) wybrid ribonuclease activity [erozg%u] @) Ribomlense H domain *¢4Tld-4 MRNA_1097.1 C_unshiy_00725_mRNA_S.1
[GO:0004523 molecular_function] (2)  [IPR002156] (2);
Endonuclease/exonuclease/phosphatase
[IPRO0S135] 2)
Leucine-rich repeat domain, L domain-
protein binding [GO:0005515 like [IPR032675] (2); Leucine-rich repeat _
GF0021807 1 1 0 Hypothetical protein (2) molecula function] (1) {PROOI61 1] (1. Proten ki scaffold_4_mRNA_1096.1
domain [IPROT1009) (1)
GF0021806 1 1 0 Hypothetical protein (2) scaffold_4_mRNA_109.1
GF0021805 1 1 0 Hypothetical protein (2) scaffold_4_mRNA_1084.1
GFO021804 1 1 0 Hypothetical protein (2) scaffold_4_mRNA_1083.1
GFO021803 1 1 0 Hypothetical protein (2) scaffold_4_mRNA_1077.1
GF0021802 1 1 0 Hypothetical protein (2) scaffold_4_mRNA_1074.1
GF0021801 1 1 0 Hypothetical protein (2) scaffold_4_mRNA_1067.1
GF0021800 1 1 0 Hypothetical protein (2) scaffold_4_mRNA_1066.1
WDA40 repeat [IPRO01680] (2); WD40-
. rotein binding [GO:0005515 eat-containing domain [IPRO17986]
GF0021799 1 1 0 WD repeat-containing profein 5 (2) f’mlewlatmifml @ :;‘; WOIONVTN mpemr[hkﬂommm]"g scaffold_4_ mRNA_1064.1
domain [IPRO15943] (2)
GFO021798 1 1 0 PIF-like orfl (1); Hypothetical protein (1) Myb/SANT-like domain (IPR024752] (1) scaffold_4_mRNA_1062.1 00111_mRNA_23.1
GFO021797 1 1 0 Hypothetical protein (2) scaffold_4_mRNA_1060.1 00111_mRNA_27.1
GF0021796 1 1 0 Hypothetical protein (2) scaffold_4_mRNA_1059.1 00111_mRNA 28.1
FBD domain [IPRO06S66] (2): Leucine-
FBD, F-box and leucine rich repeat  protein binding [GO:0005515 rich repeat domain, L domain-like .
GFO021795 ! ! 9 domain-containing protein (2) molecular_function] (2) [IPR032675] (2); F-box domain scaffold_4_mRNA_1058.1 00111_mRNA_29.1
[IPRO0IS10] 2)
GF0021794 1 1 0 Hypothetical protein (2) scaffold_4_mRNA_1055.1 L 00111_mRNA_33.1
GF0021793 1 1 0 Hypothetical protein (2) Transposase, MR, plant (IPRO04332] (o, 14 4 mRNA_1054.1 00111_mRNA _34.1
GF0021792 1 1 0 z“::;:ez""‘"ga“"’ polyphosphate/atp-nad scaffold_4_mRNA_1043.1 C_unshiu_00932_mRNA_4.1
Aspartic peptidase, active site
[IPRO0I969] (2): Aspartic peptidase Al
family [IPRO0I461] (2); Xylanase
inhibitor, C-terminal [IPR032799] (2);
aspari-type endopeptidase activiy 02 CERE TR
1GO-0004190 molecular_function] 2); et 01 (Z) Cupredonin
GFO021791 1 1 0 Nepenthesin I 2) electron carrier activity [GO:0009055 scaffold_4_mRNA_1039.1
[IPRO08972] (2):; Peptidase family Al
moleular_funcion] () poteolysis 3 “ERE AR TR SR B
1GO:0006508 biologica process] ) o i (00021 T
peptidase domain [IPRO21109] (2);
Pepsin-like domain, plant [IPRO34161]
)
GF0021790 1 1 0 Hypothetical protein (2) scaffold_4_mRNA_1035.1 uns
GF0021789 1 1 0 Hypothetical protein (2) scaffold_4_mRNA_103.1 c unshiu 00202 mRNA 25.1
aspartc-type endopeptidase activity  Aspartic peptidase Al family
GF0021788 1 1 0 Hypothetical protein (2) E"O?Eg?(yg; ?gg‘%';s;?“'gﬁ‘"m"“] @ ‘[i‘:"::”‘::‘Eﬁ][]{g’zfég;“‘(";‘“i’s‘:;l:::' € Seaffold_4_mRNA_1025.1 C_unshiu_00059_mRNA_20.1
biological_process] (2) peptidase domain [IPRO21109] (2)
glyce:ammeglywn biosynthetic process
0:0006024 biological_process] (2);  Nucleotide-diphospho-sugar transferases
Putative glycosylransferase family heparxn sulfate pm:ioglyfm biosynthetic [IPR029044] fzy. glycos;glahydmlm
GF0021787 1 1  protein 64 protein CS-like (1): process [GO:0015012 five-bladed beta-propellor domain scaffold_4_mRNA_1021.1 C_unshiu_00059_mRNA _23.1
Glycosylransferase family protein 64 ain 4 mRNA_ _unshiu_00059_mRNA
o biological_process] (2); integral [IPR023296] (2); Exostosin , C-terminal
protein €5 (1) component of membrane [GO:0016021  [IPRO15338] (2)
cellular_component] (2)
GFO021786 1 1 0 Monosacharide transport protein (2) scaffold_4_mRNA_1019.1
GF0021785 1 1 0 Hypothetical protein (2) (’;’;"a""‘ peptidase domain (IPRO21109) (i1 4 muRNA_1017.1
GFO021784 1 1 0 Hypothetical protein (2) scaffold_4_mRNA_1016.1 C_unshiu_00059_mRNA_29.1
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GF0021783 1 0 Hypothetical protein (2) scaffold_4_mRNA_1012.1 C_unshiu_00059_mRNA_33.1
proteolysis [GO:0006508
GF0021781 1 Zigz:‘:;f;l::f;’;;‘lf;::"/""jmcm o :’e;zgf:i:‘“‘z:; [] m‘a;%“'; ype Peptidase S28 [IPRO0STSS] (2) scaffold_4_mRNA_1006.1 C_unshiu_00059_mRNA_38.1
molecular_function] (2)
Matrin/Ul-C-like, C2H2-type zine finger
o foton) 3 i i UPROUSG0] 1 i e oAz
GFO021780 1 0 Hypothetical protein (2) 5 g [IPROI3087] (1); Zine finger, Ul-type  scaffold_4_mRNA_1000.1 C_unshiu_01189_mRNA_6.1
binding [GO:0003676 i
molcods fncton () [IPRO03604] (1: Zine finger, C2H2-like
= [IPROISSS0] (1)
Helicase-associated domain [IPR007502]
helicase activity [GO:0004386 (2): Helicase, C-terminal [ll’RUolt)SO]
molecular_function] (2); ATP-dependent (2): P-loop containing mu
N A helicase activity [GO:0008026 triphosphate hydrolase [mmzuw] @
GF0021779 1 §“::::‘:S'/‘\”;"‘e‘iz:‘e":'z’f"' molecular_function] (2); nueleic acid A/RNA helicase, ATP-dependent, scsn‘n\d}imRNA}?O 1 00199 mRNA_16.1
" binding [GO:0003676 DEAH-box type, conserved site
molecular_function] (2); ATP binding  [IPR002464] (2); Helicase superfamily
[GO:0005524 molecular_function] (2) 172, ATP-binding domain [IPR014001]
@
GFO021778 1 0 Hypothetical protein (2) scaffold_3_mRNA_988.1
. DNA-directed RNA polymerase D Protein of unknown function DUF3223
Gro021776 ! subunit 1-like protein (2) [IPRO21602] (2) scaffold_3 mRNA_977.1
GF0021770 1 0 Hypothetical protein (2) scaffold_3_mRNA_930.1
GFO021769 1 0 Hypothetical protein (2) scaffold_3_mRNA_925.1
Peptidase $8/353 domain [IPR000209]
(2): Peptidase S8, subtilsin-related
Subtilisin ke serine endopeptidase  SSTe-type endopeptidase act [IPROI5500] (2); Peptidase S8
GF0021768 1 0 family protein (1): St ke serine (000004252 molecular f""““’"] (@) propeptide/proteinase inhibitor 19 Scaffold_3_mRNA_908.1 C_unshiu 01872 mRNA_3.1
endopepidase fily protein, puatve (1) PrOCOISis [GO:0006508 [IPRO10259] (2): Peptidase 8, subiilsn,
biological_process] (2) Ser-active site [IPRO23828] (2);
Cucumisin-like catalytic domain
[IPRO34197] (1)
GFO021767 1 0 Hypothetical protein (2) scaffold_3_mRNA_883.1 C_unshiu_00956_mRNA_4.1
Putative sugar phosphate/phosphate Sugar phosphate transporter domain
GFO021765 1 nslocator ) PRO0ASY] Oy scaffold_3_mRNA_874.1
protein serine/threonine phosphatase
I‘:;::mf%gg::zf(zz) ot Protein phosphatase 2C family
GF0021764 1 0 Hypothetical protein (2) ~ [IPRO1S655] (2): PPM-type phosphatase scaffold_3_mRNA_84.1 1u_00850_mRNA_16.1
dephosphorylation [GO:0006470
! domain [IPR001932] (2)
biological_process] (2); catalytic acti
[GO:0003824 molecular_function] (2)
nucleic acid binding [GO:0003676 Ribonuclease ke domain
GF0021762 1 0 Hypothetical protein (2) mzz“:‘“;;:‘ﬁ:zg:Z&‘EYNA'DNA [IPRO12337] (2); Ribonuclease H domain scaffold_3_mRNA_833.1 01147_mRNA_13.1
[GO:0004523 molecular_function] (1) [PRO02156] (1)
nuc\cobasc containing compound
MRNAadenosine methylse soform 1 €180 process [GO:0006139 MT-A70-like [IPR007757] (2); S-
GF0021760 1 00 bologcal pocess] (2 adenosyl-L-methionine-dependent scaffold_3_mRNA_83.1 C_unshiu_00850_mRNA_17.1
activity [GO:00081 [IPR029063] (2)
molecular_function] (2)
:i'l‘:zi’:r‘ ’f’““’::‘“"‘)y“][f’g ?:?(:S-:‘:wuc Squalene/phytoene synthase [IPR002060]
GFO021759 1 0 UPFOSS1 protein C8orf38 (2) - g (2): Isoprenoid synthase domain scaffold_3_mRNA_818.1 00159_mRNA_42.1
process [GO:0009058 (RO0E43) @)
biological_process] (2)
Pyruvate/Phosphocnolpyruvate kinase-
- .  Phosphocnolpyruvate carboxylase family catalyti activity [GO:0003824 Tike domain [IPRO1S813] (2); safold_3 mRNA_80.1 C_smshi 01206 mANA_1.1
© protein 2) molecular_function] (2) Hpel/Hpal aldolasecitrate Iyase domain
[IPRO0S000] (2)
GFO021752 1 0 Hypothetical protein (2) scaffold_3_mRNA_785.1 C_unshiu_00179_mRNA_24.1
GFO021751 1 0 Hypothetical protein (2) scaffold_3_mRNA_780.1 C_unshiu_00179_mRNA_19.1
GF0021750 1 0 Glucuronosyltransferase PGSIPS (2) E;‘R';‘z’:g;‘;'f;;"’"""“w (ransferases (. ffold_3_mRNA_767.1 01746_mRNA_10.1
GF0021749 1 0 Hypothetical protein (2) scaffold_3_mRNA_763.1 01746_mRNA_7.1
nYaro-1yase aeuvILy [UUIU10550
ATP-dependent caseinolytic molecular_finction] (1); 3- ClpPlerotonase-like domain [IPR029045]
GFO021748 1 family protein isoform oA hydrolase (2): Enoyl-CoA hydratase/isomerase,  scaffold_3_mRNA_750.1 C_unshiu_02184_mRNA_3.1
20 activity [GO:0003860 HIBYL-CoA-H type [IPR032259] (2)
palmitost hydrolase ativit Palmitoyl protein thioesterase
GFO021744 1 0 Hypothetical protein (2) 13010008595 molocuta fnction] @) Elrl';{;y‘r;zlgzz; g;] (\ZITha/Bela hydrolase  scaffold_3_mRNA_722.1 C_unshiu_00442_mRNA_9.1
DNA binding [GO:0003677
molecular_function] (2); transcription
o Eihylene respansive clement i factor activity, sequence-specific DNA b\ o i i domain [IPRO16177] (2)
GFO021743 1 binding [GO:0003700 " scaffold_3_mRNA_718.1 00795_mRNA_3.1
© factor. putative (2) APYERF domain [IPR001471] (2)
molecular_function] (2); regulation of
wanscription, DNA-templat
[GO:0006355 biological process] (2)
Bulb-type lectin domain [IPRO01480]
protein phosphorylation [GO:0006468  (2): Protein kinase-like domain
Gtype lectin Sreceptonike biological_process] (1); protein kinase  [IPRO11009] (1): Protein kinase domain
GFO021742 1 0 rimimeonine-protin Kinase RLKCL (2) €441 [GO:0004672 [IPRO00719] (1; Serine/threonine/dual  scaffold_3_mRNA_712.1 C_unshiu_00795_mRNA_9.1
molecular_function] (1); ATP binding  specificty protein kinase, catalytic
[GO:0005524 molecular_function] (1) domain [IPR002290] (1: Protein kinase.
ATP binding site [IPRO17441] (1)
GFO021741 1 0 Hypothetical protein (2) scaffold_3_mRNA_699.1
GFO021740 1 0 Hypothetical protein (2) scaffold_3_mRNA_687.1
GFO021738 1  Transeription factor I11B 90 kDa subunit scaffold_3_mRNA_669.1 C_unshiu_00628_mRNA_5.1
Expansin/pollen allergen, DPBB domain
[IPRO7112] (2); Expansin/Lol pl
[IPROO7118] (2); Expansin, cellulose-
. S extracellular region [GO:0005576 binding-like domain [IPRO0T117) (); .
GFO021737 1 0 Expansin-like BI (2) el somponent] () RipALike doublept bty b dommin €403 MRNA_664.1 C_unshiu_01811_mRNA_3.1
[IPRO09009] (1; RipA-like protein,
double-psi beta-barrel domain
[IPRO09009] (1)
GF0021735 1 0 Hypothetical protein (2) scaffold_3_mRNA_657.1 00768_mRNA_12.1
Peptidase S8, subtilsin, Asp-active site
[IPRO23827] (2); Peptidase S8,
erine-type endopepidase activity subtlisin-related [IPRO1S500] (2)
1CO0001255 motamuln fumtion) oy PePtdase SH/SS3 domain [IPR000209]
GF0021734 1 0 Subilisin-like serine protease (2) 9 ! () Peptidase S8 propeptide/proteinase  scaffold_3_mRNA_656.1 | 00768 mRNA_11.1
proteolysis [GO:0006508 ¢ rote
Fitogioal process) @) inhibitor 19 [IPRO10259] (2); Cucumisi
like catalytic domain [IPRO34197] (1);
Peptidase S8, subiilisin, Ser-active site
[IPRO23828] (1)
Vacuolar protein sorting-associated
protein 62 [IPRO09291] (2); Vacuolar
protein sorting-associated protein 13
[IPRO26847] (2): PH domain-like
[IPRO11993] (2); Vacuolar protein
Sorting-associated protein 13, SHR-
Putative vacuolar sorting-associated binding domain [IPR009543] (2);
GF0021732 1 O brotein 138 (1; Hypothetical protein (1) Pleckstrin homolog scaffold_3_mRNA_633.1 00128 mRNA 2.1
g [IPROOISA49] (2); VPSI3, repeated coiled
region IPRO31642] 2): Vaula protin
Sorting-associated protein 13, second
terminal domain [IPRO31646] (1);
Vacuolar protein sorting-associated
protein 13, N-terminal domain
[IPRO26854] (1)
Vacuolar protein sorting-associated
protein I3, second N-terminal domain
Putative vacuolar sorting-associated IPRO31646] (2); Vactoler protein
GF0021731 1 O protein 194 0) Sorting-associated protein 13 scaffold_3_mRNA_632.1 02656_mRNA_LL1
[IPRO26847] (2); Vacuolar protein
Sorting-associated protein 13, N-terminal
domain [IPRO26854] (2)
metal ion binding [GO:0046872
Heavy metal transport/detori molecular_function] (2); metal ion Heavy metal-associated domain, HMA
GFO021729 1 ety prtein @) anepart [GODGOK [PROOE211 @) scaffold_3_mRNA_6269.1 C_unshiu_00971_mRNA_8.1
biological_process] (2)
GFO021728 1 0 Hypothetical protein (2) scaffold_3_mRNA_6265.1 C_unshiu_00971_mRNA_4.1
iron fon binding [GO:0005506
molecular_function] (2); oxidoreductase
activity [GO:0016491
molecular_function] Q) O5KON e 6o o)
GF0021723 1 o Hypothetical protein (1; Protein WAX2 - reduction process [GO:0035114 Uncharacteriscd domain Wax2, C- scaffold_3_mRNA_6255.2 C_unshiu_00206_mRNA_42.1
[0) biological_process] (2); futty acid comia! (PRO21940] @) _3_mRNA._ _unshiu_00206_mRNA ¢
biosynthetic process [GO:0006633
biological_process] (1): ipid biosynthetic
process [GO:0008610
biological_process] (1)
GFO021722 1 0 Hypothetical protein (2) scaffold_3_mRNA_6234.1 C_unshiu_00206_mRNA_22.1
GF0021719 1 0 Blue copper protein (2) fé:f:’:::;i::xi:i’:‘{)[GO‘OWOSS Zﬁ’.fﬁ:xfﬁ’[fﬁﬁﬁé"x%?gfuﬂ @: caffold_3_mRNA_6219.1 C_unshiu_00206_mRNA_6.1
GF0021718 1 0 Hypothetical protein (2) nueleic acid binding [GO:0003676 Ribonuclcase H-like domain scaffold_3_mRNA_6206.1 C_unshiu_00014_mRNA_107.1

molecular_function] (2)

[IPRO12337) (2)



D Note Go TnterPro Member Members in C.unshh Members in Prifola
P-type ATPase, cytoplasmic domain N
[IPR023299] (2); Uncharacterised
metal fon binding [GO:0046872 protein family UPF0565 [IPRO18881]
molecular_function] (2); nucleotide
binding [GO0000166 (): Cation-transporting P-type ATPase,
GF0021717 0 Hypothetical protein (2) ) N-terminal [IPR004014] (2); P-type  scaffold_3_mRNA_6202.1 C_unshiu_00014_mRNA_103.1 -
molecular_finction] (2); integral
ATPase, A domain [IPRO0S250] (2); P-
component of membrane [GO:0016021
type ATPase, transmembrane domain
cellular_component] (1) [IPR023298] (1); P-type ATPase
[IPRO0ITST] (1)
Alpha/Beta hydrolase fold [IPR029058]
GF0021716 iv'z:{::::’;‘:“’“'” semialdehyde (2); Alpharbeta hydrolase fold-1 scaffold_3_mRNA_62.1 00838_mRNA 7.1 -
[IPRO000T3] (2)
carbohydrate metabolic process
[GO:0005975 biological_process] (2);
catalytic activity [GO:0003824
molecular_function] (2); malate Lactate/malate dehydrogenase, N-
dehydrogenase activity [GO:0016615  terminal [IPR001236] (2); Malate
molecular_funcion] (2); oxulmeduc\mse dehydrogenase, active site [IPR001252]
activiy.ctin on the CHOH group of (2 Male deydrogensc, NAD-
donors, NAD or NADP as acceptr . dependen,eyovolic [IPRO11274] 2):
1GO0016616 molecuar. fntion] (2 L- Lacte dehydrogenase/glycoside
GRO021715 0 Malate dehydrogenase (2) malate dehydrogenase activity hydrolase, family 4, C-terminal scaffold_3_mRNA_6175.1 -
[GO:0030060 molecular_function] (2); ~ [IPROI5955] (2); Malate dehydrogenase.
malate metabolic process [GO:0006108  type 2 [IPR010945] (2); Lactate/malate
biological_process] (2); oxidation- dehydrogenase, C-terminal [IPR022383]
reduction process [GO:0055114 (2): Lactate/malate dehydrogenase
biological_process] (2); oxidoreductase [IPR001557] (2); NAD(P)-binding
activity [GO:0016491 domain [IPRO16040] (2)
lm)ln,cular function] (2); carboxylic a
etabolic process [GO:0019752
bologcal pocess] (2)
RNA processing [GO:0006364
biological_process] (2); nucleobase-  Ribonuclease H-like domain
 Putative crossover junction conaining compound mefabolic process ~[IPR012337] (2); Putative pre-16S rRNA
GFO021713 © cndodeoxyribonucicase (2) [GO:0006139 biological_process] (2);  nuclease [IPR005227] (2); YqgF/RNase S°AT0143 MRNA_6154.1 00014 mRNA_61.1 -
nucleic acid binding [GO:0003676 Helike domain [IPR006641] (2)
molecular_fnction] (2)
GFo021712 0 Hypothetical protein (2) scaffold_3_mRNA_6152.1 -
GFO021711 0 Cytochrome P450 (2) scaffold_3_mRNA_6151.2 -
GF0021709 0 Hypothetical protein (2) scaffold_3_mRNA_6134.1 (‘ i 00014_mRNA _42.1 -
GF0021708 0 SAUR family protein (2) fesponse to auxin [GO:0009733 Small auxin-up RNA [IPR003676] (2)  scaffold_3_mRNA_6133.1 C_unshiu_00014_mRNA_41.1 -
biological_process] (2)
pectinesterase activity [GO:0030599
molecular_fnction] (2); cell wall Pectinesterase, catalytic [IPR000070]
[GO:000S618 cellular_component] (2);  (2): Pectin lyase fold [IPROI2334] (2);
GF0021707 0 Hypothetical protein (2) cell wall modification [GO:0042545  Pectin lyase fold/virulence factor scaffold_3_mRNA_6130.1 C_unshiu_00014_mRNA_38.1 -
biological_process] (2); enzyme inhibitor [IPRO11050] (2); Pectinesterase inhibitor
activity [GO:0004857 domain [IPRO06S01] (1)
molecular_function] (1)
Peptidase M24A, methionine
aminopeptidase, subfanily |
p"’;“"'y‘:‘ [Go. "“DGZS“X [IPR002467] (2): MYND-like zinc
biological_process] (2); aminopeptidase g .. ' R NA binding [IPRO31615] (2);
GF0021706 0 Methionyl aminopeptidase (2) activity (GO:0004177 Peptidase M24, methionine scaffold_3_mRNA_6129.1 C_unshiu_00014_mRNA_37.1 -
molecular_function] (2)
et s e P07
[GO:0008235 molecular f“"“"’"] @ peptidase M24, structural domain
[erouunm] )
A recombination and repair protcin
ATP binding [GO:0005524 RccA like, ATP-binding domain
molecular_function] (2); DNA binding  [IPR020588] (2); P-loop containing
Hypothetical protein (1); Meiotic [GO:0003677 molecular_function] (2);  nucleoside triphosphate hydrolase
GF0021705 0 recombination protcin DMC' homolog  DNA repair [GO:000628 [IPRO27417] (2); DNA recombination  scaffold_3_mRNA_6120.1 C_unshiu_00014_mRNA_28.1 -
0 biological_process] (2); DNA-dependent and repair protein Rads1, C-terminal
ATPase activity [GO:0008094 [IPRO13632] (1); DNA recombination
molecular_fnction] (2) and repair protein Rads -like, C-terminal
[IPROI3632] (1)
Thioredoxin-like fold [IPR012336] (2)
Glutathione S-transferase, N-terminal
catalytic activity [GO:0003824 [IPRO04045] (2); Glutathione -
ol fncion](2): proteininding e, Cterminliks (PRO09%7)
[GO:0005515 molccular_function] (2);  (2): Glutathione S-transferas
GF0021704 0 Gltathione S-ranserase eta class (2 aromati amino acid iy metaboli. Zets [PRO0S95S] (1 Glutathon scaffold_3_mRNA_6107.1 C_unshiu_00014_mRNA_16.1 -
process [GO:0009072 transferases, class Zeta , N-terminal
biological_process] (2): cytoplasm [IPRO34333] (1; Glutathione S-
[GO:0005737 cellular_component] (2)  transferases, class Zeta , C-lerminal
[IPRO34330] (1); Maleylacetoacetate
isomerase (IPR005955] (1)
EF-Hand 1, calcium-binding site
. Putative calcium-binding protein CML25  calcium ion binding [GO:0005509 [IPRO18247] (2); EF-hand domain . . N
GFO021702 0 ckcouan function] @) IPRO02048] G, EF-hand domain paie_*€4T014_3_MRNA_6094.1 C_unshiu_00126_mRNA_49.1 -
[IPRO11992] 2)
DNA binding [GO:0003677 Methyl-CpG DNA binding [IPR001739]
GF0021693 0 Hypothetical protein (2) molecular_function] (1); nucleus (1): DNA-binding domain [IPRO16177]  scaffold_3_mRNA_6032.1 C_unshiu_00018_mRNA_116.1 -
[GO:0005634 cellular_component] (1) (1)
adenosine deaminase activity
Adenosine deaminases RNA molecular_function] (2); L eleditase
GFO021690 0 binding RNA binding,adenosine RNA binding [GO:0003723 [PROV2AE61 @) scaffold_3_mRNA_6010.1 L 00018_mRNA_99.1 -
deaminases, putative isoform 2 (2) molecular_function] (2): RNA processing
[GO:0006396 biological process] (2)
GF0021689 0 Ripening related protin family (2) scaffold_3_mRNA_6003.1 -
GFO021688 0 Hypothetical protein (2) scaffold_3_mRNA_6.1 -
cyanide metabolic process [GO:0019499 Cysteine synthase CysK [IPRO0SS59]
biological_process] (2); mitochondrion  (2); L-3-cyanoalanine synthase,
[GO:0005739 cellular_component] (2);  mitochondrial [IPRO31111] (2); Cysteine
L-3-cyanoalanine synthase activity synthaseleystathionine beta-synthase,
GFO021686 0 Cysteine synthase (2) [GO:0050017 molecular_function] (2);  pyridoxal-phosphate attachment site  scaffold_3_mRNA_5969.1 C_unshiu_00018_mRNA_60.1 -
cysteine biosynthetic process from scrine [IPRO01216] (2); Tryptophan synthase
[GO:0006535 biological process] (2);  beta subunit-like PLP-dependent enzyme
cysteine synthase activity [GO:0004124  [IPR001926] (2); Cysteine synthase
molecular_function] (2) [IPRO0SSS6] (2)
ATP binding (GO:0005524
molecular_function] (2); nucleus P-loop containing nucleoside triphosphate
1GO:0005634 celular_component] 2): 4o SOTEEEEE I ERE
DNA-dependent ATPase activity
) ! (BRM) ATPase [IPRO31056] (2);
[GO:0008094 molecular_function] (2);
regulation of gene expression, epigenctic 0 Lmine-Leucine-Glutamine, QLQ
GF0021685 0 ATP-dependent helicase BRM (2) [GO:0040029 biological process] (2); L ToROM978] (2); Helicase superfamily s 3 ipna s068.1 C_unshiu_00018_mRNA_59.1 -
ATP-dependent chromatin remodeling 1.2t A\ T-0iding domain LIPRO14001]
(GO:0043044 il proces] 2, @); SNF2 related, N-termial domain
reaulaton of tramserption, DA PRO0D330] Q: Helcas, C-terminal
g [IPRO01650] (2): Bromodomain
templated [GO:0006355 PRO0LAS7] (1)
biological_process] (2); protein binding
[GO:0005515 molecular_function)] (1)
Ubiquitin-conjugating enzyme, active site
[IPRO23313] (2); Ubiquitin-conjugating
GF0021684 0 Ubiquitin-conjugating enzyme E2 5 (2) enzyme/RWD-like [IPROI6135] (2);  scaffold_3_mRNA_S967.1 1 00018 mRNA_58.1 -
Ubiquitin-conjugating enzyme E2
[IPRO00GOS] (2)
. - 5 ARID DNA-binding domain
GF0021683 ATrich interactive domain-containing - DNA binding [GO:0003677 [IPR001606] (2); ELM2 domain scaffold_3_mRNA_5966.1 C_unshiu_00018_mRNA_S7.1 -
protein 1 (2) molecular_function] (2) [IPRO0094S] (1)
GF0021678 0 Reticulon-like protein BS (2) Reticulon [IPRO03388] (2) scaffold_3_mRNA_5927.1 C_unshiu_00018_mRNA_19.1 -
GF0021677 0 Hypothetical protein (2) scaffold_3_mRNA_5923.1 Cuns S -
GFO021676 0 Hypothetical protein (2) scaffold_3_mRNA_5914.1 C_unshiu_00026_mRNA_40.1 -
TRAF-like [IPRO08974] (2); BTB/POZ
y domain [IPR000210] (2); BTB/Kelch-
GF0021675 g;ﬁ/r(o? domain-containing protein :“:‘;:Il;‘r"‘;“""‘gu[sﬁ (“ZO‘OSS 1s associated [IPRO11705] (2): scaffold 3 mRNA_5909.1 C_unshiu_00026_mRNA_43.1 B
2 SKPU/BTB/POZ domain [IPRO11333]
@
GF0021673 0 Arabinogalactan protein 20 (2) ﬁp;(‘]';‘;ﬁ”'a]“(a'; peptide. AGP scaffold_3_mRNA_5901.1 C_unshiu_00026_mRNA_S1.1 -
Protein kinase-like domain [IPRO11009]
ATP binding [G0:0005524 (2): Protein kinase domain [IPR000719]
molsa ncion] (2 et Kinase b
Kinase superfamily protein, puative (L (2): Serine/threonine-protein kinase,
GFO021670 0 isoform 1 (1; Kinase superfamily active site [IPRO0S271) (2); scaffold_3_mRNA_S89.1 01817_mRNA_6.1 -
molecular)unclmn] m. protein
protein, putative isoform 2 (1) Serine/threonine!dual specificity protein
phosphorylation [GO:0006468
kinase, catalytic domain [IPR002290]
biological_process] (2) o
GF0021669 0 Poly(A) RNA polymerase cidl4 (2) scaffold_3_mRNA_S884.1 C_unshiu_00026_mRNA_66.1 -
Protein of unknown function DUF1442
GF0021668 0 DUF1442 family protein (2) [IPR009902] (2); S-adenosyl-L- scaffold_3_mRNA_S871.1 C_unshiu_00026_mRNA_80.1 -
‘methionine-dependent methyltransferase
[IPR029063] (2)
oxidation-reduction process
[GO:0055114 biological_process] (2);
GF0021667 0 Hypothetical protein (2) UDP-N-acetylmuramate dehydrogenase i{’ P-N-acetylenolpyruvoylglucosamine vty 3 mRNA_5866.1 C_unshiu_00026_mRNA_87.1 -

activity [GO:0008762
molecular_function] (2)

ductase, C-terminal [IPRO11601] (2)
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GF0021666 1

GF0021665 1
GF0021663 1

GF0021660 1

GF0021659 1

GF0021658 1
GF0021657 1

GF0021656 1

GF0021655 1

GF0021653 1
GF0021652 1

GF0021650 1

GF0021649 1

GF0021646 1

GF0021642 1

GF0021640 1

GF0021637 1

GF0021636 1
GF0021635 1
GF0021634 1

GF0021632 1

GF0021631 1
GF0021630 1

GF0021629 1

GF0021626 1

GF0021625 1

GF0021622 1

GF0021621 1
GF0021620 1

GF0021617 1

GF0021614 1

GF0021613 1

GF0021608 1

GF0021607 1

GF0021605 1

GF0021604 1

GF0021602 1

GF0021601 1

GF0021595 1

GF0021590 1

o Molybdenum cofactor biosynthesis
© protein C (2)

0 Hypothetical protein (2)
0 Krueppel-like factor 17 (2)

0 Spotted leaf protein, putative (2)

0 Translation initiation factor IF-2 (2)

0 Isoflavone reductase family protein (2)
0 Hypothetical protein (2)

o Hypothetical protein (1); D-arabinono-
€'} 4-lactone oxidase family protein (1)

o DELLA protein (1): DELLA protein

0 Hypothetical protein (2)
0 Hypothetical protein (2)

0 Nodulin MtN21 family protein (2)

0 Hypothetical protein (2)

ABC transporter B family member 4 (1);
ABC transporter B family member 11 (1)

0 Hypothetical protein (2)
0 Hypothetical protein (2)

Hemopexin (1); Non-LTR reverse
transcriptase (1)

0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)
0 Hypothetical protein (2)

ATP-dependent Clp protease, proteolytic
subunit CIpP (2)

0 Hypothetical protein (2)

o DNA(apurinic or apyrimidinic site) yase
2

o Cellulose synthase (1); Hypothetical
© protein (1)

0 Hypothetical protein (2)
0 DUF789 family protein (2)

Hypothetical protein (1); Putative
0 proline-rich receptor-like protein kinase
PERKI1 (1)

0 Hypothetical protein (2)

0 Ribosomal L22e family protein (2)

0 Cullin 1 (2)

0 DUF1713 domain protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)

 Sugar transporter ERDE-like 16 (1);
© Sugar transporter ERD6-like 7 (1)

0 PALE CRESS protein (PAC) (2)

Mo-molybdopterin cofactor biosynthetic
process [GO:0006777
biological_process] (2)

protein ubiquitination [GO:0016567
biological_process] (2); ubiquitin-protein
transferase activity [GO:0004842
molecular_function] (2): protein binding
[GO:0005515 molecular_function] (2);
binding [GO:0005488
molecular_function] (2)

oxidation-reduction process
[GO:0055114 biological_process] (2); D-
arabinono-1,4-Jactone oxidase activity
[GO:0003885 molecular_function] (2);
membrane [GO:0016020
cellular_component] (2); protein binding
[GO:0005515 molecular_function] (1)

integral component of membrane
1GO:0016021 cellular_component] (2);
membrane [GO:0016020
cellular_component] (2); transmembrane
transporter activity [GO:0022857
molecular_function] (2)

ATP binding [GO:0005524
molecular_function] (2); transmembrane
transport [GO:0055085
biological_process] (2); ATPase activity,
coupled to transmembrane movement of
substances [GO:0042626
molecular_function] (2); transport
[GO:0006810 biological_process] (2);
integral component of membrane
[GO:0016021 cellular_component] (2);
ATPase activity [GO:0016887
molecular_function] (2); transferase
activity, transferring acyl groups other
than amino-acyl groups [GO:0016747
molecular_function] (1)

DNA binding [GO:0003677
molecular_function] (2)

heme

2 [GO:0020037
molecular_function] (2)

proteolysis [GO:0006508
biological_process] (2); serine-type
endopeptidase activity [GO:0004252
molecular_function] (2)

nuclease activity [GO:0004518
molecular_function] (2); DNA repair
[GO:0006281 biological process] (2)
cellulose biosynthetic process
[GO:0030244 biological_process] (1);
membrane [GO:0016020
cellular_component] (1); cellulose
synthase (UDP-forming) activi
[GO:0016760 molecular_function] (1)

ATP binding [GO:0005524
molecular_function] (2); protein kinase
activity [GO:0004672
molecular_function] (2); protein
phosphorylation [GO:0006468
biological_process] (2);

Moly\xlepterm cofactor biosynthesis C
(M aC) domain [IPR002820] (2);

bd:num cofactor biosynthesis C
[IPROZ}MS] (2); Molybdenum cofactor
biosynthesis C, bacterial-type
[IPRO23046] (1)

Armadillo-type fold [IPR016024] (2);
Armadillo [IPR000225] (2); U box
domain [IPRO03613] (2); Armadillo-like
helical [IPRO11989] (2); Zine finger,
RING/FY VE/PHD-type [IPRO13083]
(2); Powdery mildew resistance protein,
RPWS domain [IPRO0SS08] (1)

Protein of unknown function DUF4079
[IPR025067] (2)

D-arabinono-1 4-lactone oxidase
[IPR007173] (2); L-gulonolactone
oxidase, plant [IPR010030] (2); IQ motif,
EF-hand binding site [IPR000048] (1)

Transcription factor GRAS [IPR005202]

WAT -related protein [IPRO30184] (2);
EamA domain [IPR000620] (2)

ABC transporter, conserved
[IPROI7871] (2): AAA+ ATPase domain
[IPRO03593] (2); ABC transporter type
1. transmembrane domain [IPRO11527]
(2); ABC transporter-like [IPR003439]
(2); P-loop containing nucleoside
triphosphate hydrolase [IPR027417] (2);
Transferase [IPRO03480] (1):
Chloramphenicol acetylransferase-like
domain [IPR023213] (1)

B3 DNA binding domain [IPR003340]
(2); DNA-binding pseudobarrel domain
[IPRO15300] (2)
Endonuclease/exonuclease/phosphatase
[IPRO0S135] (2)

I\ke, e binding domain [IPR019020]

Clp protease proteolytic subunit
Translocation-enhancing protein TepA
[IPR023562] (2); CIpP, Ser active site
[IPRO1S215] (2); ClpP/crotonase-like
domain [IPR029045] (2); ATP-dependent
Clp protease proteolytic subunit
[IPRO01907] (2); ClpP, histidine active
site [IPRO33135] (2)

AP endonuclease 1 [IPROO4S0] (2);
Endonuclease/exonuclease/phosphatase
[IPRO0S1351 (2)

Zinc finger, RING/FY VE/PHD-type
[IPRO13083] (2); Nucleotide-diphospho-
Sugar transferases [IPR029044] (1);
Cellulose synthase [IPRO0S150] (1)

Protein of unknown function DUF789
[IPRO08507] (2)
Protein kinase domain [IPR000719] (2);
Protein kinase-like domain [IPRO11009]
(2); Pectin Iyase fold [IPR012334] (1);
Serine-threonine/tyrosine-protein kinase,
catalytic domain [ypkno\us] ax
Serine-threonine/tyrosine-protein kinase
catalytic domain [IPR001245] (1); Pectin

ty [GO:0004650
molecular_function] (1); carbohyd

Iyase factor [IPRO11050]
1): R

metabolic process [GO:0005975
biological_process] (1)

catalytic activity [G0:0003824
molecular_function] (2); transaminase
activity [GO:0008483
molecular_function] (1; pyridoxal
phosphate binding [GO:0030170
molecular_function] (1)

structural constituent of ribosome
[GO:0003735 molecular_function] (2)
translation [GO:0006412
biological_process] (2); intracellular
G 622 cellular_component] (2);
ribosome [GO:0003840
cellular_component] (2)

ubiquitin-dependent protein catabolic
process [c.o 0006511
biological_process] (2); ubiquitin protein
ligase binding [GO:0031625
molecular_function] (2); cullin-RING
ubiquitin ligase complex [GO:0031461
cellular_component] (2)

cell redox homeostasis [GO:0045454
biological_process] (2); electron carrier
activity [GO:0009055
molecular_function] (2); protein disulfide
oxidoreductase activity [GO:0015035
molecular_function] (2)

regulation of transcription, DNA-
templated [GO:0006355

biological process] (2)

transmembrane transport [GO:0055085
biological_process] (2); integral
component of membrane [GO:0016021
cellular_component] (2); transmembrane
transporter activity [GO:0022857
molecular_function] (z) protein kinase
activity [GO:000467

molecular_function] 1 1); protein
phosphorylation [GO:0006468
biological_process] (1)

plastid [GO:0009536
cellular_component] (1); leaf
development [GO:0048366
biological_process] (1); chloroplast
organization [GO:0009658
biological_process] (1); chloroplast
mRNA processing [GO:0010239
biological process] (1)

); Ross
sandwich fold [IPR014729] (1)
Glycoside hydrolase, faily 28
[IPR000743] (1)
Pyridoxal phosphate-dependent
transferase, major region, subdomain 2
[IPRO15422] (1); Aminotransferase
class-1II [IPRO0S814] (1); Pyridoxal
phosphate-dependent transferase,
subdomain 2 [IPRO15422] (1)

Ribosomal protein L22¢ [IPR002671] (2)

Cullin homology [IPRO16158] (2);
Cullin, N-terminal [IPR001373] (2):
Cullin protein, neddylation domain

[IPRUI')559] (2); Cullin repeat-like-

containing domain [IPRO16159] (2);

‘Winged helix-turn-helix DNA-binding

domain [IPROT1991] (2); Cullin,

conserved site [IPROI6157] (2)

Domain of unknown function DUF1713,

‘mitochondsia [IPRO13177] (1); Domain

of unknown function DUF1713

[IPROI3177] (1)

Glutaredoxin subgroup [IPR014025] (2);
Thioredoxin-like fold [IPRO12336] (2);
Glutaredoxin [IPR002109] (2);
Glutaredoxin-like, plant 11 [IPRO11905]
@

FHY3/FARI family [IPR031052] (2);
FAR1 DNA binding domain
[IPR004330] (2)

Serine endopeptidase DegP2
[IPRO15724] (1)

Major facilitator, sugar transporter-like
[IPRO0S828] (2); Major facilitator
superfamily domain [IPR020846] (2);
Protein kinase-like domain [IPRO11009]
m Serine-threonineltyrosine-protein
ase, catalytic domain [IPR001245] (1)

Protein PALE CRESS [IPR034563] (1)

scaffold_3_mRNA

scaffold_3_mRNA
scaffold_3_mRNA_:

scaffold_3_mRNA

scaffold_3_mRNA_S

scaffold_3_mRNA_:
scaffold_3_mRNA_S

scaffold_3_mRNA_:

scaffold_3_mRNA

scaffold_3_mRNA_S
scaffold_3_mRNA

scaffold_3_mRNA

scaffold_3_mRNA

scaffold_3_mRNA_S

scaffold_3_mRNA

scaffold_3_mRNA_:

scaffold_3_mRNA_S

scaffold_3_mRNA_:
scaffold_3_mRNA_S
scaffold_3_mRNA

scaffold_3_mRNA

scaffold_3_mRNA_:
scaffold_3_mRNA

scaffold_3_mRNA_:

scaffold_3_mRNA_:

scaffold_3_mRNA

scaffold_3_mRNA_:

scaffold_3_mRNA_:
scaffold_3_mRNA_:

scaffold_3_mRNA_:

scaffold_3_mRNA,

scaffold_3_mRNA_S

scaffold_3_mRNA_S

scaffold_3_mRNA_:

scaffold_3_mRNA_S

scaffold_3_mRNA

scaffold_3_mRNA

scaffold_3_mRNA

scaffold_3_mRNA

scaffold_3_mRNA

5865.1

5858.1
5853.1

5838.1

5833.1

5832.1
5827.1

S811L1

580.1

5782.1
578.1

57721

57411

5728.1

5705.1

57021

5670.1

5664.1
5663.1
5660.1

5659.1

5658.1
5654.1

5647.1

s621.1

s62.1

5592.1

5587.1
5586.1

5573.1

_5565.1

5546.1

5495.1

549.1

5487.1

5483.1

5468.1

5467.1

5434.1

s401.1

C_unshiu 00261 mRNA_15.1

C_unshiu_00978_mRNA_2.1

C_unshiu_01669_mRNA_2.1

C_unshiu_00023_mRNA_95.1

00318 mRNA 5.1

00023_mRNA_69.1
1 00318_mRNA 7.1

1 00023_mRNA_56.1

C_unshiu_00023_mRNA_24.1

iu_01229_mRNA_L.1

C_unshiu_00053_mRNA_67.1

C_unshiu_00060_mRNA_14.1
C_unshiu_00053 mRNA 33.1

C_unshiu_00053_mRNA_I7.1

C_unshiu_00318_mRNA_21.1

C_unshiu_00139_mRNA_L.1

C_unshiu_00007_mRNA_24.1
C_unshiu_00139_mRNA_6.1

C_unshiu_00139_mRNA_I5.1

C_unshiu_00662_mRNA_L.1

C_unshiu_00662_mRNA_24.1

C_unshiu_00546_mRNA_13.1

C_unshiu_00251_mRNA_17.1

C_unshiu_00817_mRNA_8.1

C_unshiu_00069_mRNA_21.1

C_unshiu_00069_mRNA_52.1
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oxidation-reduction process e
Glutathione peroxidase acive site
Ezg;;‘::s“":(:M“Z‘C”'J'm“] @ (1PR029759] (2): Glutathione peroxidase
GFO021587 1 1 0 Glutathione peroxidase (2 IPRO00SSO)] (2); Thioredoxin-like fold  scaffold_3_mRNA_5395.2
" @ Lﬁ(‘:&?g:::;:):L“‘i:ﬂa‘:“‘x“] @ {IPR(NZJ}S% ((z; Glutathione peroxidase R
[GO:0004602 molecular_function] (2) ~ <O"S€TVed site [IPRO29760] 2)
GF0021586 1 1 0 Hypothetical protein (2) scaffold_3_mRNA_5384.1
proteolysis [GO:0006508
biological_process] (2); cysteine-type  Ulp! protease family, C-terminal
GFO021585 1 1 0 Hypothetical protein (2) peplidae sty [GOVUES4 calyte domain TPR003653] ) scaffold_3_mRNA_$382.1
molecular_function] (2)
WD40 repeat [IPROO1680] (2); WD40-
. y repeat- con\xminb domain [lPRO! 7955]
GF0021584 1 1 0 WD repeat-containing protein 82 (2) ‘;:I':"‘j;""‘;“""‘t'[sﬁ");”“ 15 (2); G-protein beta WD-40 rej scaffold_3_mRNA_5379.1 C_unshiu_00069_mRNA_73.1
- [IPR020472] (z) WDAOVIN repeat-
like-containing domain [IPR015943] (1)
GF0021583 1 1 0 Hypothetical protein (2) scaffold_3_mRNA_$372.1 iu_01525_mRNA 3.1
GFO021580 1 1 0 Hypothetical protein (2) scaffold_3_mRNA_5354.1 02585_mRNA
GF0021574 1 1 0 Homocysteine S-methyltransferase 3 (2) E;;‘g;ﬁ‘;:ﬁ;’“d’“g domain scaffold_3_mRNA_S317.1 C_unshiu_00330_mRNA_33.1
Pentatricopeptide repeat-containing  protein binding [GO:0005515 [‘;“Z;'I'f“”;"(‘;: ;,‘t:";{l:cc;:;’l’:c'“
GF0021570 1 1 0 family protein (1); Petaricopepide  molecula_function] (2; 7ine on binding [lPRunzx%s] o DY domain *c4T0H_3_MRNA_5296.1 C_unshiu_00217_mRNA_20.1
(PPR) repeat protein (1) 1GO:0008270 molecular_function] ) (IR0 (RN
GF0021567 1 1 0 Hypothetical protein (2) scaffold_3_mRNA_5258.1 C_unshiu_00869_mRNA 6.1
GF0021563 1 1 0 LOB domain-containing protein 16 (2) h;‘;ﬁ;;‘grﬁ’]‘g;mmw o scaffold_3_mRNA_5237.1 C_unshiu_00742 mRNA_6.1
transferase activity, lmnsﬁmng alkyl or [l;;:&;m‘ﬁ'&';mvhrt: svno;a::in
GFO021561 1 1 0 Alkyl transferase (2) aryl (other than metl aprenylcstmm e e, comserved S€40Hd_3_MRNA_5225.1 C_unshiu_00411_mRNA_20.1
1G0:0016765 motecuar function] 2) e lPRO1SS20] (1)
regulation of transcription, DNA-
templated [GO:0006355
bmlagxcnl process] (2) transeription
GF0021558 1 1 0 g;“;’;;’;;;”’“"s'“ transeription factor . sequence-specific DNA An/ ERE d"m:“)‘:“gik[?gé‘g 16]‘ (727‘] (o) Sallold 3 mRNA_$217.1 C_unshiu_00411_mRNA_18.1
- bmdmg (GO:0003700 o
molecular_function] (2): DNA binding
[GO:0003677 molecular_function] (2)
GFO021555 1 1 0 Hypothetical protein (2) scaffold_3_mRNA_S184.1 00820_mRNA_10.1
GF0021553 1 1 0 Hypothetical protein (2) scaffold_3_mRNA_5173.1 00659_mRNA_6.1
GFO021551 1 1 0 Hypothetical protein (2) scaffold_3_mRNA_5143.1 00152_mRNA_28.1
Vacuolar protein sorting-associated
GF0021550 1 1 0 Hypothetical protein (2) e 62 [1PRO00291 () scaffold_3_mRNA_5140.1 L 00216_mRNA_27.1
GF0021548 1 1 0 Hypothetical protein (2) scaffold_3_mRNA_S1.1 00916_mRNA_14.1
GFO021547 1 1 0 Hypothetical protein (2) scaffold_3_mRNA_5096.1 00400_mRNA 7.1
AmbAllergen [IPROI8082] (2): Pectin
Iyase fold [IPROI12334] (2); Pectate
GF0021546 1 1 0 Pectate lyase (2) Iyase/Amb allergen [IPR002022] (2);  scaffold_3_mRNA_S087.1 C_unshiu_00400_mRNA_16.1
Pectin lyase fold vinulence factor
[IPRO11050] 2)
GFO021545 1 1 0 Hypothetical protein (2) scaffold_3_mRNA_S085.1 C_unshiu_00400_mRNA_I8.1
UspA [IPRO0G016] (2): Rossmann-like
GF0021544 1 1 Adenine nucleatide alpha hydrolases-like. response to stress [GO:0006950 alp:a/k{uanlphs sa]n(dv)ughf I scaffold_3_mRNA_S07.1 C_unshiu_00120_mRNA_18.1
superfamily protein, putative (2) biological_process] (2) vty 3 mIRA ~nshiu 00120 mitA_
Zine finger, ZZ-type IPR000433] (2);
Zine finger, RING-type, conserved site
E3 ubiquitin-protein ligase PRTI-like  protein binding [GO:0005515 [IPROI7907] (2); Zine finger, RING-type
GFO021543 1 1 0 protein (1); E3 ubiquitin-protein ligase  molecular_function] (2); zinc ion binding [IPRO0IS41] (2); Zine finger, scaffold_3_mRNA_S060.1 00322_mRNA_41.1
PRTI (1) [GO:0008270 molecular_function] (2)  RING/FY VE/PHD-type [IPROI3083]
(2): RING-type zinc-finger, LisH
dimerisation mo\\r[lPR027370] m
Cytochrome bS, h
GF0021542 1 1 0 Cytochrome bs (2) feme binding (GO:0020037 [IPROISS06] (2): Cy“’“"""“‘ bs lke G caffold_3_mRNA_S054.1 C_unshiu 00322 mRNA_33.1
molecular_function] (2) heme/steroid binding domain
(IPRO0T199] (2)
GFO021541 1 1 0 Hypothetical protein (2) “m“:l‘::il:::‘:ul;:::‘o':\g] {;’:’ 0003676 ﬁ':;{’(’;l“;‘;;;]” ("Z';"k” domain scaffold_3_mRNA_5046.1 C_unshiu_00322_mRNA_23.1
GF0021538 1 | ::i':j:f‘;"“ Stigl family protein, [Sl‘l;g‘i'(;;:g;;] (;r"“‘“ Stigl scaffold_3_mRNA_5035.1 C_unshiu_00322_mRNA_14.1
GFO021536 1 1 0 Hypothetical protein (2) scaffold_3_mRNA_5028.1 C_unshiu_00322 mRNA_6.1
K Homology doman, type 1
[IPRO0408S] (2); PNPase/RNase PH
» domain [IPRO27408] (2); Ribosomal
z:l'e\c::'a‘:'“;‘i‘[c“’lgn'lj"’gin} protein S5 domain 2-type fold
- : [IPRO20568] (2); Exoribonuclease,
polyribonuclotid nucleotidlieanserase: LEIEE BEMIRESS
activity [GO:0004654 . (2): Nucleic acid-binding, OB-fold
molecular_funcion] (2); mleieacid (110 SORE I
GF0021531 1 1 o Polyribonucleotide nucleotidyliransferase binding [GO:000367 [IPR003029] (2); Exonhonuc!eusc. scaffold 3_mRNA_4990.1 C_unshiu 00247 mRNA 7.1
@ molecular f\mcnon] 2 RNA catsbolc L domain (1bR015547] L3_mRNA mshin_00247_pmRNA,
process d IPRO04087]
biologieal proce: ](2) RNA processing g: ;‘f:‘“:gﬁg ;T:;:;[sl
[GO:0006396 biological_process] (1): 3 115p17967) (2): Polyribonucleotide
-exoribonucease ativity [GO:0000175 [ PRSI POMTRFS O,
molecular_function] (1) Polyribonucleatide g
nucleotidyltransferase, RNA-binding
domain [TPRO1SRAR1 (1)
GF0021529 1 1 0 Hypothetical protein (2) scaffold_3_mRNA_4962.1 C_unshiu_01337_mRNA_6.1
GFO021524 1 1 0 Hypothetical protein (2) scaffold_3_mRNA_4903.1 C_unshi
P-loop containing nucleoside triphosphate
hydrolase [IPR027417] (2); Helicase:
GFO021523 1 1 0 Hypothetical protein (2) s‘fpe'famﬂ[y e Arm]m ding doman S€40I4_3_MRNA_4596.1
[IPROI4001] (1)
transporter activity [GO:0005215
molecular_function] (2); membrane  Major intinsic protein [IPR000425] (2
GF0021522 1 1 ic protein 1 (2) [GO:0016020 cellular_component] (2);  Aquaporin-like [IPR023271] (2); scaffold_3_mRNA_4883.1
transport [GO:0006810 Aquaporin transporter [IPR034294] (1)
biological_process] (2)
GFo021521 1 1  Dna-directed ma polymerase subunit scaffold_3_mRNA_4877.1
© aipha (2) L3_mRNA
nutrient reservoir activity [GO:0045735  miC- ke cupin domain [IPRO1 ‘?s.f]k
o Germin-like protein subfamily | member molecular_function] (2); manganese ion (2): Germin [IPRO01929) (2); RmiC-lke
GFO021517 1 1 0Toy Fidine [GO0030145 jelly roll fold [IPRO14710] (2); Cupin |~ scaffold_3_mRNA_4850.1 C_unshiu_02024_mRNA_6.1
molecular_function] (2) [ERA0GDAS] (2; Gerain, Mangancso
- binding site [IPRO19780] (2)
GF0021516 1 1 0 Hypothetical protein (2) scaffold_3_mRNA_4845.1
GFO021514 1 1 0 Hypothetical protein (2) scaffold_3_mRNA_4832.1
GFO021513 1 1 0 Hypothetical protein (2) scaffold_3_mRNA_4825.1
GFO021512 1 1 0 Hypothetical protein (2) scaffold_3_mRNA_4824.1
GFO021511 1 1 0 Hypothetical protein (2) scaffold_3_mRNA_4823.1
GFO021510 1 1 0 Hypothetical protein (2) scaffold_3_mRNA_4822.1
GFO021508 1 1 0 Hypothetical protein (2) scaffold_3_mRNA_48.1 C unshiu 01237 mRNA 8.1
oxidoreductase activity, acting on paired
donors, with incorporation or reduction
ofmolecular oxygen [GOQUIEN0S (et omonn 128) 2y
molecular mncuon] Qs oxidation o o roup |
GFO021507 1 1 0 Cytochrome P40 83B1 (2) reduction process [GO:0055114 . scaffold_3_mRNA_4779.1 C_unshiu_00566_mRNA_3.1
biological_process] (2; heme binding [ 002401] (2% Cytochrome Pas0,
il proces] 2 2 conserved site [IPROI7972] (2)
G0:0020037 molecular_function] (2); s
iron fon binding [GO:0005506
molecular_function] (2)
. DNA-binding pseudobarrel domain
GF0021503 1 1 ﬁ;il"i‘:‘:'l":x‘i"':‘g;‘m‘ [IPRO15300] (2); B3 domain-containing ~ scaffold_3_mRNA_4709.1 C_unshiu_00727_mRNA_5.1
protein [IPR00SS08] (2)
GFO021502 1 1 0 Hypothetical protein (2) scaffold_3_mRNA_4656.1 00862_mRNA_5.1
GF0021501 1 1 0 Hypothetical protein (2) scaffold_3_mRNA_4642.1 02772_mRNA 3.1
Anticodon-binding (IPRO04154] (2);
Histidine-(RNA ligasc/ATP
. phosphoribosyltrans ferase regulatory
GF0021499 1 1 Z‘:;‘:‘:Vma:-il::':!e«:mp:‘y’:&: ::j”” z::;;‘;:‘:“:ﬂﬁpouﬂ:]’m subunit (IPRO04516] (1); Protein kinase- scaffold_3_mRNA_4619.1 C_unshiu_00680_mRNA_I1.1
. like domain (IPRO11009] (1); Histidyl
{RNA synthetase-related domain
[IPRO24435] (1)
GFO021498 1 1 0 Hypothetical protein (2) scaffold_3_mRNA_4610.1 C_unshiu_00680_mRNA_I8.1
Ribonuclease H-like domain
[IPROI12337] (2); hAT-like transposase,
e . nucleic acid binding [GO:0003676 RNase-H fold [IPR025525] (2); Zine
Zine finger BED domain-containing molecular_function] (2); protein finger, BED-type [IPR003656] (2); HAT,
GF0021497 1 1 g Protein RICESLEEPER 2 (1): BED zine i acriviy [GO:0046983 terminal dimerisation domain scaffold_3_mRNA_4605.1 C_unshiu_00680_mRNA_17.1
finger.hAT family dimerization domain
o (1 cula_function] 2); DNA binding — [IPROOS906] (2) Zine fnger,
0:0003677 molecular_function] (2)  RING/FY VE/PHD-type [IPRO13083]
(1): Zin finger C2H2-type [IPROI3087)
M
GF0021496 1 1 0 Hypothetical protein (2) scaffold_3_mRNA_4594.1 C_unshiu_00552_mRNA_4.1
zinc ion binding [GO:0008270 Domain of unknown function DUF4283
molecular_function] (1); protein binding ~[IPR025558] (2); Zin knuckle
GF0021494 1 1 0 Hypothetical protein (2) (GO0 molecular_function] (1) CX2CX4HXAC [IPRO25836] (1); Zine  scaffold_3_mRNA_4579.1 C_unshiu_00575_mRNA 9.1
nucleic acid binding [GO:0003676 finger, CCHC-type [IPROOISTS] (1)
molecular_function] (1) CCT domain [IPR010402] (1)
RNA-DNA hybrid rbonuclease actvity oo
GF0021493 1 1 0 Hypothetical protein (2) [G0:0004523 molecular_{function] (2);  1pg12337] (2); Ribonuclease H domain scaffold_3_mRNA_4574.1 iu_ 01878 mRNA 5.1

nucleic acid binding [GO:0003676
molecular_function] (2)

[IPRO02156] (2)
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GF0021492 1 1 0 Hypothetical protein (2) ﬁ;;{”‘;;;;';‘;‘]’f;;““” domain scaffold_3_mRNA_4573.1 C_unshiu_01878_mRNA 4.1
magnesium fon binding [GO:0000287  Terpene synthase, metal-binding domain
molecular_finction] (2); terpene synthase [IPR00S630] (2); Terpene synthase, N-
activity [GO:0010333 terminal domain [IPRO0I906] (2);
GF0021491 1 1 0 Isoprene synthase (2) molecular_function] (2); lyase activity  Terpenoid eyclases/protein scaffold_3_mRNA_4572.1 u_00523_mRNA_7.1
[GO:0016829 molecular_function] (2);  prenyliransferase alpha-alpha toroid
metabolic process [GO:0008152 [IPRO08930] (2):; Isoprenoid synthase
biological_process] (2) domain [IPRO0S949)] (2)
Copine [IPRO10734] (2); von Willebrand
protein binding [GO:0005515 factor, type A [IPROD2035] (2); Zine
GF0021490 1 1 0 E3 ubiquiin-protein ligase RGLG2 (2)  molecular_function] (1); zine ion binding finger, RING/FY VE/PHD-type scaffold_3_mRNA_4562.1 C_unshiu_00523_mRNA_16.1
[GO:0008270 molecular_function] (1) [IPROI3083] (1); Zine finger, RING-type
[IPRO0IS41] (1)
ki g COMNTS gyt e i
GF0021487 1 1 0 Hypothetical protein (2) dimerization activity [GO:0046983 (IPRO12337] (2); HAT, C-terminal scaffold_3_mRNA_4538.1 C_unshiu_00522_mRNA_7.1
dimerisation domain [IPR00S906] (2);
malecula_funciion] (2): DNA binding O et RO
[GO:0003677 molecular_function] (1) g ?
DNA binding [GO:0003677
. molecular_function] (2); nucleic acid  Zine finger, BED-type [IPR003656] (2):
GF0021485 1 1 0 Hypothetical protein (2) binding [GO:0003676 Tine ﬁn:" czuzr-);;  (PRO13087) (1) SCTld 3 mRNA 4519.1
molecular_function] (1)
GFO021484 1 1 0 Hypothetical protein (2) scaffold_3_mRNA_4516.1
GF0021483 1 1 0 Hypothetical protein (2) scaffold_3_mRNA_4s11.1
protein dimerization activity HAT, C-terminal dimerisation domain
GF0021481 1 1 0 Hypothetical protein (2) [GO:0046983 molecular_function] (2); 1pp 08906 (2); Ribonuclease H-like  scaffold_3_mRNA_4504.1
nucleic acid binding [GO:0003676
Lo domain [IPROI2337) (1)
molecular_finction] (1)
IBR domain [IPR002867] (2); Zine
protein ubiquitination [GO:0016567  finger, RING/FY VE/PHD-type
finger RING/U-box biological_process] (2); ubiquitin-protein_[IPRO13083] (2); Zinc finger, RING:
GF0021480 1 1 o mmfms;‘; vty [GO ou: i P ype, conserved site [lPRLVbI 7o07) (Z), 3 scaffold_3_mRNA_4487.1 C_unshiu_00471_mRNA_18.1
molecular_function] (2) uitin ligase RBR family [IPRO31127]
GF0021474 1 1 0 f;“:yg“'“‘“m"”‘ 1 beta-fike protein | BURP domain [IPR004873] (2) scaffold_3_mRNA _442.1 C_unshiu_00092_mRNA_S7.1
chitin catabolic process [GO:0006032
biological_process] (2); carbohydrate
metabolic process [GO:0005975 Glycoside hydrolase, family 19, catalytic
. . biological_process] (2); chitinase activity (IPR000726] (2); Lysozyme-like domain
GFO021473 ! ! 0 Chitinase (2) G .kom;;s mole]cularjnmnon] @ 4 %wkozaus} @) G)I,ycnzms hydrolase,  *0TTold_3 MRNA_4415.1
cell wall macromolceule catabolic family 19 [IPRO16283] (2)
process [GO:0016998
biological_process] (2)
cell wall macromolecule catabolic
process [GO:0016998
biologial process] 2) hiin catabolic cyu 4 imr01002) ()
process [GO:0006032
biological_process] (2); chitin binding  Cycoside hydrolase, family 19, catalytic
GF0021471 1 1 0 Class IV chitinase (2) g [IPRO00726] (2); Lysozyme-like domainscaffold_3_mRNA_4410.1 00054_mRNA_15.1
[GO:0008061 molccular_function] (2);
[IPRO23346] (2); Glycoside hydrolase,
chitinase activity [GO:0004568 acly 19 IPROI269) @)
molecular ~_function] (2): carbohydrate 3
tabolic process [GO:0005975
Bologcal pocese] (2)
GFO021469 1 1 0 Hypothetical protein (2) scaffold_3_mRNA_4396.1
Myb-like domain [IPROI7877] (2);
GF0021468 1 1 0 Hypothetical protein (2) 2";"2‘0 E::f’;‘fng(;g“;"(’f‘m7 Homeodomain-like [IPR009057] (1);  scaffold_3_mRNA_4392.1 00054 mRNA_31.1
- Homeobox domain-like [IPR0090ST] (1)
P-loop containing nucleoside triphosphate
ADP binding [GO:0043531 hydrolase [IPR027417] (1): NB-ARC
GF0021466 1 1 0 Hypothetical protein (2) moleculnrj\gm[cnou] P [I);kOQZlPEZ] i A epeat | SCAld 3 mRNA 43851 00054_mRNA_38.1
domain, L domain-like [IPR032675] (1)
protein kinase activity [GO:0004672
molecular_function] (2); protein Protein kinase domain [IPR000TI9] (2);
GFO021465 1 1 0 Hypothetical protein (2) phosphorylation [GO:0006468 Protein kinase-like domain [IPRO11009] scaffold_3_mRNA_4382.1 C_unshiu_00054_mRNA_40.1
biological_process] (2); ATP binding  (2)
[GO:0005524 molecular_function] (2)
protein serine/threonine phosphatase
activity [GO:0004722 . PPM-type phosphatase, divalent cation
molecular_fnction] (2); protein b iy
Hypothetical protein (1); Probable dephosphorylation [GO:0006470 binding (IPR000222] (2); Protein
GFO021463 1 1 0 g phosphatase 2C family [IPROIS655] (2); scaffold_3_mRNA_4352.1 C_unshi_02225_mRNA_3.1
protein phosphatase 2C 11 (1) biological_process] (2); cation binding
N PPM-type phosphatase domain
[GO0043169 molecular_function] (2); 1oy 55
catalytic activity (GO:0003824 ?
molecular_function] (2)
GFO0021462 1 1 0 Hypothetical protein (2) p:ﬂf‘['::é;“')‘:‘l“;g’]"(g"c"°“ DUF24T.  caffold_3_mRNA_4345.1 00528_mRNA 23.1
GF0021461 1 1 0 Hypothetical protein (2) “m“:l‘::il:::di\:::ldl‘o':\g] {]G'" 0003676 E;,l"‘{’g]“;‘;;;]” ("1')"“ domain scaffold_3_mRNA_4339.1 C_unshiu_01712_mRNA_4.1
€2 domain [IPR00000S] (2); Domain of
GFO021460 1 1 0 Hypothetical protein (2) ‘;:I':’"“:"';“"';‘[sﬁfga 5515 ‘[’]‘2“;‘3;"‘;&']‘?‘;?"\? :;?ﬁm scaffold_3_mRNA_4333.1 C_unshiu_00528_mRNA_6.1
[IPRO31968] (1)
wanseripton. DNAtemplted Transcription factor IIS, N-terminal
[Go»uo?;szs\ bmlogmaipmces#] () [IPROI7923] (2): Transcription
elongation factor S-1I, central domain
 Transeription elongation factor s-1, aucleus [GO:0003634 [IPRO03618] (2): Transcription
GFO021459 1 1 cellular_component] (2): zinc ion bindin g scaffold_3_mRNA_4326.1
© putative (2) elongation factor, TFIIS/CRSP70,
GO:0008270 molecuar_funciion](); I B ToC AT
DNA binding [GO:0003677 o :
olecular Tancton () seription elongation factor S-1IM
- [IPROI7890] (1)
F-bow/RNI-like superfamily protein F-box domain [IPRO01S10] (2); Leucine-
GF0021458 1 1 0 isoform 1 (1); Frb::’RNlrhkt pratein l"""‘"% [GO:0003515 rich repeat darﬁxm, L dnma]mrhke scaffold 3_mRNA_4324.1
superfamily protein isoform 2 (1) molecular_function] (2) [IPR032675] (2)
GFO021457 1 1 0 Hypothetical protein (2) scaffold_3_mRNA_4323.1
GFO021456 1 1 0 Hypothetical protein (2) scaffold_3_mRNA_4320.1
GF0021455 1 1 0 Hypothetical protein (2) :;::?";f‘;gg;';?a(‘z‘;““’“'“' Ldomain- ol 3_mRNA_4318.1 C_unshiu_00902_mRNA_5.1
transport [GO:0006810
B biological_process] (2): intracellular  Longin-like domain [IPRO11012] (2);
GF0021453 1 1 Trafficking protein particle complex 10, ﬁms@;z cclljlar)\:omponcm] @ Tml%n‘ckmg protein p[amclc \Lomp]lix) scaffold_3_mRNA_4310.1 00712_mRNA 6.1
subunit 2 (2) ER to Golgi vesicle-mediated transport  subunit 2 [IPR006722] (2) R o
[GO:0006888 biological_process] (2)
GFO021452 1 1 0 Hypothetical protein (2) scaffold_3_mRNA_4308.1
GFO021450 1 1 0 Hypothetical protein (2) scaffold_3_mRNA_4305.1
. binding [GO:0005488 Amadillo-like helical [IPROT1989] (1);
GFO021449 1 1 0 Hypothetical protein (2) molecfla['immm] i ‘Aradilltypo old [u[nzo \6021) (]” scaffold_3_mRNA_4297.1
Putative Zea mays retrotransposon Opie-
GF0021448 1 1 02 (1); SLG-Sc and SLA-Sc g:nes . Reverse transcriptase, RNA-dependent .tz 14 3 mRNA 42921
DNA polymerase IPROI3103] (1)
Melmoth retrotransposon sequence (1)
GF0021447 1 1 0 Hypothetical protein (2) ;;‘;‘gg;’;*s"z‘;’&“) gag domain scaffold_3_mRNA_4286.1
GFO021446 1 1 0 Hypothetical protein (2) scaffold_3_mRNA_4278.1
Malectin [IPR021720] (2); Concanavalin
N Adlike lectin/glucanase domain
GFO021445 1 1 0 Hypothetical protein (2) ATP binding [G0:0008524 [IPRO13320] (1: Protein kinase-like  scaffold_3_mRNA_4272.1 C_unshiu_00180_mRNA_5.1
molecular_function] (1) ‘domain [IPRO11009] (1); Protein kinase,
ATP binding site [IPR017441] (1)
transeription conctivator acivy
GO:0003713 molecular_funcion] (2);
GFO021444 1 1 0 Hypothetical protein (2) regulation of ranseription, DNA- Associate of Mye 1 [IPRO26060] (2)  scaffold_3_mRNA_4248.1 C_unshiu_00174_mRNA 3.1
templated [GO:0006355
biological_process] (2)
GFO021442 1 1 0 Hypothetical protein (2) scaffold_3_mRNA_4232.1 C_unshiu_00672_mRNA_I17.1
Reverse transcriptase domain
§ RNA-directed DNA polymerase [IPRO00477] (2);
GFO021440 ! ! (Reverse \mnscrlpws‘:(;(z) Endonuclease/exonuclease/phosphatase ¢ T014-3-mRNA_4216.1
[IPRO0S135] (1)
GFO0021439 1 1 0 Hypothetical protein (2) scaffold_3_mRNA_4211.1
GF0021437 1 1 0 Hypothetical protein (2) scaffold_3_mRNA_4198.1
GFO021435 1 1 0 Hypothetical protein (2) scaffold_3_mRNA_4193.1
GFO021434 1 1 0 Hypothetical protein (2) scaffold_3_mRNA_4179.1
Domain of unknown function DUF4283
GF0021433 1 1 0 Hypothetical protein (2) [IPRO25558] (2); Reverse transcriptase  scaffold_3_mRNA_4175.1 C_unshiu_00392_mRNA 3.1
domain [IPR000477) (1)
GFO021432 1 1 0 Hypothetical protein (2) scaffold_3_mRNA_4172.1 C_unshiu_00669_mRNA_15.1
GF0021430 1 1 0 Hypothetical protein (2) ﬁ‘;‘; é‘;;‘:;‘] (L‘Z)7(ZCX4HX4C scaffold_3_mRNA_4139.1 C_unshiu_00080_mRNA_14.1
GF0021429 1 1 o Similarity to non-LTR retroelement scaffold_3_mRNA_4138.1 C_unshiu_00080_mRNA_12.1
© reverse transeriptase (2) -3 mRNA —nshiu_00080_miRNA_
Diphthine--ammonia
ligase/Uncharacterised protein MJ0S70
IIPRO30662] 2) Diphihamide sythase
domain [IPR002761]
GF0021428 1 1 0 Endoribonuclease (2) Vigh VEROS7E/UKI 14 fmily scaffold_3_mRNA_4134.1 00080_mRNA_8.1

[IPRO0G175] (2); Rossmann-like
alpha/beta/alpha sandwich fold
[IPRO14729] (2); Endoribonuclease L-
PSP/chorismate mutase-like [IPROI3813]
@
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proteolysis [GO:0006508 Aspartic peptidase domain [IPR021109]
biological_process] (2); aspartic-type cpudase | .
GFO021427 1 0 Hypothetical protein (2) § ): Aspartic peptidase, active site scaffold_3_mRNA_4131.1 C_unshiu_00080_mRNA 5.1
endopeptidase activity [GO:0004190
. [IPRO0I969] (2)
molecular_finction] (2)
GFO021426 1 0 Hypothetical protein (2) scaffold_3_mRNA_4124.1 C_unshiu_00767_mRNA_6.1
Protein kinase-like domain [IPRO11009]
(2): Protein kinase domain [IPR000719]
(2): Serine/threonine-protein kinase,
protein kinase activity [GO:0004672  active site [IPRO08271] (2); Serine-
molecular_function] (2); profein threonine/tyrosine-protein kinase
GF0021425 1 0 Cysteine-rich RLK 29 isoform 1 (2)  phosphorylation [GO:0006468 catalytic domain [IPR001245] (1) scaffold_3_mRNA_4123.1 00767_mRNA_7.1
biological_process] (2); ATP binding  Serine-threonine/tyrosine-protein kinase,
[GO:0005524 molecular_function] (2)  catalytic domain [IPR001245] (1);
Serine/threonine/dual specificity protein
kinase, catalytic domain [IPR002290]
[0}
GF0021423 1 0 Hypothetical protein (2) scaffold_3_mRNA_4118.1 "_unshiu_00767_mRNA_12.1
GFO021421 1 0 Copper-binding periplasmic protein (2) scaffold_3_mRNA_4101.1 C_unshiu_01155_mRNA_2.1
Zine finger, RING-type [IPR00IS41] (2);
Zinc finger, CHY-type [IPRO08913] (2);
zinc ion binding [GO:0008270 Haemerythrin-like [IPRO12312] (2: Zine
GF0021420 1 0 Zine finger protein-related isoform 1 (2) - molecular_function] (2); protein binding ~finger, CTCHY-type [IPRO17921] (2);  scaffold_3_mRNA_4100.1 C_unshiu_01155_mRNA_3.1
[GO:0005515 molecular_function] (2)  Zine finger, RING/FY VE/PHD-type
[IPROI3083] (2); Rubredoxin-type fold
[IPRO04039] (1)
Core-2/I-branching beta-1.6-N- aetity ’
GF0021419 1 0 acetylglucosaminyltransferase: E{iﬂ:ﬁ?{é&“&’:‘%ﬂ;&m"w“"] @; ﬁg;g;ﬁx;:??;‘;m family 14 scaffold_3_mRNA_4098.1 01155_mRNA_6.1
familyprotein (2)
cellular_componen] (2)
GFO021418 1 0 Hypothetical protein (2) scaffold_3_mRNA_4087.1 L 01457_mRNA_3.1
metabolic process [GO:0008152 Isoprenoid synthase domain [IPR00S949]
biological_process] (2); yase activity  (2); Terpene synthase, metal-binding
[GO:0016829 molecular_function] (2);  domain [IPR00S630) (2); Terpene
GFO021416 1 0 Sesquiterpene synthase (2) terpene synthase activity [GO:0010333  synthase, N-terminal domain scaffold_3_mRNA_4076.1 C_unshiu_01640_mRNA_2.1
molccular_function] (2); magnesium ion  [IPR00190] (2); Terpenoid
binding [GO:0000287 eyclases/protein prenyliransferase alpha-
molecular_finction] (2) alpha toroid (IPR00S930] (2)
GFO021415 1 0 Hypothetical protein (2) scaffold_3_mRNA_4073.1
GF0021414 1 0 x?ri:;;ﬁ:z;’ mitochondial protein scaffold_3_mRNA_4070.1
Leucine-rich repeat domain, L domain-
like [IPRO32675] (2); Leucine-rich repeat
P |  Leucine-rch repeat protein kinase iy protcn binding [GO:0005515 [IPR()(IIM 112); Leucine-rich P 3 A 40481 01491 mRNA 2.1
protein (1); Receptor like protein 33 (1) molecular_function] (2) terminal, plant-typ 3 miRA MRNA
[IPROISZIO] (2 Leveneichrepe,
typical subtype [IPR003591] (1)
Class I glutamine amidofransfera
GFo021411 1 0 Hypothetical protein (2) [IPRO29062] (2); DJ-1/Pfpl [lpmuzmx] scaffold_3_mRNA_4047.1 L 01491 mRNA 3.1
@
GF0021410 1 0 Hypothetical protein (2) :’z""’“‘" Kinase-like domain [IPROVIOO] (o1 3 mRNA_4036.1 02077_mRNA_4.1
ribosome [GO:0005840 Class I glutamine amidotransferase-like
cellular_component] (1) intracellular  [IPR029062] (2); Ribosomal protein L9,
Hypothetical protein (1); Class I [GO:0005622 cellular_component] (1);  N-terminal [IPR020070] o mbmml
GF0021409 1 0 glutamine amidotransferase-like translation [GO:0006412 protein L9/RNase H1, N-terminal scaffold_3_mRNA_4021.1 C_unshiu_02049_mRNA_S.1
superfamily protein isoform 2 (1) biological_process] (1); structural UPRO09027) (23, DI-1Pip [lpmuzmx]
consttuent o [GO:0003735  (2); Ribosomal protein L9 [IPRO002:
molecular_fnction] (1)
GF0021406 1 0 (RZ\;A"'"“‘M DNA polymerase , related E;;{”&;L;’:;‘]’f;;““” domain scaffold_3_mRNA 4.1 C_unshiu_01604_mRNA 4.1
GF0021405 1  Epidermis-specific secreted glycoprotein Bulb-type lectin domain [IPR001480] (2) scaffold_3_mRNA_3966.1 02596_mRNA 2.1
Alpha-N-acetylghucosaminidase, N-
terminal [IPR024240] (2); Alpha-N-
JUTrET—— acetylglucosaminidase, tim-barrel domain
GFO021404 1 [er024733] (2); Alpha-N- scaffold_3_mRNA_396.1 C_unshiu_00092_mRNA_23.1
O NAGLU family isoform 1 (2)
cetylghucosaminidase, C-terminal
{1PRO24732] 2 Al
acetylghcosaminidase [IPRO07TS1] (2
Glyeosyl transferase family 1 family . L
GF0021401 1 0 protein (1); UDP-Glycosyltransferase Glycosyl transferase, family | scaffold_3_mRNA_3942.1 C_uns
[IPRO01296] (2)
superfamily protein isoform 3 (1)
GFO021400 1 0 Hypothetical protein (2) ﬁg;ou;)ilzg;ﬁimev i1 scaffold_3_mRNA_3932.1 C_unshiu_01431_mRNA_L.1
GF0021399 1 0 Hypothetical protein (2) scaffold_3_mRNA_3921.1 C_unshiu_01537_mRNA_8.1
‘;:I':"‘“:""‘;“""‘t‘[;’ﬁ ‘”,"‘"izimw Tetratricopeptide-like helical domain
GF0021397 1 o Hypothetical protein (1); Anaphase- e 2eivity [GO:0008234 [IPROLI990] (2); Ulpl protease family, oyt 3 mpNa_3912.1 C_unshiu 01537 mRNA 5.1
© promoting complex subunit 6 (1) C-terminal catalytic domain [IPR003653]
molecular_function] (1);protolysis
[GO:0006508 biological_process] (1)
. Ankyrin repeat-containing domain
GF0021396 1 0 Ankyrin repeat protein, putative (2) ":";‘I‘:’\‘“:‘r“‘:“:;gd[sﬁ :’2‘):)55 13 [IPRO20683] (2); Ankyrin repeat scaffold_3_mRNA_3911.1 C_unshiu_02956_mRNA 3.1
- [IPRO02110] (2)
GF0021395 1 0 Hypothetical protein (2) ;‘]’,“",;';’:a";‘;ﬁf‘[“x&‘;g;m"““ scaffold_3_mRNA_3§99.1 C_unshiu_00438_mRNA_15.1
GF0021394 1 0 Hypothetical protein (2) ;‘;,“x;’;’c:f:‘g;‘;‘;‘;;;;f’gﬂ“' scaffold_3_mRNA_3898.1 00438_mRNA_14.1
GF0021393 1 0 Hypothetical protein (2) ;‘l’,“";; jmmi‘ [u’mmx ox] :‘I’:““ scaffold_3_mRNA_3894.1 C_unshiu_00438_mRNA 8.1
L —
GF0021392 1 0 l’:‘;::'l'; '::;’:":::‘:::‘,:; :;pm protein Pentatricopeptide repeat [IPRO02885] (2) scaffold_3_mRNA_3892.1 C_unshiu_00438_mRNA_11.1
Pentatricopeptide repeat.containing
protein, mitochondrial (1);
GFO021391 1 0 Pentatricopeptide repeat (PPR) Pentatricopeptide repeat IPR002885] (2) scaffold_3_mRNA_3890.1 L 00438_mRNA_6.1
superfamily protein, putative isoform 2
GF0021389 1 0 Hypothetical protein (2) ﬁ?m ;;g&‘]"(“f;"”” esterase domain (.13 mRNA_3883.1 1 00072_mRNA _34.1
Transposase, MuDR, plant [IPR004332]
GF0021388 1 0 Mutator-like transposase (2) (2): MULE transposase domain scaffold_3_mRNA_3865.1 C_unshiu_01504_mRNA 5.1
[IPROIS289] (2)
GF0021387 1 0 Hypothetical protein (2) ::\::c::::‘:"fn[cﬁg\;):’??"77 ::m:':‘:‘&l?“ﬂl[::;g})m” (1) scalfold 3 mRNA 38571 01069 mRNA 4.1
GFO021386 1 0 Hypothetical protein (2) scaffold_3_mRNA_3855.1 01557_mRNA_2.1
. peotein dimerizafion sctivty Ribonuclease H-like domain
GF0021384 1 HAT dimerisation (1); Hypothetical - [GO:0046983 molecular function] (2): (1bg 12337 (2); HAT, C-terminal scaffold_3_mRNA_3842.1 C_unshiu_00995_mRNA_I5.1
protein (1) nucleic acid binding [GO:0003676
dimerisation domain [IPR00S906] (2)
molecular_function] (2)
. Leucine-rich repeat [IPRO01611] (2);
GF0021383 1 0 Hypothetical protein (2) protein binding [GO:0005515 Leucine-rich repeat domain, L domain-  scaffold_3_mRNA_3827.1 1 00534_mRNA_12.1
molecular_function] (2) like [IPRO32675] (2)
carbohydrate metabolic process
[GO:0003975 biological ‘pmcn,ss] (z ) Carbohydrate kinase, FGGY, C-terminal
GFO021380 1 0 Glyeerol kinase (2) phosphotransferase actvity, ale [IPROIS485] (2); Carbohydrate kinase,  scaflold_3_mRNA_3822.1 C_unshiu_01142_mRNA_8.1
group as acceptor [GO: nomm FGGY, N-terminal [IPRO18484] (2)
molecular_function] (2)
GF0021379 1 0 Miraculin (1); Kunitz rypsin inhibitor (1) SP4oPeptidase inhibitor activity [1?;53’3’12"}'?:“’;ii.‘fﬁﬁ::if.ifus"ﬁ scaffold_3_mRNA_3820.1
d P [GO:0004866 molecular_function] () 11§ i o L3 '
Translation protein SH3-like domain
GF0021377 1 0 Hypothetical protein (2) [IPRO0S991] (1); Ribosomal protein L2~ scaffold_3_mRNA_3803.1 C_unshiu_00688_mRNA_16.1
domain 2 [IPRO14722] (1)
GFO021376 1 0 Hypothetical protein (2) scaffold_3_mRNA._380.1 C_unshiu_00092_mRNA_6.1
glutamine metabolic process
[GO:0006541 biological_process] (2):
omega peptidase activity [GO:0008242 ﬁ;:;z;gg:;]‘“(‘z"; ;‘:'::‘;::Scfz':“"'“
GFO021374 1 0 Gamma-glutamy] hydrolase 2 (2) molecular_function] (2); hydrolase IPRO11697] ), Peptidane €26, gamns. S4T0d_3_mRNA 37711 C_unshiu_00836_mRNA 8.1
activity [GO:0016787 Jutamyl hydrolase [IPRO1SS27] 2)
molecular_function] (2); catalytic activity &Y YOS °
[GO:0003824 molecular_function] (2)
e eoige RNA tecogniton moif domain
GFO021373 1 0 Hypothetical protein (2) [IPRO00504] (2); Nucleotide-binding  scaffold_3_mRNA_3766.1 00730_mRNA_4.1
binding [GO:000016
alpha-beta plait domain [IPRO12677] (1)
molecular_function] (1)
nucleic acid binding [GO:0003676 Ribonuclease H-like domain
GF0021372 1 0 Hypothetical protein (2) el funton ) HPRO1337] (2 scaffold_3_mRNA_3752.1 L 00174_mRNA_19.1
Trichome birefringence-like family
GF0021371 1 0 Protein trichome birefringence-like 38 (2) Efxiiﬁufgg 6"]4 :‘;':,fg"::ﬂ scaffold_3_mRNA_3746.1 C_unshiu_00705_mRNA_8.1
[IPRO26057] (2)
Protein trichome birefringence-like 38 :;;";’:’::ﬂ:(':‘Z::f;%;:&,;{;;:;‘;‘”
GFO021370 1 0 (1) Trichome birefringence-like protein (2 MRS Nterminal domain scaffold_3_mRNA_3744.1 C_unshiu_00705_mRNA_12.1
[IPRO25846] (2)
Hypothetical protein (1); Putative
GFO021368 1 0 pentatricopeptide repeat-containing Pentatricopeptide repeat (IPR002885] (1) scaffold_3_mRNA_3720.1
protein, mitochondrial (1)
5-formylietrahydrofolate cyelo-ligase
GF0021367 1 0 Hypothetical protein (2) [IPR002698] (2; 5- scaffold_3_mRNA_372.1

formyltetrahydrofolate cyclo-ligase-like
«domain [IPRO24185] (1)
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Domain of unknown function DUF4283 _ .
GF0021366 1 0 Hypothetical protein (2) (IPRO255581 @ scaffold_3_mRNA_3716.1 C_unshiu_02398_mRNA 2.1
GFO021365 1 0 Hypothetical protein (2) scaffold_3_mRNA_3713.1 C_unshiu_02398_mRNA_L.1
Zine inger (B-bos type) family proein_ "3CEIar [60:0005622 B-box-type zine finger [IPRO0031S] (2);
GFO021364 1 0y pe) family p cellular_componen] (2): zine ion binding Zinc finger, RING/FYVEPHD-type  scaffold_3_mRNA_3711.1 C_unshiu_01558_mRNA_6.1
[GO:0008270 molecular_function] (2)  [IPROI3083] (1)
GFO021363 1 0 Hypothetical protein (2) scaffold_3_mRNA_3704.1 C_unshi_02189_mRNA_L.1
nucleic acid binding [GO:0003676 Ribonuclease H-like domain
GFO021362 1 0 Hypothetical protein (2) eleein uneion () PRO1337] () scaffold_3_mRNA_3700.1 C_unshiu_00759_mRNA_I1.1
GF0021361 1  Struetural maintenance of chromosomes scaffold_3_mRNA_3695.1 C_unshiu_00759_mRNA 5.1
© domain protein (2) - mERA - S
protein dimerization activity
) . Ribonuclease Helike domain
GF0021360 1 0 Hypothetical protein (2) [GO:0046983 molecular_function] (2); |,pp012337] (2); HAT, C-terminal scaffold_3_mRNA_3677.1 C_unshiu_01154_mRNA_3.1

GF0021359

GF0021358

GF0021357

GF0021356

GF0021354

GF0021353

GF0021351

GF0021350

GF0021349

GF0021348
GF0021347

GF0021346

GF0021345
GF0021344

GF0021342

GF0021340

GF0021339

GF0021338

GF0021337

GF0021336

GF0021335

GF0021333

GF0021332

GF0021331

GF0021330

GF0021329

GF0021328
GF0021327

GF0021326

GF0021325
GF0021323

GF0021322

GF0021321

GF0021320

GF0021319

GF0021318

GF0021317

GF0021316

GF0021315

0 Senescence-related gene 1 (2)

Retrotransposon protein, putative, Ty3-
0 gypsy subclass (1); Hypothetical protein
m
0 Hypothetical protein (2)
Calcium and calcium/calmodulin-
0 dependent serine/threonine-protein kinase

@

o Hypothetical protein (1); FARI DNA-
© binding domain protein (1

0 Hypothetical protein (2)

0 Secologanin synthase (2)

0 Hypothetical protein (2)

0 Secologanin synthase (2)

0 Hypothetical protein (2)
0 Hypothetical protein (2)

0 Hypothetical protein (2)

Heat stress transcription factor B-4b,
putative (2)
0 Hypothetical protein (2)
Hypothetical protein (1); Putative
0 isoaspartyl peptidase/L-asparaginase 2
1

0 Hypothetical protein (2)
0 Oxalate oxidase 2 (2)

Heavy metal transport/detoxification
superfamily protein (2)

RNA polymerase Il C-terminal domain
phosphatase-like 4 (2)

0 Hypothetical protein (2)
0 Hypothetical protein (2)

0 Hypothetical protein (2)

o Putative calcium-binding protein CML1S

Putative ribonuclease H protein (1);
0 Similarity to non-LTR retroelement
reverse transeriptase (1)

o AT4G38180 protein (1); Protein FAR1-
© RELATED SEQUENCE 5 (1)

0 Hypothetical protein (2)

0 Hypothetical protein (2)
0 Hypothetical protein (2)
0 Hypothetical protein (2)

0 Hypothetical protein (2)
0 Hypothetical protein (2)

TMV resistance protein N (1); Disease
0 resistance protein (TIR-NBS-LRR class)
[}

Disease resistance protein (TIR-NBS-
0 LRR class) (1): TMV resistance protei
N

0 Hypothetical protein (2)

o Protein SUPPRESSOR OF npri-1,
O CONSTITUTIVE 1 (2)

0 Dnal homolog subfamily B member 4 (2)

0 Hypothetical protein (2)

0 Beta-hexosaminidase subunit B2 (2)

0 Putative fertlity restorer homologue (2)

nucleic acid binding [GO:0003676
molecular_function] (2)

oxidoreductase activity [GO:0016491
molecular_function] (2); oxidation-
reduction process [GO:0055114
biological_process] (2)

RNA-DNA hybrid ribonuclease activity
[GO:0004523 molecular mncnon] @:
nucleic acid binding [GOX
molecular_function] (2)

regulation of pranscrpon, DNA-
templated [GO:0006355
biological Jr(\CLSS] @

oxidoreductase activity, acting on paired
donors, with incorporation or reduction
of molecular oxygen [GO:0016705
molecula_function] (2); oxid
reduction process [GO:0055114
biological_process] (2); heme binding
[GO:0020037 molecular_function] (2);
m ion binding [GO:0005506
molecular_function] (2)

jon-

iron ion binding [GO:0005506
molecular_function] (2); heme binding
[G0:0020037 molecular_function] (2);
oxidation-reduction process
[GO:0055114 biological_process] (2);
oxidoreductase activity, acting on paired
donors, with incorporation or redution
of molecular oxygen [GO:0016705
molecular_function] (2)

nucleic acid binding [GO:0003676
molecular_function] (2)

hydrolase activity [GO:0016787
molecular_function] (2)

manganese ion binding [GO:0030145
molecular_function] (2); nutrient
reservoir activity [GO:0045735
molecular_function] (2)

DNA binding [GO:0003677
molecular_function] (1); DNA
polymerase processivity factor activity
[GO:0030337 molecular. funuion] ay
regulation of DNA replicat

[GO:0006275 biological pmcw] ay

calcium ion binding [GO:0005509
molecular_function] (2); protein binding
[GO:0005515 molecular_function] (1)

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

zine ion binding [GO:0008270
molecular_function] (2); regulation of
transeription, DNA-template
[GO:0006355 biological_process] (2);
protein binding [GO:0005515
molecular_function] (1)

DNA integration [GO:0015074
biological_process] (2); nucleic acid
binding [GO:0003676
molecular_function] (2); protein binding
[GO:0005515 molecular_function] (1)

ing [GO:0043531

molecular_function] (2); protein binding

[G :0005515 molecular. mucnon]\ ):
ignal transduction [GO:0007165

mologwal | process] (1)

signal transduction [GO:0007165
biological_process] (2); protein binding
[GO:0005515 molecular_function] (2)

N-acetyltransferase activity
[GO:0008080 molecular_function] (2)

ADP binding [GO:0043531
molecular_function] (2); protein binding
GO:0005515 molecular_function] (2)

protein folding [GO:0006457

biological_process] (2); unfolded protein

binding [GO:0051082
molecular_function] (2)

carbohydrate metabolic process
1GO:0003975 biological_process] (2);

beta-N-acetylhexosaminidase activity
[GO:0004563 molecular_function] (2);
hydrolase activity, hydrolyzing O-
glycosyl compounds [GO:0004553
molecular_function] (2)

protein binding [GO:0005515
molecular_function] (1)

dimerisation domain [IPR00S906] (2)

Oxoglutarate/iron-dependent dioxygenase
[IPRO05123] (2); Non-haem dioxygenase
N-terminal domain [IPR026992] (2);
Tsopenicillin N synthase-like
[IPR027443] (2)

Ribonuclease H dnmmn [IPR002I56] @
Ribonuclease dom:
[IPROI2337] (27

FAR1 DNA binding domain
[IPR004330] (2): FHY3/FAR I family
[IPR031052] (2)

Cytochrome P450 [IPRUL\I m] (z),
Cytochrome P450, conserved sit
[IPRO17972] (2); Cylochmme mu E-
class, group I [IPR002401] (2)

Cytochrome P450, conserved site
[IPRO17972] (2); Cytochrome P450, E-
class, group I [IPR002401] (2);
Cytochrome P450 [IPRO01128] (2)

Ribonuclease H-like domain
[IPRO12337] (2)

Nucleophile aminohydrolases, N-terminal
[IPR029055] (2); Peptidase T2,
asparaginase 2 [IPR000246] (2)

RmiC-like cupin domain [IPRO11051]
(2); Cupin 1 [IPR006045] (2); RmiC-like
jelly roll fold [IPRO14710] (2): Germin
[IPR001929] (2)

FCP1 homology domain [IPR004274]
(2): BRCT domain [IPR001357] (2);
HAD-like domain [IPR023214] (2)
Retrotransposon gag domain
[IPR005162] (2)

Proliferating cell nuclear antigen, PCNA,
C-terminal [IPR022649] (1); Proliferating
cell nuclear antigen, PCNA [IPR000730]
M

EF-hand domain [IPR002048] (2); EF-
Hand 1, calcium-binding site
[IPRO18247] (2); EF-hand domain pair
[IPRO11992] (2): Sterile alpha motif
domain [IPRO01660] (1)

Reverse transcriptase zinc-binding
domain [IPR026960] (2); Ribonuclease
Helike domain [IPR012337] (1)
FHY3/FARI family [IPR031052] (2);
Zine finger, SWIM-type [IPR007527)
(2); Zine finger, PMZ-type [IPR006564]
(2); FARI DNA binding domain
[IPR004330] (1); Glutathione -
transferase, N-terminal [IPR004045] (1);
Glutathione S-transferase, C-terminal-like
[IPRO10987] (1); Thioredoxin-like fold
[IPRO12336] (1): MULE transposase
domain [IPROTS289] (1)

Integrase, catalytic core [lpkomsm] @
Ribonuclease H-like

[IPRO12337) (2 Glaatione S-
transferase, N-terminal [IPR004045] (1);
Thioredoxin-like fold [IPRO12336] (1)

Histone deacetylase domain [IPR023801]
(2); Histone deacetylase superfamily
[IPR000286] (1)

P-loop containing nucleoside triphosphate
hydrolase [IPR027417] (2); NB-ARC
[IPRO02182] (2); Leucine-rich repeat
[IPRO01611] (2); Leucine-rich repeat
domain, L domain-like [IPR032675] (2);
Toll/interleukin-1 receptor homology

(TIR) domain [IPRO001S7] (1); ngn,d
helix-tum-helix DNA-binding domain
[IPRO11991] (1)

Toll/interleukin-1 receptor homology
(TIR) domain [IPRO001S7] (2)

Acyl-CoA N-acyltransferase
[IPROIGI81] (2); GNAT domain
[IPRO001S2] (2)
Leucine-rich repeat [IPR001611] (2);
NB-ARC [IPR002182] (2); P-loop.
containing nucleoside triphosphate
hydmla:e [IPR027417) (2); Leucine-rich
repeat domain, L domain-like
[IPR032675] (2); Leucine-rich repeat,
typical subtype [IPR0035911 (1)
Chaperone Dnal, C-terminal
[IPR002939] (2); DraJ dommain,
conserved site [IPROI8253] (2);
HSP40/Dnal peptide-binding
[IPRO08971] (2); DnaJ domain
[IPR001623] (2)

Glycoside hydrolase family 20, catalytic
domain [IPROTS883] (2); Glycoside
hydrolase superfamily [IPRO17853] (2);
Bua hexosaminidase [IPRO25705] (2);
iase/beta-hexosaminidase domain
z I\kc [IPRO29018] (2); Beta-
hexosaminidase, eukaryotic type, N-
terminal [IPR029019] (2); Glycoside
hydrolase, catalytic domain [IPRO13781]
)
Pentatricopeptide repeat [IPRO02885]

repeat region of PROPR [an;mx] m

scaflold_3_mRNA_3674.1

scaffold_3_mRNA_3672.1

scaffold_3_mRNA_3670.1

scaffold_3_mRNA_3666.1

scaffold_3_mRNA_3653.1

scaffold_3_mRNA_3650.1

scaffold_3_mRNA_3636.1

scaffold_3_mRNA_3631.1

scaffold_3_mRNA_3629.1

scaflold_3_mRNA_3626.1
scaffold_3_mRNA_3624.1

scaffold_3_mRNA_3617.1

scaffold_3_mRNA_3608.1
scaffold_3_mRNA_3605.1

scaflold_3_mRNA_3591.1

scaffold_3_mRNA_3560.1

scaffold_3_mRNA_356.1

scaffold_3_mRNA_3559.1
scaflold_3_mRNA_355.1
scaffold_3_mRNA_3545.1

scaffold_3_mRNA_3544.1

scaflold_3_mRNA_354.1

scaffold_3_mRNA_3539.1

scaffold_3_mRNA_3519.1

scaffold_3_mRNA_3513.1

scaffold_3_mRNA_3507.1

scaffold_3_mRNA_3506.1
scaffold_3_mRNA_3492.1

scaflold_3_mRNA_3491.1

scaffold_3_mRNA_3483.1
scaffold_3_mRNA_3453.1

scaffold_3_mRNA_3444.1

scaffold_3_mRNA_3443.1

scaflold_3_mRNA_3442.1

scaffold_3_mRNA_3421.1

scaffold_3_mRNA_341.1

scaffold_3_mRNA_3403.1

scaffold_3_mRNA_3388.1

scaffold_3_mRNA_3387.1

C_unshi

00612_mRNA_10.1

C_unshiu_00612_mRNA_14.1

02344_mRNA_1.1

02152_mRNA_4.1

C_unshiu_01660_mRNA_4.1

C_unshiu_00501_mRNA_16.1

C_unshiu_00016_mRNA_2.1

iu_01049_mRNA 4.1

C_unshiu_01049_mRNA_6.1

C_unshiu_00509_mRNA_20.1

1 00972_mRNA 3.1

C_unshiu_00509_mRNA_19.1

00996_mRNA_7.1

00996_mRNA_8.1

C_unshiu_00509_mRNA_I18.1

C_unshiu_00931_mRNA_2.1

C_unshiu_00050_mRNA_4.1

C_unshiu_01409_mRNA

C_unshiu_01158_mRNA_19.1

01698_mRNA_L1

C_unshiu_01158_mRNA_20.1

00509_mRNA_5.1

C_unshi

00200_mRNA_34.1

C_unshiu_00476_mRNA_5.1

C_unshiu_00476_mRNA_6.1




T Num i C_celementine_ Numin C_unshia Note Go TnterPro Member Members in C.unshh Members in Prifola
GFRO021314 1 T 0 Hypothetical protein (2) scaffold_3_mRNA_3386.1 00476_mRNA_7.1
transporter activity [GO:0005215
Proton-dependent oligopeptide transport - molecular_function] (2); transport }‘:;JR"O’Z‘EQQ]“:; s:x"::’ﬂ;::::::“
GF0021313 1 1 0 family protein (1); Nitrate transporter 1.7 [GO:0006810 biological process] (2); g P scaffold_3_mRNA_338.1 00509_mRNA_1.1
ay membrane [GO:0016020 E';g‘:g;g‘l'g;]'(';')"w"“ family
cellular_componen] (2)
GFO021312 1 1 0 Hypothetical protein (2) scaffold_3_mRNA_3361.1 00482_mRNA_4.1
GFO021311 1 1 0 Hypothetical protein (2) BRCT domain [IPR00I357] (2) scaffold_3_mRNA_335.1 00123 mRNA_14.1
. Cobalamin (vitamin B12) biosynthesis
GFO021310 1 1 0 Hypothetical protein (2) oW hk:.(C il (PRO1 1630] (1) 54T _3_ MRNA_3342.1 01398 mRNA_6.1
GF0021309 1 1 0 Hypothetical protein (2) scaffold_3_mRNA_3341.1 00631_mRNA_ u 1
GFO021308 1 1 0 Hypothetical protein (2) scaffold_3_mRNA_3333.1 01054_mRNA
GF0021307 1 1 0 Hypothetical protein (2) scaffold_3_mRNA_3332.1 01157 mRNA 3. |
Gr0021306 | | o Hypotheical protein (1); Retrotzansposon Aspartic peptidase domain [IPRO21109] o0 7 b ) 01157 mRNA 11
protein, putative, unclassified (1) ) O mERA SREA
GF0021305 1 1 Potato DNA for copialike transposable scaffold_3_mRNA_3320.1 00423 mRNA_7.1
clement (1); Hypothetical protein (1) 13 mRNA. mRNA
GF0021304 1 1 0 Hypothetical protein (2) scaffold_3_mRNA_3313.1 02231 mRNA 2.1
RNA-dirccted DNA polymerase Reverse transcriptase domain
GF0021303 1 1 (Revese e O PROOOTT] O scaffold_3_mRNA_3312.1 02070_mRNA_1.1
GFO021302 1 1 0 Hypothetical protein (2) scaffold_3_mRNA_3310.1 02070_mRNA_3.1
GFO021301 1 1 0 Hypothetical protein (2) scaffold_3_mRNA_3309.1 C_unshiu_02070_mRNA_S.1
proteolysis [GO:0006508 Alpha/Beta hydrolase fold [IPR029058]
biological_process] (2); serine-type  (2): Peptidase S9, prolyl oligopeptidase,
GF0021300 1 1 ::I‘:::)‘; 3::“(’:" endopeptidase, peptidase activity [GO:0008236 catalytic domain [IPRO01375] (2); scaffold 3_mRNA_3292.1 C_unshiu_00308_mRNA_32.2
molecular_function] (2); protein binding - WD40/Y VTN repeat-like-containing
[GO:0005515 molecular_function] (1) domain [IPRO15943] (1)
GF0021299 1 1 0 Hypothetical protein (2) scaffold_3_mRNA_3291.1 00194_mRNA_29.1
GF0021297 1 1 0 Hypothetical protein (2) scaffold_3_mRNA 3282.1 00236_mRNA 8.1
GF0021295 1 1 0 Hypothetical protein (2) scaffold_3_mRNA_3268.1 00645_mRNA 4.1
GF0021293 1 1 0 Hypothetical protein (2) scaffold_3_mRNA_3257.1 00167_mRNA_23.1
:::::x::”:f;::o:]‘:’;;‘y“fjm?:R‘53 Menhyhmnmme type 11 [IPROI3216]
GF0021292 1 1 0 Embryonic abundant protein-like (2) S g (2): S-adenosyl-L-methionine-dependent scaffold_3_mRNA_3249.1 C_unshiu_00167_mRNA_16.1
process [GO:0008152 muhylmnsremc [IPR029063] (2)
biological_process] (2)
GF0021291 1 1 0 Hypothetical protein (2) scaffold_3_mRNA_3248.1 C_unshiu_00167_mRNA_L5.1
GF0021290 1 1 0 Hypothetical protein (2) ﬁ:‘:&z‘i‘ﬁ'zﬁ;’?"““swsm Orfl scaffold_3_mRNA_3245.1 C_unshiu_00167_mRNA_I1.1
GF0021289 1 1 0 Hypothetical protein (2) scaffold_3_mRNA_3244.1 00167_mRNA_10.1
GF0021288 1 1 0 Embryo-abundant protein EMB (2) scaffold_3_mRNA_3243.1 00167_mRNA_9.1
GFO021287 1 1 0 Hypothetical protein (2) scaffold_3_mRNA_3238.1 00167_mRNA_3.1
GF0021286 1 1 0 Hypothetical protein (2) scaffold_3_mRNA_3236.1 01436_mRNA 2.1
GF0021285 1 1 0 Hypothetical protein (2) scaffold_3_mRNA_3229.1 02216 mRNA 2.1
GF0021284 1 1 Cytokinin riboside 5"-monophosphate scaffold 3_mRNA_3223.1 00246_mRNA_35.1
phosphoribohydrolase (2) R S
GFO021283 1 1 0 Hypothetical protein (2) E?QZ'ZZTQS] a(is)mmtd domin scaffold_3_mRNA_3219.1 C_unshiu_00056_mRNA_78.1
GFO021282 1 1 0 Hypothetical protein (2) scaffold_3_mRNA_3214.1 C_unshiu_00104_mRNA_38.1
GFO021281 1 1 0 Hypothetical protein (2) scaffold_3_mRNA_3208.1 ' 01399_mRNA_6.1
polygalactoronase actvity [GO:0004650 E”rf“{'(’;llly'i;fj]r‘(’lg‘]’,'ec“'s:cl;:::‘gl a
GF0021278 1 1 0 Hypothetical protein (2) ::Z::Ez:l’{:gf::‘:';lﬁ‘go;;'sbﬁg drite11pRO12334] (2): Glycoside hydrolase,  scaffold_3_mRNA_3196.1 C_unshiu_02157_mRNA 3.1
Dologieal mmocess (1) family 28 [IPRO00743] (1; Pectate lyase
¥ superfamily protein [IPR024535] (1)
polygalacturonase activity [GO:0004650 E”rf“{'(’;llly'i;fj]r‘(’lg‘]’,'ec“'s:cl;:::‘gl d
GF0021277 1 1 0 Galacturan 1,4-alpha-galacturonidase (2) f:Z::ﬁﬁ:l",f:ﬂfe'lf'[]r,‘é‘oﬁi'sbﬁsyd”" [IPRO12334] (2); Glycoside hydrolase, ~ scaffold_3_mRNA_3191.1 C_unshiu_01406_mRNA 4.1
ological mocess () family 28 [IPRO00743] (2); Pectate lyase
* superfamily protein [IPR024535] (1)
carbohydrate metabolic process Pectin lyase foldvinulence factor
. [GO:0003975 biological process] (2);  [IPROII050] (2); Pectin lyase fold .
GF0021275 1 1 0 Polygalacturonase (2) Dolgalacturonse e “;p [GO004650 [IPRO12334] (o), Glveoside hydrolase,  *C4Td_3_mRNA 31651 C_unshiu_00324_mRNA_4.1
molecular_finction] (2) family 28 [IPRO00743] (2)
polygalacturonase activity [GO:0004650 Glycoside hydrolase, family 28
molecular_function] (2); carbohydrate  [IPR000743] (2); Pectin lyase
GF0021273 1 1 0 Polygalacturonase (2) ctabolis provess []GD 0005975 E.a ! d“mlm]e etor IPRO1 050 2y, €043 mRNA 3161.1 C_unshiu_02580_mRNA_2.1
biological_process] (2) Pectin lyase fold [IPR012334] (2)
GF0021269 1 1 0 Hypothetical protein (2) scaffold_3_mRNA_3129.1 €_umshiu 01084 mRNA 7.1
GF0021265 1 1 0 Hypothetical protein (2) scaffold_3_mRNA_3115.1
Thioredoxin superfamily protein, putative
GF0021264 1 1 0 (1); Thioredoxin superfamily protcin scaffold_3_mRNA_3114.1
isoform 1 (1)
Leucine-rich repeat domain, L domain-
 F-bouFBD/LRR-tepeat protein rotein binding [GO:0005515 like [IPRO32675] (2); F-box domain
GF0021263 ! ! 0 At5£22660 (2) P ﬁuoleculnrj\nnil[mu] @ [IPK[OQI 8101 (2 ﬂ FBD domain scaffold_3_mRNA_3113.1
[IPRO06S66] (2)
GF0021262 1 1 0 Hypothetical protein (2) scaffold_3_mRNA_3112.1
protein binding [GO:0005515 F-box domain [IPR00IS10] (2); Leucine-
molecular_funcion] ) poly(ADP- L R LR
GF0021261 1 1 o F-box/FBD/LRR-repeat protein ribose) glycohydrolase activity [IPR032675] (2); Poly(ADP-ribose) scaffold 3_mRNA 3111.1 C_unshiu_00950_mRNA_15.1
© At5e22660 2) GO:0004649 molecuar_funcrion] 23; " HEAT AL IROEE RN, 13 mRNA. - -mRNA
carbohydrate metabolic process i(.ym,..y[wn 006366) () g
[GO:0005975 biological_process] (2) -
GF0021260 1 1 0 Hypothetical protein (2) scaffold_3_mRNA_3100.1 C_unshiu_00278_mRNA_S.1
GFO021258 1 1 0 Hypothetical protein (2) scaffold_3_mRNA_3093.1 ' 00609_mRNA_8.1
GF0021257 1 1 0 Hypothetical protein (2) :;::?";;gg;‘;?a(‘l‘;““’“ L domain (o ffold_3_mRNA_3087.1 1 01332_mRNA_L1
Hypothetical protein (1); Zinc knuckle MU acid binding [GO:0003676
GFO0021256 1 1 O oy proein(y molecular_function] (1); zinc ion binding Zine finger, CCHC-type [IPRO0ISTS] (1) scaffold_3_mRNA_3085.1 C_unshiu_01722_mRNA_2.1
Y [GO:0008270 molecular_function] (1)
GF0021254 1 1 0 Hypothetical protein (2) scaffold_3_mRNA_3068.1 00117_mRNA_1.1
Leucine-rich repeat domain, L domain-
GF0021253 1 1 0 Hypothetical protein (2) like [IPR032675] (2); Recepior L-domain scaffold_3_mRNA_3065.1 C_unshiu_00117_mRNA_4.1
[IPRO00494] (1)
RNA binding [GO:0003723
molcular_funcion] (1): mRNA SPINg. ) i v i
GF0021252 1 1 0 Hypothetical protein (2) via spliccosome [GO:0000398 scaffold_3_mRNA_3064.1 C_unshiu_00117_mRNA_5.1
biological_process] (1); U2AF [IPRO09145] (1)
[GO:0089701 cellular_component] (1)
GF0021251 1 1 0 Putative disease resistance protein (2) :;:"[“';fk'o'gg 6'“7';?“(‘;"“’”'“‘ L domain . fold_3_mRNA_3049.1 C_unshiu_00212_mRNA_14.1
NB-ARC [IPR002182] (2): P-loop
Disease resistance N-like protein (1); . containing nucleoside triphosphate
GF0021250 1 1 0 LRR and NB-ARC domau?s—een\uining ing [GO:0043531 hydrolase [IPRO27417] (2); Leucine-tich gty 3 upNa_3048.1 C_unshiu_00212_mRNA_13.1
isease resistnce protein.putnive (1 Moecular_funcion] 2) repeat domain, L domain-like
[IPR032675] (2); Winged helix-turn-helix
DNA-binding domain [IPRO11991] (1)
integral component of membrane
GF0021249 1 1 0 Hypothetical protein (2) 5?2;22ﬁ'z;;nzi"[‘g“orjggg;f]"s“e“'] @ Mio-related protein [IPR004326] (2)  scaffold_3_mRNA_3047.1 C_unshiu 00212 mRNA_12.1
biological_process] (2)
GF0021248 1 1 0 Hypothetical protein (2) scaffold_3_mRNA._3046.1
y RNA-binding domain [IPR002547] (2);
GF0021247 1 1 0 Nucleic acid-binding isoform 1 (2) z{:e’éu"l‘a':d‘f:“ic[;?li”"’z‘i“”‘w Nucleic acid-binding, OB-fold scaffold_3_mRNA_3037.1 00286_mRNA_24.1
- [IPROI2340] 2)
’ Ankyrin repeat-containing domain
GF0021246 1 1 g;‘;m’l“"c‘;‘;‘“ﬁg‘:{ "’7""““ o :zl‘fxll;‘r"‘;“"’“gu[l‘::; (“ZD‘“ 5515 [IPRO20683] (2); Ankyrin repeat scaffold 3_mRNA_3026.1 00113 mRNA _41.1
! [IPRO02110] (2)
catalytic activity [GO:0003824
molecular_function] (2); metabolic Enhancer of polycomb-like, N-terminal
process [GO:0008152 [IPRO19542] (2); Alkaline phosphatase-
biological_process] (2); regulation of ke, alpha/beta/alpha [IPR017849] (2);
transeription from RNA polymerase Il Alkaline-phosphatase-like, core domain
GFO021244 1 1 0 Hypothetical protein (2) promoter [GO:0006357 [IPROI7850] (2): Type I scaffold_3_mRNA_3017.1 01657_mRNA_6.1
biological_process] (1); NuAd histone  phosphodiesterasc/nueleotide
acetyltransferase complex [GO:0035267 ~ pyrophosphatase/phosphate transferase
cellular_component] (1); Piccolo NuA4 ~[IPR002591] (1); Enhancer of polycomb
histone acetyliransferase complex protein [IPR024943] (1)
[GO:0032777 cellular_componen] (1)
GF0021243 1 1 0 Hypothetical protein (2) scaffold_3_mRNA_3014.1 C_unshiu_00383_mRNA_I8.1
GF0021241 1 1 0 Hypothetical protein (2) g;;‘g;‘sg’;:]“:‘;”“ function DUF283 . ffld_3_mRNA_2988.1 C_unshiu_01094_mRNA_L.1
GF0021240 1 1 0 (P;)"“d" chain release fuctor-like protein scaffold_3_mRNA_2985.1 01437_mRNA 7.1
GFO021239 1 1 0 Hypothetical protein (2) scaffold_3_mRNA_2983.1 02389_mRNA_3.1
translation release factor activity Peptide chain release factor class class
GF0021237 1 1 0 Hypothetical protein (2) [GO:0003747 molecular_function] ()1 1p000352) (2); Double-stranded  scaffold_3_mRNA_2970.1 00575_mRNA 2.1
ransatonal tenmination (GO:0006415. WL B PRERER,
biological_process] (2)
Tollinterleukin-1 receptor homology
signal transduction [GO:0007165 (TIR) domain [IPR000157] (2); Leucine-
GF0021235 1 1 0 Hypothetical protein (2) biological_process] (2); protein binding  rich repeat 3 [IPRO11713] (2); Leucine-  scaffold_3_mRNA_2969.1 00575_mRNA_L.1
(GO:0005515 molecular_function] (2)  rich repeat domain, L domain-like
[IPR032675] (2)
) » ransaton release actoractiviy Fepuac crian felease rcior crass veass
Puttive Pepide chain reease fctor (1; i 8 URL TSRS TR I IPRO0D3S2) ) Alpha/Beta
GFO021234 1 1 0 Putative class I peptide chain release hydrolase fold [IPR029058] (2); Double- scaffold_3_mRNA_2967.1 C_unshiu_02982_mRNA_2.1

factor-like (1)

translational termination [GO:0006415

biological_process] (2)

stranded RNA-binding domain




T Num i C_celementine_ Numin C_unshia Note Go TnterPro Member embe T Members in Prifola
NAD(P)-binding domain [IPRO16040]
(decarboxylating) activity [GO:0004616 (2): 6-phosphogluconate dehydrogenase
GF0021233 1 0 Hypothetical protein (2) moleculn mncum\] (2); oxidation-  [IPRO0G183] (2); 6 phmphﬂb]monalt scaffold_3_mRNA_2939.1 C_unshiu_01437_mRNA_S.1
55114 dehydrogenase, NADJ
bmlagxcnl hroces] ) [IPRO0G1 15] 2)
translational termination [GO:0006415
Hypothetical protein (1); Peptide chain  biological_process] (2); translation Peptide chain release factor class Uclass
GFO0021232 1 0 g , g 11[IPRO00352] (2); Double-stranded  scaffold_3_mRNA_2033.1 C_unshiu_00231_mRNA_25.1
release factor release factor activity [GO:0003747 3 miRA - mENA.
o RNA-binding domain [IPR014720] (1)
molecular_finction] (2)
GF0021231 1 0 Hypothetical protein (2) scaffold_3_mRNA_2932.1 C_unshiu_00199_mRNA_20.1
AT hook, DNA-binding motif
GF0021230 1 0 ';‘(Tz';'“"k motif nuclear localized protein Eﬂ‘; Si:f’“mg"[ﬁoon;"(’gfm [IPRO17956] (2); PPC domain scaffold_3_mRNA_293.1 C_unshiu_01105_mRNA_2.1
= [IPRO0S175] 2)
protein binding [GO:0005515
GF0021229 1 0 Hypothetical protein (2) :";::;:g:ﬂég"%m;;g"“l (T_I‘_’l'llz"“:;‘;f‘li"[“I',[:;;’o"l‘:;]}'(";““""y scaffold_3_mRNA_2927.1 C_unshiu_01001_mRNA_7.1
biological_process] (2)
GFO021228 1 0 Monosacharide transport protein (2) scaffold_3_mRNA_2921.1 C_unshiu_03103_mRNA_L1
GFO0021226 1 0 Hypothetical protein (2) scaffold_3_mRNA_2918.1 C_unshiu_01031_mRNA_I3.1
GF0021225 1 0 Hypothetical protein (2) ":::II:C':I:Y"“?"::“":S {(I,v)o.wu.wo ;;:":3‘:;1;;;]' (*;"k‘ domain scaffold_3_mRNA_2914.1 C_unshiu_01031_mRNA_9.1
GF0021224 1 0 Hypothetical protein (2) :,:;’:,Yaii"[‘yhpu:;gg;nljﬁ;‘f e triphosphate o, prold 3 mRNA 2013.1
GF0021223 1 0 Hypothetical protein (2) scaffold_3_mRNA_291.1 01144 mRNA 5.1
GF0021222 1 0 Retroelement pol polyprotein-like (2) scaffold_3_mRNA_2909.1
GFO021221 1 0 Hypothetical protein (2) scaffold_3_mRNA_2904.1 C unshiu 01094 mRNA_15.1
. Leucine-rich repeat [IPRO01611] (2);
GF0021220 1 0 Hypothetical protein (2) ":";‘I‘:’\‘“l;‘r“‘:“:;gd[sﬁ :’2‘):)5 315 Leucine-rich repeat domain, L domain-  scaffold_3_mRNA_2903.1 C_unshiu_01094_mRNA_14.1
- like [IPR032675] (2)
trehalose biosynthetic process
GO:0005992 biological_process] (2);  Trehalose-phosphatase [IPR003337] (2);
GF0021219 1 0 Hypothetical protein (2) Lm‘m_ vy [Gf) 005252 y 12 HAD-ke sum;:“ [lpk(guz\ 00) T2 caffold 3 mRNA 291 00399 mRNA 9.1
molecular_finction] (2)
. P-loop containing nucleoside triphosphate
signal transduction [GO:0007165
GF0021218 1 o Putative TIRNBS class resistance bxi‘ogcal |_process] (1); protein binding >0rlase [IPR027417] (2); scaffold_3_mRNA_2897.1 C_unshiu_01094_mRNA_8.1
© protein (1); Hypothetical protein (1) 16013005315 motecut fnction) (1) Tolliterleukin1 receplr homology
(TIR) domain [IPR0001S7] (1)
AAA+ ATPase domain [IPR003593] (2);
Conserved hypothetical plastid protein  ATP binding [G0:0005524 P-loop containing nucleoside triphosphate
Grooz121s ! Oy e moleculaljfu{cnon] @ hydmliase [IPRO§74I7] @) AThase, | S0Id_3_mRNA_2874.1
AAA-type, core [IPRO03959] (2)
actin binding [GO:0003779
ol fncion] (2 i flancat - ADFALGlsolike dorwin
polymerization [GO:0030042 [IPRO29006] (2): Actin-depolymerising
GFO021214 1 0 Actin-depolymerizing factor 2 (2) bm!ogvcal |_process] (2); intracellular  factor homology domain (IPR002108]  scaffold_3_mRNA_287.1 C_unshiu_01144_mRNA 0.1
50:0005622 cellular_component] (2);  (2); ADF/Cofilin/Destrin [IPR017904]
actin cytoskeleton [GO:0015629 (1): ADF/Cofilin [IPR017904] (1)
cellular_component] (2)
ubiquitin-dependent protein catabolic
process [GO:0006511
GF0021213 1 0 Hypothetical protein (2) ::‘;:ﬁ;:;ﬂ:::’] : "21(';‘;'“1;'75 E;;g‘;‘“‘s‘gi‘:a") igase SIN-like scaffold_3_mRNA_2856.1 C_unshiu_00518_mRNA_15.1
bologea. procese] (1 ucles
[GO:0005634 cellular. mmpomm] m
P-loop containing nucleoside triphosphate
hydrolase [IPR027417] (2); AAA+
ATPase domain [IPR003593] (2); NI
signal transduction [GO:0007165 ARC [mmozlx[z] @ Toll’l]merleu.km 1
iological process] 2); ADP binding 1 LA P TR
GFO021212 1 0 TMV resistance protein N (2) 1GO:0043531 molecular_function] 2); (LRG0 AR (L ERTEEE safold_3 mRNA_2855.1 C_unshiu_00518_mRNA_14.1
protein binding [GO:0005515 g ?
motecuar, ungtion] @) [IPRO11713] (2); Leucine-rich repeat
- domain, L domain-like [IPR032675] (2);
‘Winged helix-turn-helix DNA-binding
domain [IPRO11991] (2)
protein binding [GO:0005515
GFo021211 1 0 Hypothetical protein (2) ::;::1:;‘;':: :l"'vc"[';"['z,‘g‘m‘;:; sphoric ester jﬁfmfﬁ?;ﬁfﬁg&}] GiWW . affold_3_mRNA_2854.1 C_unshiu_00518_mRNA_13.1
molecular_function] (2)
GF0021210 1 0 Hypothetical protein (2) scaffold_3_mRNA_2853.1 C_unshiu_00518_mRNA_12.1
GF0021207 1 0 Hypothetical protein (2) 2::\‘;"::;;:‘3{8;’“':;‘[‘2‘:'3’3"4' N caffold 3_mRNA 2834.1 C_unshiu_01977_mRNA 3.1
GF0021206 1 0 Hypothetical protein (2) scaffold_3_mRNA_2832.1 C_unshiu_00596_mRNA 0.1
GF0021205 1 0 E-box protein SKIP23 (2) BSQS:J“‘T;:??;“ function DUF295 (. iold 3 mRNA_2831.1 C_unshiu_00596_mRNA_10.1
Transposase, MuDR, plant [IPR004332]
GF0021203 1 0 Hypothetical protein (2) (2): MULE transposase domain scaffold_3_mRNA_2823.1 C_unshiu_02456_mRNA 4.1
[IPROIS289] 2)
Transposase, MuDR, plant [IPR004332]
GF0021201 1 0 Hypothetical protein (2) z:f&ﬁ:f}:ﬁ;ﬁlg(??mw :ﬂ ;‘“‘ ":‘:z:: :';"”ZN:V{’;EP““"(’“"] scaffold_3_mRNA_2806.1 C_unshiu_00097_mRNA_1.1
[IPRO07527] (1)
GF0021199 1 0 Hypothetical protein (2) scaffold_3_mRNA_2802.1 C_unshiu_01224_mRNA 5.1
GF0021198 1 0 Hypothetical protein (2) ﬁ?G'p”"”wg’“‘c domain [IPRO2S724] (. vold 3 mRNA_2801.1 00181_mRNA_31.1
GFO021196 1 0 Hypothetical protein (2) scaffold_3_mRNA_2789.1 00739_mRNA_13.1
signal transduction [GO:0007165 Tollinterleukin-1 receptor homology
GF0021195 1 0 Hypothetical protein (2) iological proces] 2): proten binding (1, WL PR O scaffold_3_mRNA_2771.1 C_unshiu_00313_mRNA_6.1
[GO:0005515 molecular_function] (2)
GFO021194 1 0 Hypothetical protein (2) scaffold_3_mRNA_2768.1 C_umshi 00313 mRNA 3.1
GFO021193 1 0 Hypothetical protein (2) scaffold_3_mRNA_2766.1 1
proteolysis [GO:0006508 Domain of unknown function DUF1985
. biological_process] (2); cysteine-type  [IPROIS410] (2); Ulpl protease family, N .
GF0021191 1 0 Hypothetical protein (2) pep‘iimi ity [GO-0008234 P il catah o i, PR003653) SCATod3_MRNA 2758.1 C_unshiu_02474_mRNA_2.1
molecular_fnction] (2) @
GF0021190 1 0 Hypothetical protein (2) :::‘:Il:c':ﬁidﬁ:’"'::‘::‘g] Ef)o:ooosms ;;f‘:g‘l‘;?;:]‘ (l;"k‘ domain scaffold_3_mRNA_2755.1 C_unshiu_02707_mRNA_3.1
GF0021189 1 0 Gag protease polyprotein, putative (2) ﬁ;}iﬁ‘&iﬁ;’;‘]‘&", gag domain scaffold_3_mRNA 2751.1 C_unshiu_00723_mRNA_10.1
::':;:;‘;‘I’;";‘C’:;:]"(‘Z“;%’T[;’gn:'fn";"’ 7 Beta tubulin [IPR002453] (2); Tubulin,
[GO:0005525 molecular_function] (2);  <C"Served site [IPROI7975] (2);
Tubulin beta-9 chain (1); Tubulin beta-7 _structural constituent of eytoskeleton 0ukn/FtsZ, GTPase domain
GFO021188 1 0 g bt ¢ [IPRO03008] (2); Beta tubulin, scaffold_3_mRNA_275.1 C_unshiu_01325_mRNA_6.1
chain (1) [GO:0005200 molecular_function] (2); . 3 mRRA - -MRNAL
icrotubule [GO0005574 autoregulation binding site [IPROI3838]
(2): Tubulin (IPR000217] (2); Tubulin,
celular_component] (2); GTPase acdivity 7 Euil B0 PR TS
(GO:0003924 molecular_function] (2)
GFO021187 1 0 Hypothetical protein (2) scaffold_3_mRNA_2747.1
GFO021186 1 0 Hypothetical protein (2) scaffold_3_mRNA_2746.1
GFO021185 1 0 Hypothetical protein (2) scaffold_3_mRNA_2745.1
Tollinterleukin-1 receptor homology
signal tansducton [GO-0007165 (TIR) domain IPR0001S7] (2); Leucine-
Suppressor of nprl-1, constitutive 1-like _biological_process] (2); protein binding " rePeat domain, L domain-like
§ g (IPRUS2675) 2 Winged bl vl
GFO021184 1 0 roci 1 Disate esitanc proten - [GO:0005515 moleculr o] e domain HPRO11001] 1y SC4To14_3_ mRNA_2740.1
(TIR-NBS-LRR class) (1) ADP binding [GO:004353
mokecular fonction] (1) Prlbup containing nucleoside triphosphate
- hydrolase [IPR027417] (1); NB-ARC
[IPRO02182] (1)
GFO021183 1 0 Hypothetical protein (2) scaffold_3_mRNA_2738.1 C_unshiu_02202_mRNA_2.1
Leucine-rich repeat 3 [IPRO11713] (2);
Leucine-rich repeat, typical subiype
v oein binding [GO0005515 [IPROLSSOT) 2 Levcie i epeat
GF0021180 1 ¢ Protein SUPPRESSOR OF nprl-1, &ulccular fungu[ion] (2): ADP binding  d0main, L domain-like [IPRO3267S1 2); 1y 3 N 27271 C_unshiu_00931_mRNA 6.1
CONSTITUTIVE I (2) o0ars ; e repeal [IPROOI611) (2); P- 3 miRA - MRNAL
[GO:0043531 molecular_function) (1)
loop containing nucleoside triphosphate
hydmla:e [IPR027417] (1); NB-ARC
(IPRO02182] (1)
NB-ARC [IPR002182] (2); P-loop
containing nucleoside triphosphate
hydrolase [IPR027417] (2); Leucine-rich
repeat domain, L domai
signal transduction [GO:0007165 [IPRO32675] (2); To
biological_process] (2); ADP binding  receptor homology (TIR) domain
GF0021179 1 0 f:;az;::'f;““ protein (TIRNBS-3,.0043531 molecular_function] (2);  [IPRO0157] (2); Repeat of unknown  scaffold_3_mRNA_2723.1 C_unshiu_02362_ mRNA 3.1
- protein binding [GO:0005515 function XGLTT [IPRO0S164] (1);
molecular_fnction] (2) Leucine-rich repeat (IPRO01611] (1);
Winged helix-turn-helix DNA-binding
domain [IPRO11991] (1); Leucine-rich
repeat, typical subtype [IPRO03391] (1);
Leucine-rich repeat 3 [IPRO11713] (1)
GF0021178 1 0 Hypothetical protein (2) ﬁ;‘:’é‘;;};?ﬁ;""““"‘“”’"““’hm“ scaffold_3_mRNA_2719.1
GFO021177 1 0 Hypothetical protein (2) scaffold_3_mRNA_2714.1
GFO021176 1 0 Hypothetical protein (2) scaffold_3_mRNA_2703.1
Retrotransposon gag domain
P— . 0 Hypothetcal protein 2) nucleic acid binding [GO 0003676 IPROVSIG2] () Aspartic peptidase o+ o oo |

molecular_function] (

domain [IPRO21109] (2); Ribonuclease
Helike domain [IPR012337] (1)
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NB-ARC [IPRO02182] (2); P-loop
containing nucleoside triphosphate
ADP binding [GO:0043531 hydrolase [IPR027417] (2); Leucine-rich
R molecular_function] (2); signal repeat, typical subtype [IPR003591] (2);
GF0021174 1 1 E;;“:”h;:;'f;““ protein (TIRNBS- - duction [GO:0007165 Leucine-rich repeat domain, L domain-  scaffold_3_mRNA_2697.1 C_unshiu_01466_mRNA 5.1
biological_process] (1); protein binding  like [IPR032675] (2); Winged helix-tum-
(GO:0005515 molecular_function] (1) helix DNA-binding domain [IPRO11991]
(1): Tollinterleukin-1 receptor homology
(TIR) domain [IPR0001S7] (1)
GFO021173 1 1 0 Hypothetical protein (2) scaffold_3_mRNA_2695.1 C_unshiu_02537_mRNA_2.1
GFO021172 1 1 0 Hypothetical protein (2) E;;;’iazi"[‘l‘,,"l‘l"’)‘;"“”f;;“‘;"d’ IPhOSPIAIE . ffold_3_mRNA_2693.1
GFO021171 1 1 0 Hypothetical protein (2) scaffold_3_mRNA_2690.1
GFO021170 1 1 0 Hypothetical protein (2) scaffold_3_mRNA_269.1
GFO021169 1 1 0 Hypothetical protein (2) ﬁ;ﬁ’g&‘;‘;ﬂ'z]‘:;’)“"a"""’“’“ orfl scaffold_3_mRNA_2686.1
GFO021168 1 1 0 Hypothetical protein (2) scaffold_3_mRNA_2683.1
GFO021166 1 1 0 Hypothetical protein (2) scaffold_3_mRNA_2672.1
S-adenosyl-L-methionine-dependent
Omethylransierase activy methylansferase [IPR029063] (2):
[GO:0008171 molecular_function] (2; Y need helixturn-helix DNA
GFO021165 1 1 0 Caffeic acid O-methyltransferase (2) - domain [IPRO11991] (2); O- scaffold_3_mRNA_2668.1 C_unshiu_01111_mRNA_L1
methyltransferase activity [GO:0008168
oleair funeton () methylsansirase, fmily 2 [PRO01077]
(2): O-methyliransferase COMT-type
[IPROI6461] (1)
GFO021164 1 1 0 Hypothetical protein (2) scaffold_3_mRNA._2666.1 C_unshiu_01979_mRNA_L.1
Gag-polypeptide of LTR copia-type
Cysteine-rich RLK (RECEPTOR-like IPR029472] (2); Reverse transcriptase,
GFO021163 1 1 0 i kimase) § ) e dmm]km DA polymernee - Scafold_3_ mRNA_2665.1 C_unshiu_01979_mRNA 2.1
[IPROI3103] (1)
Protein kinase, ATP binding site
[IPROI7441] (2): Protein kinase-like
ATP binding [GO:0005524 domain [IPRO11009] (2); Leucine-rich
molecular_function] (2); protein kinase  repeat domain, L domai
J— . \ o Hypothetial protein (1; LRR receptor-  activity [GO:0004672 [IPRO32675] (2); Serine- scafold_3 mNA, 2631 C_smshi 01879 mNA_5.1
like kinase family protein (1) molecular_function] (1); profein threonine/tyrosine-protein kinase,
phosphorylation [GO:0006468 catalytic domain [IPR001245] (1)
biological_process] (1) Concanavalin A-like lectin/glucanase
domain [IPRO13320] (1); Protein kinase
domain IPROOT19) (1)
GFO021161 1 1 0 Egg cell-secreted protein 1.4 (2) Prolamin-like domain [IPR008S02] 2) ~ scaffold_3_mRNA_2654.1
GF0021160 1 1 0 Hypothetical protein (2) scaffold_3_mRNA_2649.1
GFO021159 1 1 0 Hypotheical protein (2) scaffold_3_mRNA_2641.1
GFO0021158 1 1 0 Hypothetical protein (2) [GO0004144 :olmm’mmmn]‘ :’2‘)" [OIPROQWZI] (27 WSDI Coterminal (o143 mRNA_2636.1 C_unshiu_00031_mRNA 7.1
y Reverse transeriptase zinc-binding
GF0021157 1 1 0 Hypothetical protein (2) :::‘:Il:c'zli?“’ﬁ:’"'::‘::‘g] {IG)O.OOUSNG domain [IPR026960] (2); Ribonuclease ~ scaffold 3 mRNA_2626.1 C_unshiu_00717_mRNA_6.1
= Helike domain [IPRO12337] (1)
GFO021156 1 1 0 Hypothetical protein (2) scaffold_3_mRNA_2625.1 00717_mRNA_7.1
Leucine-rich repeat [IPRO01611] (2);
eucine-rich repeat domain, L domain-
protein binding [GO:0005515 like [IPRO32675] (2); Domain of
GF0021155 1 1 0 Hypothetical protein (2) :‘:::Z:::o:"["g'(‘)"gm)‘ :5'3"“' ‘[‘I‘“:R"g;’;;;‘;']‘c(‘:‘;"g ﬂ{:izllc“k‘n_‘ scaffold 3 mRNA_2621.1 C_unshiu_00717_mRNA_10.1
biological_process] (1) receptor homology (TIR) domain
[IPRO00157] (1; Leucine-rich repeat,
typical subtype [IPR003591] (1)
GFO021154 1 1 0 Hypothetical protein (2) scaffold_3_mRNA_2617.1 00717_mRNA_12.1
GFO021153 1 1 0 Hypothetical protein (2) scaffold_3_mRNA_2616.1 00717_mRNA_I3.1
GFO021152 1 1 0 Hypothetical protein (2) scaffold_3_mRNA_2609.1 01012_mRNA 6.1
GFO021150 1 1 0 TMV resistance N (2) ki?[E';RZZZO:ETT;TomSIH L domain- (ol 3 mRNA _2602.1 01012_mRNA 4.1
GFO021149 1 1 0 Hypothetical protein (2) scaffold_3_mRNA_2590.1 02326_mRNA_4.1
GFO021148 1 1 0 Hypothetical protein (2) scaffold_3_mRNA_2583.1
GFO021146 1 1 0 Hypothetical protein (2) scaffold_3_mRNA_2578.1
GFO021145 1 1 0 Hypotheical protein (2) scaffold_3_mRNA_2577.1
GFO021144 1 1 0 Hypothetical protein (2) scaffold_3_mRNA_2576.1
y PDZ domain [IPRO014TS] (2); Reverse
GF0021143 1 1 0 Hypothetical protein (2) :“;‘f'" Il"""’_‘"g. Lao: “200 315 transcriptase, RNA-dependent DNA  scaffold_ 3 mRNA _2575.1
lecular_function] (2) polymerase [IPRO13103] (I)
Hypothetical protein (1); . ) i} . Phosphoribosylaminoimidaz
GRO021142 1 1 0 Phosphoribosylaminoimidazole [";(‘J“:’Vo‘; ﬁ"l";g Z;Zg;‘::l"j""o’::;’]’m carboxylase PurE: domain [erouuuz 1] scaffold_3_mRNA_2574.1
carboxylase, chloroplastic (1) § (1): PurEl domain [IPRO00031] (1)
GFO021141 1 1 0 Hypothetical protein (2) scaffold_3_mRNA_2562.1
GFO021140 1 1 0 Hypothetical protein (2) scaffold_3_mRNA_2561.1
GFO021139 1 1 0 Hypothetical protein (2) scaffold_3_mRNA_2542.1
GFO021138 1 1 0 Hypothetical protein (2) scaffold_3_mRNA_2541.1
GFO021137 1 1 0 Hypothetical protein (2) scaffold_3_mRNA_2540.1
GFO021136 1 1 0 Hypothetical protein (2) scaffold_3_mRNA_2539.1
protein binding [GO:0005515
o Hypothetical protein (1) molecular_function] (1); signal Tollinterleukin-1 receptor homolo
GFO021135 ! ! Sy:n: mmni\e protein kinase PBS1 (1) transduction [GO: ozmnssg (TIR) domain [IPRDOQPI57] ) ' scaffold 3 mRNA 2537.1 C_unshiu_00621_mRNA_13.1
biological_process] (1)
GFO021132 1 1 0 Hypothetical protein (2) E’r‘f":;‘(;‘;;g“;ﬁ;’;““"“mc Phosphatase . iold 3 mRNA_2526.1 C_unshiu_00617_mRNA_14.1
ranscription factor activity, sequence-
specific DNA binding [GO:0003700
molecular_function] (1); regulation of
GF0021131 1 1 0 Hypothetical protein (2) transcription, DNA-templated l’;ﬁfﬁ: d‘:::’::?ﬁg":}?g"&z 2]1‘7'7']‘ (1) Scaold 3 mRNA 25.1 00399 mRNA_13.1
[GO:0006355 biological_process] (1);
DNA binding [GO:0003677
molecular_function] (1)
GFO021130 1 1 0 Hypothetical protein (2) scaffold_3_mRNA_2499.1 C_unshiu_02644 mRNA 2.1
nucleic acid binding (GO:0003676
GFO021129 1 1 0 Zine knuckle family protein (2) molecular_function] (2); zinc ion binding Zine finger, CCHC-type [IPRODISTS] (2) scaffold_3_mRNA_2498.1 C_unshiu_02644_mRNA_L.1
[GO:0008270 molecular_function] (2)
GFO021128 1 1 0 Hypothetical protein (2) scaffold_3_mRNA_2494.1 00534_mRNA_I8.1
GFO021127 1 1 0 Hypothetical protein (2) scaffold_3_mRNA_2489.1 02548 mRNA 2.1
Plant methyliransferase dimerisation
protein dimerization activity [IPRO12967] (2); O-methyltransferase:
[GO:0046983 molecular_function] (2);  COMT-type [IPR016461] (2); Winged
 Caffeic acid 3-O-methy transferase (1), methyliransferase activity [GO:0008168  helx-turn-helix DNA-binding domain "
GFo021126 ! ! O Caffeic acid O-1 melhyllyrxmfcrxu ) mole)c/ulnrj\mcnou] @) ):1[ [IPROI1991] (2: S~ adenowlgLr scaffold_3_mRNA_2480.1 C_unshiu_02205_mRNA 2.1
methyltransferase activity [GO:0008171  methionine-dependent methyliransferase
molecular_finction] (1) [IPRO29063] (1); O-methylransferase,
family 2 [IPRO0I077] (1)
GFO021125 1 1 0 Hypothetical protein (2) scaffold_3_mRNA_2476.1
kb o 20 NG e RO 0
GF021124 1 1 0 RING-H2 finger BIA (2) molecular_function] (2); protein binding /- ST, RING/EYVE P scaffold_3_mRNA _247.2 C_unshiu_00343_mRNA_19.2
[GO:0005515 molecular_function] (2) L RC13U83] (2: Zin finger, RING-H2-
type [IPR024766] (1)
nucleic acid binding (GO:0003676 Integrase, catalytic core (IPRO01S84] (1);
 Retotransposon prtin,ptie, Tyl P fnction] (1) DNA gt Ribouclse 1k doein
GFO021123 1 1 O copi bt 0 [GO:0015074 biological process] (1);  [IPROI2337] (1); Zine finger, CCHC-  scaffold_3_mRNA,_2457.1 C_unshiu_02085_mRNA 2.1
zinc ion binding [GO:0008270 type [IPRODISTS] (1); GAG-pre-
molecular_fnction] (1) integrase domain (IPR025724] (1)
GFo021122 1 1 0 Hypothetical protein (2) scaffold_3_mRNA_2451.1 C_unshiu_01600_mRNA_S.1
AIG1-type guanine nucleotide-binding
GFO021121 1 1 0 Protein AIG1 (2) GTP binding [GO:0005525 (G domain [IPRO06703] (2); P-loop (0,514 3 A _2429.1 C_unshiu_02127_mRNA_2.1
molecular_function] (2) containing nucleoside triphosphate
hydrolase [IPR027417] (1)
Retrotransposon potein,putive, Ty3. Mlee 264 binding [GO-0003676 Integrase, catalytic core [IPRO01584] (2);
GFO021120 1 1 N g >3 molecular_function] (2); DNA integration Ribonuclease H-like domain scaffold_3_mRNA_2428.1 02127 mRNA 3.1
gypsy sublass (2) [GO:0015074 biological process] (2)  [IPROI2337) (2)
GF0021119 1 1 0 Hypothetical protein (2) ﬂli ::ﬁ?ﬁiﬁgﬂ'ﬁis ‘:;?J;xg;ﬁﬁ';s;::g;c]‘z‘;?c'h'"d'"g scaffold_3_mRNA _2427.1 02127 mRNA 4.1
GFOO21118 1 1 0 Hypothetical protein (2) scaffold_3_mRNA_2426.1 C_unshiu_02127_mRNA_S.1
GFO021117 1 1 0 Hypothetical protein (2) scaffold_3_mRNA_2423.1 C_unshiu_00373_mRNA 211
AIG1-type guanine nucleotide-binding
GF0021116 1 1 0 Protein AIG1 (2) GTP binding [GO:0005525 (G) domain [IPRO0GTO3] (2); P-loop (0,14 3 RNA 2422.1 00373_mRNA 22.1
molecular_function] (2) containing nucleoside triphosphate 3 MRNA. MRNA.
hydrolase [IPR027417] (2)
AIG1-type guanine nucleotide-binding
GFO021115 1 1 0 Protein AIG1 (2) GTP binding [GO:0005525 (G) domain [IPRO06703] (2); P-loop (0,514 3 A 2421.1 C_unshiu_00373_mRNA_23.1
molecular_function] (2) containing nucleoside triphosphate
hydrolase [IPR027417] (1)
GFO021114 1 1 0 Hypothetical protein (2) scaffold_3_mRNA_2419.1 C_unshiu_00373_mRNA_25.1
Aspartic peptidase domain [IPR021109)
GF0021113 1 1 o Hypothetical protein (1); Retrotransposon (I\%’Keﬂ:dl:xl aspartyl p [ ! scaffold_3_mRNA_2417.1 C_unshiu 00491 mRNA_17.1
© protein, putative, Ty3-gypsy subelass (1)
[IPRO|3 21(1)
type guanine nucleotide-binding
. (G) domain [IPR006703] (2); P-looy
GF021112 1 1 0 Protein AIG1 (2) GTP binding [GO:0005525 (c(m\a gnEuclcmi(k m]p:\o»phan, " scaffold_3_mRNA_2409.1 00964_mRNA_12.1
molecular_function] (2) hydrolase [IPR027417) (2); LOG family R o
[IPRO31100] (1)
GFO021110 1 1 0 Hypothetical protein (2) scaffold_3_mRNA_2398.1
AIG1-type guanine nucleotide-binding
GF0021108 1 1 0 Hypothetical protein (2) GTP binding (GO:0005525 (G) domain [IPRO06703) (2): P-loop 714 3 mRNA_2384.1 C_unshiu_01164_mRNA_1.1
molecular_function] (2) containing nucleoside triphosphate
hydrolase [IPR027417] (2)
GFO021107 1 1 0 Hypothetical protein (2) scaffold_3_mRNA_2379.1 C_unshiu_00373_mRNA_3.1



T Num i C_celementine_ Numin C_unshia Note Go TnterPro Member embe T Members in Prifola
P-loop containing nucleoside triphosphate
GF0021106 1 1 0 Hypothetical protein (2) ﬂi:&:ﬁﬁigﬂ“ﬁ?zs Eﬁ:ﬂ'i‘:ﬂrxizﬂ 71 “: (é',z'm:‘y"l: scaffold_3_mRNA _2378.1 C_unshiu_00373_mRNA 4.1
[IPRO0G703] (1)
AIG1-type guanine nucleotide-binding
GF0021105 1 1 0 Protein AIG1 (2) GTP binding [GO:0005525 (07 ""'““’“ [IPROOG7O3] (2): P-loop (1 3 mrNA 23771 | 00373_mRNA_6.1
molecular_function] (2) nucleoside triphosphate
hydmlase [IPRO27417] (2)
GFO021104 1 1 0 Hypothetical protein (2) scaffold_3_mRNA_2376.1
AIG1-type guanine nucleotide-binding
GF0021103 1 1 0 AIGI domain-containing protein 2) 01 0inding [GO:0005525 (G) domain [IPRO06703] (2); P-loop (0,514 3 A 237511 C_unshiu_00373_mRNA 8.1
molecular_function] (2) containing nucleoside triphosphate
drolase (IPRO27417) ()
GFO021102 1 1 0 Hypothetical protein (2) scaffold_3_mRNA_2369.1
GFO021101 1 1 0 Hypothetical protein (2) scaffold_3_mRNA_2351.1
GF0021100 1 1 0 Hypothetical protein (2) scaffold_3_mRNA_2348.1
GF0021099 1 1 0 Hypothetical protein (2) scaffold_3_mRNA_2346.1
GFO021098 1 1 0 Hypothetical protein (2) scaffold_3_mRNA_2345.1
Phenyleoumaran benzylic ether NmrAlike domain [IPRO0S030) (2)
GF0021097 1 1 NAD(P)-binding domain [IPRO16040]  scaffold_3_mRNA_2343.1 C_unshiu_00625_mRNA_16.1
reductase-like protein (2)
(O]
GF0021096 1 1 o Cytokinin riboside S'-monophosphate LOG family [IPRO31100] (2) scaffold_3_mRNA_2340.1 C_unshiu_00625_mRNA_19.1
phosphoribohydrolase (2)
Phenylcoumaran benzylic ether reductase NmrA-like domain [IPR008030) (2)
GF0021095 1 1 0, NAD(P)-binding domain [IPRO16040]  scaffold_3_mRNA_2334.1 C_unshiu_01141_mRNA_2.1
@
GF0021094 1 1 0 Hypothetical protein (2) scaffold_3_mRNA_2333.1 C_unshiu_01141_mRNA_3.1
GF0021093 1 1 0 Hypothetical protein (2) o E::i“mg"[ﬁoon;"(’gfm Zinc finger, BED-type [IPR003656] (2)  scaffold_3_mRNA_2332.1 C_unshiu_01141_mRNA_S.1
GF0021092 1 1 0 Hypothetical protein (2) scaffold_3_mRNA_2330.1 C_unshiu_01853_mRNA_L.1
GF0021091 1 1 0 Hypothetical protein (2) ﬁ;‘;&;;;’;‘%‘f;"““ domain scaffold 3_mRNA _2327.1 C_unshiu_01853_mRNA_5.1
.  Tsoflavone reductase (1); Isoflavone NAD(P)-binding don N .
GF0021090 1 1 0 eductane homolog 1 (1 (2 Xt domaim [1{711003030] (]z) scaffold_3_mRNA_2322.1 C_unshiu_02472_mRNA_3.1
GF0021089 1 1 0 Hypothetial protein (2) scaffold_3_mRNA_2321.1 C_unshiu_02472_mRNA_2.1
GF0021088 1 1 0 Hypothetical protein (2) f(',fg‘e;ggg‘gz‘a‘:}:"czﬁt‘;’mmn] o :;\;0&;;:;“(“3’ dimerisation domain (14 3 mRNA_2320.1 C_unshiu_00446_mRNA_17.1
GF0021087 1 1 0 Hypothetical protein (2) scaffold_3_mRNA_2319.1 C_unshiu_02156_mRNA 2.1
D-isomer pecific 2-ydrosyacid oxidationreduction process  NAD(P)binding domain [IPROIG040]
GF0021084 1 1 0 d;hydmgemse family protein isoform 2 F\“f;’b‘)‘ﬁ:és [‘g“‘;“g“f;l'f'f““] @ LiLygrf;:r:i:p:li\‘;sI:ﬁ:’z::"n scaffold_3_mRNA_2312.1 C_unshiu_00410_ mRNA_25.1
molecular_function] (2) [IPRO0G140] (2)
ATP binding [GO:0005524
;“C‘:":ﬁ‘:'?"}é“"c“z"] @ proteinkinase p i inase-like domain [IPRO11009]
GF0021083 1 1 0 Hypothetical protein (2) (2): Protein kinase domain [IPR000719]  scaffold_3_mRNA_2309.1 1u_00410_mRNA_28.1
molecular_function] (2); protein
phosphorylation [GO:0006468 @
biological_process] (2)
Putative non-LTR retroelement reverse Endonuclessc/exonuclease/phosphatase
GF0021081 1 1 s () [IPRO0S135] (2); Reverse transcriptase  scaffold_3_mRNA_2300.1 C_unshiu_00453_mRNA_I8.1
domain [IPR000477] (2)
GF0021080 1 1 0 Ribonuclease H (2) ::‘:Il:c'zlii“’ﬁ:’"':: ::lg [G)O 0003676 ;;f‘:g‘l‘;?;:]‘ (l;"k‘ domain scaffold 3 mRNA_2275.1 00618_mRNA_4.1
RNA-directed DNA polymerase ; Endonuclease/exonuclease/phosphatase
GF0021079 1 1 0 Ribonuclease H, putative (1); scaffold_3_mRNA_2271.1 C_unshiu_00618_mRNA_L5.1
[IPRO0S135] 2)
Hypothetical protein (1)
GF0021075 1 1 0 Hypothetical protein (2) scaffold_3_mRNA_2258.1 00345_mRNA_19.1
GF0021074 1 1 0 Hypothetical protein (2) scaffold_3_mRNA 2248.1 00902_mRNA_10.1
GF0021073 1 1 0 Putative retroclement pol polyprotein (2) scaffold_3_mRNA_2245.1 00189_mRNA_10.1
Hypothetical protein (1); AC transposase, nucleic acid binding [GO:0003676 Ribonuclease H-like domain
Gro021071 ! ! O putative, expressed (1) molecular_function] (2) [IPROI2337] 2) scaffold_3_mRNA,_2235.1 1 00417_mRNA_6.1
; peotein dimerizafion sctivty Ribonuclease H-like domain
GF0021070 1 1 o BED zine fingerhAT family dimerization [GO:0046983 molecular_function] (2); pp19337) (2): HAT, C-terminal scaffold 3 mRNA_2234.1 C_unshiu_00417_mRNA_5.1
domain (2) nucleic acid binding [GO:0003676
dimerisation domain [IPR00S906] (2)
molecular_function] (2)
GFO021068 1 1 0 Hypothetical protein (2) scaffold_3_mRNA_2218.1 1
GF0021067 1 1 0 Hypothetical protein (2) scaffold_3_mRNA_2212.1 00417 mRNA 19,1
endpeptidas inkibtoe acivity Proteinase inhibitor 13, Kunitz legume
GF0021066 1 1 0 Kunitz trypsin inhibitor (2) [IPRO02160] (2): Kunitz inhibitor STI-  scaffold_3_mRNA_2209.1 C_unshiu_00765_mRNA_9.1
[GO:0004866 molccular_function] (2)
like [IPRO11065] (2)
GF0021065 1 1 0 Hypothetical protein (2) scaffold_3_mRNA_2206.1 C_unshiu_00765_mRNA_S.1
GFO021064 1 1 0 Hypothetical protein (2) scaffold_3_mRNA 22041 C_unshiu_00765_mRNA 3.1
Suceinyl-CoA ligase, alpha subunit
[IPROOS810] (2); CoA-binding.
[IPRO03781] (2); ATP-citrate
cofactor binding [GO:0048037 Iyase/suceinyl-CoA ligase [IPR00S811]
molecular_function] (2); catalytic activity (2): NAD(P)-binding domain
GF0021062 1 1 f:;:::ﬂvi:: ;?:::&Z‘;ﬁx’“g] [GO:0003824 molecular_function] (2);  [IPRO16040] (2); Succinyl-CoA scaffold_3_mRNA_2183.1 iu_00297_mRNA 7.1
metabolic process [GO:0008152 synthetase-like [IPRO16102] (2); ATP-
biological_process] (2) citrate lyase/succinyl-CoA ligase,
site [IPR017440] (1): ATPitrate
Iyaselsuceinyl-CoA ligase, conserved site
[IPRO33847] (1)

GF0021058 1 1 0 Hypothetical protein (2) :»;'ULF. transposase domain (IPROIS289] vty 3 A 2164.1 C_unshiu_00297_mRNA_14.1
GFO021054 1 1 0 Hypothetical protein (2) scaffold_3_mRNA_2147.1 C_unshiu_02179_mRNA_2.1
nucleosome [GO:0000786

cellular_component] (2); DNA binding
GF0021053 1 1 0 Hypothetical protein (2) (GO oom: molelular - function] mb Histone H2B [IPRO00SSS] (2) Histone- . p1q 3 mNA_2142.1 C_unshiu_00721_mRNA_9.1
fold [IPR009072] (2)
protein heterodimerization activity
[GO:0046982 molecular_function] (2)
GF0021052 1 1 0 Hypothetical protein (2) scaffold_3_mRNA_2139.1 00669_mRNA_1.1
GF0021051 1 1 0 Hypothetical protein (2) scaffold_3_mRNA 2135.1 00938 mRNA_L.1
GF0021050 1 1 0 Hypotheical protein (2) scaffold_3_mRNA_2116.1 00837_mRNA 3.1
catalytic activity [GO:0003824 Six-hairpin glycosidase-like [IPR008928]
molecular_fnction] (2); carbohydrate aimin
(2): Glycoside hydrolase family 9
metabolic process [GO:0005975 [IPR001701] (2); Glycosyl hydrolases
GF0021049 1 1 0 Endoglucanase (2) biological_process] (2): hydrolase g scaffold_3_mRNA_210.1 u_00223_mRNA_23.1
activity, hydrolyzing O-glycosy! oD e e s
compounds [GO:0004553 hrkg‘]; 4]} 21; Sixchairpin glycosidase
molecular_fnction] (2)
Hypothetical protein (1); RNA-directed Reverse tanseriptase donain
GF0021048 1 1 0 DNA polymerase (Reverse transcriptase) scaffold_3_mRNA_2091.1 C_unshiu_00224_mRNA_5.1
o [IPRO0047T] (2)
Leucine-rich repeat 3 [IPRO11713] (2);
GF0021047 1 1 0 TMV resistance N (2) ucine-rich repeat domain, L domain-  scaffold_3_mRNA_2089.1 C_unshiu_00493_mRNA_10.1
like [IPR032675] (2)
Leucine-rich repeat domain, L domain-
Hypothetical protein (1); Disease y like [IPR032675] (2); P-loop containing
GF0021046 1 1 0 resistance protein (TIR-NBS-LRR class) ﬁaz:;'l’::"'f&"[ﬁs;mim nucleoside triphosphate hydrolase scaffold_3_mRNA_2086.1 C_unshit
) = [IPRO27417] (1); NB-ARC [IPR002182]
[0
Leucine-rich repeat domain, L domain-
like [IPRO32675] (2); Leucinc-rch
GF0021044 1 1  Vertieilliom wiltresistance-fike protein - protein binding [GO:0003515 repeat, ) Scaffold_3_mRNA_2065.1 € _unshiu_00356_mRNA_7.1
) molecular_fnction] (2) Leucine-r 3 miRA - -MRNA
Leucine-rich repeat-containing
terminal, plani-type [mmuzm} )
Malectin-like carbohydrate-binding
GF0021041 1 1 0 Hypothetical protein (2) domain [IPRO24TSS] (2); Lewcine-tich iy 3 mrNA_2048.1 C_unshiu_01252_mRNA_1.1
repeat domain, L domain-like
[IPRO32675] (1)
GF0021040 1 1 0 Hypothetical protein (2) scaffold_3_mRNA_2035.1 00101_mRNA_I1.1
GF0021039 1 1 0 Hypothetical protein (2) scaffold_3_mRNA 2029.1 00101_mRNA 6.1
GF0021036 1 1 0 Hypothetial protein (2) scaffold_3_mRNA_2007.1 u_00841_mRNA_7.1
Retrotransposon gag domain
 Retrotransposon gag protein, putative (1) IPR00S162] (2); Retroviral aspartyl
GF0021035 1 1 Hyml\e“;l pmi% (p i P )[”WN [IP}!OI S Oy Aspzrl';rcy scaffold 3_mRNA_2002.1 C_unshiu_00350_mRNA_33.1
peptidase domain [IPRO21109] (1)
GF0021034 1 1 0 Hypothetical protein (2) scaffold_3_mRNA._2000.1 01489_mRNA_7.1
GF0021033 1 1 0 Hypotheical protein (2) scaffold_3_mRNA_1992.1 01100_mRNA_10.1
GF0021032 1 1 0 Hypothetial protein (2) ;;‘k'%‘f';';s:z?g e scaffold_3_mRNA_I981.1 C_unshiu_01100_mRNA_22.1
regulation of ranseription, DNA- FARI DNA b
GF0021031 1 1 ¢ Transposon protein, putative, wip\awd [GO:00( sgpss [IPRO04330] (27 m‘”/ AR family affold_3_mRNA_1977.1 00674 mRNA_13.1
unclassified, expressed (2) biological_process] (2) [IPRO31052] (2); MULE transposase 3 mRNA_ L mRNA.
domam [IPROIS289) (2)
. CAAX amino terminal protease family  membrane [GO:0016020 'AAX amino terminal protease .
GF0021030 1 1 protein P 4 ceu“hrjm[npmm] S [IPR003 7510y P scaffold_3_mRNA_197.1 C_unshiu_00541_mRNA_I8.1
GF0021029 1 1 0 Hypothetial protein (2) scaffold_3_mRNA_1963.1 C_unshiu_01943_mRNA_2.1
GF0021028 1 1 0 Hypothetical protein (2) scaffold_3_mRNA_1960.1 '
GF0021027 1 1 0 Hypothetical protein (2) scaffold_3_mRNA_1957.1
GF0021026 1 1 0 Hypothetical protein (2) scaffold_3_mRNA_1955.1
GF0021025 1 1 0 Hypothetical protein (2) scaffold_3_mRNA_1953.1
GFO021024 1 1 0 Hypothetical protein (2) scaffold_3_mRNA_1940.1 2
GF0021023 1 1 0 Hypothetical protein (2) scaffold_3_mRNA_1915.1 C unshiu 02323 mRNA 3.1
solutezproton antiporter activity
[GO:0015299 molccular_function] (2);
ransmembrane transport [GO:0055085  Cation/Hi+ exchanger [IPR006153] (2);
GF0021022 1 1 0 Cation/H(+) aniporter 15 (2) Rossmann-like alpha/beta/alpha scaffold_3_mRNA_I91.1 00541_mRNA_10.1

biological )mce::] m, integral
componen ne [GO:0016021

ceuular,mmpomn ] (2\ cation transport

[GO:0006812 biological process] (2)

sandwich fold [IPR014729] (1)




T Num i C_celementine_ Numin C_unshia Note Go TnterPro Member Members in Prifola
GF0021020 1 T 0 Hypothetical protein (2) Scaffold_3_mRNA_I898.1
GFO021018 1 1 0 Hypothetical protein (2) scaffold_3_mRNA_I887.1
GFO021017 1 1 0 Hypothetical protein (2) scaffold_3_mRNA_IS81.1
Ribonuclease H-like domain
. nucleie acid binding [GO:0003676 [IPRO12337] (2); Integrase, catalytic core
GFO021016 1 1 0 Integrase (2) molecular_function] (2); DNA integration scaffold_3_mRNA_I876.1
[GO:0015074 biological process] 2) LT ROV1584] (2); Retrotransposon gag
domain [IPRO0S162] (1)
GFO021014 1 1 0 Hypothetical protein (2) scaffold_3_mRNA_I852.1 C_unshiu_01432_mRNA_S.1
GF0021013 1 1 0 Hypothetical protein (2) scaffold_3_mRNA_I851.1 C_unshiu_01432_mRNA_6.1
GF0021012 1 1 0 Hypothetical protein (2) ﬁ;;{”‘;;;;';‘;‘]’f;;““” domain scaffold_3_mRNA_1848.1 C_unshiu_00104_mRNA 311
GFO021011 1 1 0 Hypothetical protein (2) scaffold_3_mRNA_1844.1 C_unshiu_01432_mRNA_I1.1
transmembrane transport [GO:0055085
biological_process] (2): ATP binding 1 10, containing nucleoside triphosphute
%ﬁi’i":jﬁ;‘:;ﬁ:}ﬁ";?m“] @: ydrolase [IPRO27417] (2); ABC
. transporter-like [IPR003439] (2); ABC
cansmenmbrane movement o sbstances N A TR LY
GF0021010 1 1 0 ABC transporter C family member 10 (2) [GO:0042626 molecular_function] (2); : scaffold_3_mRNA_184.1 C_unshiu_00541_mRNA 4.1
ransport [GODODI0 domain [IPROT1527] (2); AAA+ ATPase
domain [IPR003593] (2); ABC
iological_process] (2); ATPase acivity (08 PRI R AU
[GO:0016887 molecular_funciion] (2); (3" g
tegral component of membrane
[GO:0016021 cellular_component] (2)
GF0021009 1 1 0 Hypothetical protein (2) scaffold_3_mRNA_1839.1 01029_mRNA 8.1
GF0021008 1 1 0 Hypothetical protein (2) scaffold_3_mRNA_1826.1 00280_mRNA 9.1
GF0021007 1 1 0 Hypothetical protein (2) scaffold_3_mRNA_I812.1 C_unshiu_01671_mRNA_S.1
GF0021005 1 1 0 Hypothetical protein (2) scaffold_3_mRNA_1806.1 01666_mRNA_10.1
GF0021004 1 1 0 Hypothetical protein (2) scaffold_3_mRNA_I8.1 00852_mRNA_14.1
GF0021003 1 1 0 Hypothetical protein (2) scaffold_3_mRNA_1797.1 C_unshiu_01424_mRNA_4.1
» RNA-directed DNA polymerase (1); Reverse transcriptase domain
GF0021002 1 1 O ypometicn proein (1 PROO4TT] (1) scaffold_3_mRNA_1789.1 00579_mRNA_16.1
ribonuclease activity [GO:0004540
molecular_fnction] (2); (RNA
processing [GO:0008033 Ribonuclease P/MRP protein subunit
GF0021001 1 1 0 ‘;::;“(‘;"““ PMRP protein subunit ::“l}jf;ct“é g'gf);“] );ibonuclease P 11pp g2750) (2); Ribonuclease PIMRP  scaffold_3_mRNA_1771.1 C_unshiu 00463 mRNA 6.1
molecular_function) (1); RNA metabolic POt subunit Pop3 [IPROI6819] (1)
process [GO:0016070
biological_process] (1)
GF0021000 1 1 0 Hypothetical protein (2) scaffold_3_mRNA_1770.1
GF0020999 1 1 0 Hypothetical protein (2) scaffold_3_mRNA_1766.1
GF0020998 1 1 0 Hypothetical protein (2) :::;f;;:t::::::::;ﬁ {(;)o.wu.wo g;:":g‘l’;g’;;]' &')"k‘ domain scaffold_3_mRNA_1763.1
GF0020997 1 1 0 Hypothetical protein (2) :::fllfc'il:fi‘:_“l:"f:")’r“g] {(‘;‘o 20003676 ﬁ:’:g“‘g;’;]‘ (l"‘;"'“ domain scaffold 3_mRNA_1762.1 C_unshiu_00463_mRNA_15.1
GF0020996 1 1 0 Hypothetical protein (2) ﬁ‘;‘;&"&ké? ((;)mxmx« scaffold_3_mRNA_1761.1 C_unshiu_00463_mRNA_16.1
GF0020995 1 1 0 Hypothetical protein (2) scaffold_3_mRNA_1754.1 C_unshiu_00323_mRNA_23.1
GF0020994 1 1 0 Hypothetical protein (2) scaffold_3_mRNA_1740.1 ~unshiu
GF0020993 1 1 0 Hypothetical protein (2) scaffold_3_mRNA_1737.1
GF0020992 1 1 0 Hypothetical protein (2) scaffold_3_mRNA_1719.1
1AA-amino acid hydrolase ILR1-like 4 ;;‘1;:":;;:::;5‘('1“) ‘L“;é"r;i‘;e Peptidase M20, dimerisation domain
GF0020991 1 1 0.1 1AA-amino acid hydrolase ILR ke 7 CORT 0O 0 [IPRO11650] (1); Peptidase M20 scaffold_3_mRNA_1713.1 C_unshiu_01859_mRNA_4.1
(1) : o0 [IPR002933] (1)
GF0020990 1 1 0 Hypothetical protein (2) scaffold_3_mRNA_1711.1 C_unshiu_00542 mRNA_10.1
Tall non-LTR retroelement protein-like Domain of unknown function DUF4283
GF0020988 1 1 00 [IPRO25558] (2): Zine knuckle scaffold_3_mRNA_1708.1 C_unshiu_01834_mRNA_4.1
CX2CX4HXAC [IPRO25836] (2)
GF0020987 1 1 0 Hypothetical protein (2) scaffold_3_mRNA_1707.1 C_unshiu_01834_mRNA_3.1
heme binding [GO:0020037
molecular_function] (2); response to
oxidative stress [GO:0006979 Haem peroxidase [IPRO10255] (2); Plant
GF0020985 1 1 0 Peroxidase 5 (1); Hypothetical protein (1) ::‘:}ffﬁég’gg;;%f) peroxidase P‘:Z:j::z[;T:‘f'/"rfj;];:&;:'“ scaffold 3_mRNA_1698.1 iu_00542_mRNA_5.1
moleculur _function] @0 oxidation- [IPR002016] (2)
juction process [GO:0055114
bologeal, pocess](2)
Nascent polypeptide-associated complex
J— . | Nascent polypeptide-associated complex NAC domain [IPRO027IS] (25 Nascent oo oo oo
subunit alpha-like protein (2) polypeptide-associated complex subunit L3_mRNA
alpha [IPRO16641] (2)
GF0020983 1 1 0 Hypothetical protein (2) scaffold_3_mRNA_169.1
GF0020982 1 1 0 Hypothetical protein (2) scaffold_3_mRNA_1688.1
GF0020981 1 1 0 Hypothetical protein (2) scaffold_3_mRNA_1686.1
GF0020980 1 1 0 Hypothetical protein (2) scaffold_3_mRNA_1683.1
GF0020979 1 1 0 Hypothetical protein (2) scaffold_3_mRNA_1681.1
GF0020977 1 1 0 Hypothetical protein (2) scaffold_3_mRNA_1664.1
GF0020976 1 1 0 Hypothetical protein (2) scaffold_3_mRNA_1653.1
GF0020975 1 1 0 Hypothetical protein (2) scaffold_3_mRNA_165.1
Endonuclease/exonuclease/phosphatase:
zinc on binding [GO:0008270 [IPRO0S135] (2): Zine finger, CCHC-
GF0020074 1 1 0 Hypothetical protein (2) ::zf‘:'?'dg'g“n"‘)‘;:%” nucleic acid ‘(y)"(;p;'}g‘;‘zx[]"(,::nzzs';;“;]"(‘“c:* scaffold 3 mRNA_1648.1 C_unshiu_00431_mRNA_10.1
molecular_finction] (1) Ribonuclease H-like domain
[IPROI2337] (1)
GF0020973 1 1 0 Hypothetical protein (2) scaffold_3_mRNA_1628.1
GF0020971 1 1 0 Hypotheical protein (2) scaffold_3_mRNA_1624.1
GF0020970 1 1 0 Hypothetical protein (2) scaffold_3_mRNA_1619.1
GF0020969 1 1 0 Hypothetical protein (2) scaffold_3_mRNA_1618.1
regulation of ranseription, DNA- NN *I‘:I"‘I'ly [PRosI02] () _
GF0020968 1 1 0 Hypothetical protein (2) templated [GO:0006355 [IPR 00 431 0] (s MULE tansposase #4014 3 mRNA_614.1 C_unshiu_00793_mRNA 5.1
biological_process] (2) domain [IPROTS289] (1)
GF0020967 1 1 0 Hypothetical protein (2) scaffold_3_mRNA_1612.1 00793 mRNA 3.1
GF0020966 1 1 0 Hypothetical protein (2) scaffold_3_mRNA_1609.1
. e biosynthetic process [GO:0009058
GF0020965 1 1 Phenazine biosynthesis PhzC/Phek family yjjo iy prﬂcen] (2); catalytic activity |Enazine biosynthesis PheF protein i1y 3 mrNa_1606.1 C_unshiu_00069_mRNA_66.1
protein (2) GO:0003824 molecular_function] (2) 1V R003 7191 (2)
GF0020962 1 1 0 Hypothetical protein (2) scaffold_3_mRNA_1592.2 C_unshiu_01627_mRNA 4.1
GF0020961 1 1 0 Hypothetical protein (2) scaffold_3_mRNA_1586.1 C_unshiu_00264_mRNA_13.1
proteolysis [GO:0006508
biological_process] (2); amino acid
binding [GO:001659 Acetolactate synthase, small subunit
molecular_function] (2); serine-type  [IPR004789] (2); Pepidase S1C
endopeptidase activity [GO:0004252  [IPR001940] (2); Cys/Met metabolism,
molecular_function] (2); branched-chain  pyridosal phosphaté-dependent enzyme
} e amino acid biosynthetic process [IPRO00277] (2); Peptidase S1, PA clan
GF0020960 1 1 0 :;;2:‘:&2;;:2‘:?;;‘“" subunit (15100009082 biological_process] (2);  [IPR009003] (2): ACT domain scaffold_3_mRNA_1579.1 c.
acelolactate synthase activity [IPR002912] (2); Pyridoxal phosphate-
[GO:0003984 molccular_function] (2);  dependent transferase, major region,
metabolic process [GO:0008152 subdomain 1 [IPRO15421] (1); Pyridoxal
biological_process] (2): pyridoxal phosphate-dependent transferase:
phosphate binding [GO:0030170 [IPROIS424] (1)
molecular_function] (2); catalytic activity
[GO:0003824 molecular_function] (1)
GF0020959 1 1 0 Hypothetical protein (2) scaffold_3_mRNA_1572.1 u_00772_mRNA_6.1
calcium ion binding [GO:0005509
molecular_function] (2); phospholipase
A2 aciivity [GO:0004623
molecular_function] (2): lipid catabolic  Phospholipase A2 [IPRO0I211] (2);
.  Phospholipase A2 family protin (1);  process 6042 Phospholipase A2 domain [IPR016090]
(F0020958 ! ! Phbashul\sa:e et gmlom | process] (2); phospholipid  (2): l"phuapphul\pasz A2, istidine active S T014_3 mRNA_IS67.1 iu_00480_mRNA._I8.1
metabolic process [GO:0006644 site (IPR033113] (2)
biological_process] (1); arachidonic acid
seeretion [GO:0050482
biological_process] (1)
GF0020956 1 1 0 Hypothetical protein (2) scaffold_3_mRNA_1551.1
GF0020954 1 1 0 Hypotheical protein (2) scaffold_3_mRNA_1535.1
GF0020951 1 1 0 Hypothetical protein (2) scaffold_3_mRNA_1484.1
GF0020950 1 1 0 Hypothetical protein (2) ;;;'3 I"gggg‘:]“:rf"‘ke' muli-helical scaffold_3_mRNA_1479.1
GF0020949 1 1 0 Hypothetical protein (2) (Tz’:’“s”"“““' MuDR, plant [(IPRO04332] (oo e1g 3 mRNA_1471.1 C_unshiu_03075_mRNA_1.1
polygalacturonase activity [GO:0004650 "rHe! beta-helix repat [IPRO0G626]
molecular_function] (2); carbohydrate (2, G1ycoside hydrolase, family 2§
GF0020948 1 1 0 Glycoside hydrolase family 28 protein (2) [IPRO00743] (2); Pectin Iyase fold scaffold_3_mRNA_147.1 C_unshiu_00609_mRNA_25.1
metabolic process [m 0005975
Hologeal mscens] (0 [IPRO12334] (2); Pectin lyase
fold/virulence factor [IPRO11050] (2)
GF0020947 1 1 0 Hypothetical protein (2) scaffold_3_mRNA_1466.1 01915_mRNA 3.1
GF0020945 1 1 0 Hypothetical protein (2) scaffold_3_mRNA_1446.1
GF0020944 1 1 0 Hypothetical protein (2) ::::x,:m:",ﬂsx 2;‘42393 3:..’:,:'[’.%’?;33311 ?5} GPUAKE (ofrola 3 mRNA_1422.1 C_unshiu_01257_mRNA_7.1
. o Transeription factor BHLH2S (1) rotein dimerization activity basic helix-loop-helix (bHLH) .
GF0020942 ! ! Hypomeyt‘\:al protein (1 pG 046983 molecular_function] (2) dolm:\.p[lPROI 1598] (2) i scaffold_3_mRNA_1402.1 C_unshiu_01216_mRNA_3.1
Isoprenoid synthase domain [IPR00S949]
GF0020940 1 1 0 Hypothetical protein (2) (1): Terpenoid cyclases/protein scaffold 3_mRNA_1362.1 iu_00164_mRNA_46.1
prenyltransferase alpha-alpha toroid
[IPRO0S930] (1)
GF0020039 1 1 0 Hypothetical protein (2) ﬁ;“;‘(’;‘:’;z‘z‘]‘("z") gag domain scaffold_3_mRNA_1355.1 C_unshiu_02396_mRNA_1.1
GF0020938 1 1 0 Hypothetical protein (2) Chromo domain-like [IPROIOI97](1): (o1 3 mRNA_1336.1 C_unshiu_00752_mRNA_4.1

Chromo domain [IPR023780] (1)




T Num i C_celementine_ Numin C_unshia Note Go TnterPro Member embe T Members in Prifola
Protein-only RNase P, C-terminal
GF0020937 1 1 0 Hypothetical protein (2) [IPRO31595] (1; Pentacoiripeptide-  scaffold_3_mRNA_1335.1
repeat region of PROPR [IPR033443] (1)
High mobility group box domain
GF0020936 1 1 0 Hypothetical protein (2) 1PRO0SOTI] Oy scaffold_3_mRNA_1334.1
fatty-acyl-CoA reductase (alcohol-
GF0020935 1 1 0 Hypothetical protein (2) forming) activity [GO:0080019 (F;‘"y acyl-CoA reductase [IPRO260SS] (o g 3 mRNA_1332.1
molecular_function] (2)
GF0020933 1 1 0 Hypothetical protein (2) scaffold_3_mRNA_1320.1
. . Domain of unknown function DUFI985
GF0020930 1 1 0 Hypothetical protein (2) [PROISI01 @) scaffold_3_mRNA_1312.1
Domain of unknown function DUF4216
GF0020927 1 1 0 Transposase (2) [IPR025312] (2): Domain of unknown  scaflold_3_mRNA_1299.1
function DUF4218 [IPR025452] (2)
GF0020926 1 1 0 Hypothetical protein (2) scaffold_3_mRNA_1297.1
GF0020925 1 1 0 Hypothetical protein (2) scaffold_3_mRNA_1283.1
GF0020923 1 1 0 Hypothetical protein (2) scaffold_3_mRNA_1271.1
GF0020922 1 1 0 Hypothetical protein (2) scaffold_3_mRNA_1268.1
GF0020921 1 1 0 Hypothetical protein (2) scaffold_3_mRNA_1260.1
Harbinger transposase-derived nuclease
GF0020920 1 1 0 Putative PIFa transposase (2) domain [IPRO27806] (2); Myb/SANT-  scaffold_3_mRNA_1259.1 C_unshiu_00227_mRNA_S.1
like domain [IPR024752] (2)
nucleic acid binding [GO:0003676 Ribonuclease H-like domain .
GF0020919 1 1 0 Hypothetical protein (2) eleeuin uneton () PRO137] (1) scaffold_3_mRNA_1236.1 C_unshiu_02212_mRNA_3.1
GF0020918 1 1 0 Hypothetical protein (2) scaffold_3_mRNA_1224.1 "_unshiu_01714_mRNA_4.1
GF0020915 1 1 0 Hypotheical protein (2) scaffold_3_mRNA_1200.1 c unshiu_00695_mRNA_I.1
zinc ion binding [GO:0008270 Zine finger, PMZ-type [IPR006564] (2);
GF0020914 1 1 0 Hypothetical protein (2) mclccals Tumtion] () Jine i, SWINEtope [IPRO0727] (1) SO 3 mRNA_1197.1 C_unshi_00695_mRNA_2.1
transeription factor activity, sequence-
xf:f;:""_":‘ :"‘:)‘:]"(gz[‘ﬂzgi?gﬂﬁ  DNA-binding domain [IPRO16177] (2)
GF0020013 1 1 o Fihylene-responsive transeription factor e DNA-templated AP2ERF domain [IPR00I471] (2); scaffold_3_mRNA_1195.1 C_unshiu_00695_mRNA_3.1
2 APYERF transeription factor ERF/PTI6
1GO:0006355 biological process] ); {1y 1o G
DNA binding [GO:0003677
molecular_function] (2)
GF0020912 1 1 0 Hypothetical protein (2) scaffold_3_mRNA_1181.1 00843_mRNA_10.1
Mitochondrial carrier domain
GF0020911 1 1 0 Hypothetical protein (2) [IPR023395] (2); Mitochondrial scaffold_3_mRNA_1175.1 00843 mRNA 5.1
substrate/solute carrer IPROI8108] (2)
oxidation-reduction process
y  Oxoglutarate/iron-dependent dioxygenase
GF0020908 1 1 0 Hypothetical protein (2) [GO:0055114 biological process] 2): 1pp o513 (2); Isopenicillin N scaffold_3_mRNA_1167.1 00580_mRNA _23.1
oxidoreductase activity [GO0016491 (FLIER TR PRI 3 mRNA -mRNA.
molecular_function] (2) i N
GF0020907 1 1 0 Hypothetical protein (2) scaffold_3_mRNA_1162.1 | 00580_mRNA_16.1
Protein BREAKING OF ASYMMETRY .
GF0020906 1 1 0 1 THE STOMATAL LINFAGE (2) scaffold_3_mRNA_1147.1 00580_mRNA 2.1
GF0020905 1 1 0 Hypothetical protein (2) scaffold_3_mRNA_1143.1
. Domain of unknown fumction DUF4283
GF0020902 1 1 0 DUF4283 domain protein (2) [PROZSS581@) scaffold_3_mRNA_1137.1
nucleie acid binding [GO:0003676 Zine finger, CCHC-type [IPRO0ISTS]
GF0020901 1 1 0 Hypothetical protein (2) molecular_function] (2); zinc ion binding (2); Zine knuckle CX2CX4HX4C scaffold_3_mRNA_1136.1
[GO:0008270 molecular_function] (2)  [IPRO25836] (2)
RNA-binding (RRM/RBD/RNP motif) x‘:c';:f“:.“l:"f:";"g] {;0 “ﬁ?jﬂ; RNA recognition motif domain
GF0020898 1 1 0 family protein (1); Hypothetical protein B g [IPRO00504] (2); Nucleotide-binding  scaffold_3_mRNA_1100.1 C_unshiu_01729_mRNA_L1
binding [GO:0000166
alpha-beta plait domain [IPRO12677] (1)
molecular_function] (1)
GF0020897 1 1 0 Hypothetical protein (2) scaffold_3_mRNA_1086.1 C_unshiu_00331_mRNA_I3.1
§ . nucleic acid binding (GO:0003676 Ribonuclease H-like domain . o |
GF0020896 1 1 0 Hypothetical protein (2) oloeules Tancton] (2 [PROIZS7 @) scaffold_3_mRNA_1083.1 C_unshiu_00331_mRNA_10.1
PLASMODESMATA CALLOSE- N
GF0020895 1 1 O BINDING PROTEIN 3 () X8 domain [IPRO12946] (2) scaffold_3_mRNA_1081.1 C_unshiu_00331_mRNA_8.1
GF0020894 1 1 0 Hypothetical protein (2) scaffold_3_mRNA_1076.1 C_unshiu_00331_mRNA 4.1
Rossmann-like alpha/beta/alpha
sandwich fold [IPRO14729] (2);
Cystciny-RNA synthetase/mycothiol
GF0020893 1 1 0 Hypothetical protein (2) o [IPR024009] (3 1RNA scaffold_3_mRNA_1052.1 1u_00030_mRNA_§7.1
synthetases class I, catalytic domain
[IPRO32678] (2)
GF0020891 1 1 0 Hypothetical protein (2) scaffold_3_mRNA_1038.1 1u_00030_mRNA_75.1
polysaccharide catabolic process ; o famil
[GO:0000272 biological_process] (2);  Ccoside hydrolase, family 14
Beta-amylase, family GH14 (1) beta-amylase activity [GO:0016161 [IPROO1S54) (2); Glycoside hydrolase
GF0020890 1 1 § g superfamily [IPRO17853] (2); Glycoside ~scaffold_3_mRNA_103.1 C_unshiu_00503_mRNA_28.1
Chloroplast beta-amylase 3 (1) molecular_funcion] (2): carbohydrate - (WEEIEY PRSBSOS
metabolic process [GO:0005975 “y' s v
biological_process] (1)
Hypothetical protein (1); RNA-directed Reverse transcriptase d
GF0020889 1 1 0 DNA polymerase (Reverse transcriptase) everse {ranscriplase domain scaffold_2_mRNA_999.1 C_unshiu_00514_mRNA_7.1
o [IPRO004T7] 2)
. Transcription factor BREVIS RADIX,
GFO020888 1 1 0 Hypothetical protein (2) Nenmiml domain (PRO27088] (2 | S64T014_2_ mRNA_995.1
GF0020887 1 1 0 Hypothetical protein (2) scaffold_2_mRNA_994.1
Transcription factor BREVIS RADIX,
GF0020886 1 1 0 Hypothetical protein (2) Nemminl domain (PRO27088] (1) | SC4To14_2_ mRNA_993.1
GF0020883 1 1 0 Hypothetical protein (2) scaffold_2_mRNA_986.1
GF0020881 1 1 0 Hypothetical protein (2) :’z""’“‘" Kdnase-like domain [IPROVIO09T (. ro1g 5 mRNA 0811 shiu_00729_mRNA_5.1
GFO020880 1 1 0 Hypothetical protein (2) scaffold_2_mRNA_980.1 00444 mRNA_19.1
GF0020879 1 1 0 Hypothetical protein (2) scaffold_2_mRNA_97.1
Reverse transcriptase zine-binding
domain [IPR026960] (2); Ribonuclease
J— . |  Hypothetical protein (1); Ribonuclease H nucleic acid binding [GO:0003676 H-like domain [IPR012337] (2); scaffold 2 mRNA 968.1 © unshin 00960 mRNA 15.1
o) molecular_function] (2) Bifunctional inhibitor/plant lipid transfer 12 mRNA_968. —Unshiu_00960_mRNA_
protein/seed storage helical domain
[IPROI6140] (1)
protein binding [GO:0005515 Ubiquitin-related domain [IPR029071]
GF0020877 1 1 0 Hypothetical protein (2) Tolecuar function] () 20 Uniqiin domam [PR000GR6] () S4T01d 2 mRNA 965.1 C_unshiu_00960_mRNA_I1.1
nucleic acid binding [GO:0003676 TBY/DP1/HVA22-related protein
. molecular_function] (1); RNA-DNA  [IPR004345] (1); Ribonuclease H dommn .
GF0020875 1 1 0 Hypothetical protein (2) hybrd banuelease acti IPRO02156] (1), Ribonuelesse Holike 5640l 2 mRNA_961.1 L 00960_mRNA_6.1
[GO:0004523 molecular_function] (1) domain [IPRO12337] (1)
GFO0020874 1 1 0 Hypothetical protein (2) scaffold_2_mRNA_96.1 00652_mRNA_I3.1
GF0020872 1 1 0 Hypothetical protein (2) scaffold_2_mRNA_940.1 00569 mRNA_12.1
Leucine-rich repeat-containing N-
terminal, plani-type [IPR013210] (2);
P . |  Verticillum wilt resistance-like protein  protein binding [GO:0003515 Leucine-rich repeat [IPROOIGII 2 oo oo © unshin 00162 mRNA 11
2 molecular_function] (2) Leucine-rich repeat, typical subtype o0 NAS -unshiy 00162 mRNA
[IPRO03591] (2); Leucine-rich repeat
domain, L domain-like [IPR032675] (2)
nucleic acid binding [GO:0003676 Ribonuclease H-like domain
Non-LTR retroclement reverse molecular_function] (2); RNA-DNA  [IPRO12337] (2); Ribonuclease H domain _
GFO020870 ! ! transcriptase-like, putative (2) hybrid ribonuclease activity [IPRO02156] (2): TB2/DPIHVA22.  S4MTold.2 mRNA 912.1 00162 mRNA_14.1
[GO:0004523 molecular_function] (2)  related protein [IPR004345] (1)
GF0020869 1 1 0 Hypothetical protein (2) scaffold 2 mRNA_901.1 L 00162 mRNA 24.1
GF0020866 1 1 Photosystem 1 5 Da protein, scaffold 2 mRNA_876.1 00072 mRNA 9.1
chloroplastic (2) 2 mIRA 00072 mIENA S
- ; — . Ankyrin repeat-containing domain
GF0020865 1 1 0 Z'"\” f"“fz:gf('" domain-containing “"‘I‘c'“ If"“‘:;“g‘[G(; :’]0:)5 315 [IPR020683] (1); Ankyrin repeat scaffold 2 mRNA_867.1 C_unshiu_00072_mRNA_19.1
protein molecular_finction (IFRO021101 1)
metabolic process [GO:0008152
biological_process] (2); oxidation-
S GO e g
BicaLp! g [IPRO15590] (2); Aldehyde/histidinol
activity [GO:0016491
dehydrogenase [IPROI6161] (2);
molecular_function] (2); cellular
ichyde metabolie poset Aldehyde dehydrogenase N-terminal
GFO020864 1 1 0 Aldehyde dehydrogenase (2) . > domain [IPROI6162] (2); Aldehyde  scaffold_2_mRNA_858.1 L 00072 mRNA 29.1
[GO:0006081 biological_process] (1);
oxidoreductase activity,acting on the 13 drogenise NAD(P)-dependent
¥ acting [IPRO12394] (1); Aldehyde
aldehyde or oxo group of dorors, NAD gy 00 nace Coterminal [IPRO16163]
or NADP as acceptor [GO:0016620 arogenase,
molecular_fnction] (1); aldehyde
dehydrogenase [NAD(P)+] activity
[GO:0004030 molccular_function] (1)
GF0020863 1 1 0 Hypothetical protein (2) scaffold_2_mRNA_852.1 C_unshiu_00072_mRNA_38.1
Domain unknown function DUF295
[IPRO0S174] (2); Kelch-type beta
box nrotein protein binding [GO:0005515 propeller [IPROIS915] (1); Galactose .
GF0020862 1 1 0 F-box protein SKIP23 (2) moleculat function] (1) xiduse, beta-propellet IPRO1S016] (1); 3040142 MRNA_851.1 L 00072 mRNA_41.1
Galactose oxidaserkelch, beta-propeller
[IPRO11043] (1)
. Outer envelope protein 80, chioroplastic outer membrane [GO:0019867 Bacterial surface antigen (D15) caffold 2 .
GF0020860 1 1 0 ceiiar component] @) [PROMIB D) scaffold_2_mRNA_845.1 C_unshiu_00072_mRNA_S50.1
Sucrose phosphatase, plant/cyanobacteria
[IPROI2847] (2); HAD-like domain
sucrose-phosphate phosphatase activity L1022 14] 2); HAD-superfuily
[GO0050307 molecular_function] (2); 2410k subfamily 1B (IPR006379)
agnesium on binding [GO-0000287 (s NTF2ike domain [IPR032710] (2)
GF0020858 1 1 0 Sucrose phosphate phosphatase (2) o 2 (60 Sucrose-phosphatase, N-terminal scaffold_2_mRNA_81.1 C_unshiu_00062_mRNA_44.1
molecular_function] (2); sucrose
[IPRO0G380] (1; Sucrose-6-phosphate
biosynthetic process [GO:0005986
biohgical mvoess) 2) phosphohydrolase, C-terminal
Blcalp [IPRO13679] (1); Sucrose-phosphatase,
C-terminal (IPROI3679] (1); Sucrose-
phosphate synthase [IPRO06380] (1)
GF0020856 1 1 0 Hypothetical protein (2) scaffold_2_mRNA_805.1 C_unshiu_00171_mRNA_S.1
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GF0020855 1 :xl:‘if:zl‘:"'““’“ protein (1); UPFO481 ;;::’a:;:;:i‘;’;i"(;‘;"“"’“ DUF24T, affold 2 mRNA_S0L.1 C_unshiu_00550_mRNA_15.1 .
GFO020854 1 0 Hypothetical protein (2) scaffold_2_mRNA_797.1 C_unshiu_00550_mRNA_I1.1 -
Protein of unknown function DUF594
GF0020853 1 0 DUFS594 family protein (2) [IPRO07658] (2); Domain of unknown  scaffold_2_mRNA_788.1 C_unshiu_00550_mRNA_L.1 -
function DUF4220 [IPR025315] (2)
GF0020852 1 0 Hypothetical protein (2) [|p;<c<;87‘fsl;(rik("z(;w" function DUFSO4 ™ (coold 2 mRNA_757.1 C_unshiu_00260_mRNA_39.1 -
GF0020851 1 0 Hypothetical protein (2) scaffold_2_mRNA_783.1 C_unshiu_00260_mRNA_35.1 -
3 Transeription factor bHLH130 (1); protein dimerization activity Mye-type, basic helix-loop-helix (bHLH) _ .
GFO020850 ! O Transeription factor bHLH122 (1) [GO:0046983 molecular_function] (2)  domain [IPRO11598] (2) scaffold_2_mRNA,_775.1 C_unshin_00260_mRNA_28.1 -
oxidoreductase activity, acting on paired
lonors, with incorporation or reduction
f molceular oxygen [GO:001
lmiﬁ.?ﬁ,mlﬁﬁl fz(.igimim Cytochrome P450, E-cl
GF0020849 1 0 Flavonoid 3-monooxygenase (2) reduction process [G [IPRO02401] (2): Cytochrome PAS0, (. i1 5 mRNA_772.1 C_unshiu_00260_ mRNA_23.1 -
biological_process] (2); heme binding cf’"sf:"d ‘_"; }'Pkfggwﬂ (f" N
[GO:0020037 molecular_funcion] (2); Cytochrome P430 [IPROOTI2S] (2)
n ion binding [GO:0005506
molecular_function] (2)
GF0020847 1 0 Hypothetical protein (2) scaffold_2_mRNA_761.1 C_unshiu_00260_mRNA_15.1 -
biosynthetic process [GO:0009058
biological_process] (2): cysteine-type  Isoprenoid synthase domain IPR008949)
peptidase activity [GO:0008234 (2): Cysteine peptidase, histidine active
molecular_function] (2); iransferase site [IPR025660] (2); Cysteine peptidase,
activity [GO:0016740 cysteine active site [IPRO00169] (2);
molecular_function] (2); proteolysis  Squalene/phytoene synthase (IPR002060]
[GO:0006508 biological process] (2);  (2); Peptidase CIA [IPROI3128] (2);
Cysteine protease (1) Hypothetical | Tmesyl-diphosphate fumcsyltransferase. Cathepsin propeptide inhibitor domain
GF0020846 1 o Cysteine protease (1; Hypothetic activity [GO:0004310 (129) [IPRO13201] (2); Cysteine scaffold 2 mRNA_76.1 C_unshiu 00213 mRNA 28.1 -
protein (1) molecular_function] (1); transferase  peptidase, asparagine active site
activity, transferring alkylor aryl (other [IPR025661] (2); Peptidase C1A, papain
than methyl) groups [GO:0016765 C-terminal [IPRO006GS] (2); Trans-
molecular_function] (1); ergosterol Isoprenyl Diphosphate Synthases, head-
biosynthetic process [GO:0006696  to-head [IPR033904] (1),
biological_process] (1); squalene Squalene/phytoene synthase, conserved
synthase activity [GO:0051996 site [IPR019845] (1)
molecular_function] (1)
GF0020845 1 0 Hypothetical protein (2) scaffold_2_mRNA_759.1 C_unshiu_00260_mRNA_14.1 -
metabolic process [GO:0008152
UDP-glucose flavonoid 3-0- biological_process] (2); transferase  UDP-glucuronosy/UDP- o
GF0020844 ! glucosyltransferase 7 (2) activity, transferring hexosyl groups glucosyltransferase [IPR002213] (2) S04 2 mRNA_751.1 C_unshiu_00260_ mRNA_6.1 -
[GO:0016758 molecular_function] (2)
wansferase activity, transferring alkyl or
aryl (other than methyl) groups
[GO:0016765 molecular_function] (2);
biosynthetic process [GO:0009058 Squalene/phytoene synthase, conserved
biological_process] (2); ransferase site [IPRO19845] (2); Squalene/phytoene
activity [GO:0016740 symbso [PRO2060] G5 1 .
GF0020843 1 0 Phytoene synthase (2) molecular_function] (2); fanesyl- ynitiase SOPrenold  caffold 2 mRNA_75.1 C_unshiu_00213_mRNA_29.1 -
synthase domain [IPRO0S949] (2): Trans-
diphosphate fumesylransferaseactvty 70 S B L TR
GO:00043 10 molecuar_function] (1): P PRI
squalene synthase acivity (GO:0051996 .
mleculr funeion) (1 ool
biosynthetic process [GO:0006(
biological_process] (1)
metabolic process [GO:0008152
 UDP-glucose flavonoid 3 biological_process] (2); transferase  UDP-glucuronosy/UDP- N
(GF0020842 ! glucnsvllnnsfense7\2\ activity. transferring hexosyl groups  plucosyltransferase [IPRO02213] 2)  *C0M-2 mRNA743.1 C_unshiu_00260_mRNA_S.1 -
[GO:0016758 molecular_function] (2)
phosphorelay signal transduction system
P— ,  Histidine-containing phosphotransfer — [GO:0000160 biological_process] (2) ;'s‘p'h‘:‘“f‘i‘z:’f“r:';“d‘"° kinase, ol 2 mRNA T35, .
protein 4 (2) signal transducer activity [GO:0004871
[IPR008207] (2)
molecular_function] (2)
oxidoreductase activity [GO:0016491
molecular_function] (2); oxidation-  Lipoxygenase, plant (IPR001246] (2);
reduction process [GO:0055114 Lipoxygenase, domain 3 [IPR027433]
biological_process] (2); oxidoreductase  (2): PLAT/LH2 domain [1rRuu|uz4] [
activity, acting on single donors with  Lipoxygenase [IPR00090:
GF0020837 1 0 Lipoxygenase (2) incorporation of molecular oxygen. ipoxygenase, conserved site scaffold_2_mRNA_708.1 C_unshiu_00076_mRNA_52.1 -
orporation of two atoms of oxygen  [IPR020834] (2); Lipoxygenase, iron
[GO:0016702 molecular_function] (2);  binding site [IPR020833] (2);
meal ion binding [GO:0046872 Lipoxygenase, C-terminal [IPROI3819]
molecular_function] (2): protein binding  (2)
[GO:0005515 molecular_function] (2)
GF0020836 1 0 Hypothetical protein (2) scaffold_2_mRNA_705.1 C_unshiu_00871_mRNA_IL.1 -
protein binding [GO:0005515
molecular_function] (2); metal ion
binding (GO:0046872
molecular_fnction] (2); oxidoreductase
activity, acting on single donors with  Lipoxygenase, C-terminal [IPRO13819]
. e s orporation of molecular oxygen,  (2); Lipoxygenase [IPRO0907) 2 _
GF0020834 1 0 Putative lipoxygenase 5 (2) ncorporaton aftwo stoms of sxysen  PLATILHS domin (IPRODI024) (3, S€4T0ld 2 mRNA_701.1 C_unshiu_00076_mRNA_47.1 -
[GO:0016702 molecular_function] (2); ~ Lipoxygenase, plant [IPR001246] (2)
oxidoreductase activity [GO:0016491
molecular_function] (2); oxidation-
reduction process [GO:0055114
biological_process] (2)
GF0020833 1 0 Hypothetical protein (2) scaffold_2_mRNA_697.1 C_unshiu_00076_mRNA_44.1 -
metal on binding [GO:0046872
moleculrfuncton] () poten binding
[GO:0005515 molecular_function] @); [ FeREAe ISR RE
oxidation-reduction process Lerminal [PROTAS10] (o Liponsgense,
[GO:0035114 biological process] (2); ? ' .
GF0020832 1 0 Lipoxygenase (2) oxidoreductase activity [GO:0016491 "0 binding site [IPRO20833] (2); scaffold_2_ mRNA_695.1 C_unshiu_00076_mRNA_42.1 -
molecular_function] (2); oxidoreductase "’p“yge”‘“" plant [IPRO01246] (2);
activity, ating on single donors with T -1/ -H2 domain [IPR001024] (2)
orpention of melecuar oxygen, Lipoxygenase, domain 3 [IPR027433]
incorporation of two atoms of oxygen (2 Lipoxygenase [IPR000507] 2)
[GO:0016702 molecular_function] (2)
zinc fon binding [GO:0008270
GF0020831 1  Retrotransposon protein, putative, Tyl molecular_function] (2); mucleic acid 7. G0 CCHC-type [IPRO0ISTS] (2) scaffold_2_mRNA_692.1 C_unshiu_00636_mRNA_10.1 B
copia sublass (2) binding [GO:000367¢
molecular_function] (2)
GF0020829 1 0 Hypothetical protein (2) scaffold_2_mRNA_684.1 C_unshiu_00076_mRNA_37.1 -
metabolic process [GO:0008152 AMP-binding, conserved site
GF0020828 1 0 Acetyl-coenzyme A synthetase (2) biological_process] (2); catalytic activity [IPR020845] (2); AMP-dependent scaffold 2 mRNA_68.2 C_unshiu_00213_mRNA_38.1 -
[GO:0003824 molecular_function] (2)  synthetase/ligase [IPRO00ST3] (2)
Bulb-type lectin domain [IPRO01480]
(2): Protein kinase, ATP binding site
. . [IPRO17441] (2); Serine/threonine-
Efsfi;",cf,’fﬁf;l'l'ﬁ'z"f ;?;l?:w"x protein kinase, active site [IPR008271]
serine/threonine kinase activity ([lzl:;lillv:EDZ‘OI](‘(';SZI‘:;O:;‘?‘I?\(:
Getype lectin S-receptor-like [GO:0004674 molecular_function] (2); (. ..., mmomnc.},mwmz ase .
GF0020827 1 O oo proein kinase RLK (2) Protein kinase ativity [GO0004672 — (LERRIIICRRINE L seaflold 2 mRNA_678.1 C_unshiu_00076_mRNA 311 -
molecular_function] (2); ATP binding
[IPRO00719] (2): S-locus glycoprotein
[GO:0005524 molecular_function] (2);
domain [IPRO0OSSS] (1);
recognition of pollen [GO:0048544 . ' §
Sologica protess] (1) Serinehrconine/dualspecifcity protein
kinase, catalytic domain [IPR002290]
(1): Concanavalin A-like lectin/glicanase
domain [IPRO13320] (1)
GF0020826 1 0 Hypothetical protein (2) scaffold_2_mRNA_667.1 -
magnesium ion binding [GO:0000287  Isoprenoid synthase domain [IPR008949]
molecular_function] (2); lyase activity  (2); Terpene synthase, metal-binding
[GO:0016829 molecular_function] (2); ~ domain [IPR005630] (2); Terpenoid
GF0020824 1 0 Hypothetical protein (2) terpene synthase activity [GO:0010333  cyclases/profein prenyliransferase alpha-  scaffold_2_mRNA_650.1 C_unshiu_00076_mRNA_I1.1 -
molecular_function] (2); metabolic alpha toroid [IPR00S930] (2); Terpene
process [GO:0008152 synthase, N-terminal domain
biological_process] (1) [IPRO0I906] (1)
GF0020823 1 0 Hypothetical protein (2) 3;;3'2";;‘;?]”:‘;)“‘”” function DUF4283 . vold 2 mRNA_612.1 C_unshiu_00029_mRNA _29.1 -
GF0020822 1 0 Hypothetical protein (2) [E‘;‘:("(;‘l;‘;}ia;]’(;?""c"‘“"""“""“‘m scaffold 2 mRNA_611.1 C_unshiu_00029_mRNA_30.1 -
GF0020820 1 0 Hypothetical protein (2) scaffold_2_mRNA_61.1 C_unshiu_00109_mRNA_60.1 -
ATP binding (GO:0005524
molecular_function] (2): formate-
tetrahydrofolate ligase activity E;;"‘;‘I’;‘e’“[‘;,“;“;':'f;;”é')‘i;::fn‘:i{‘"““
GF0020819 1 0 Hypothetical protein (2) [GO: nooAazo molecular_function] (2); & e RS scaffold_2_mRNA_607.1 C_unshiu_00029 mRNA_36.1 -
aining cormoued tetrahydrofolate ligase, FTHFS.
blosyniheti process [GO0009396 IPRO0OSS9] @)
biological_process] (2)
ATP binding [GO:0005524
molecular_function] (2); formate- P-loop containing nucleoside triphosphate
I e activity hydrolase [IPR027417] (2); Formate-
GF0020818 1 [GO:0004329 molccular_function] (2); scaffold_2_mRNA_606.1 C_unshiu_00029_mRNA_37.1 -

© fumily protein (2)

folic acid-containing compound
biosynthetic process [GO:0009396
biological_process] (2)

tetrahydrofolate ligase, FTHFS,
[IPR000559] (2)
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Protein kinase-like domain [IPRO11009]
ATP binding [GO:0005524 (2): Protein kinase domain [IPR000719]
molecular_function] (2); protein (2): Pentatricopeptide repeat
 Cyelin dependent protein kinase homolog phosphorylation [GO:0006468 IPRO28SS] (2): Serine/threonine-
GF0020816 ! ! (1); Hypz:hcncal :mmm ) N gmla:xcnl pmcc£<] (2); protein kinase )[amlem kmxge. active site [IPRO0g271]  SCT01d 2 mRNA_S76.1 C_unshiu_00029_mRNA_59.1
activity [GO:0004672 (2): Serine/threonine/dual sp
molecular_finction] (2) protein kinase, catal
[IPR002290] (1)
GF0020815 1 1 0 3')5““ resistance response protein 206 ;';";‘0‘;'32; :;57‘““““ Fesponse protein (. frold 2 mRNA_S71.1 C_unshiu_00754_mRNA_8.1
heme binding [GO:0020037
molecular_function] (2); iron on binding
[GO:0005506 molecular_function] (2);
Cytochrome PIS0 monooxygenase | CHdoredcaseactiviy, actingon paieed Cstochroms P35O [IPRO0I128] 2);
GF0020814 1 1 0 YPBAT ©) lonors, with incorporation or reduction  Cytochrome P40, E-class, group I scaffold 2 mRNA_545.1 00213 mRNA 7.1
of molecular oxygen [GO:0016705 [IPRO02401] 2)
molecular_function] (2); oxidation-
reduction process [GO:0055114
biological_process] (2)
GF0020813 1 1 0 Hypothetical protein (2) scaffold_2_mRNA_544.1
Serine/threonine-specific protein
phosphatase/bis(s-nucleosyl)-
Scnnc/lhnnnmc -protein phosphatase "‘4“3:"\“:3‘1““::;2"Pigf(’x:lézh)kc
GF0020812 1 1 ¢ PP2A-1 catalytic subunit (1); hydrolase activity [GO:0016787 [erozsu?z‘] @ L‘zlcin[;urin like scaffold_2_ mRNA_S31.1 C_unshiu_00213_mRNA_22.2
O Srinchrconine proten phosphatase  molecular. fnction] (2
Poan cataiic it (1 phosphoesterase domain, Apall type
[IPROL4EAS] 1 Calenuinke
phosphoesterase domain, apal
[IPRO04843] (1)
Cathepsin propeptide inhibitor domain
cyseinoype peptidase aciv (129) [IPROI3201] (2): Pepiidase CIA,
- (GO nooxyzzpmileculnr ﬁmczon] (), Papain C-terminal [IPRO00GGS] (2);
GF0020811 1 1 0 Vignain (2) Iroeolyas [G0:0006505 Cysteine peptidase, asparagine active site scaffold_2 mRNA_529.1 00213_mRNA 24.1
Fitogioal process) @) [IPRO25661] (2); Cysteine peptidase,
histidine acive site [IPRO25660] .
Peptidase C1A [IPROI3128] (2)
GF0020810 1 1 0 Hypothetical protein (2) scaffold_2_mRNA_525.1 C_unshiu_00062_mRNA_41.1
cysteine-type peptidase activity Ulp! protease family, C-terminal
[GO:0008234 molecular_function] (2);  catalytic domain [IPR003653] (2);
GF0020809 1 1 0 Hypothetical protein (2) o a5 acerptor [G0 0015:‘7030 ol :ﬂmm o [IPRUUZI;‘;] ':;f’ scaffold_2_mRNA_520.1 C_unshiu_00062_mRNA_35.1
molecular_function] (2); proteolysis  Carbohydrate kinase Pk [IPRO11611]
[GO:0006508 biological process] (2)  (2); Ribokinase-like [IPR029056] (2)
GFO0020808 1 1 0 Hypothetical protein (2) scaffold 2 mRNA_519.1
Leucine-rich repeat domain, L domain-
GF0020807 1 1 0 Hypothetical protein (2) ke (IPRO% 67';] ® scaffold 2 mRNA_S18.1
GF0020806 1 1 0 Hypothetical protein (2) scaffold_2_mRNA_S16.1
GF0020805 1 1 0 Hypothetical protein (2) scaffold 2_mRNA_S15.1
GF0020804 1 1 0 Hypothetical protein (2) scaffold_2_mRNA_513.1
LOG family [IPRU‘H mu] (2); Cytoki
okinin riboside 5"monophosphate riboside 5'me
(GF0020803 ! ! o p}:’;ephonhohydm!m: @ e plmphonbnhydmln;e er‘, [IPRo0s269] Se4To1d. 2 mRNASLL
@
GF0020802 1 1 0 Hypothetical protein (2) scaffold_2_mRNA._S08.1
GF0020801 1 1 0 Hypothetial protein (2) scaffold_2_mRNA_507.1
GF0020800 1 1 0 Hypothetical protein (2) scaffold_2_mRNA_S05.1
GF0020799 1 1 0 Hypothetical protein (2) scaffold 2_mRNA_498.1
DNA binding [GO:0003677
GF0020798 1 1 0 Hypothetical protein (2) :‘:’::i:::;2:“;‘::&&;,’:?“"‘““" °f NAC domain [IPR003441] 2) scaflold_2_mRNA_493.1 C_unshiu_00992_mRNA_3.1
[GO:0006355 biological process] (2)
GF0020797 1 1 0 Hypothetical protein (2) scaffold 2 mRNA_489.1 00992_mRNA 7.1
GF0020795 1 1 0 DUF2431 domain protein (2) 3;;;;’;:;:]”:‘;)“‘”” function DUF431 - (.1uld 2 mRNA 4716.1 00077_mRNA_73.1
- P-loop containing nucleoside triphosphate
GF0020794 1 1 0 Hypothetical protein (2) ;‘iti?;’rr”’:j’;:‘:‘;:i“’;y' [GO000RIO 4 jrolase [IPRO27417] (2); scaffold 2 mRNA _471.1 00061 mRNA_15.1
- Sulfotransferase domain [IPR000863] (2)
Pentatricopeptide repeat (IPR002885]
protein binding [GO:0005515
GF0020793 1 1 0 P:(‘:é:‘f":"’“"“” Hypothetical molecular_function] (2); zinc ion binding ([fg&gﬁ‘:;%"(f)“‘g;&}‘;::::l domain (. fold 2 mRNA_4708.1 C_unshiu_00077_ mRNA_65.1
o 1GO:0008270 molecula function] (1) 1o ozo7] (1)
GF0020792 1 1 0 Pectinesterase inhibitor (2) z"ﬂ”;mu;a":i’:::;;:]"‘vz")y (GO:0004857 E?;g;z‘;;??;’l‘"'b"“' domain scaffold_2_ mRNA_4705.1
SnRNA-activating protein complex snRNA-activating protein complex,
GF0020791 1 1 0 bt s moform 3 0 bt 3 (IPROS3042] ) scaffold_2_mRNA_4701.1 1u_00077_mRNA_59.1
metal ion transport [GO:0030001 Heavy meta asociated domain, HMA
GF0020790 1 1 0 Metal ion binding protein (2) iologieal proces] (2);metal ion binding (% PN scaffold_2_mRNA_4676.1 C_unshiu_00077_mRNA_34.1
[GO:0046872 molecular_function] (2)
GF0020789 1 1 0 Hypothetical protein (2) scaffold_2_mRNA_4673.1 C_unshiu_00077_mRNA_31.1
GFO020788 1 1 0 Hypothetical protein (2) scaffold_2_mRNA_467.1 ~unshiu_00061_mRNA_11.1
Domain of unknown function DUFS88
GF0020786 1 1 0 CASP-like protein 2B1 (2) [IPRO06702] (2); Casparian strip scaffold_2_mRNA_4658.1 C_unshiu_00077_mRNA_I8.1
‘membrane protein [IPR006459] (2)
GF0020785 1 1 0 Hypothetical protein (2) scaffold_2_mRNA_465.1 C_unshiu_00061_mRNA_9.1
Inositol monophosphatase, metal-binding
phmphaudylmaulnl phosphorylation ¢ [IPRO20583] (2); Inositol
A bological procus] (o, Monophosphatase, conserved site
[IPRO20550] (2): Inositol
st "h""’h‘“ e dephosphorylation o osphatase, Lithiun-sensitive
GFO020784 1 1 0 Inositol monophosphatase (2) GO004685S biologieal_process] (1): i) B0 S, C scaffold 2 mRNA_4646.1 | 00077_mRNA 6.2
nositol monophosphate 1-phosphatase 1 oho Chatae like (IPR000760] (1):
activity [GO:0008934
olecue fncton] (1) Inositol monophosphatase [IPR033942]
(1): Inositol monophosphatase
[IPRO00T60] (1)
GF0020783 1 1 0 Hypothetical protein (2) scaffold_2_mRNA_4638.1
GFO020782 1 1 0 Hypothetical protein (2) scaffold_2_mRNA_4631.1
GF0020781 1 1 0 Hypothetical protein (2) "::I':"‘“:"'i‘;“"]‘;'[sﬁ‘”;"ms F-box domain [IPRO0IS10] (2) scaffold_2_ mRNA_463.1
Protein kinase domain [IPR000719] (2);
Protein kinase-like domain [IPRO11009]
ATP binding (GO:0005524 (2): Serine/threonine-protein kinase,
molecular_function] (2); profein active site [IPRO0S271] (2); Serine-
phosphorylation [GO:0006468 threonine/tyrosine-protein kinase,
jological_process] (2); protein kinase  catalytic domain 511
GF0020780 1 1 0 Serinethreonine-protein kinase HT1 (2) :5.'5.?;?333322% ); proten kinase ;‘:‘Ly: l‘hi‘:;:‘e Eﬂ:gﬁ:xﬂ ‘y' ;’m‘ein scaffold_2_mRNA_4617.1 C_unshiu_00337_mRNA_26.1
molecular_funcion] (2); profein kinase, catalytic domain [IPR002290]
serine/threonine kinase activity (1): Serine-threonineltyrosine-
[GO:0004674 molecular_function] (1) kinase catalytic domain [IPR001245] (1);
Serine/threonine-protein kinase HT,
plant [IPROIS783] (1)
Bromo adjacent homology (BAH)
domain [IPR001025] (2); Zinc finger,
chromatin binding [GO:0003682 FVVF/P[HD -type [n’]kn: 1011] (zi Zine
BAH and coiled-coil domain-containing 1 "0/cUIar_function] (2); protein binding - g ' NGy VE/PHD-type
GFO020778 1 1 0 [GO:0005515 molecular_function] (2); g scaffold_2_mRNA_4593.1 iu_00337_mRNA_3.1
@ [IPROI3083] (2): Zine finger, PHD-type,
zinc ion binding [GO:000827
et o) ) conserved site [IPRO19786] (2); Zine
finger, PHD-type [IPRO01965] (2); Zine
finger, PHD-finger [IPRO19787] (2)
GF0020775 1 1 0 Hypothetical protein (2) (TZ"““S"”“"' MDR, plant [IPROV4332] 0 5014 2 mRNA_459.1
GF0020773 1 1 0 Hypothetical protein (2) scaffold_2_mRNA_4579.1
Pectin lyase fold/vinulence factor
[IPRO11050] (2); Pectin Iyase fold
GF0020772 1 1 0 Pectate lyase (2) [IPRO12334] (2); Pectate lyase/Amb  scaffold_2_mRNA_4578.1 C_unshiu_00048_mRNA 2.1
allergen [IPR002022] (2); AmbAllergen
[IPROIS082] (2)
GF0020771 1 1 0 Pz‘m"'s‘”““' membrane protein PMP22 E’(‘;g';éf:““z";"c":l’l"‘d‘;:j:s::;'fn‘] (@) MpvITPMP22 IPRO07248] (2) scaffold 2 mRNA_4570.1 C_unshiu_00048_mRNA_10.1
GF0020770 1 1 0 Hypothetical protein (2) scaffold_2_mRNA_4566.1 C_unshiu_00048_mRNA_14.1
Ubiquitin-related domain [IPR029071]
GF0020769 1 1 0 Autophagy-related protein 8C (2) (2): Autophagy protein Atg8 ubiquitin-  scaffold_2_mRNA_4552.2 C_unshiu_00048_mRNA_29.2
like [IPRO04241] (2)
GF0020768 1 1 0 Senescence regulator (2) ?;‘"““"5' regulator S40 (IPROOT60S) (. io14 2 mRNA_4550.1 00048_mRNA_31.1
ATP synthesis coupled proton transport
[GO:0015986 biological process] (2);  ATP synthase, F1 complex, gamma
proton-transporting ATP synthase subunit conserved site [IPR023632] (1)
activity, rotational mechanism ATPase, F1 complex, gamma subunit
[GO:0046933 molecular_function] (2);  domain [IPR023633) (1); ATPase, F1
GF0020767 1 1 0 ATP synthase F1, gamma subunit (2)  proton-transporting ATP synthase. complex, gamma subunit conserved site  scaffold_2_mRNA_4548.1 C_unshiu_00048_mRNA_33.1

complex, catalytic core F(1)
[GO:0045261 cellular_component] (2);
roton-transporting ATPase activity,
rotational mechanism [GO:0046961
molecular_function] (1)

[IPR023632] (1); ATP synthase, F1
complex, gamma subunit [IPR000131]

(1); ATPase, FI complex, gamma subunit
[IPRO00I31] (1)
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transmembrane transport [GO:0055085
biological_process] (2); dmg
transmembrane transpos
[GO:0015238 molecular fnncuon] o))
antiporter activity [GO:00152 Mult antimicrobial extrusion protein
molecular_function] (2); membrane [IPRO02528] (2): Alpha-hydroxy acid
[GO:0016020 cellular_component] (2);  dehydrogenase, FMN-dependent
Protein DETOXIFICATION 36 (1);  drug transmembrane transport [IPRO12133] (1); FMN-dependent alpha- _
GFO020765 ! Protein TRANSPARENT TESTA 12 (1) [GO:0006855 biological_process] (2);  hydroxy acid dehydrogenase, active site  >°2101d-2-MRNA_4538.1 C_unshiy_00048_mRNA_42.1 -
oxidoreductase activity [GO:0016491  [IPRO08259] (1); Aldolase-type TIM
molecular_function] (1); oxidation-  barrel [IPROI3785] (1); FMN-dependent
reduction process [GO:0055114 dehydrogenase [IPR000262] (1)
biological_process] (1); FMN
[GO:0010181 molecular_funci
catalytic activity [GO:0003824
molecular_function] (1)
Zine finger, double-siranded RNA
nucleic acid binding [GO:0003676 binding [IPR022755] (2); Zine finger
molecular_function] (2); metal ion C2H2-ypefintegrase DNA-binding
GF0020764 1 0 Hypothetical protein (2) 5 domain [IPROI3087] (1); Zinc finger,  scaffold_2_mRNA_4533.1 00048_mRNA_49.1 -
binding [GO:0046872
motcods fancton (1) C2H2like [IPROISSS0] (1): Zine finger,
- C2H2 [IPRO0TOS7] (1; Zine finger
C2H2-type [IPRO13087] (1)
GF0020761 1 0 Hypothetical protein (2) m‘::zlif:‘:u‘:::‘o';g] {;’:’ 0003676 E’;"‘{’Gl“;‘;;;]” ("Z')"k” domain scaffold 2 mRNA_d52.1 -
GF0020760 1 0 Hypothetical protein (2) scaffold_2_mRNA_4512.1 -
Dopanine bea-TNOOEENISE: U ) compentof meribvane rmoenbne (PRSP
GF0020759 1 0 H; Eukaryotic eytochrome b6l proein 50 EITEL OIS (1) Cotochrome bS61 domin [IPROp4g77)  SC4ToH 2 mRNA_4505.1 -
U]
GF0020758 1 0 Hypothetical protein (2) scaffold_2_mRNA_4504.1 -
GF0020757 1 0 Hypothetical protein (2) scaffold_2_mRNA_4500.1 -
GF0020756 1 0 Hypothetical protein (2) scaffold_2_mRNA_450.1 -
NAD(P)-binding Rossmann-fold
Gr0020755 .  superfanily protein soform 2 (1); 3-beta NAD(P)-binding domain [IPROI6O40] o oo oo © unshin 00048 mRNA 6.1 .
© hydroxysteroid dehydrogenaseisomerase @ L2_mRNA mshin 00048 pmRNA,
o)
protein dimerization acivity
GF0020754 1 0 Hypothetical protein (2) Ef;,o,\“ﬁz‘?:s ['2?;::)“;;;“7"“‘“"] @; ;’;‘;;f;z";‘(;;‘]“ (';““”‘ MADS-box scaffold_2_mRNA_4492.1 C_unshiu_00048_mRNA_81.1 .
molecular_fmction] (2)
Glycoside hydrolase family 3 C-terminal
domain [IPR002772] (2); Glycoside
hydrolase activity, hydrolyzing O- hydrolase, family 3, N-terminal
glycosyl compounds [GO:0004553 [IPRO1 764] (2); Fibronectin type I1l-
GF0020752 1 0 Glycosyl hydrolase family protein (2)  molecular_function] (2); carbohydrate  like domain [IPR026891] (2); Glyeoside  scaffold_2_mRNA_4486.1 C_unshiu_00048_mRNA_86.1 -
metabolic process [GO:0005975 hydrolase superfamily [IPRO17853] (2);
biological_process] (2) Immunoglobulin-like fold [IPRO13783]
(1): Glyeoside hydrolase family 3
[IPRO26892] (1)
GF0020751 1 0 Hypothetical protein (2) scaffold_2_mRNA_4484.1 C_unshiu_00048_mRNA_88.1 -
GF0020750 1 0 Hypothetical protein (2) gg';g;’]g;’:;‘j;’m‘ family | Scaffold 2 mRNA_4482.1 R
GF0020749 1 0 Hypothetical protein (2) scaffold_2_mRNA_448.1 -
RNA recognition morif domain
[IPRO00504] (2); MEI2-like, RNA
nucleic acid binding [GO:0003676 recognition matif | (IPRO34453) (1);
» RNA recogniton motif 2 in plant MEL2-  molecular_funciion] 2); ucleotide NA recognition morif 2 [IPR007201)
GF0020748 1 > (1): MEL-like, RNA recognition moif 3 scaffold_2_mRNA_4462.1 C_unshiu_00074_mRNA_33.1 -
© like protein (2) binding [ -
ng L6000 [IPRO34454] (1); Nucleotide-binding
molecular_function] (1) alpha-beta plait domain [IPRO12677] (1);
Mei2/Mei2-like, C-terminal RNA
recognition motif [IPR007201] (1)
GF0020747 1 0 Hypothetical protein (2) (’}""a"” peptidase domain (IPRO2T109) (i1 5 muRNA_446.1 C_unshiu_00244_mRNA_21.1 -
Gro020746 .  Bidirctional sugar transporter SWEET2  integral component of mermbrane SWEET sugar transporter [IPROM316] oo oo © unshin 00002 mRNA 8.1 .
@ 0016021 cellular_component] (2)  (2) 12 mRNA _unshiu_00002_mRNA
protein transport [GO:0015031
biological_process] (2); profein retention SecY conserved site [IPR030639] (2);
in ER lumen [GO:000662: SceY/SEC61-alpha family [IPR002208]
. oot wubunit apop  Diological_process] (2); integral (2): Translocon Sec61/SecY, plug
GF0020745 1 ‘r;:;’f':x""‘";“(";)"““e' Secol subunitalpha o oment of membrane (GO:0016021  domain [IPROI9561) (2); ER lumen scaffold 2 mRNA_4421.1 C_unshiu_00002_mRNA_37.1 -
cellular_componen] (2): ER retention  protein retaining receptor [IPR000133]
sequence binding [GO:0046923 (2): SeeY subunit domain [IPR023201]
molecular_function] (2); membrane (2)
[GO:0016020 cellular_component] (2)
membrane [GO:0016020 Nucleotide-diphospho-sugar transferases.
cellular_component] (2): cellulose: [IPRO29044] (2: Zine finger,
synthase (UDP-forming) activity RING/FYVE/PHD-type [IPROI3083]
GFO020744 1 0 Cellulose synthase (2) 16010016760 rcleruler ﬁmmn] @ Oy Celltone yntiase, RING type sine €004 2 MRNA_4408.1 00002_mRNA_50.1 -
cellulose biosynthetic pr finger [IPR027934] (2); Cellulose
[GO:0030244 blolugual J)rouzs:] (@) synthase [IPR00S150] (2)
Conserved hypothetical protein
GF0020741 1 0Tig @) ﬁi:?ﬁézgzkﬁ'y::ﬂg‘)mh domain SC4T0d_2_mRNA 43682 C_unshiu_00002_mRNA_88.1 -
[IPROIS316] (2)
Pentatricopeptide repeat (IPR002885
GF0020738 1 0 Hypothetical protein (2) protein binding [G 15 (2): Tetratricopeptide-like helical domain scaffold_2_ mRNA_4361.1 C_unshiu_00002_mRNA_93.1 -
molecular_function] (1)
[IPRO11990] (1)
GFO0020737 1 0 Hypothetical protein (2) scaffold_2_mRNA_435.1 C_unshiu_00244_mRNA_34.1 -
mitochondrion [GO:0005739
§ ATP synthase mitochondrial F1 complexcellular_component] (2): protein complex .
GFO020736 1 wsently foior 10) cosomtiy [GO00461 ATPII[IPROI0S91] (2) scaffold_2_mRNA_4347.1 -
biological_process] (2)
regulation of transeription, DNA-
templated [GO:0006355
.o biological_process] (2); transcription .
GF0020735 1 0 ﬁ;‘l’_':,;"l‘;;s""“s”‘“““"p""“ fBCtOr 1 or activity, sequence-specific DNA Kgﬁéﬁnrdﬂﬂfﬁ’;éﬁﬂm @ Seaffold_2_mRNA_4340.1 C_unshiu_00002_mRNA_114.1 -
binding [GO:0003700
molecular_function] (2); DNA binding
[GO:0003677 molecular_function] (2)
Winged helix-turn-helix DNA-binding
domain [IPRO11991] (2); O-
O-methyltransferase activity ‘methyliransferase, family 2 [IPR001077]
[GO:0008171 molecular_function] (2); ~ (2): O-methyltransferase COMT-type
 Eugenol O-methyltransferase (1); O~ proten dimerization activity [IPROI6461] (2): Protein of unknown
GF0020734 ! O methyliransferase ZRP4 (1) [GO:0046983 molecular_function] (2);  function DUF399 [IPR006747] (2); Plant S°4T014-2 MRNA_4325.1 -
activity [GO:00081 dimeris
molecular_fnction) (2) [IPROI2967) (2); S-adenosyl-L-
‘methionine-dependent methyltransferase
[IPRO29063] (2)
integral component of membrane
GF0020733 1 0 MLO protein homolog 1 (2) 5‘:'0 '::L:gg“‘;"[“l“ °"’“"°“‘“'] @% Mio related protein [IPR004326] (2)  scaffold_2_mRNA_4323.1 C_unshiu_00002_mRNA_129.1 -
biological_process] (2)
GF0020729 1 0 Hypothetical protein (2) scaffold_2_mRNA_4283.1 C_unshiu_00310_mRNA_30.1 -
structural consituent of ribosome
[GO:0003735 molecular_function] (2);
intracellular [GO:000562 Ribosomal protein L21 [IPRO0ITS7] (2);
508 ribosomal protein L21, mitochondrial cellular_component] (2); translation  Ribosomal protein L21, conserved site
GFO020728 ! 02 [GO:0006412 biological process] (2);  [IPROIS258] (2); Ribosomal protein 121 *¢T01d2 mRNA_4276.1 C_unshiy_00002_mRNA_174.1 -
ribosome [GO:0005840 Tike [IPR028909] (2)
cellular_component] (2); RNA binding
[GO:0003723 molecular_function] (2)
Domain of unknown function DUF3700
GF0020727 1 0 Stem-specific protein TSITI (2) [IPR024286] (2); Nucleophile scaffold 2 mRNA_4259.1 C_unshiu_00002_mRNA_192.1 -
aminohydrolases, N-terminal
[IPR029055] (2)
Protein kinase domain [IPR000719] (2):
Protein kinase-like domain [IPRO11009]
(2): Serine/threonine-protein kinase.
active site [IPR008271] (2); Protein
protein phosphorylation [GO:0006468  kinase, ATP binding site [IPRO17441]
Sernelbreonine-proein kinsse receptor  PIOIOEICAprocess] Q2 procin kinase (2): Concanavalin Aclke lectinglucanase
GF0020725 1 00 y activity [GO:0004672 domxm [wkomzn](\ : Serine- scaffold 2 mRNA_4245.1 C_unshiu_00002_mRNA_206.1 -
molecular_function] (2); ATP threonine/tyrosine-protein k
[GO:0005524 molecur. nction] () ctalytc domain [mwmm] :
Serine/threonine/dual specilficity protein
Kinase, catalytic domain [IPR002290]
(1): Serine-threoninetyrosine-protein
kinase catalytic domain [IPR001245] (1)

GF0020722 1 0 Hypothetical protein (2) scaffold_2_mRNA_4218.1 C_unshiu_00153_mRNA_13.1 -
GFO0020721 1 0 Hypothetical protein (2) scaffold_2_mRNA_421.1 C_unshi -
hydrolase activity, acting on ester bonds

(GO0I6TESmleculr fncton 2
endonuclease activity [GO:00045 Phospholipase C/P1 nuclease domain
GF0020719 1 0 Nuclease ST (2) moleculr_function] (2);nucleie “'d [IPRO0SO4T] (2); S1/P1 nuclease scaffold_2_mRNA_4203.1 C_unshiu_00153_mRNA 24.1 -
binding (GO:0003676 (PRO31541 ) 2 miRA ~nshiu 00133 mitA
molecular_fnction] (2): DNA catabolic 3
process [GO:0006308
biological_process] (2)
GFO020718 1 0 Hypothetical protein (2) scaffold_2_mRNA_420.1 C_unshiu_00526_mRNA 2.1 -
GFO020717 1 0 Hypotheical protein (2) scaffold_2_mRNA_419.1 C_unshiu_00526_mRNA_L.1 -



D Note Go TnterPro Member Members in C.unshh Members in Prifola
GF0020716 0 F-box protein SKIP27 (2) protein binding [GO:0005515 F-box domain [IPRO0I810] (2) scaffold 2 mRNA_4185.1 C_unshiu_00153_mRNA 41.1
molecular_finction] (2)
GFO020715 0 Hypothetical protein (2) scaffold_2_mRNA_4178.1 9
GF0020714 0 Hypothetical protein (2) scaffold_2_mRNA_416.1 00692_mRNA 3.1
intracellular [GO:0005622
GF0020713 0 B-box type zine finger protein (2) cellular_componen] (2): zinc ion binding B-box-type zinc finger [IPR000315] (2)  scaffold_2_mRNA_4157.1 C_unshiu_00070_mRNA_$1.2
[GO:0008270 molecular_function] (2)
GFO020712 0 Hypothetical protein (2) scaffold_2_mRNA_412.1 C_unshiu_01377_mRNA_3.1
Uiquitin-related domain [IPR029071]
.  Ubiquitn family protein (1; rotein binding [GO:0005515 (2): Ubiquitin [IPR019956] (2); Ubigquitin N .
Gro02071 O by (1) e focion) () comernedshe [PROISOSH) 2y a2 MRNA 31121 C_unshiv_00027_mRNA_4.1
Ubiquitin domain [IPR000626] (2)
thiamine biosynthetic process
(GO:0009228 biological_process] (2);
oxidation-reduction process. Miin ol sy (PR0Z7455
rthetic o [GO:0055114 biological process] (2);  (2); Thiazole biosynthetic enzyme Thid
GF0020710 0 Thiazole biosynthetic enzyme (2) ittt mf“y [??o.om 91 fenily (IPRO02523] () FADINADY ",) scaffold_2_mRNA_4109.1 00027_mRNA_7.1
molecular_function] (2); response fo binding domain [IPR023753] (2)
stress [GO:0006950 biological_process]
@
Probable dolichyl-
diphosphooligosaccharide--protein
slycosyliransferase subunit 3B (1); Oligosaccharyl transferase complex,
GF0020709 0 b dotc it OS5 OSTe [IPR03 140y () SCaTold2_ mRNA_4107.1 C_unshiu_00027_mRNA_0.1
diphosphooligosaccharide--protein
glycosyliransferase subunit 3A (1)
GF0020708 0 Hypothetical protein (2) :““:I‘:c'zl‘:f:‘:u‘:“::: ‘o':\gl {]G'O 0003676 ﬁ;,h;{’gl“;‘;;;]” ("1';"“ domain scaffold_2_mRNA_410.1 01377_mRNA 2.1
GF0020706 0 Tobamovirus multiplication 1 (2) ﬁ;;‘gg;z’;;‘]“:‘;”“ function DUFI084 5014 2 mRNA_4088.1 C_unshiu_00027_mRNA_30.1
GF0020702 0 Hypothetical protein (2) scaffold_2_mRNA._406.1 C_unshiu_01190_mRNA 2.1
Protein kinase domain [IPR000719] (2);
NAF domain [IPR004041] (2)
signal transduction [GO:0007165 NAF/FISL domain [IPRO18451] (2);
biological_process] (2); ATP binding  Protein kinase-like domain [IPRO11009]
 CBLinercing stnleonine rvn [GO0005524 ol fction] (0, 2P Kinse, ATP biding st
GF0020701 O a0 () protein phosphorylation [GO:0006468  [IPRO17441] (2); Serine/threonine-  scaffold_2_mRNA_4053.3 C_unshiu_00027_mRNA_66.3
bilogial proces] 2 proci e protein kinase, active site [IPRO
activity [GO (2): KAT domain/Ssp2, C-terminal
molecum,mmmn] m [IPRO28375] (1; Serine/threonine/dual
specificiy protein kinase, catalytic
domain [IPR002290] (1)
GF0020699 0 Hypothetical protein (2) ::::?l':k:ﬁz‘;’;ﬁ‘\ ?"m""“‘ L domain - coffold 2 mRNA 4018.1 00091_mRNA_52.1
GF002069 0 Hypothetical protein (2) seaffold_2_mRNA_400.1 00246_mRNA 2.1
3-hydroxyisobutyrate dehydrogenase-
3-hydroxyisobutyrate dehydrogenase  related, conserved site [IPR002204] (2);
activity [GO:0008442 3-hydroxyisobutyrate dehydrogenase
molecular_function] (2); NAD binding  [IPRO11548] (2); NAD(P)-binding
[GO:0051287 molecular_function] (2); ~ domain [IPRO16040] (2); 6-
oxidoreductase activity [GO:0016491  phosphogluconate dehydrogenase,
GF0020695 0 Putative oxidoreductase GLYR1 (2)  molecular_function] (2); oxidation-  NADP-binding [IPR006115] 2); 3+ scaffold_2_mRNA._3993.1 C_unshiu_00091_mRNA_25.1
reduction process [GO:0055114 hydroxyisobutyrate dehydrogenase,
biological_process] (2); NADbinding doin [PRO9154) 2
(decarboxylating) activity [GO:0004616  terminal domain-like [IPR008927] (27 6
molecular_function] (2) phosphogluconate dehydrogenase,
domain 2 [IPRO13328] (2)
GF0020694 0 Hypothetical protein (2) scaffold_2_mRNA_3985.1 C_unshiu_00091_mRNA_17.1
oxidation-reduction process.
[GO:0055114 biological process] (2);  FAD-binding, type 2, subdomain 1
oxidoreductase activity [GO:0016491  [IPROI6167] (2); CO dehydrogenase
molecular_function] (2); flavin adenine  flavoprotein-like, FAD-binding,
N . N ., dinucleotide binding [GO:0050660  subdomain 2 [IPROI6169] (2); FAD
GF0020693 0 FAD-binding Berberine family protin 2) | S0 RET ([2‘: eatalyti activity inked on d“L e [ngoosno 4 Scalfold 2 mRNA_3968.1 00143_mRNA 8.1
[GO:0003824 molecular_function] (2);  (2): FAD-binding, type 2 (IPR016166]
oxidoreductase actvity, acting on CH-  (2); Berberine/berberine-like
OH group of donors [GO:0016614 [IPRO12051] (2)
molecular_function] (2)
ATP binding [GO:0005524 DNA helicase, DnaB-like, C-terminal
molecular_function] (2); DNA helicase  [IPR007694] (2); P-loop containing
activity [GO:0003678 nucleoside triphosphate hydrolase
Toprim domain-containing protein molecular_function] (2): DNA replication [IPR027417] (2); Toprim domain
GF0020692 0 isoform 1 (1); Toprim domain-containing [GO:0006260 biological process] (2): S [IPR006171] (1); Archacal primase  scaffold_2_mRNA._3961.1
protein (1) 3 DNA helicase activity [GO:0043139  DnaG/twinkle, TOPRIM domain
molecular_fnction] (1); single-stranded  [IPR034154] (1); TOPRIM domain
DNA binding [GO:0003697 [IPRO06171] (1:; Twinkle-like protein
molecular_function] (1) [IPRO27032] (1)
Leucine-rich repeat [IPRO01611] (2);
Protein kinase-like domain [IPRO11009]
ATP binding (GO:0005524 (2): Leucine-rich repeat domain, L
molecular_function] (2); protein kinase  domain-like [IPR032675] (2); Protein
3 Resepor e srnlvonin prtein 43 [60:000472 kinase domain [IPR000719] (2); Serine-
GF0020691 O Oy molecular_function] (2): rotein threonine/tyrosine-protein kinase scaffold_2_mRNA._3959.1 C_unshiu_00143_mRNA_14.1
phosphorylation [GO:0006468 catalytic domain (IPR001245] (1);
biological_process] (2): protein binding Serine-threonine/tyrosine-protein kinase,
[GO:0005515 molccular_function] (2)  catalytic domain [IPR00I1245] (1)
‘oncanavalin A-like lectin/glucanase
domain [IPRO13320) (1)
GF0020688 0 Hypothetical protein (2) scaffold_2_mRNA_395.1 C_unshiu_00246_mRNA_6.1
GF0020687 0 Hypothetical protein (2) scaffold_2_mRNA_3942.1
Charged multivesicular body protein 22 ) .
GF0020686 0y Lgmrgza multivesicular bﬁdy protein YUk transport [GO:0007034 Snf7 family [IPRO0S024] (2); Zine fingets (o1 3 mRNA_3941.1 C_unshiu_00143_mRNA_28.1
biological_process] (2) LSDI-type [IPRO0S735] (1)
2b-B, putative (1)
GF0020685 o Hypothetical protein (1) Putaiive scaffold_2_mRNA_3919.1 C_unshiu_00143_mRNA_49.1
retroclement pol polyprotein (1) - - —nshiu 00143 miNA
GF0020684 0 Hypothetical protein (2) scaffold_2_mRNA_3911.1 C_unshiu_00125_mRNA_60.1
GF0020683 0 Hypothetical protein (2) scaffold_2_mRNA_3903.1 C_unshiu_00125_mRNA_S0.1
GF0020682 o Hypothetical protein (1); Monosacharide scaffold_2_mRNA_3882.1 00125_mRNA_29.1
transport protein (1) . - -
Tollinterleukin-1 receptor homology
’ (TIR) domain [IPR000157] (2); Winged
:zl‘:x:r"‘;“"’“gu[sg (“20‘0 fr‘)i binging  helivtum-hel DNA-binding dorvain
GF0020681 TMV resistance protein N (1) PUAHYE 6, 0043531 molecular.function] (2);  LIPROV19911 (@) Leucinerrich repeat (g 5 rnia_368.1 €_unshiu_02276_mRNA_3.1
TIR-NBS type R protein 4 (1) domain, L domain-like [IPR032675] (2);
signal transduction [GO:0007165
Bilogical process] () P-loop containing nucleoside triphosphate
hydrolase [IPR027417] (2); NB-ARC
[IPRO02182] (2)
carbohydrate binding [GO:0030246
molecular_function] (1); catalytic activity Galactose mutarotase-like domain
GF0020680 0 Hypothetical protein (2) (GO03824 maleulr furcton) (1 (PROMOL3) (1 Glactose muarose. scafd 2 mRNA 38671 C_unshiu_02276_mRNA_4.1
carbohydrate metabolic pror N-terminal bareel [IPRO31727] (1)
1600005975 bolgical proces] (1)
GF0020679 0 Hypothetical protein (2) ":::II:C';I:t“’mf"::“":ﬁ [GO:0003676 ;;:":3‘:;1;;;]' &'i"k‘ domain scaffold_2_mRNA_3865.1 jiu_02276_mRNA_5.1
protein dimerization acivity
GF0020678 0 Hypothetical protein (2) ﬁﬂ?ﬁ:{: ['z‘,.‘:?;;:;;gg","m"“] @ ;;“QZZ’Z";‘(;‘;‘]“ (';m" MADS-box scaffold_2_mRNA_3859.1 C_unshiu_00185_mRNA_13.1
molecular_function] (2)
GF0020677 0 Hypothetical protein (2) ::E:“[’l';f‘;g;zﬁ‘l‘)"’m'"' L domain- . fold_2_ mRNA_3857.1
in of unknown function DUF239
GF0020676 0 Hypothetical protein (2) [IPRO(MJ\A] (1: Neprosin [IPRO04314] scaffold_2_ mRNA_3853.1
GF0020675 0 Hypothetical protein (2) Ribosomal protein $25 [IPRO04977] (2)  scaffold_2_mRNA_385.1
HIT-like domain (IPROT1146] (2);
catalytic activity [GO:0003824 Histidine triad (HIT) protein
GF0020674 014 kDa zine-binding protein (2) mole):xlnrj\mc):‘in] ) HIPROOIS10] (0 Hotie tiad, scaffold_2_mRNA_3843.1
conserved site [IPROI9S0S] (2)
Leucine-rich repeat domain, L domain-
Verticillium wilt resistance-like protein  protein binding [GO:0005515 like [IPRO32675] (2); Leucine-rich . .
GF0020673 0 Tl fncton () epent, ypial oubspe (IPRODI591] 2y, SC4Tld 2 MRNA 38411 C_unshiu_00185_mRNA 311
Leucine-rich repeat [IPRO0I611] (2)
Leucine-rich repeat, ypical subtype
. rotein binding [GO:0005515 [IPRO03591] (2); Leucine-rich repeat N
GF0020672 0 Receptor like protein 33 (2) :‘mlmhr’m‘i‘iw] ® domain, L dommlnlke [IPRO32 s Sy, Scafold 2 mRNA 3836.1
Leucine-rich repeat [IPRO01611] (2)
ARARSISE S e
GF0020671 0 Hypothetical protein (2) S [IPROI2337] (2); Ribonuclease H domain scaffold_2_mRNA_3834.1 C_unshiu_02643_mRNA_3.1
nucleic acid binding [GO:0003676
[IPRO02156] (2)
molecular_function] (2)
GF0020670 0 Monosacharide transport protein (2) scaffold_2_mRNA_3832.1 C_unshiu_00185_mRNA_39.1
Acyl transferase/acyl
metabolic process [GO:0008152 hydrolaselysophospholipa:
GF0020668 0 Phospholipase, patatin family (2) ‘;‘0‘1:2‘:;'6{’)’3;;’;2‘? fipid metabolic S:o ‘Zﬁ:.:{i:i;zd)o :::‘E'[“;Rk;‘u a1y 1y, SOl 2 mRNA_3826.1 C_unshiu_00185_mRNA_45.1
biological_process] (2) Patatin/Phospholipase A2-related
[IPRO02641] (1)
GF0020667 0 Hypothetical protein (2) scaffold_2_mRNA_3824.1 iu_00185_mRNA_46.1
GF0020666 0 Hypothetical protein (2) scaffold_2_mRNA_3823.1 00185_mRNA _47.1
GF0020665 0 Hypothetical protein (2) scaffold_2_mRNA_3822.1 L 00185_mRNA_48.1




T Num i C_celementine_ Numin C_unshia Note Go TnterPro Member embe T
. ‘Ankyrin repeat [IPR002110] (2); PGG:
GF0020664 1 1 0 Hypothetical protein (2) ﬁ::::;":ll;‘r"‘:“.';i‘[‘gg("z‘))o 3515 domain [IPR026961] (2); Ankyrin repeat- scaffold 2 mRNA_3821.1
= containing domain [IPRO20683] (2)
GF0020663 1 1 0 Hypothetical protein (2) scaffold_2_mRNA_3819.1
GF0020662 1 1 0 Hypothetical protein (2) scaffold_2_mRNA_3813.1
nickel cation binding [GO:0016151
ase sccessory prote molecular_function] (2); nitrogen Urease accessory protein UreD .
GF0020660 1 1 0 Urease accessory protein D (2) o metabolic rocess IPR002669) @) scaffold_2_mRNA_3805.1
[GO:0006807 biological_process] (2)
struetural consttuent of ribosome
[GO:0003735 molecular_function] (2);  Ribosomal protein L7/L12 [IPR000206]
| Puaive S48 rbosom protein L1, intracellular [GO:0005622 (2): Ribosomal protein LT/LI2, C-
GF0020659 1 1 0 ochondiat e () cellular_component] (2); translation  terminal/adapor protein CIpS-like scaffold_2_mRNA_3804.1 C_unshiu_00073_mRNA_S6.1
[GO:0006412 biological process] (2);  [IPRO14719] (2); Ribosomal protcin
ribosome [GO:0005840 L7/L12, C-terminal [IPRO13823] (2)
cellular_component] (2)
nucleotidyliransferase activity
[GO00L6779 moleculrfonction] Q05 (01 i
l:':;: ?c':l"d procet ) ('Z'f [001 0‘?: 1123 fomain [IPRO0TO10] (2 Polymerase,
lca_pro nucleotidyl transferase domain
(GO0005034cellar companeat] 2): IPRO03034] (o bal(A) polymerase,
GF0020658 1 1 0 Poly(A) polymerase 1 isoform 1 (2)  RNA binding [GO:0003723 g " scaffold_2_mRNA_3801.1 C_unshiu_00073_mRNA_S3.1
central domain [IPR007012] (2); Poly(A)
molecular_function] (2); polynucleotide 1 )
e : polymerase [IPR014492] (2);
adenylyltransferase activity [GO:0004652
oetoruas fonction] 5 A Nucleotidyltransferase, class I, C-
Delyadensiation [GO0043631 terminal-like [IPRO11068] (2)
biological_process] (2)

. . ; nucleic acid binding [GO:0003676 Ribonuclease H-like domain . st .
GF0020657 1 1 0 Hypothetical protein (2) oetecuar functons (1) (PROIZ3371 1) scaffold 2 mRNA_3762.1 C_unshiu_00073_mRNA_13.1
GF0020656 1 1 0 LOB domain-containing protein 6 (2) B;‘;gé:x'@’]' (l’;““"“"“' LoB scaffold_2_mRNA_3731.1 C_unshiu_00035_mRNA_I1.1
GF0020655 1 1 0 Hypothetical protein (2) scaffold_2_mRNA_373.1 C_unshiu_00246_mRNA_28.1

catalytic activity [GO:0003824 y
Y Glycoside hydrolase superfamil
molecular_function] (2); carbohydrate [‘;‘:;i;;ﬂ)]’ &?“‘;’I‘;:I‘;;jx:TIM

- metabolic process [GO:0005975 barrel [IPRO13785] (2); Glycoside
GF0020654 1 1 0 Hypothetical protein (2) biological _process] (2); hydrolase Pydrolase fanily 27 [PRO0a041) (o, SC4T0K_ 2 mRNA 37211 C_unshiu_00022_ mRNA_80.1

activity, hydrolyzing O-glycosyl wdrotase, famiy 2 g
o045 Glycoside hydrolase family 27/36,
e fincton () conserved site IPRO00111] (1)
WD40-repeat-containing domain
[IPROI7986] (2); WD40 repeat
[IPROOIG0] (2); WD4O repeat,
conseved e [PROIDY7S] @)
. y N repeat-like-cont
GF0020653 1 1 0 WD repeat-containing protein 26 (2) ‘;;’I':"‘“:""‘;“"“‘bﬂ[ss");‘m 15 domam [IPRO15943] (2); G-protein beta scaffold_2_mRNA_3720.2
= ‘WD-40 repeat [IPR020472] (2); CTLH,
C-terminal LisH motif [IPR006595] (2);
LIS1 homology motif [IPR006594] (2);
Six-bladed beta-propeller, TolB-like
[IPRO11042] (1)
 Retotransposon prtin,ptaive, Ty "“f "": h'“,:'“ﬁ.m%’:)oxzqo. g Zine finger, CCHC-type [IPROOISTS)
GF0020652 1 1 poson protein, putative, fyl- - molecular_unction] (2); nucleic act (2): Ribonuclease H-like domain scaffold 2 mRNA_372.1 C_unshi
© copia subclass (2) binding [GO:0003676 (PRO13371 (1) -2 mRNA. -
molecular_function] (2)
GF0020651 1 1 0 Hypothetical protein (2) scaffold_2_mRNA_3702.1 C_unshiu_00022_mRNA_61.1
Rossmann-like alpha/beta/alpha
GF0020650 1 1 0 Hypothetical protein (2) Somivich fold [PRO14729) (3) scaffold_2_mRNA_3690.1 C_unshiu_00022_mRNA_49.1
GF0020649 1 1 0 Hypothetical protein (2) [Gl;ig;’;"“;;q‘;‘:; OfLTR copia-type (o ffold 2 mRNA_369.1 C_unshiu_00834_mRNA_6.1
Wall-associated receptor kinase,
‘galacturonan-binding domain
GF0020648 1 1 0 Kinase superfamily protein (2) p"lly;““;h“;'dﬁ}?“:i]’:‘zg‘[t’o 0030247 1pR025287] (2); Wall-associated scaffold 2 mRNA_3668.1 iu_00022_mRNA 27.1
molecular_functior receptor kinase, C-terminal [IPR032872]
@
catalytic activity [GO:0003824
';“";“_‘"h'f’-“]’“;“"“[] (‘130‘:;;‘(‘;';‘0 Protein phosphatase 2C family
GF0020647 1 1 0 Probable protein phosphatase 2C 15 (2)  C-ProsPhomviation (GO [IPRO15655] (2); PPM-type phosphatase scaffold_2_mRNA_3664.1 iu_00022_mRNA_21.1
biological_process] (2); protein b
lomain [IPR001932] (2)
serine/threonine phosphatase activity
[GO:0004722 molecular_function] (2)
regulation of ranseription, DNA-
:"‘1"““": [Go: ()00]6(315)5 ein bindi UX/IAA protein [IPRO03311] (2); PB1
GF0020645 1 1 0 Auxin-responsive protein IAA12 (2) rologien J’“’“” ; protein binding domam [IPR000270] (2); AUX/IAA  scaffold_2_ mRNA_3648.1 C_unshiu_00022_mRNA_4.1
$ molecular_funetion] (2): 0 oo333so] (1)
s [ro 0005634
cellular_component] (2)
RING/U-box superfamily protein, Wall-associated receptor kinase,
GF0020639 1 1 4(1); Hypothetical polysaccharide binding [GO:0030247 1, conan binding domai scaffold 2 mRNA_3631.1 00965_mRNA_8.1
molecular_function] (1) [IPRO25287] (1) o - - -
GF0020638 1 1 0 Hypothetical protein (2) scaffold_2_mRNA_362.1 u_00672_mRNA_7.1
GF0020636 1 1 0 Hypothetical protein (2) ﬁ:‘;é‘;;fz g‘zcxmx"c scaffold_2_mRNA_361.1 C_unshiu_00672_mRNA_6.1
zinc ion binding [GO:0008270 Zine finger, RING/FY VE/PHD-type
GF0020634 1 1 0 E3 ubiquitin-protein ligase RHA2A (2)  molecular_function] (2); protein binding  [IPRO13083] (2); Zine finger, RING-iype scaffold_2_mRNA._3586.1 C_unshiu_00064_mRNA_S8.1
[GO:0005515 molecular_function] (2)  [IPRO0IS41] (2)
R Protein kinase, ATP bin
ATP binding (GO:0005524 [IPRO17441] (2); Protein kmase ‘domain
molecular_funcion] (2): proten kinase i 0y K R CRRE T
GF0020633 1 1 0 Hypothetical protein (2) *:““;:V'C‘Vlif‘; N m‘:“] ) protein domain [IPROT1009] (2); scaffold 2 mRNA_3582.1 00064 mRNA_54.1
ho: o in‘:i;n 60 od:}‘mox Serinethreonine/dual specificity protein
phosphory " Kinase, catalytic domain [IPR002290]
biological_process] (2)
metal ion binding [GO:0046872
molecular_fnction] (2); metal ion Heavy metal-associated domain, HMA
GF0020632 1 1 0 Famesylated protein 2 (2) ransport [GO-0030001 {PROI2T] O scaffold_2_mRNA_3551.1 C_unshiu_00064_mRNA_19.1
biological_process] (2)
SANT/Myb domain [IPR00100S] (2);
oxidation-reduction process Multicopper oxidase, type 3 [IPRO11707]
[GO:0035114 biological process] (2);  (2): Multicopper oxidase, type |
oxidoreductase activity [GO:0016491  [IPROD1117] (2): Myb-like domain
GF0020631 1 1 0 Bilirubin oxidase (2) molccular_function] (2); copper o [IPRO17877] (2); Multicopper oxidase,  scaffold_2_mRNA,_3548.1
binding [GO:0005507 type 2 [IPROT1706] (2); Cupredoxin
molecular_function] (2): DNA binding ~ [IPR008972] (2); Homeodomain-like
[GO:0003677 molecular_function] (2)  [IPR0090S7] (1); Homeobox domain-like
[IPRO090ST] (1)
GF0020630 1 1 0 Hypothetical protein (2) scaffold_2_mRNA_3545.1 C_unshiu_00064_mRNA_13.1
transporter activity [GO:0005215
molecular_function] (2); transmembrane
transport [GO:0055085
biological_process] (2); integral Sugar/inositol transporter [IPR003663]
component of membrane [GO:0016021 (2): Major fucilitator, sugar transporter-
. . cellular_component] (2); substrate-  like [IPRO0S828] (2); Major facilitaor .
GF0020629 1 1 0 Proton myo-inositol cotransporter (2) (7t e saperfamily domain [IPRO084G) (o SCTOI 2 MRNA 3541 C_unshiu_00111_mRNA_44.1
activity [GO:0022891 Sugar transporter, conserved site
molecular_function] (2); membrane  [IPR005829] (2)
[GO:0016020 Lellul‘ar Cumpanenl] @
transmembrane trans
[GO:0022857 e ﬁmcnon] )
GF0020628 1 1  Cytokininriboside Smonophosphate scaffold 2 mRNA 3531 00111_mRNA_43.1
phosphoribohydrolase (2) 2 mIRA MRNAS
GF0020626 1 1 0 Hypothetical protein (2) scaffold_2_mRNA_352.1 _unshiu_00111_mRNA_41.1
GF0020625 1 1 0 Hypothetical protein (2) scaffold_2_mRNA 3513.1 (‘ unshiu_00017_mRNA_98.1
GF0020624 1 1 0 Hypothetical protein (2) 1 . C_unshiu_00017_mRNA_97.1
GF0020623 1 1 0 Protein BCCIP homolog (2) BCPI family [IPR025602] (2) scaffold_2_mRNA_3503.1 C_unshiu_00017_mRNA_88.1
oxidoreductase activity, acting on paired
donors, with incorporation or reduction
of molecular oxygen [GO:0016705
molecular_function] (2); oxidation-
GF0020622 1 1 0 Hypothetical protein (2) reduction process [GO:0055114 Cytochrome P450 [IPROO1128] (2)  scaffold_2_mRNA_3488.1 C_unshiu_00017_mRNA_75.1
bilogical procse] 2 ron on i
Go: molecular_function] (2);
heme binding (GO:0020037
molecular_function] (2)
i . DNA binding [GO:0003677 Myb-like domain [IPRO17877] (2); . st
GF0020621 1 1 0 Hypothetical protein (2) ckecular fpction] (1) Homeodomain ke [IPRO090S7) (1) S°4Tld2 mRNA 34831 C_unshiu_00017_mRNA_70.1
GF0020620 1 1 0 Hypothetical protein (2) scaffold_2_mRNA_3480.1
GF0020619 1 1 0 Hypothetical protein (2) scaffold 2_mRNA_348.1
GF0020618 1 1 0 Hypothetical protein (2) scaffold_2_mRNA_346.1
Culin protein, neddylation domain
GF0020617 1 1 0 Hypothetical protein (2) [IPROI9559] (2); Winged helix-turn-helix scaffold 2 mRNA_3459.1 C_unshiu_00017_mRNA_47.1
Acbinding domain [IPRO11991] (2)
atltion of ranserinton, DNA MULE transposase domain [IPR018289]
Protein FARI-RELATED SEQUENCE 9 :‘g“ o :"d [0(}0 m;;ﬁ’g's';’ »PRA (2); FHY3/FARI family [IPR031052]
GF0020616 1 1 0 (1); Transposon protein, putative, tempatec (GO (2): Zine finger, PMZ-type [IPR006564] scaffold_2_ mRNA_3457.1 C_unshiu_01323_mRNA_L.1
iy biological_process] (2); zine ion binding
unclassified, expressed (1) [GO.0008270 motecular. function] (1 (1) Zine inger, SWIM-type
3 & [IPRO07527] (1)
Isopenicillin N synthase-like
L-carboxyl rocess D v
" ) [|pRoz7m] (2): Non-haem dioxygenase
GF0020615 1 1 o Oxidase homolog 12 ,‘”‘i’ “’U 0055114 b:‘:‘{‘l’jl“““:é’g’;*l’g 4(92: 1 domain [IPR026992] (2);  scaffold 2 mRNA_3454.1
oxidase like 12 (1) molecular f\mcl‘lon] ({) 0’“’@“‘““" iron-dependent dioxygenase
2 = [IPRO0S123] 2)
GF0020614 1 1 0 Hypothetical protein (2) scaffold_2_mRNA_344.1 C_unshiu_01893_mRNA_10.1
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GF0020610 1

GF0020609 1
GF0020608 1

GF0020607 1
GF0020605 1

GF0020604 1

GF0020603 1

GF0020602 1
GF0020601 1

GF0020600 1

GF0020599 1

GF0020598 1

GF0020597 1

GF0020596 1

GF0020595 1

GF0020594 1

GF0020591 1

GF0020590 1

GF0020589 1

GF0020588 1

GF0020587 1

GF0020585 1

GF0020584 1

GF0020583 1

GF0020582 1

GF0020381 1

GF0020580 1
GF0020579 1

GF0020578 1

GF0020577 1

GF0020576 1

GF0020575 1

GF0020574 1

GF0020573 1

GF0020572 1

GF0020569 1
GF0020567 1

GF0020566 1

GF0020565 1

GF0020564 1

GF0020563 1

GF0020562 1
GF0020560 1

GF0020558 1

GF0020557 1

GF0020556 1
GF0020555 1

GF0020554 1

GF0020553 1
GF0020552 1

GF0020551 1

0 Hypothetical protein (2)

0 Hypothetical protein (2)
0 Hypothetical protein (2)
Monosacharide transport protein (1);
© Hypothetical protein (1)
0 Hypothetical protein (2)

o Hypothetical protein (1); RING-H2 finger [

© protein ATL29 (1)

0 Cyclin 118 (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Mavicyanin (2)

0 Hypothetical protein (2)
Hypothetical protein (1); Retrovirus-

0 related Pol polyprotein from transposon
412(1)

0 Hypothetical protein (2)

0 Protein NRTI/ PTR FAMILY 8.3 (2)

0 Hypothetical protein (2)

o Nucleus, subunit A, putative isoform 2
© (1); Hypothetical protein (1)

0 Transcription factor IBHI (2)

0 Hypothetical protein (2)

Hypothetical protein (1); Cysteine-rich
0 RLK (RECEPTOR-like protein kinase) §
m

0 CXE carboxylesterase (2)

0 Hypothetical protein (2)

0 Ferredoxin (2)

0 Maternal effect embryo arrest protein (2)
0 Hypothetical protein (2)

0 Hypothetical protein (2)

Hypothetical protein (1); Zin ion

0 binding nucleic acid binding-like protein
m

0 Hypothetical protein (2)

0 Hypothetical protein (2)

CDNA clone:J013024E12, full insert
sequence (1); Glutamate receptor 2.1 (1)

o ike-conjugating enzyme
ATG10(2)

0 UDP-glycosyltransferase 74E2 (2)

0 Ribonuclease H (2)

0 Hypothetical protein (2)

0 UDP-glycosyltransferase 74F2 (2)

0 UDP-glycosyltransferase 4E2 (2)

0 Hypothetical protein (2)
0 Hypothetical protein (2)

o Pre-mRNA-splicing factor ATP-

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)

protein binding [GO:0005515
molecular_function] (2); zinc ion binding
GO:0008270 molecular_function] (2);
aspartic-type endopeptidase activity
[GO:0004190 molecular_function] (1);
proteolysis [GO:0006508
biological_process] (1)

electron carrier activity [GO:0009055
molecular_function] (2)

nucleic acid binding [GO:0003676
molecular_function] (2); RNA-DNA
hybrid ribonuclease acti

[G0:0004523 molecular. funcnon] @

oligopeptide transport [GO:0006857
bmlngvcal | process] (2) transporter
0005215

moleculal function] (2): transport
GO:0006810 biological_process] (2);
membrane [GO:0016020
cellular_component] (2)

integral component of membrane
1GO:0016021 celula_componen (2):
Ngulz\tmn of ransripion.

templated [GO:0006355
bmkq,vcal JrﬂCLSS] (’), nucleus
[GO:0005634 cellular_component] (2)
protein dimerization activity
[GO:0046983 molecular_function] (1)
DNA binding [GO:0003677
molecular_function] (2); nucleus
[GO:0005634 cellular_component] (2);
regulation of transcription, DNA-
templated [GO:0006355
biological_process] (2)

hydrolase activity [GO:0016787
molecular_function] (2); metabolic
process [GO:0008152

biological process] (2)

electron carrier activity [GO:0009055
molecular_function] (2); ron-sulfur
cluster binding [GO:0051536
molecular_function] (2)

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

zine ion binding [GO:0008270
molecular_function] (2); nucleic acid
binding [GO:0003676
molecular_function] (2)

membrane [GO:0016020
cellular_component] (1); ionotropic
‘lutamate receptor activity [GO:0004970
molecular_function] (1)

transferase activity, transferring hexosyl
‘roups [GO:0016758
molecular_function] (2); metabolic
process [GO:0008152
biological_process] (2)

nucleic acid binding [GO:0003676
molecular_function] (2); RNA-DNA
hybrid ribonuclease activity
[G0:0004523 molecular_function] (2)
zine ion binding [GO:0008270
molecular_function] (2); nucleic acid
binding [GO:0003676
molecular_function] (2)

transferase activity, transferring hexosyl
groups [GO:0016758
molecular_function] (2); metabolic
process [GO:0008152

biological process] (2)

metabolic process [GO:0008152
biological_process] (2); ransferase
activity, transferring hexosyl groups
GO:0016758 molecular_function] (2)

hel tivity [GO:0004386

© dependent RNA helicase (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)

o Essential protein Yael, putative soform

0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)
0 Hypothetical protein (2)

0 Hypothetical protein (2)
0 Hypothetical protein (2)
0 Hypothetical protein (2)

o Period cireadian protein, putative isoform

molecular_function] (2)

nuclear-transcribed mRNA ca\mm
process, nonsense-mediated decay
[GO:0000; Abmlogmal pmm;] ay
helicase activity [G 6
molecular_function] u ) metal ion
binding [GO:0046872
molecular_function] (1); zinc ion binding
[GO:0008270 molecular_function] (1);
ATP binding [GO:0005524
molecular_function] (1); DNA binding
[G0:0003677 molecular_function] (1);
cytoplasm [GO:0005737
cellular_component] (1)

nucleic acid binding [GO:0003676
molecular_function] (2); RNA-DNA
hybrid ribonuclease activity
[G0:0004523 molecular_function] (2)
serine-type endopeptidase activity
[G0:0004252 molecular_function] (2);
proteolysis [GO:0006508
biological_process] (2)

Peptidase A2A, retrovirus, catalytic

[IPRO01995] (1); Zinc finger, CCHC-  scaffold_2,

type [IPROOISTS] (1)

_mRNA_342.1

scaffold_2_mRNA_3417.1

scaffold_2,

scaffold_2,

_mRNA_341.1
_mRNA_3405.1

scaffold_2_mRNA_340.1

Zine finger, RING-type [IPRO01841] (2);
Zinc finger, RING/FYVE/PHD-type
[IPRO13083] (2); Peptidase A2A,
retrovirus, catalytic [IPR001995] (1)

Cyelin, N-terminal [IPRO06671] (2);
Cyclin-like [IPRO13763] (2)

scaffold_2,

scaffold_2_mRNA_338.1

_mRNA_3377.1

scaffold_2_mRNA_3372.1

scaffold_2,

Cupredoxin [IPR008972] (2);
Phytocyanin domain [IPR003245] (2);
Blue (type 1) copper protein, binding sit
[IPRO28871] (2)

scaffold_2,

Ribonuclease H domain [IPR002156] (2);

Ribonuclease H-like domain scaffold_2,

[IPROI2337] (2)

scaffold_2_y

PTR2 family proton/oligopeptide
symporter, conserved site [IPRO18456]
(2); Proton-dependent oligopeptide
transporter family [IPR000109] (2);
Major facilitator superfamily domain
[IPR020846] (2)

scaffold_2
" 1

_mRNA_3370.1

_mRNA_3369.1

_mRNA_3359.1

_ mRNA_3349.1

mRNA_3345.1

scaffold_2_mRNA_3336.1

scaffold_2_mRNA_332.1

RNA polymerase II transcription factor
SIII, subunit A [IPRO10684] (2)

ye-type, basic helix-loop-helix (bHLH)
domam [IPRO11598] (1)

GC-rich sequence DNA-binding factor
domain [IPRO22783] (2)

Reverse transcriptase, RNA-dependent
DNA polymerase [IPRO13103] (1)

Alpha/beta hydrolase fold-3 [IPR013094]
(2); Alpha/Beta hydrolase fold
[IPR029058] (2)

Protein of unknown function DUF538
[IPR007493] (2)

2Fe-2 ferredoxin-type iron-sulfur

scaffold_2_mRNA_3317.1

scaffold_2_mRNA_3297.1

scaflold_2_ mRNA_3296.1

scaffold_2_mRNA_3293.1

scaffold_2_mRNA_3290.1

scaflold_2_ mRNA_3283.1

binding domain [IPRO01041] (2); Beta-  scaffold_2_mRNA_3272.1

grasp domain [IPRO12675] (2)

scaffold_2_mRNA_3264.1

scaffold_2_y

FHY3/FARI family [IPR031052] (1)

of unknown function DUF4283
[IPRO25558] (2); Zinc knuckle
CX2CX4HXAC [IPRO25836] (2): Zine
finger, CCHC-type [IPRO0IS7S] (2)

mRNA_3263.1

scaffold_2_mRNA_3258.1

scaffold_2_mRNA_3250.1

scaffold_2_mRNA_3249.1

Grk2-homologous domain [IPR002902]
@
Periplasmic binding protein-like I
[IPR028082] (2); Receptor, ligand
bmdmg region [IPRO0IS28] (2);

ropic glutamate receptor
[IPROOI;ZO] )
Autophagy-related protein 3
[IPRO07135] (2)

UDP-glucuronosyV/UDP-
glucosyltransferase [IPR002213] (2)

Ribonuclease H-like domain
[IPR012337] (2); Ribonuclease H domain
[IPRO02156] (2): TB2/DP1/HVA22-
related protein [IPR004345] (1)

Domain of unknown function DUF4283
[IPRO25558] (2): Zinc knuckle
CX2CX4HXAC [IPRO25836] (2): Zine
finger, CCHC-type [IPRO0ISTS] (2)

UDP-glucuronosyl/UDP-
elucosyltransferase [IPR002213] (2)

UDP-glucuronosy/UDP-
glucosyltransferase [IPR002213] (2)

scaffold_2_s

scaffold_2,

scaffold_2,

scaffold_2_mRNA_3245.1

scaffold_2_mRNA_3243.1

_mRNA_3234.1

scaflold_2_ mRNA_3229.1

scaffold_2_mRNA_3225.1

scaffold_2_ mRNA_3223.1

scaffold_2_mRNA_3222.1

_mRNA_3219.1

mRNA_3176.1

scaflold_2_mRNA_3167.1

P-loop containing nucleoside triphosphate
hydrolase [IPR027417] (2); Helicase
superfamily 12, ATP-binding domain
[IPRO14001] (2); Helicase-associated
domain [IPRO07502] (2); Helicase, C-
terminal [IPRO01650] (2)

P-loop containing nucleoside triphosphate
hydrolase [IPR027417) (2)

Zinc finger, RING/FYVE/PHD-type
[IPRO13083] (1)

RNA helicase UPFI, UPF2-interacting
domain [IPRO18999] (1); Zine finger,
CCCH-type [IPRO00S71] (1)

scaffold_2_mRNA_3160.1

scaffold_2_ mRNA_3159.1

scaffold_2_mRNA_3157.1

scaffold_2_mRNA_3156.1

scaffold_2_mRNA_3154.1

scaffold_2_ mRNA_3146.1

Ribonuclease H domain [IPR002156] (2):
Ribonuclease H-like domain
[IPRO12337] ()

Pepiidase S§/353 domain [IPR000209]

(2): Peptidase S8, subtilisin-related  scaffold_2

[IPROI5500] (1)

scaffold_2_s

scaflold_2_ mRNA_3141.1

_mRNA_3140.1

mRNA_3138.1

scaffold_2_mRNA_3136.1

MULE transposase domain [IPRO18289]
@

scaffold_2_s

scaflold_2_ mRNA_3134.1

mRNA_3130.1

scaflold_2_mRNA_3129.1

scaflold_2_ mRNA_3126.1

C_unshiu_01893_mRNA_7.1

C_unshiu_00276_mRNA zo 1

C_unshiu_00262_mRNA_32.1

C_unshiu_01893_mRNA_4.1

C_unshiu_00401_mRNA_21.1

C_unshiu_00565_mRNA_21.1

C_unshiu_00259_mRNA_27.1

00259_mRNA 3.1

00259 mRNA 2.1

1 00864_mRNA_24.1

C_unshiu_00864_mRNA_21.1

01310_mRNA 2.1

C_unshiu_00141_mRNA_58.1

C_unshiu_00141_mRNA_49.1

C_unshiu_00141_mRNA_38.1

C_unshiu_00141_mRNA_37.1

C_unshiu_00141_mRNA_33.1

C_unshiu_00141_mRNA_15.1

iu_00389_mRNA_I5.1

1 00141_mRNA 9.1

00141_mRNA_8.1

C_unshiu_00141_mRNA_6.1

01154_mRNA_L1
1 00187_mRNA 29.1

C_unshiu_01154_mRNA_10.1

C_uns

L 01154 mRNA_11.1

C_unshiu_00472_mRNA_2.1

C_unshiu_00472_mRNA_6.1

C_unshiu_00472_mRNA_14.1

C_unshiu_00136_mRNA_52.1

C_unshiu_00136_mRNA_S1.1

00136_mRNA _49.1
1 00136_mRNA _47.1

00136_mRNA _45.1

00136_mRNA_41.1
1 00136_mRNA_40.1

1 00136_mRNA_33.1



T Num i C_celementine_ Numin C_unshia Note Go TnterPro Member Members in C.unshh Members in Prifola
GF0020550 1 T 0 Hypothetical protein (2) scaffold_2_mRNA_3123.1 00136_mRNA 311
GF0020549 1 1 0 Hypothetical protein (2) scaffold_2_mRNA_3106.1 00136_mRNA_12.1
GF0020548 1 1 0 Epithiospecifier protein (2) ﬁ::,‘:x,:‘,’i‘:,’;iﬁg:’;oss 15 g:fﬁ:ﬁi:;:f":::"'e["g;ggé:;zl]s(]z) scaffold_2_mRNA_3101.1 00136_mRNA_7.1
oxidoreductase activity, acting on paired
donors, with incorporation or reduction
of molecular oxygen [GO:0016705
molecular_function] (2); oxidation-
GF0020547 1 1 0 Hypothetical protein (2) reduetion process [GO:0055114 Cytochrome P450 [IPROOII28] (2)  scaffold 2 mRNA 31.1 C_unshiu_00109_mRNA_30.1
biological_process] (2): ron ion binding
[GO:0005506 molecular_function] (2);
heme binding [GO:0020037
molecular_function] (2)
GF0020546 1 1 0 Hypothetical protein (2) scaffold_2_mRNA_3097.1 C_unshiu_00136_mRNA_3.1
zinc fon binding [GO:0008270
. molecular r\mﬁiEm] () nucleic acid  Zine finger, CCHC-type [IPROOIS78]
GF0020545 1 1 0 Hypothetical protein (2) B (2): Zine knuckle CX2CX4HX4C scaffold_2_mRNA_308.1
binding [GO:0003676
[IPRO25836] (2)
molecular_function] (2)
Leucine-rich repeat domain, L domain-
Putative leucine-rich repeat discase . y o [[PRO32675] 2); Loucine
GFO020544 1 1 0 resistance protein (1); Vertcillum wile POt binding [0:0005515 repeat,typical subtype (IPRO03SOL] )¢ vy 5 mna3070.1
resistanes ke prtetn () molecular_function] (2) Leucine-rich repeat [IPRO01611] (2):
Leucine-rich repeat-containing N-
terminal,plant-type [IPRO13210] (1)
GF0020543 1 1 0 Hypothetical protein (2) scaffold_2_mRNA_3065.1 C_unshiu_00863_mRNA_3.1
Leucine-rich repeat-containing N-
Leucine rich repeat receptor ke v terminal, plant-ype [IPRO13210] 2)
GF0020542 1 1 0 wnnc/\hrcomn::\rmcin Tinase pAM2  Protin binding [GO:0005515 Leucine-rich “"‘“ [PROOIGTIT): (oyg 2 mRNA_3063.1 C_unshiu_00081_mRNA_69.1
b molecular_fnction] (2) Leucine-rich repeat, typical subtype
IPROOSSOT) (2 Leweime-richrpeat
domain, L domain-like [IPR032675] (2)
GF0020540 1 1 0 Hypothetical protein (2) scaffold 2 mRNA_305.1
GF0020539 1 1 0 Hypothetical protein (2) scaffold_2_mRNA_304.1
Leucine-rich repeat domain, L domain-
GF0020538 1 1 0 Receptor like protein 33 (2) f:;‘::"“:‘r'i‘:“.';i‘[‘g‘] ’(20)0 3515 z‘;5:;&?311(;:’;"6;;333;"'] (o), Seafold 2 mRNA 3037.1 C_unshiu_00081_mRNA_67.1
Leucine-rich repeat [IPRO01611] (2)
GF0020536 1 1 0 Hypothetical protein (2) ke '[’l';f‘;:;;';;';?:‘;"m‘““' L domain- 1 fold_2_mRNA_3027.1 C_unshiu_00081_mRNA 7.1
. Sterile alpha motif domain [IPR001660]
GF0020535 1 1 0 Downward leaf curling protein (2) ":";‘I‘::’\‘“:‘r“‘:“:;’z‘[sﬁ :’2‘):)5 315 (2); Sterile alpha motifipointed domain  scaffold_ 2 mRNA_3023.1 00081_mRNA_53.2
- [IPROI3761] 2)
WD40/YVTN repeat-like-containing
domain [IPRO15943] (2); Nucleoporin,
GF0020534 1 1 0 Nup133/Nupl55-like nucleoporin (2) :zl‘fxll;‘r'f_“"’“gu[sﬁ(“z‘)‘oss 15 [“:;;:)3‘34/;‘0‘;‘;'5 ::‘:d’:u;:":"“' scaffold 2 mRNA_3022.1 C_unshiu_00081_mRNA_52.1
Nup133/Nupl 55-like, C-terminal
[IPROO7187] (1)
GF0020533 1 1 0 Hypothetical protein (2) scaffold_2_mRNA_302.1 00392_mRNA_20.1
GF0020532 1 1 0 Hypothetical protein (2) scaffold_2_mRNA_3017.1 00081_mRNA_47.1
GF0020531 1 1 0 Hypothetical protein (2) scaffold_2_mRNA_301.1 00392_mRNA_19.1
GF0020530 1 1 0 DGCRI14 protein (2) E‘;CIE” protein DGCRI4 (IPROIIS] . tr14 5 mRNA_3009.1 00081_mRNA_39.1
protein phosphorylation [GO:0006468
Putive serinefrconine-proein kinase P08 pmcw] @ protin s Procin Kia domain (IPROL19] 2
GF0020529 1 1 O WNKIT Oy activity [GO: Protein kinase-like domain [IPRO11009] scaffold 2 mRNA_3008.1 C_unshiu_00081_mRNA_38.1
k molecular mncum] m ATP @
600005524 molecular function] ()
Cytochrome bS61 domain [IPRO04877]
GF0020528 1 1 0 Hypothetical protein (2) integral component of membrane (1); Cytochrome bS61/ferric reductase  scaffold_2_mRNA_3001.1 00081_mRNA_27.1
[GO:0016021 cellular_component] (1) - 28 T L 0 COT
GF0020527 1 1 0 Hypothetical protein (2) scaffold_2_mRNA_300.1 00361_mRNA 5.1
GF0020526 1 1 0 Hypothetical protein (2) protein binding [GO:0005515 F-box domain [IPRO0IS10] (2) scaffold_2_ mRNA_2989.1 00081_mRNA_17.1
molecular_finction] (2)
GF0020525 1 1 0 Hypothetical protein (2) scaffold_2_mRNA_2981.1 00081_mRNA_9.1
regulation of transcription, DNA-
GF0020524 1 1 0 Hypothetical protein (2) templated [GO:0006355 FHY3/FARI family [IPRO31052] (1) scaffold 2 mRNA_2980.1
biological_process] (1)
GF0020523 1 1 0 Hypothetical protein (2) scaffold_2_mRNA_298.1
GF0020522 1 1 0 Hypothetical protein (2) scaffold_2_mRNA_2976.1
GF0020521 1 1 0 Hypothetical protein (2) scaffold_2_mRNA_2975.1
GF0020520 1 1 0 Hypothetical protein (2) scaffold_2_mRNA_2973.1
GF0020518 1 1 0 Hypothetical protein (2) scaffold_2_mRNA_2956.1 c i L 00283_mRNA_I3.1
GF0020517 1 1 0 Hypothetical protein (2) []P‘g(g;;ﬁ';‘:d: OfLTR copia-type scaffold_2_mRNA_2955.1 C_unshiu_00283_mRNA_15.1
GF0020516 1 1 0 Hypothetical protein (2) Glyeine rich protein (IPRO10800] 2)  scaffold_2_mRNA_2952.1 C_unshiu_00283_mRNA_17.1
GF0020514 1 1 0 Hypothetical protein (2) Domain of unknown function DUFA283 g1y 5 mRa 20311 C_unshiu_00172_mRNA 5.1
[IPRO25558] (2) -2 mENA - MENA
GF0020513 1 1 0 Hypothetical protein (2) scaffold_2_mRNA_2930.1 C_unshiu_00172_mRNA_6.1
nucleic acid binding [G0:0003676 HAT, C-terminal dimerisation domain
GF0020312 1 1 0 Hypothetical protein (2) molecular_function] (2): protein [IPRO08906] (2); Ribonuclease H-like  scaffold 2 mRNA_293.1 C_unshiu_01129_mRNA 3.1
dimerizaion activity [GO:0046983  “EUE LR B DR
molecular_finction] (2)
.  Polynucleotidy transferase, Ribonuclease nucleic acid binding [GO:0003676 Ribonuclease Helike domain .
GF0020511 1 1 LNt S {2‘ [PROIZS7 @) scaffold_2_mRNA_2929.1 C_unshiu_00172_mRNA_7.1
) » Partial AB-hydrolase lipase domain
GF0020510 1 1 0 Hypothetical protein (2) L':’o';fog::‘;l‘?:‘:cz;‘:ﬁ’) [GO:0006629 1pR06693] (2); Alpha/Beta hydrolase  scaffold_2_mRNA._2926.1 C_unshiu_00172_mRNA_10.1
fold [IPR029058] (1)
GF0020509 1 1  Zine finger CCCH domain-containing - metal ion binding (GO:0046872 Zine finger, CCCH-type [IPR000S71] (2) scaffold_2_ mRNA_2922.1 1 00172_mRNA_14.1
protein 32 (2) molecular_function] (2)
Ribonuclease H protein, putative (1); Reverse transriptase dorain
GF0020508 1 1 0 Non-LTR refroclement reverse scaffold_2_mRNA_2920.1 c 00172_mRNA_16.1
[IPRO004T7] (1) 2 mIEA - MENA
transcriptase-like protein (1)
Zinc finger, SWIM-type [IPR007527
GF0020507 1 1 0 Hypothetical protein (2) zin fon binding [GO:0008270 @ z‘nf finger, PMK/;E: [u’konss!’;‘s] scaffold 2 mRNA_2918.1 C_unshiu_00172_mRNA_18.1
molecular_function] (2) &
GF0020506 1 1 0 Hypothetical protein (2) :‘;'U"E transposase domain [IPROIS289] (14 5 mRNA_2917.1 C_unshiu_00172_mRNA_19.1
GF0020505 1 1 0 Hypothetical protein (2) scaffold_2_mRNA_2915.1 C_unshiu_00172_mRNA 211
GF0020504 1 1 0 Hypothetical protein (2) scaffold_2_mRNA_2889.1
GF0020503 1 1 0 Hypotheical protein (2) scaffold_2_mRNA_2850.1
GF0020501 1 1 0 Hypothetical protein (2) scaffold_2_mRNA_287.1
GF0020500 1 1 0 Hypothetical protein (2) “m“‘:llfc'zl;‘fi"f“f:::“":lk] {(I,v‘o.wu.wo ;;:":3‘:;1;;;]' (*:)"k‘ domain scaffold_2_mRNA_2868.1
GF0020499 1 1 0 Hypothetical protein (2) scaffold_2_mRNA_2859.1
GFO0020498 1 1 0 Hypothetical protein (2) scaffold_2_mRNA_2855.1
Domain of unknown function DUF4371
GF0020497 1 1 0 Hypothetical protein (2) nucleic acid binding [GO:0003676 [IPR025398] (2); Ribonuclease H-like  scaffold 2 mRNA_2841.1
molecular_function] (2) domain [IFROI2337] ()
zine ion binding [GO:0008270
GF0020496 1 1 0 Hypothetical protein (2) L‘:::;:‘;'?Eg‘g;‘s‘;g‘:‘ nucleic acid 74 finger, CCHC-type [IPROOISTS] (2) scaffold_2_mRNA_2830.1 C_unshiu_00300_mRNA _25.1
molecular_function] (2)
nutrient reservoir activity [GO:0045735  Cupin | [IPR006045] (2); Germin
GF0020495 1 i 0 Hypothetical protein (2) ::z::l?ég. g;';zﬁiz) fanganese fon E‘l‘\’fﬁixﬁﬂ)] ':;""i‘ln‘lfé J:Ez:::ﬂ\ scaffold_2_mRNA_2829.1 C_unshiu_00300_mRNA_26.1
molecular_finction] (2) domain [IPROTI051] (2)
membrane [GO:0016020 Glycosyl transferase, family 31
cellular_component] (2); [IPR002659] (2); Domain of unknown
galactosyliransferase activity function DUF4094 [IPR025298] (2);
GF0020494 1 1 0 Hypothetical protein (2) [GO:0008378 molecular_function] (2); ~ Zine finger, DHHC-type, scaffold_2_mRNA_2809.1 00893_mRNA_10.1
protein glycosylation [GO:0006486  palmitoyliransferase [IPRO01594] (1);
biological_process] (2); zinc ion binding ~Palmitoyltransferase, DHHC domain
[GO:0008270 molecular_function] (1) [IPR001594] (1)
GF0020493 1 1 0 Hypothetical protein (2) scaffold_2_mRNA_2803.1
GR0020492 . | N gx)gh mability group (HMG)-box protein :;’g:()?;‘l;;l:l]y(;oup box domain scalold_2 mRNA 2796.1
GF0020490 1 1 0 Hypothetical protein (2) 3;‘%2 5;2;]“:‘;‘)""’“ function DUF4283 (. o1 2 mRNA_2794.1
GF0020488 1 1 0 Hypothetical protein (2) scaffold_2_mRNA_279.1
GF0020487 1 1 0 Hypothetical protein (2) scaffold_2_mRNA_278.1
GF0020486 1 1 0 Hypothetical protein (2) scaffold_2_mRNA_2773.1
GF0020485 1 1 0 Hypothetical protein (2) scaffold_2_mRNA_2772.1
GF0020484 1 1 0 Hypothetical protein (2) ﬁ;g:@z(;ﬁz“;’” function DUFI98S frola 2 mRNA 27711
GF0020483 1 1 0 Hypothetical protein (2) E’;‘:ngz‘s‘;?’;‘;‘)’”“‘ Pra/EnSpm. pant . e1d 2 mRNA_2770.1 C_unshiu_00029_mRNA_83.1
GF0020482 1 1 0 ‘g“"’“"“"‘”"" gag protein, , putative E:;Z:Z j:::‘"_ef:ﬁi?;ﬂ I‘;;'] (@ sl 2 mRNA 2771 C_unshiu 00228 mRNA_42.1
U4/U6 x US tri-snRNP complex
[GO:0046540 cellular_component] (1);
spli:easamxl tri-snRNP complex op domain [IPRO02687] (2); U4/UG
GF0020481 1 1 0 Hypothetical protein (2) assen 0000244 small nuclear ribonucleoprotein Prp31  scaffold_2_mRNA_2767.1 C_unshiu_00029_mRNA_80.1
oogical proces] (1 mRNA splicng. (IPRO27105] (1)
via spliceosome [GO:0000398
biological_process] (1)
GF0020480 1 1 0 Hypothetical protein (2) scaffold_2_mRNA_276.1 C_unshiu_00228_mRNA_41.1
GF0020479 1 1 0 Hypotheical protein (2) scaffold_2_mRNA_2757.1 C_unshiu_00029_mRNA_65.1
 Transposon protein, putative, Pong sub-  hydrolase acivity, acting on ester bonds  Harbinger transposase-derived protein
GF0020476 1 ! 0 lass f;) " " * [(y‘.o»nmmx "z'"“'“iﬁ.,.m..] ® [IPKOQ%S‘?IZ] (z? o scaffold 2 mRNA_2743.1 C_unshiu_00354_mRNA_5.1
GF0020475 1 1 0 Hypothetical protein (2) scaffold_2_mRNA_274.1 C_unshiu_00228_mRNA_39.1
GF0020474 1 1 0 Hypothetical protein (2) scaffold_2_mRNA_2729.1 C_unshiu
GFO0020473 1 1 0 Hypothetical protein (2) scaffold_2_mRNA_2723.1
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GF0020472

GF0020459

GF0020458

GF0020457

GF0020456
GF0020454
GF0020453

GF0020452

GF0020451
GF0020450

GF0020449

GF0020448
GF0020447
GF0020446
GF0020445
GF0020444
GF0020443
GF0020441

GF0020440

GF0020439
GF0020438
GF0020437
GF0020432

GF0020431

GF0020430

GF0020429
GF0020428
GF0020426
GF0020425
GF0020424
GF0020422
GF0020421
GF0020420
GF0020419
GF0020418
GF0020417

GF0020416

GF0020415
GF0020414
GF0020413
GF0020412
GF0020411
GF0020410
GF0020409
GF0020408
GF0020407
GF0020406

GF0020405

GF0020404
GF0020403

GF0020402
GF0020401

GF0020395
GF0020394
GF0020393
GF0020392
GF0020391

GF0020390
GF0020389
GF0020388

GF0020387

GF0020386

GF0020385
GF0020384

GF0020383
GF0020382
GF0020381
GF0020380

GF0020377
GF0020376
GF0020375
GF0020374
GF0020373
GF0020372
GF0020371
GF0020370
GF0020369
GF0020368
GF0020367

GF0020366
GF0020365

GF0020364

GF0020363
GF0020362

GF0020361

0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)
Putative CAI-1 autoinducer sensor
o Kinase/phosphatase cqsS-like (1); CAI-1
© auoinducer sensor kinase/phosphatase
cqs$ isoform 2 (1)

ATP binding [GO:0005524

0 Hypothetical protein (2) molecular_function] (2)

0 Hypothetical protein (2)

o Retrotransposon gag protein (1);
Hypothetical protein (1)

0 Hypothetical protein (2)

Hypothetical protein (1); Chaperone
protein Dnak (1)

0 Hypothetical protein (2)
0 Hypothetical protein (2)

protein kinase activity [GO:0004672
molecular_function] (2); protein
phosphorylation [GO:0006468

0 Hypothetical protein (2) bmlogcnl |_process] (2); ATP binding
[Go: molecular_function] (2):
pmlem xymme Kinase activity
(GO:0004713 molecular_function] (1)

. B nucleic acid binding [GO:0003676

0 Hypothetical protein (2) molecular_fnction] (2)

0 Hypothetical protein (2)

o Monosacharide ransport protein (1)

Hypothetical protein (1)

0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)
nucleic acid binding [GO:0003676

0 Hypothetical protein (2) molecular_function] (1); zinc ion binding
[GO:0008270 molecularfunction] (1)

0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)

Cyclic nucleotide-gated ion channel,
0 putative (1); Cyclic nucleotide-gated ion
channel 1 (1)

protein binding [GO:0005515
molecular_function] (2)

0 Retrotransposon gag protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)
nucleic acid binding [GO:0003676

0 Hypothetical protein (2) molecular_function] (1); zine ion binding
[GO:0008270 molecular_function] (1)

0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)
aspartic-type endopeptidase activity
[GO:0004190 molecular_function] (2);
zine ion binding [GO:0008270

0 Hypothetical protein (2) molecular_function] (2); proteolysis
[GO:0006508 biological process] (2);
‘nucleic acid binding [GO:0003676
molecular_function] (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)
0 Hypothetical protein (2)
0 Hypothetical protein (2)
0 Hypothetical protein (2)
0 Hypothetical protein (2)
0 Hypothetical protein (2)
0 Hypothetical protein (2)
0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)
0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)
0 Hypothetical protein (2)

0 Hypothetical protein (2)

zine ion binding [GO:0008270

molecular_function] (1); nucleic acid

binding [GO:0003676

molecular_function] (1)

nucleic acid binding [GO:0003676

0 Hypothetical protein (2) molecular_function] (2); zinc ion binding
[GO:0008270 molecular_function] (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)
0 Hypothetical protein (2)

0 Hypothetical protein (2)
0 Hypothetical protein (2)
0 Hypothetical protein (2)
0 Hypothetical protein (2)
0 Hypothetical protein (2)
0 Hypothetical protein (2)
0 Hypothetical protein (2)
0 Hypothetical protein (2)
0 Hypothetical protein (2)
0 Hypothetical protein (2)
0 Hypothetical protein (2)
0 Hypothetical protein (2)
0 Hypothetical protein (2)
0 Hypothetical protein (2)
0 Hypothetical protein (2)
0 Hypothetical protein (2)
0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)
Cytokinin riboside S-monophosphate

0 phosphoribohydrolase (1); Hypothetical
protein (1)

0 Hypothetical protein (2)

0 Hypothetical protein (2)
Retrotransposon protein, putative, Ty3-
gypsy subclass (2)

scaffold_2_mRNA_2722.1
scaffold_2_mRNA_271.1

scaffold_2_mRNA_270.1

scaflold_2_mRNA_2687.1
scaffold_2_mRNA_2685.1
scaffold_2_mRNA_2681.1
scaffold_2_mRNA_268.1

scaffold_2_mRNA_2668.1
scaffold_2_mRNA_2664.1
scaffold_2_mRNA_2662.1

Harbinger transposase-derived nuclease
domain IPRO27806] 2) scaffold_2_mRNA_2658.1
Chaperonin Cpn60/TCP-1 family
[IPR002423] (2); GroEL-like equatorial  scaffold_2_mRNA_2650.1
domain [IPRO27413] (2)

scaffold_2_ mRNA_2648.1

scaflold 2 mRNA_263.1

scaffold_2_mRNA_2624.1
Heat shock protein 70 family
[IPROI3126] (2); Heat shock protein 70,
conserved site [IPROISI81] (2); Protein ~scaffold_2_mRNA_2615.1
of unknown function DUF604
[IPRO06740] (1)

scaffold_2_ mRNA_2606.1

scaffold_2_mRNA_2604.1
Protein kinase, ATP binding site
[IPRO17441] (2); Protein kinase-like
domain [IPRO11009] (2); Protein kinase
domain [IPR000719] (2); Serine-
threoninetyrosine-protein kinase
catalytic domain [IPR001245] (1);

Serine-threonine/tyrosine-protein kinase,

catalytic domain [IPR001245] (1)
Tyrosine-protein kinase, catalytic domain
[IPR020635] (1)
Ribonuclease H-like domain
[IPRO12337] (2)
Metallo-beta-lactamase [IPRO01279] (2) scaffold_2_mRNA_2596.1
Reverse transcriptase domain
[IPR000477] (2)

scaffold_2_mRNA_26.1

scaffold_2_ mRNA_2598.1

scaffold_2_mRNA_2590.1
scaffold_2_mRNA_259.1

;\Is‘pz\mc peptidase domain [IPRO21109] ey > o 2s59.1

scaffold_2_mRNA_2588.1
Protein of unknown function wound-
induced (IPRO22251] () scaffold_2_mRNA_2562.1

Zine finger, CCHC-type [IPROOIS7S] (1) scaffold 2 mRNA_2555.1

scaffold_2_mRNA_2554.1
scaffold_2_mRNA_2553.1
scaffold2_mRNA_255.1
scaffold_2_mRNA_2515.1

Cyelic nucleotide-binding domain

[IPRO00S9S] (2): 1Q motif, EF-hand

binding site [IPRO00048] (2); Cyclic  scaffold_2_ mRNA_2513.1

nucleotide-binding-like [IPRO1$490] (2);

RmlC-like jelly roll fold [IPRO14710] (2)

ﬁ;;’%‘g;’;;’;‘("z‘; gag domain scaffold 2 mRNA_2512.1
scaffold_2_mRNA_2506.1
scaffold_2_mRNA_250.1
scaffold_2_mRNA_2495.1
scaffold_2_mRNA_249.1
scaffold_2_mRNA_2484.1
scaffold_2_mRNA_2480.1
scaffold_2_mRNA_248.1
scaffold_2_mRNA_2477.1
scaffold_2_mRNA_2475.1
scaffold_2_mRNA_2474.1
scaffold_2_mRNA_2470.1

Zinc finger, CCHC-type [IPROOIS7S] (1) scaffold_2_mRNA_246.1

scaffold_2_mRNA_2455.1
Viral movement protein [IPR028919] (2) scaffold_2_mRNA_2454.1

scaffold_2_mRNA_2443.1
scaffold_2_mRNA_2428.1
scaflold_2_mRNA 2422.1
scaffold_2_mRNA_2420.1
scaffold_2_mRNA_2417.1

Zine finger, CCHC-type [IPRO01S7S]
): Reverse transcriptase domain

[IPR000477] (2); Peptidase A2A,

retrovirus, catalytic [IPR001995] (2)

scaffold_2_mRNA_2416.1

scaffold_2_mRNA _2415.1
ﬁ;;‘&;;:’;;']’f;;"“” domain scaffold_2_mRNA_2413.1
scaffold_2_mRNA_2412.1
scaffold_2_ mRNA _2411.1
scaffold_2_mRNA_2408.1
caffold_2_mRNA_2406.1
Viral movement protein [IPR028919] (2) scaffold_2_mRNA_2405.1
scaffold_2_ mRNA_2403.1
scaffold_2_mRNA_2402.1
scaffold_2_mRNA_2401.1
;;;gz;:’;‘;‘f’f;"““ domain scaffold_2_mRNA_2400.1
scaffold_2_mRNA_24.1
scaffold_2_mRNA_2399.1
Viral movement protcin [IPR028919] (2):
Reverse transcriptase domain scaffold_2_mRNA_2395.1
(IPRO00477) (2)
scaffold_2_mRNA_2397.1
ﬁ;‘;&;;;’;‘%‘f;"““ domain scaffold 2 mRNA_2396.1

scaflold_2_ mRNA_2390.1

Zine finger, CCHC-type [IPROOIS7S] (1) scaffold_2_mRNA 239.1

Zine finger, CCHC-type [IPRO0IS7S] (2) scaffold 2 mRNA_2388.1

scaffold_2_mRNA_2387.1
H;:f;[;:i‘;:asm proten amily UPFO274. o s
scaffold_2_mRNA_2382.1
scaffold_2_mRNA_2374.1
scaffold_2_mRNA_237.1
scaffold_2_mRNA_2366.1
scaffold_2_mRNA_2359.1
caffold_2_mRNA_2356.1
Viral movement protein IPR028919] (1) scaffold_2_mRNA_235.1
scaffold_2_mRNA_2347.1
scaffold_2_mRNA_2346.1
scaffold_2_mRNA_234.1
scaffold_2_mRNA_2339.1
scaffold_2_mRNA_2337.1
scaffold_2_mRNA_2336.1
scaffold_2_mRNA_2325.1
scaffold_2_mRNA_2318.1
scaffold_2_mRNA_2317.1
scaffold_2_mRNA_2314.1
ﬁ;‘;&;;;’;‘%‘f;"m‘ domain scaffold 2 mRNA_2311.1

scaffold_2_ mRNA_2310.1
scaffold_2_mRNA_2308.1

scaffold_2_mRNA_2307.1
scaffold_2_mRNA_2306.1

scaflold_2_ mRNA_2298.1

ishi = =
C_unshiu_01138_mRNA_7.1

C_unshi

00081_mRNA_72.1

C_un

00417_mRNA_4.1

C_unshi

00198 mRNA 6.1

C_unshiu_00228_ mRNA_25.1

C_unshiu_00498_mRNA_25.1

C_unshiu_01832_mRNA_3.1

02067_mRNA 3.1
1 02067_mRNA_L.1

1 00109_mRNA_23.1

C_unshiu_01444_mRNA_9.1

C_unshiu_01444_mRNA_6.1

C_unshiu_00531_mRNA_I8.1
C_unshiu_00228_mRNA_22.1

C_unshiu_00531_mRNA_19.1

C_unshiu_00531_mRNA_20.1

C_unshiu_00467_mRNA_9.1

C_unshi_ 00579 mRNA 21

C_unshiu_00939_mRNA_5.1

C_unshiu_02654_mRNA_1.1

C_unshiu_02654_mRNA_2.1

C_unshiu_00160_mRNA_6.1

1 00160_mRNA 8.1

iu_00160_mRNA 9.1
00160_mRNA_10.1

C_unshiu_01845_mRNA_3.1
C_unshiu_01845_mRNA_2.1

C_unshiu_02734_mRNA_2.1

C_unshiu_00228_ mRNA_6.1

C_unshiu_00678_mRNA_2.1

C_unshiu_00655_mRNA_S.1

C_unshiu_00065_mRNA_64.1

C_unshiu_00065_mRNA_63.1
C_unshiu_00640_mRNA_16.1

C_unshiu_00074_mRNA_42.1




T Num i C_celementine_ Numin C_unshia Note Go TnterPro Member Members in Prifola
GF0020360 1 T 0 Hypothetical protein (2) scaffold_2_mRNA_2297.1
GF0020359 1 1 0 Hypothetical protein (2) scaffold_2_mRNA_2296.1
GF0020358 1 1 0 Hypothetical protein (2) scaffold_2_mRNA_2295.1
GF0020357 1 1 0 Hypothetical protein (2) Viral movement protein [IPR028919] (2) scaffold_2_mRNA_2290.1
GF0020356 1 1 0 Hypothetical protein (2) scaffold_2_mRNA_228.1
zine ion binding [GO:0008270
GF0020355 1 1 0 ‘z:;;";\“‘:f:i°("z‘;""'°‘"' putative, Tyl- ::::‘;'?Eg‘g;‘;;g‘:" nucleic acid 74, finger, CCHC-type [IPRO0ISTS] (2) scaffold_2_mRNA_2259.1
molecular_function] (2)
GF0020354 1 1 0 Hypothetical protein (2) scaffold_2_mRNA_2258.1
GF0020353 1 1 0 Hypothetical protein (2) scaffold_2_mRNA_2256.1
GF0020351 1 1 0 Hypothetical protein (2) scaffold_2_mRNA_2250.1
GF0020350 1 1 0 Hypothetical protein (2) scaffold_2_mRNA_225.1
) Cytokinin riboside 5-monophosphate
GF0020349 1 1 0 ﬁ" k;"‘“:?”f;d“]: '“‘;"°"""Spha'° phosphoribohydrolase LOG [IPR005269] scaffold_2_mRNA_2249.1 C_unshiu_00934_mRNA 2.1
phosphoribohydrolase (2) (2): LOG family [IPRO31100] (2)
GFO020348 1 1 0 Hypothetical protein (2) scaffold_2_mRNA_2248.1 C_unshiu_00934_mRNA_3.1
GF0020347 1 1 0 Hypothetical protein (2) 5 g (2): Reverse transeriptase domain scaffold_2_mRNA_2241.1 C_unshiu_00520_mRNA_7.1
binding [GO:0003676
[IPRO004T7] 2)
molecular_function] (2)
GF0020346 1 1 0 Hypothetical protein (2) scaffold_2_mRNA_2240.1
GF0020345 1 1 0 Hypothetical protein (2) scaffold_2_mRNA_224.1
RNA-directed DNA polymeruse Reverse transeriptase domain
GF0020344 1 1 0 (Reverse transcriptase) (1); Hypothetical scaffold_2_mRNA_2239.1
[IPRO00477] (2)
protein (1)
GF0020343 1 1 0 Hypothetical protein (2) Viral movement protein IPR028919] (2) scaffold_2_mRNA_2237.1
GF0020342 1 1 0 Hypothetical protein (2) scaffold_2_mRNA_2234.1
GF0020341 1 1 0 Hypothetical protein (2) scaffold_2_mRNA_223.1
GF0020337 1 1 0 Hypotheical protein (2) scaffold_2_mRNA_2206.1
GF0020336 1 1 0 Hypothetical protein (2) scaffold_2_mRNA_2201.1 C unshiu 02309 mRNA 1.1
O-methyltransferase, family 2
O-methyltransferase activity [IPRO0I077] (2); Winged helix-turn-helix
[GO:0008171 molecular_function] (2);  DNA-binding domain [IPRO11991] (2);
Orcinol O-methyltransferase (1); methyltransferase activity [GO:0008168  O-methyltransferase COMT-type
GF0020335 ! ! Hypothetical protein (1) molecular_function] (2); protein [IPRO16A61] (2); S-adenosyl-L- scaffold 2 mRNA_2194.1 C_unshiu_00683_mRNA_7.1
dimerization activity [GO:0046983  methionine-dependent methyltransferase
molecular_function] (1) [IPRO29063] (2): Plant methyltransferase
dimerisation [IPR012967] (1)
GF0020334 1 1 0 Hypothetical protein (2) scaffold_2_mRNA_2193.1 C_unshiu_00683_mRNA sx
GF0020333 1 1 0 Hypothetical protein (2) scaffold_2_mRNA_2178.1 '
GF0020331 1 1 0 Hypothetical protein (2) scaffold_2_mRNA_2159.1
Zine finger, BED-type [IPR003656] (2);
nucleic acid binding [GO:0003676 hAT-like transposase, RNase-H fold
; molecular_function] (2); protein [IPRO25525] (2); Ribonuclease H-like
GF0020330 1 1 BED zine finger,hAT family dimerization oo ion activity [uov 0046983 domain [IPRO12337] (2); HAT, C- scaffold_2_mRNA_2156.1 C_unshiu_02468_mRNA_1.1
domain isoform 1 (2)
molecular_function] (2): DNA binding  terminal dimerisation domain
[GO:0003677 molecular_function] (2)  [IPRO0S906] (2); Zinc finger C2H2-type
[IPROI3087] (1)
GF0020329 1 1 0 Hypothetical protein (2) scaffold_2_mRNA_2150.1 C_unshiu_00823_mRNA_6.1
Cytokini iboside S-monaphosphte Cytokinin riboside S-monophosphate
GF0020328 1 1 0 ephorbohdrolace () phosphoribohydrolase LOG [IPR005269] scaffold_2_mRNA 2149.1 C_unshiu_01925_mRNA 2.1
phosphoribohydrolase (2): LOG family [IPRO31100] (2)
GF0020326 1 1 .Cr‘:l‘:::‘“;""“"" o reverse trancriptase :s;:‘:[‘l;f;z‘g'::; (’Z';‘c'l“""‘"g scaffold_2_mRNA 2145.1 €_unshiu_01305_mRNA_4.1
CDNA clone:002-110-H12, fll insert  nucleic acid binding [GO:0003676 Ribonuclease H-like domain
GF0020325 1 1 e ) eleodin uneton] O [ o HPRO1337] () scaffold_2_mRNA_2144.1 C_unshiu_01305_mRNA_3.1
GF0020324 1 1 0 Hypothetical protein (2) scaffold_2_mRNA_2143.1 C_unshiu_01305_mRNA_2.1
GF0020323 1 1 0 Hypothetical protein (2) scaffold_2_mRNA_2129.1
GF0020322 1 1 0 Hypothetical protein (2) scaffold_2_mRNA_2127.1
GF0020320 1 1 0 Hypothetical protein (2) scaffold_2_mRNA_2105.1 01496_mRNA
Protein kinase, ATP binding site
[IPROI7441] (2); Leucine-rich repeat
(IPRODIG1 1] 2 Prtin ks dorsin
[IPRO00719] (2); Leucine-rich repeat
. § typical subtype [IPRO03591] (2); eocin
protein binding [GO:0005515 Ve lke fomain [IPRO11009] (2);
molecular_function] (2): protein kinase
ety [GO0004E1 Leucine-rich repeat domain, L domain-
GF0020319 1 1 LRR receptor-like kinase family protein 1 1o function] (2); protein like [IPRO32675] (2); Armadillo scaffold_2_mRNA 211 00109 mRNA_18.1
(1); Hypothetical protein (1) _function [IPRO00225] (2); WDAO repeat, 2 mRNA ' 00109_mRNA._|
phosphorylation [GO:0006468
biological_process] (2): ATP binding  <"SerYed site [IPROI9775] (1); WD40
[GO:0005524 molecular_function] (2) P [IPRO01680] (1); WDA0-repeat-
& containing domain [IPRO17986] (1):
Serine-threoninetyrosine-protein kinase
catalytic domain (IPR001245] (1);
oncanavalin A-like lectin/glucanase
domain [IPRO13320] (1)
GF0020318 1 1 0 Hypothetical protein (2) scaffold_2_mRNA_2005.1
GF0020317 1 1 0 Hypothetical protein (2) scaffold_2_mRNA_2089.1
GF0020316 1 1 0 Hypothetical protein (2) scaffold_2_mRNA_2087.1
GF0020315 1 1 0 Hypothetical protein (2) g;’%‘g;;"z‘ﬁ’; gag domain scaffold 2 mRNA_2080.1
GF0020314 1 1 0 Hypothetical protein (2) scaffold_2_mRNA._2076.1
GF0020312 1 1 0 Hypothetical protein (2) H';“i‘(:‘r:‘;‘l‘:‘:‘ﬁ:;‘::'?lE;gg;:;";]o(ll' scaffold 2 mRNA_2065.1
Gro00311 | | o Putative non-LTR reverse transeriptase Scaffold 2 mRNA 20631
© (1); Putatve pol polyprotein (1) -2 mRNA.
GF0020310 1 1 0 Hypothetical protein (2) scaffold_2_mRNA_2055.1
GF0020309 1 1 0 Hypothetical protein (2) scaffold_2_mRNA_2046.1
GF00203 1 1 0 Hypothetical protein (2) scaffold_2_mRNA_2040.1
GF0020307 1 1 0 Hypothetical protein (2) scaffold_2_mRNA_2039.1 x
GF0020306 1 1 0 Hypotheial protein (2) scaffold_2_mRNA_2038.1 C_unshiu_00915_mRNA_19.1
GF0020305 1 1 0 Hypothetical protein (2) scaffold_2_mRNA_2034.1 ' 01201_mRNA_2.1
GF0020302 1 1 0 Hypothetical protein (2) scaffold_2_mRNA_2024.1
GF0020301 1 1 0 Hypothetical protein (2) scaffold_2_mRNA_2022.1
GF0020300 1 1 0 Hypothetical protein (2) scaffold_2_mRNA_2021.1
GF0020299 1 1 0 Hypothetical protein (2) ::‘:Il:c'zliidﬁ:’"':: ::lg] Ef)o.ooosms ;;,l":g‘l’;?;:; g)""c domain scaffold 2 mRNA_2014.1
GF0020298 1 1 0 Hypothetical protein (2) ﬁ;;‘«’;;’;z‘z?&") s scaffold_2_mRNA_2012.1 00533_mRNA_12.1
GF0020297 1 1 0 Hypothetical protein (2) scaffold_2_mRNA_2011.1 00533_mRNA_13.1
zinc ion binding [GO:0008270
GF0020296 1 1 0 Hypothetical protein (2) m’“"ﬂ:;::'?:;g‘:;;‘;‘g%' Jimucleicacid i nver, CCHC-type [IPRODISTS] (1) scaffold_2_mRNA._2006.1 | 01875_mRNA_1.1
molecular_function] (1)
Zine finger, RING-type [IPR00IS41] (1
 Transmembrane E3 wiguitin-protein 77+ 17" binding [GO:0008270 Zine ﬁni:r. RING ylp-l‘:lglpe [II‘ZRXUI 110(1 o’]
GF0020295 1 1 molecular_function] (1): protein binding . scaffold_2_mRNA_2005.1 C_unshiu_01875_mRNA_3.1
O g 1 (1 Hypothetiea protein (1 1600005315 moletula Tunctony (1) (s Zine inger, RING/FY VE/PHD-type
& [IPROI3083] (1)
GF0020292 1 1 0 Hypothetical protein (2) scaffold_2_mRNA_200.1 C_unshiu_00464_mRNA_7.1
Leucine-rich repeat [IPRO0I611] (2);
Leucine-rich repeat-containing N-
GF0020291 1 1 0 Hypothetical protein (2) protein binding [GO:0005515 terminal, planpfypc [IPRQIJZgI 01(2);  scaffold 2 mRNA _20.1 C_unshiu_00109_mRNA_17.1
molecular_function] (2) b, .
cucine-rich repeat domain, L domain
like [IPR032675) (2)
GF0020290 1 1 0 Hypothetical protein (2) scaffold_2_mRNA_199.1
GF0020289 1 1 0 Hypothetical protein (2) scaffold_2_mRNA_1988.1
GF0020288 1 1 0 Hypothetical protein (2) scaffold_2_mRNA_1981.1
GF0020287 1 1 0 Hypotheical protein (2) scaffold_2_mRNA_1974.1
GF0020286 1 1 0 Hypothetical protein (2) scaffold_2_mRNA_1973.1
GF0020285 1 1  Retrotransposon protein, putative, Tyl- scaffold_2_mRNA_1972.1 C_unshiu_00030_mRNA_22.1
copia sublass (2) = S AR
Pyridosal phosphate-dependent
pyridoxal phosphate binding transferase, major region, subdomain 1
[GO:0030170 molecular_function] (2); ~ [IPROIS421] (2); Aminotransferase, class
cellular amino acid metabolic process  Uclassll [IPR004839] (2); Pyridoxal
[GO:0006520 biological process] (2);  phosphate-dependent transferase
. e catalytic activity [GO:0003824 [IPRO1S424] (2); Tyrosine/nicotianamine _
GF0020284 1 1 0 Nicotinamine aminotaansferase A (2) oy Vo mmm] o FE [xrkuusgs ] o scaffold_2_mRNA_1969.1 C_unshiu_00030_mRNA 24.1
process [GO:00090: Pyridosal phosphate-depend
biological_process] (z) transaminase  transferase, subdomain 2 [IPROISAZZ]
activity [GO:00084 (1): Pyridoxal phosphate-dependent
molecular_fnction] m transferase, major region, subdomain 2
[IPROIS422] (1)
nucleic acid binding [GO:0003676 Ribonuclease H domain [IPR002156] (2);
Hypothetical protein (1); Ribonuclease H molecular_function] (2;: RNA-DNA  Ribonuclease H-like domain
GF0020283 ! ! opr):)';]tm(l) " b bndn onucl:ase] activity [IPRO12337] (2); TB2DPI/HVA22.  ScaTold 2 mRNA_1967.1 C_unshiu_00030_mRNA_26.1
3 molecular_function] (2)  related protein [PRO04345] (1)
transferase activity, transfrring hexosyl
groups [GO:0016758 I
GF0020282 1 1 0 Hypothetical protein (2) molecular_function] (2); metabolic %Dp'glr‘“m:f”’ywi';;bﬂun 2 scaffold 2 mRNA_1960.1 C_unshiu_00030_mRNA_33.1
process [GO:0008152 glucosyltransferase [ 12
biological_process] (2)
Pyridosal phosphate-dependent
sferase, major region, sul
catalytic activity [GO:0003824 [IPROIS421] (2); Aminotransferase, class
molecular_function] (2); biosynthetic  UiclassIl [IPRO04839] (2); Pyridoxal
P—— , |  Nicotianamine aminotransferase A (1);  process [GO:0009058 phosphate-dependent transferase: safold 2 mNA,_1955.1 _smshi, 00030, mRNA_37.1

© Tyrosine transaminase (1)

biological_process] (2); pyridoxal
phosphate binding [GO:0030170
molecular_function] (2)

[IPRO15424] (2); Pyridoxal phosphate-
dependent transferase, subdomain 2
[IPRO15422] (1); Pyridoxal phosphate-
dependent transferase, major region,
subdomain 2 [IPRO15422] (1)
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GF0020280 1 T 0 Hypothetical protein (2) scaffold_2_mRNA_1946.1
GF0020279 1 1 0 Hypothetical protein (2) scaffold_2_mRNA_1941.1
GFO0020278 1 1 0 Hypothetical protein (2) scaffold_2_mRNA_1940.1
GF0020277 1 1 0 Hypothetical protein (2) LOG family [IPRO31100] (1) scaffold_2_mRNA_194.1
GF0020276 1 1 0 Hypothetical protein (2) scaffold_2_mRNA_1939.1
protein dimerizaton activity HAT, C-terminal dimerisation domain
GF0020275 1 1 0 Hypothetical protein (2) G0:0046983 molecular_function] (1):  1pp 050067 (1); Ribonuclease Hlike  scaffold_2_mRNA_1938.1
nucleic acid binding [GO:000367
domain [IPRO12337] (1)
molecular_function] (1)
GF0020274 1 1 0 Hypothetical protein (2) scaffold_2_mRNA_1925.1
GF0020273 1 1 0 Hypothetical protein (2) scaffold_2_mRNA_1924.1
GF0020272 1 1 0 Hypothetical protein (2) scaffold_2_mRNA_1921.1
GF0020271 1 1 0 Hypothetical protein (2) scaffold_2_mRNA_1918.1
GF0020270 1 1 0 Hypothetical protein (2) scaffold_2_mRNA_1917.1
GF0020269 1 1 0 Hypothetical protein (2) scaffold_2_mRNA_1916.1
GFO0020268 1 1 0 Hypothetical protein (2) scaffold_2_mRNA_1913.1 _mRNA_
GF0020267 1 1 0 Hypothetical protein (2) scaffold_2_mRNA_1912.1 L 00804 mRNA_12.1
GF0020264 1 1 0 Hypothetical protein (2) ::;‘r:::m ;;E;‘:x:;g;mmm] @5 catfold_2_mRNA_1897.1 01608_mRNA_1.1
zinc fon binding [GO:0008270
GF0020263 1 1 0 Hypothetical protein (2) L‘:Z:;‘;"Eég“;;‘;zgg" nucleic acid 74 finger, CCHC-type [IPRODISTS] (2) scaffold_2_mRNA_1896.1
molecular_function] (2)
GF0020262 1 1 0 Hypothetical protein (2) scaffold_2_mRNA_1895.1 C_unshiu_01352_mRNA_S.1
GF0020261 1 1 0 Hypothetical protein (2) scaffold_2_mRNA_1893.1 '
GF0020260 1 1 0 Hypothetical protein (2) scaffold_2_mRNA_1889.1
DNA binding [GO:0003677
molecular_function] (2); transeription,
DNA-templated [GO:0006351
GF0020259 1 1 0 Hypothetical protein (2) l.;‘:llzg"’?llyﬁ ;:::?i?ﬂ?{éé%'zz‘;;gg ;ﬁ%ﬁ:%‘ﬁ’;ﬁ Rpbl. domain 3 scaffold 2 mRNA_1888.1 01390_mRNA_5.1
molecular_function] (1); DNA-directed
5-3' RNA polymerase activity
[GO:0003899 molecular_function] (1)
GF0020258 1 1 0 Hypothetical protein (2) scaffold_2_mRNA_I886.1 C_unshiu_01390_mRNA_7.1
zinc fon binding [GO:0008270
GF0020257 1 1 0 Hypothetical protein (2) x{:::'?&g‘:;;‘;%z""“c‘c" id Zine finger, CCHC-type [IPRO0ISTS] (2) scaffold_2_mRNA_1885.1 C_unshiu_02183_mRNA_3.1
molecular_function] (2)
GF0020256 1 1 0 Hypothetical protein (2) scaffold_2_mRNA_I877.1 C_unshiu_00543_mRNA_6.1
GF0020255 1 1 0 Hypothetical protein (2) (12‘:‘“"‘”"“' En/Spmelike (IPROVS242) (14 2 mRNA_1876.1
GF0020254 1 1 0 Hypothetical protein (2) scaffold_2_mRNA_I873.1
GF0020252 1 1 0 Hypothetical protein (2) scaffold_2_mRNA_1864.1
GF0020251 1 1 0 Hypothetical protein (2) :‘f‘ULE transposase domain [IPROIS289) (.14 2 mRNA_1856.1
GF0020250 1 1 0 Hypothetical protein (2) scaffold_2_mRNA_I85.1
Homeobox domain-like [IPR0090ST] (1
GF0020249 1 1 0 MYB family protein (2) ::‘::c:::f"’fnﬁg‘;):’ffw Homeodomain-like [IPR0090ST] (1);  scaffold_2_mRNA_1849.1
- Myb-like domain [IPRO17877] (1)
GF0020248 1 1 0 Hypothetical protein (2) ::::c:::i"fngﬁg\?:’f: 077 FI’;;J’;:S'Z’;;?E‘)’”” RNase-H ol (o rola 2 mRNA_1840.1 L 00114_mRNA _40.1
GF0020247 1 1 0 Hypothetical protein (2) scaffold_2_mRNA_I837.1 iu_00114_mRNA_42.1
GF0020246 1 1 0 Hypothetical protein (2) scaffold_2_mRNA_1832.1 01906_mRNA 4.1
Putative non-LTR retrolelement reverse  nucleic acid binding [GO:0003676 Ribonuclease H-like domain . .
GF0020243 1 1 e () mlml‘"’mm‘\g} o PROI397 () scaffold_2_ mRNA_1827.1 C_unshiu_00349 mRNA 27.1
GF0020242 1 1 0 Hypothetical protein (2) scaffold_2_mRNA_1823.1
GF0020241 1 1 0 Hypothetical protein (2) scaffold_2_mRNA_1822.1
GF0020240 1 1 0 Hypothetical protein (2) scaffold_2_mRNA_1821.1
GF0020239 1 1 0 Hypothetical protein (2) scaffold_2_mRNA_I819.1  unshiu 01464 mRNA 5.1
Glyceraldehyde 3-phosphate
dehydrogenase, catalytic domain
oxidoreductase activity, acting on the  [IPR020829] (2); Glyceraldehyde 3-
aldehyde or oxo group of donors, NAD  phosphate dehydrogenase, NAD(P)
Glyeeraldehyde-3-phosphate orNADP as ascetor [GO0I6620  bidig donin (IPROOEZE) . .
GF0020238 ! ! O gehydrogenase 1, eytosolic (2) molecular_function] (2); oxidation- NAD(P)-binding domain [IPRO16040] ¢TI 2 MRNA_1814.1 C_unshin_00767_mRNA_4.1
reduction process [GO:0055114 (2): Glyeeraldehyde 3-phosphate
biological_process] (2) dehydrogenase, active site [IPR020830]
(2): Glyceraldehyde/Erythrose phosphate
dehydrogenase family [IPRO20831] (2)
GF0020237 1 1 0 Hypothetical protein (2) scaffold_2_mRNA_I808.1 C_unshiu_00466_mRNA_10.1
GF0020236 1 1 0 Hypothetical protein (2) scaffold_2_mRNA_1803.1 ' 1
S-locus receptor kinase, C-terminal
R [IPRO21820] (2); Bulb-type lectin
QL‘: ;:fa‘i"‘fut"fi:]"");fi?om“ ‘domain [IPRO01480] (2); Protein kinase
Phosphorslaion [G0.0006468 domain [IPR000719] (2); Protein kinase-
tagint process] 0. praein like donin [IPROT1009] 2):; Serine-
GF0020235 1 1 0 Hypothetical protein (2) oo Kine ity threonine/tyrosine-protein kinase, scaffold_2_ mRNA_1794.1 01820 mRNA_1.1
catalytic domain (IPR001245] (1);
[GO:0004674 molecular_function] (2);
e Kinase vy [GO/000467>  Sernefhrconine dual specificity protein
molecular_function] (2) Knasc, caelytle damain [IPRO02290]
& (1): Serine-threoninetyrosine-protein
kinase catalytic domain [IPR001245] (1)
mitochondrion [GO:0005739
GF0020233 1 1 0 S;::‘ ;2’:\‘;?1 g:\o):::.([;;mnvc (1 1GO0006355 bioogien pocess] (s ftor IPR003690] (1 scaffold_2_ mRNA_1772.1 C_unshiu_01458_mRNA 3.1
double-stranded DNA binding
[GO:0003690 molccular_function] (1)
GF0020232 1 1 0 Myosin-H heavy chain (2) E!E’:;IIEA}:;P(IZTMHWI domain scaffold_2_mRNA_1769.1 C_unshiu_01458_mRNA_7.1
GF0020231 1 1 0 UPFO481 protein (2) ;:;f‘['::;;gf‘\‘;’]"(g"“""" DUF24T,  (caffold 2 mRNA_1767.1 iu_01738_mRNA_5.1
GF0020229 1 1 0 Monosacharide transport protein (2) scaffold_2_ mRNA_1743.1 01178 mRNA_6.1
Leucine-rich repeat (IPRO0I611] (2);
LRR receptor-like serine!threonine- Leucine-rich repeat-containing N-
J— . | proten kinasc ERL2 (1) Leucine-rich  protcn binding [GO:0005515 terminal planctype [IPROIS2I01 Q) o> ea 17401 C unshi 01178 mRNA 8.1
repeat receptor-like protein kinase PXL1 molecular_function] (2) Leucine-rich repeat domain, L domain-
o) like [IPRO32675] (2); Leucine-rich
repest,typical subiype (IPRO03S91] 2)
Leucine-rich repeat domain, L domain-
GF0020227 1 1 0 Hypothetical protein (2) 2:;: E;‘;g?:;{ﬂg;ﬂi ":R J05069) S4T0I_ 2 mRNA_1733.1 C_unshiu_01421_mRNA 2.1
@)
GF0020226 1 1 0 Hypothetical protein (2) scaffold_2_mRNA_1729.1
GF0020225 1 1 0 Hypothetical protein (2) scaffold_2_mRNA_1726.1
GF0020224 1 1 0 Hypothetical protein (2) scaffold_2_mRNA_1716.1
GF0020223 1 1 0 Hypothetical protein (2) scaffold_2_mRNA_1705.1
GF0020222 1 1 0 Hypothetical protein (2) scaffold_2_mRNA_1702.1
GF0020221 1 1 0 Hypothetical protein (2) scaffold_2_mRNA_1700.1
GF0020220 1 1 0 Hypothetical protein (2) scaffold_2_mRNA_1692.1
GF0020219 1 1 0 Hypothetical protein (2) scaffold_2_mRNA_1680.1
GF0020218 1 1 0 Hypothetical protein (2) scaffold_2_mRNA_1678.1
GF0020217 1 1 0 Hypothetical protein (2) scaffold_2_mRNA_1677.1
regulation of transcription, DNA-
templated [GO:0006355 Carlavirus nucleic ac; @ protein
GF0020216 1 1 0 Hypothetical protein (2) :m!:ugw?l | process] (2); meleieacid (et scaffold_2_ mRNA_1640.1 C_unshiu_00744_mRNA_13.1
inding [GO:0003676.
molecular_function] \2)
cysteine-type peptidase activity
GF0020214 1 1 0 Hypothetical protein (2) [pmm‘;:mfﬁz g“;';g:'s“'x function] (2); t’;‘; :y‘t’l‘:::;zl':‘;’l‘:,ymﬁ);:'s';‘;“&) scaffold 2 mRNA_1634.1 C_unshiu_01700_ mRNA 9.1
biological_process] (2)
GF0020213 1 1 0 Hypothetical protein (2) scaffold_2_mRNA_1609.1 C_unshiu_02477_mRNA_4.1
GF0020212 1 1 0 Hypothetical protein (2) ﬁ;;’%‘g’;’;;’;‘;‘("z‘; gag domain scaffold 2 mRNA_1608.1 C_unshiu_00636_mRNA_14.1
GF0020211 1 1 0 Hypothetical protein (2) scaffold_2_mRNA_1607.1 C_unshiu_00636_mRNA_13.1
GF0020209 1 1 0 Hypothetical protein (2) scaffold_2_mRNA_156.1 hiu_01201_mRNA 0.1
GF0020208 1 1 0 Hypothetical protein (2) ::fll:c'il:fi‘:.“l:"::";"g] {;0 0003676 ﬁf:g‘él;’;]’ ;"'“ domain scaffold 2 mRNA_1555.1
GF0020205 1 1 0 Hypothetical protein (2) scaffold_2_mRNA_155.1 01201_mRNA 8.1
histone lysine methylation [GO:0034968
biological_process] (2); nucleus
[GO:0005634 cellular_component] (2);
Histone ysine Nomethyloansferase, 13 % 00 binding [GO:0008270 Pre-SET domain [IPR007728] (2); SET
GF0020203 1 1 O sime's pecifc SUVIA ) - molecular_function] (2): histone-lysine  domain [IPRO0I214] (2); PostSET  scaffold_2 mRNA_1546.1 L 00026 mRNA_12.1
tysine-9 specific N- mthyllran>fera>e activity domain [IPR003616] (2)
molecular_funcion] (2)
pmlem hmdmg [GO:0005515
molecular_function] (2)
GF0020202 1 1 0 Hypothetical protein (2) scaffold_2_mRNA_154.1 C_unshiu_01201_mRNA_7.1
GF0020201 1 1 0 Aminopeptidase (2) E’;ﬁ;?;ﬁ;’}ﬁ'ﬁ‘;w" function DUF3754 (.. ffold_2_mRNA_1536.1
GF0020199 1 1 0 Hypothetical protein (2) scaffold_2_mRNA_153.1
structural consituent of ribosome
[GO:0003735 molecular funcum\] (2 Ribosomal protein S27e, zinc-binding
intracellular [GO:000562: domain [IPR023407] (2); Ribosomal
GF0020198 1 1 0 Hypothetical protein (2) cellular_componen] (2) ,lmns!xnon (2):Zine- scaffold_2_mRNA_IS18.1 00653_mRNA_12.1

[GO:0006412 biological_process] (2);
ribosome [GO:0005840
cellular_component] (2)

protein 527 [IPR000592]
binding ribosomal protein [IPRO11332]




T Nom nC_celementine NuminC_unshi Note co ToterPro b NMember h Nembers in Prfolia
ATP binding [GO:0005524
molecular_function] (2); nucleotide
binding [GO:0000166 Tyrosine-tRNA lgase, bacterial-type,
molecular_function] (2): RNA binding  type | [IPR024107] (2): Rossmann-like
[GO:0003723 moleclar_function] (2 alpha/beta/alpha sandwich fold
{RNA aminoacylation for protcin [IPRO14729] (2); TyrosinetRNA ligase
translation [GO:0006418 [IPR002307] (2): Aminoacyl-RNA
GF0020196 1 1 0 Hypothetical protein (2) biological_process] (2); cytoplasm  synthetase, class Ie [IPR002305] () scaffold_2_mRNA_1498.1 C_unshiu_00957_mRNA_10.1
[GO:0005737 cellular_component] (2 RNA-binding S4 domain [IPR002942]
inoacylati ): RNA synthetase, class I,
[GO:0006437 biological_process] (2);  conserved site [IPR00I412] (2):
aminoacyHRNA ligase activity Tyrosine-RNA ligase, bacterial-type
[GO:0004812 molecular_function] (2):  [IPRO24088] (2)
tyrosine-tRNA ligase activity
[GO:0004831 molecular_function] (2)
GF0020195 1 1 0 Hypothetical protein (2) scaffold_2_ mRNA_1489.1 C_unshiu 00999 mRNA 2.1
GF0020193 1 1 0 Hypothetical protein (2) scaffold_2_mRNA_148.1 C_unshiu_00174_mRNA_32.1
. G Pentatricopeptide repeat [IPR002885]
GF0020192 1 1  Pentatricopeptide repeat-containing . protein binding [GO:0003515 (2): Tetratricopeptide-like helical domain scaffold 2 mRNA_1479.1 C_unshiu_00999_mRNA_10.1
© protein, mitochondrial (2) molecular_function] (1)
[IPRO11990] (1)
zine ion binding [GO:0008270
. . molecular_function] (2); nucleic acid X e .
GF0020191 1 1 0 Hypothetical protein (2) Hiding [GOr0003676 Zine finger, CCHC-type [IPRODIS7S)] (2) scaffold 2 mRNA_147.1 L 00174_mRNA_31.1
molecular_function] (2)
GF0020190 1 1 0 Hypothetical protein (2) scaffold_2_mRNA_1460.1 C_unshiu_00016_mRNA_6.1
lipid metabolic process [GO:0000629 gt ioaceike domain [IPR002921]
biological_process] (2); (2): Alpha/Beta hydrolase fold
GF0020186 1 1 0 Phospholipase Al (2) phosphatidycholine Lacylhydrolase (D FRRTSSIOREDN | seafold 2 mRNA_1451.1 C_unshiu_00184_mRNA_16.1
activity [GO [IPRO33556] (1)
molecular_function] (1) "
. . Reverse transeriptase domain caffold 2 _—
GF0020185 1 1 0 Hypothetical protein (2) e scaffold_2_mRNA_145.1 C_unshiu_00174_mRNA_28.1
GF0020184 1 1 0 Hypothetical protein (2) nucleic acid binding [GO:0003676 Ribonuclease H-like domain scaffold 2 mRNA_1448.1 | 00184 mRNA_I8.1

GF0020182

GF0020181

GF0020180

GF0020179

GF0020178
GF0020177

GF0020176

GF0020175
GF0020174
GF0020173
GF0020172

GF0020171

GF0020170

GF0020169

GF0020167
GF0020166

GF0020165

GF0020164

GF0020163
GF0020162

GF0020161

GF0020160

GF0020158

GF0020157

GF0020156

GF0020155

GF0020154

GF0020153

GF0020152

GF0020151

GF0020150

GF0020149
GF0020147
GF0020146
GF0020145

GF0020144

molecular_function] (1)
0 Hypothetical protein (2)

Cytokinin riboside S'monophosphate
© phosphoribohydrolase (2)

0 Hypothetical protein (2)
drug transmembrane transport
[GO:0006855 bmloglcal Jlo:ess] @y
antiporter activity [G0:0015297
molecular_function] (z), dm(,
transmembrane transporter ac
[GO:0015238 molecular_function] (2);
membrane [GO:0016020
cellular_component] (2); transmembrane
transport [GO:0055085
biological_process] (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)
0 Hypothetical protein (2)

Verticillium wilt disease resistance
0 protein (1); Verticillium wilt resistance-
like protein (1)

protein binding [GO:0005515
molecular_function] (2)

0 Hypothetical protein (2)
0 Hypothetical protein (2)
0 Hypothetical protein (2)
0 Hypothetical protein (2)
hosptdcolne |acyydose
Phospholipase AL 7 (1); Hypothetical “1¥ity [GO:000897

© protein (1)

id metabolic

biological_process] (1)

0 Hypothetical protein (2)
o Carbohydrate-binding X8 domain protein
@)

0 Hypothetical protein (2)
0 Hypothetical protein (2)

unfolded protein binding [GO:0051082
molecular_function] (2): protein folding
[GO:0006457 biological_process] (2)

0 DnaJ like subfamily B member 13 (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)
0 Hypothetical protein (2)
oxidoreductase activity, acting on the
CH-OH group of donors, NAD or NADP
as acceptor [GO:0016616
molecular_function] (2); NAD binding
[GO:0051287 molecular_function] (2);
oxidation-reduction process
[GO:0055114 biological_process] (2);
oxidoreductase activity [GO:0016491
molecular_function] (2); glycerol-3-
phosphate dehydrogenase [NAD+]
ctivity [GO:0004367
molecular_function] (2); glycerol-3-
phosphate catabolic process
[GO:0046168 biological process] (2);
glycerol-3-phosphate dehydrogenase
complex [GO:0009331
cellular_component] (2); protein
homodimerization activity [GO:0042803
molecular_function] (2); glycerol-3-
phosphate metabolic process
[GO:0006072 biological_process] (2);
carbohydrate metabolic process
[GO:0005975 biological_process] (2)

o Glycerol-3-phosphate dehydrogenase
© [NAD(+)] GPDHC. cytosolic (2)

0 Hypothetical protein (2)

nucleic acid binding [GO:0003676
Polynucleotidyl transferase, Ribonuclease molecular_function] (2); nucleotide
Hfold 2) binding [GO:0000166

molecular_function] (1)

0

Hypothetical protein (1); Non-LTR nucleic acid binding [GO:0003676

0 .
retroelement reverse transcriptase-like (1) molecular_function] (1)

0 Hypothetical protein (2)

zine ion binding [GO:0008270
0 E3 ubiquitin-protein ligase RGLG2 (2)  molecular_function] (1); protein binding
[GO:0005515 molecular_function] (1)

0 Hypothetical protein (2)

protein binding [GO:0005515

0 Hypothetical protein (2) Tolecular function] (1)

DNA binding [GO:0003677
0 Myb-related protein Mybd (2) olecular ff"[mo"] Py

0 Hypothetical protein (2)

ATP binding [GO:0005524
molecular_function] (2); protein

ylation [GO:0006468
biological_process] (2); protein kinase
activity [GO:0004672
molecular_function] (2)

Dual specif d
protein kinase kinase 1 (2)

0 Hypothetical protein (2)
0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)

cell redox homeostasis [GO:0045454
biological Jmcm] (2): electron carrier
activity [GO

moleculnrj\mcnon] (2): protein disulfide
oxidoreductase activity [GO:0015035
molecular_function) (2)

0 Glutaredoxin (2)

[IPRO12337] (1)

LOG family [IPRO31 mo] m Cytokinin

riboside S-monophosp!

phnsphonbohydn)las', LOG [IPR005269]
@

Multi antimicrobial extrusion protein
[IPR002528] (2)

Leucine-rich repeat [lPR{)O\ﬁI w] @

Leucine-rich repeat-cor

terminal, plant-type [IPRDISZIH] @y
eucine-rich repeat domain, L domain-

like [IPRO32675] (2); Leucine.

repeat, typical subtype [IPRO03591] (2)

Fungal lipase-like domain [IPR002921]
(1); Alpha/Beta hydrolase fold
[IPR029058] (1); Phospholipase A1-Il
[IPRO33556] (1)

X8 domain [IPRO12946] (2)

Domain of unknown function DUF4283
[IPRO25558] (2)

HSP40/Dnal peptide-bindin
[IPRO0S971] (2); Chnp:mnt Dnal, C-
terminal [IPR0029:

WHIM2 domain [IPROZXDM] @
WHIMI domain [IPR028942] (1);
WHIM3 domain [IPR028935] (1)

Glycerol-3-phosphate dehydrogenase,
NAD-dependent, N-terminal
[IPRO11128] (2); Glycerol-3-phosphate
dehydrogenase, NAD-dependent, C-
terminal [IPRO06109] (2); NAD(P)-

ing domain [IPRO16040] (2);
Glycerol-3-phosphate dehydrogenase,
NAD-dependent [IPR006168] (2); 6-
phosphogluconate dehydrogenase C-
terminal domain-like [IPR00S927] (2); 6-
phosphogluconate dehydrogenase,
domain 2 [IPRO13328] (2): Glycerol-3-
phosphate dehydrogenase, NAD-
dependent, eukaryotic [IPRO17751] (2)

Sieve element occlusion, N-terminal
[IPR027942] (2)

Ribonuclease H-like domain
[IPROI2337] (2); Reverse transcriptase
zine-binding domain [IPR026960] (2);
RNA recognition motif domain
[IPR000504] (2); Nucleotide-binding
alpha-beta plait domain [IPRO12677] (1)
Reverse transcriptase zinc-binding
domain [IPR026960] (2); Ribonuclease
Helike domain [IPR012337] (1)

von Willebrand factor, type A
[IPR002035] (2); Copine [IPR010734]
(2); Zine finger, RING-type [IPR001841]
(1); Zine finger, RING/FY VE/PHD-type
[IPRO13083] (1)

Pentatricopeptide repeat [IPRO0288S]
(2); Tetratricopeptide-like helical domain
[IPRO11990] (1)

SANT/Myb domain [IPR001005] (2);
Myb domain [IPRO17930] (2);
Homeodomain-like [IPR0090S7] (1)
Homeobox domain-like [IPRO09057] (1)

Protein kinase-like domain [IPROT1009]
(2); Nuclear transport factor 2, eukaryote
[IPRO18222] (2); Protein kinase domain
[IPRO00719] (2); Protein kinase, ATP
binding site (IPRO17441] (2); NTF2-like
domain [IPR032710] (2);
Serine/threonine-protein kinase, active
site [IPRO0S271] (2);
Serine/threonine/dual sps
Kinase, catalytic domei, [wmmzzso]
m

Th\orcdoxm I\kc rmu [wkm mo] @y
Glutaredox ryotic

[IPROL 1399] (z) Gluraledoxm
[IPR002109] (2); Glutaredoxin active site
[IPRO11767] (2); Glutaredoxin subgroup
[IPRO14025] (2)

scaflold_2_mRNA_144.1

scaflold_2_mRNA_143.1

scaflold_2_mRNA_142.1

scaffold_2_mRNA_1413.1

scaflold_2_ mRNA_1411.1
scaffold_2_mRNA_141.1

scaffold_2_mRNA_1408.1

scaffold_2_mRNA_1400.1

scaffold_2_y

mMRNA_140.1

scaffold_2_mRNA_1394.1
scaffold_2_mRNA_1392.1

scaflold_2_ mRNA_1387.1

scaffold_2_mRNA_1378.1

scaffold_2_mRNA_1371.1

scaffold_2_mRNA_1345.1

scaffold_2_mRNA_133.1

scaffold_2_mRNA_1323.1

scaffold_2,

mRNA_1322.1

scaffold_2_ mRNA_1317.1
scaffold_2_mRNA_130.1

scaffold_2_mRNA_1292.1

scaffold_2_mRNA_1287.1

scaflold_2_ mRNA_1282.1

scaffold_2_mRNA_1279.1

scaffold_2_mRNA_127.1

scaffold_2_mRNA_1269.1

scaffold_2_mRNA_1243.1

scaffold_2_mRNA_1242.1

scaffold_2_mRNA_1232.1

scaffold_2_mRNA_123.1

scaffold_2_mRNA_1224.1

scaffold_2_mRNA_122.1
scaffold_2_mRNA_1210.1

scaffold_2_mRNA_121.1
scaffold_2_mRNA_1195.1

scaffold_2_mRNA_1193.1

1 00174_mRNA _27.1

C_unshiu_00174_mRNA_25.1

C_unshiu_00174_mRNA_24.1

C_unshiu_00184_mRNA_38.1

C_unshiu_00176_mRNA_19.1
c

C_unshiu_00176_mRNA_21.1

C_unshiv_ 00176 mRNA 28.1

C_unshiu_00176_mRNA_34.1

C_unshiu_00859_mRNA_2.1
C_unshiu_00176_mRNA_47.1

C_uns

iu_00107_mRNA 9.1

C_unshiu_00691_mRNA_14.1

00403_mRNA 4.1
00799 mRNA_12.1

C_unshiu_00055_mRNA_53.1

C_unshiu_00055_mRNA_56.1

C_unshiu_01160_mRNA_11.1

C_unshiu_01160_mRNA_8.1

C_unshiu_00799_mRNA_10.1

C_unshiu_00049_mRNA_21.1

C_unshiu_00049_mRNA_22.1

C_unshiu_00049_mRNA_51.1

C_unshiu_00049_mRNA_78.1




D Num. in C. celementine Num in C. unshiu Note GO InterPro ‘Member ‘Membes hi ‘Members in Ptrifoliata
Protein kinase domain [IPR000719] (2);
protein phosphorylation [GO:0006468 Pz“";,'“ k'":"f"'k" ""'““:”. “:k‘)‘ 1009]
biological_process] (2); protein kinase ‘ac:;v:::‘:mﬁ'g;;';‘]“(;;“ oot
GF0020143 1 1 0 Glycogen synthase kinase-3 MsK-3 (2)  activity [GO:0004672 d Scaffold 2 mRNA_1182.1 C_unshiu_00067_mRNA_7.1

GF0020142
GF0020140
GF0020138

GF0020137
GF0020136

GF0020135

GF0020134

GF0020132

GF0020131

GF0020129

GF0020128
GF0020127

GF0020126

GF0020125

GF0020123

GF0020122

GF0020121

GF0020120

GF0020119

GF0020118
GF0020116
GF0020115
GF0020114

GF0020113
GF0020112

GF0020111

GF0020110
GF0020109

GF0020108

GF0020107
GF0020106
GF0020105
GF0020103
GF0020102
GF0020101

GF0020100

GF0020098

GF0020097

GF0020095

GF0020092
GF0020091

GF0020090
GF0020089
GF0020088
GF0020087

GF0020086

GF0020085

GF0020084

GF0020083

GF0020082

GF0020081

GF0020080

GF0020079

GF0020078

GF0020077
GF0020075
GF0020074

GF0020073

GF0020072
GF0020071

0 Hypothetical protein (2)

0 Hypothetical protein (2)
0 Hypothetical protein (2)
0 Hypothetical protein (2)
0 Hypothetical protein (2)

0 Ubiquitin-conjugating enzyme E2 5 (2)
0 Hypothetical protein (2)

0 Protease Do-like 9 (2)

0 Hypothetical protein (2)

o Nodulin MIN21/EamA-like transporter
family protein (2)

0 Trichome birefringence-like 26 (2)

0 Hypothetical protein (2)
0 Hypothetical protein (2)

0 Carboxypeptidase (2)

0 F-box protein SKIP23 (2)

o Nsel non-SMC component of SMC5-6
complex family protein (2)

0 Hypothetical protein (2)
0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Transcription factor bHLH36 (2)

0 Hypothetical protein (2)
0 Hypothetical protein (2)
0 Hyp O-arabinosyltransferase homolog (2)

o AT-hook motif muclear-localized protein
17(2)

0 Hypothetical protein (2)
0 Hypothetical protein (2)

Hypothetical protein (1); Alcohol

O aeyltransferase (1)

0 Profilin (2)

0 Hypothetical protein (2)
0 Aspartic proteinase nepenthesin-2 (2)

0 Hypothetical protein (2)
0 Hypothetical protein (2)
0 Hypothetical protein (2)
0 Hypothetical protein (2)
0 Hypothetical protein (2)
0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)
0 Hypothetical protein (2)

0 Hypothetical protein (2)
0 Hypothetical protein (2)
0 Hypothetical protein (2)
0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)
0 Hypothetical protein (2)
0 Hypothetical protein (2)
0 Hypothetical protein (2)
0 Novel interactor of JAZ long variant (2)
0 Hypothetical protein (2)
0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)

Putative non-LTR retroelement reverse
0 transeriptase (1); Ribonuclease H-like
superfamily protein (1)

NAD(P)-binding Rossmann-fold

© Superfumily protein isoform 2 (2)

Polynucleotidyl transferase, Ribonuclease
H fold (1); Ribonuclease H (1)

0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)

0

0 Hypothetical protein (2)

0 Hypothetical protein (2)
0 Hypothetical protein (2)

molecular_function] (2); ATP binding
[G0:0005524 molecular_function] (2)

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

protein binding [GO:0005515
molecular_function] (2); serine-type
endopeptidase activity [GO:0004252
molecular_function] (1); proteolysis
[GO:0006508 biological_process] (1)

integral component of membrane
[GO:0016021 cellular_component] (2);
membrane [GO:0016020
cellular_component] (2); transmembrane
transporter activity [GO:0022857
molecular_function] (2)

proteolysis [GO:0006508
biological_process] (2); serine-type
carboxypeptidase activity [GO:0004185
molecular_function] (2)

protein binding [GO:0005515
molecular_function] (2)

Smes-Sme6 complex [GO:0030915
cellular_component] (2); DNA repair
[GO:0006281 biological_process] (2)

protein binding [GO:0005515
molecular_function] (1)

protein dimerization activity
[GO:0046983 molecular_function] (2);
DNA binding [GO:0003677
molecular_function] (2)

transferase activity, transferring acyl
‘groups other than amino-acyl groups
[GO:0016747 molecular_function] (2)
actin binding [GO:0003779
molecular_function] (2)

aspartic-type endopeptidase activity
[G0:0004190 molecular_function] (2):
proteolysis [GO:0006508
biological_process] (2)

protein dimerization activity
[GO:0046983 molecular_function] (2);
nucleic acid binding [GO:0003676

molecular_function] (2); DNA binding
[G0:0003677 molecular_function] (2)

protein dimerization activity
[GO:0046983 molecular_function] (2);
nucleic acid binding [GO:0003676
molecular_function] (2)

signal transduction [GO:0007165
biological_process] (2)

protein dimerization activity
[GO:0046983 molecular_function] (2)
DNA binding [GO:0003677
molecular_function] (2); nucleic acid
binding [GO:0003676
molecular_function] (1)

nucleic acid binding [GO:0003676
molecular_function] (2)

Iyase activity [GO:0016829
molecular_function] (2); terpene synthase
activity [GO:0010333
molecular_function] (2); metabolic
process [GO:0008152

biological process] (2)

nucleic acid binding [GO:0003676
molecular_function] (2)

coenzyme binding [GO:0050662

molecular_function] (1); catalytic activity ¢

[GO:0003824 molecular_function)] (1)

‘nucleic acid binding [GO:0003676
molecular_function] (2)

intracellular protein transport
[GO:0006886 biological_process] (2);
binding [GO:0005488
molecular_function] (2); vesicle-mediated
transport [GO:0016192
biological_process] (2); membrane coat
[GO:0030117 cellular_component] (2)

Kinase, ATP binding site [IPRO17441]

a
[IPR002290] (1)

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

Ubiquitin-conjugating enzyme/RWD-like
[IPRO16135] (2); Ubiquitin-conjugating
enzyme, active site [IPR023313] (2);
Ubiquitin-conjugating enzyme E2
[IPRO0060S] (2)

Peptidase S1, PA clan [IPR009003] (2):
PDZ domain [IPR001478] (2); Peptidase
SIC [IPR001940] (1)

EamA domain [IPR000620] (2); WATI-
related protein [IPRO30184] (2)

Altered xyloglucan 4-like [IPR029975]
(2); PC-Esterase [IPR026057] (2); PMRS
N-terminal domain [IPRO25846] (2);
Trichome birefringence-like family
[IPR029962] (2)

Domain of unknown function DUF4283
[IPRO25558] (2)

Peptidase $10, serine carboxypeptidase:
[IPRO01563] (2): Alpha/Beta hydrolase
fold [IPR029058] (2)

F-box domain [IPR001810] (2); Domain
unknown function DUF295 [IPR00S174]
(2); Keleh-type beta propeller
[IPROIS915] (1)

Non-structural maintenance of
chromosomes element 1 [IPROTIS13]
(2); Zine finger, RING-like [IPRO14857]
(1; Zine finger, RING/FYVE/PHD-type
[IPRO13083] (1)

Pentatricopeptide repeat [IPR00288S]
(2): Tetratricopeptide-like helical domain
[IPRO11990] (1)

Mye-type, basic helix-loop-helix (FHLH)
domain [IPROT1598] (2); Achaete-scute

transcription factor-related [IPRO15660]

@

PPC domain [IPR00S175] (2): AT-hook
‘motif nuclear-localised protein
[IPRO14476] (2)

Transferase [IPR003480] (2);
Chloramphenicol acetyltransferase-like
domain [IPRO23213] (1)

Profilin conserved site [IPR027310] (2);
Profilin [IPR00S455] (2)

Aspartic peptidase domain [IPR021109]
(2); Peptidase family Al domain
[IPRO33121] (2); Aspartic peptidase Al
family [IPRO01461] (2); Xylanase:
inhibitor, C-terminal [IPR032799] (2)

Ribonuclease H-like domain
[IPRO12337] (2); Zinc finger, BED-type
[IPRO03656] (2); HAT, C-terminal
dimerisation domain [IPR00S906] (2);
GH3 family [IPR004993] (2)

MULE transposase domain [IPR18289]
@

Domain of unknown function DUF4283
[IPRO25558] (2)

HAT, C-terminal dimerisation domain
[IPRO08906] (2); Ribonuclease H-like
domain [IPRO12337] (2)

Domain of unknown function DUF4283
[IPRO25558] (2)

Ninja family [IPR031307] (2); Jas TPL-
binding domain [IPR032308] (2)

HAT, C-terminal dimerisation domain

[IPR008906] (2)

Zine finger, BED-type [IPR003656] (2);
Zine finger C2H2-type [IPRO13087] (1)

Ribonuclease H-like domain
[IPROI2337) (2)

Terpene synthase, N-terminal domain
[IPR001906] (2); Terpenoid
cyclases/protein prenyltransferase alpha-
alpha toroid [IPR00S930] (2)

Reverse transcriptase zinc-binding
domain [IPR026960] (2); Ribonuclease
H-like domain [IPR012337] (2)
NAD(P)-binding domain [IPR016040]
(2); NAD-dependent
epimerase/dehydratase, N-terminal
domain [IPRO0T509] (1)

Ribonuclease H-like domain
[IPRO12337] (2)

Armadillo-like helical [IPRO11989] (2);
Armadillo-type fold [IPRO16024] (2);
Clathrin/coatomer adaptor, adaptin-like,
N-terminal [IPR002553] (2)

scaflold_2_mRNA_118.1
scaffold_2_mRNA_1163.1
scaffold_2_mRNA_114.1

scaffold_2_mRNA_1139.1
scaflold_2_ mRNA_1134.1

scaffold_2_mRNA_1129.1

scaffold_2_mRNA_1124.1

scaffold_2_ mRNA_1120.1

scaffold_2_mRNA_112.1

scaffold_2_mRNA_1119.1

scaffold_2_mRNA_1110.1

scaffold_2_mRNA_11.1
scaffold_2_mRNA_109.1

scaffold_2_mRNA_1087.1

scaffold_2_mRNA_1086.1

scaffold_2_mRNA_1069.1

scaffold_2_ mRNA_1061.1
scaffold_2_mRNA_1051.1

scaffold_2_mRNA_1050.1

scaffold_2_mRNA_1049.1

scaffold_2_mRNA_1047.1
scaflold_2_mRNA_102.1
scaffold_2_mRNA_1015.1

scaffold_2_mRNA_1014.1

scaffold_2_ mRNA_1013.1
scaffold_2_mRNA_101.1

scaffold_2_mRNA_1000.1

scaffold_1_mRNA_986.1
scaffold_I_mRNA_982.1

scaffold_1_mRNA_98.1

scaffold_I_mRNA_972.1
scaffold_1_mRNA_969.1
scaffold_I_mRNA_964.1
scaffold_I_mRNA_949.1
scaffold_I_mRNA_944.1
scaflold_I_mRNA_943.1

scaffold_I_mRNA_941.1

scaffold_I_mRNA_937.1
scaffold_1_mRNA_936.1

scaflold_1_mRNA_933.1
scaffold_I_mRNA_927.1
scaffold_I_mRNA_910.1
scaffold_I_mRNA_907.1

scaffold_I_mRNA_903.1

scaffold_I_mRNA_901.1
scaffold_I_mRNA_896.1
scaffold_I_mRNA_895.1
scaffold_I_mRNA_894.1

scaflold_1_mRNA_888.1
scaffold_I_mRNA_868.1
scaffold_I_mRNA_867.1

scaffold_1_mRNA_866.1

scaflold_1_mRNA_865.1

scaffold_1_mRNA_864.1

scaflold_1_mRNA_860.1

scaflold_1_mRNA_86.1

scaffold_I_mRNA_857.1

scaffold_I_mRNA_84.1
scaffold_I_mRNA_834.1
scaflold_I_mRNA_832.1

scaffold_I_mRNA_831.1

scaffold_I_mRNA_827.1
scaffold_I_mRNA_826.1

C_unshiu_00189_mRNA_46.1

C_un

00189_mRNA_40.1

00456_mRNA_I17.1

00109_mRNA_9.1

C_unshiu_00652_mRNA_1.1

C_unshiu_00494_mRNA_13.1

00494 mRNA_12.1

C_unshiu_00235_mRNA_6.1

C_unshiu_00050_mRNA_52.1

C_unshi
C_uns

00050_mRNA_53.1
iu_00652_mRNA_7.1

C_unshiu_00514_mRNA_6.1

C_unshiu_00191_mRNA_24.1
C_unshiu_00191_mRNA_28.1

iu_00129_mRNA 5.1

C_unshiu_00055_mRNA_32.1

C_unshiu_00055_mRNA_34.1

C_uns

00055_mRNA 35.1
00055_mRNA_36.1

C_unshi

C_uns
C_unshi

iu_00068_mRNA_43.1
00068_mRNA_42.1

C_unshiu_00068_mRNA_41.1

C_unshiu_00068_mRNA_36.1

C_unshiu_00354_mRNA_6.1
C_unshiu_00068_mRNA_I5.1

C_unshiu_00068_mRNA_14.1

C_unshiu_00068_mRNA_13.1

i 00331_mRNA_12.1

jin_00129_mRNA_16.1

C_unshiu_00075_mRNA_59.1
C_unshiu_00075_mRNA_S8.1




T Num i C_celementine_ Numin C_unshia Note Go TnterPro Member embe T Members in Prifola
GTP binding [GO:0005525
molecular.function] (2); GTPase aciviy
(GO0003924 maleculr o]
signal transduction [GO:0007165 P-loop containing nucleoside triphosphate
biological_process] (1); .mmcumar hydrolase [IPR027417] (2); Small
[GO:0005622 cellular_componen] (1); ~ GTPase superfamily [IPRO0IS06] (2);
intracellular protein transport Small GTP-binding protein domain
- . [GO:0006886 biological process] (1);  [IPR005225] (2); Small GTPase. .
GF0020070 1 0 Ras-related protein Rab (2) nucleocyloplasmic tansport superfunily, Rew ype [IPRO20349] (1); 364014 1_mRNA_813.1 00075_mRNA_45.1
[GO:0006913 biological process] (1) Small GTPase superfamily, Rab type
small GTPase mediated signal [IPRO03579] (1); Ran GTPase
transduction [GO:0007264 [IPRO02041] (1; Small GTPase
biological_process] (1); membrane superfamily, Rho type [IPRO03578] (1)
[GO:0016020 cellular. Cnmpanenl] a
protein transport [GO:00150:
biological_process] (1)
GF0020069 1 0 Hypothetical protein (2) scaffold_1_mRNA_809.1 00075_mRNA 29.1
GF0020068 1 0 Hypothetical protein (2) scaffold_1_mRNA_805.1 00075_mRNA_24.1
Gr0020067 . N a..;ame xylogluean glycosyltransferase 5 }\Il;:{l;;:g::;lrfftplmrtugxr ransfeases 1 A 781 00129 mRNA 26.1
GF0020066 1 0 Hypothetical protein (2) scaffold_1_mRNA_775.1 00075_mRNA 8.1
GF0020065 1 0 Hypothetical protein (2) scaffold_1_mRNA_767.1 C_unshiu_01122 mRNA_I13.1
magnesium ion binding [GO:0000287
molecular_function] (2); terpene synthase Terpene synthase, metal-binding domain
GF0020064 1 0 Hypothetical protein (2) activity [GO:0010333 [IPRO0S630] (2); Isoprenoid synthase  scaffold_1_mRNA_766.1 C_unshiu_01122 mRNA 8.1
molecular_function] (2); lyase activity  domain [IPR00949) (2)
[GO:0016829 molecular_function] (2)
GF0020062 1 0 Hypothetical protein (2) scaffold_I_mRNA_764.1 C_unshiu_01122_mRNA_10.1
ATP-dependent DNA helicase activity
[GO:0004003 molecular_function] (2);
nucleus [GO:0005634
General transcription factor ITH subunit 4 cellular_component] (2); core TFIIH  Transcription factor TFIIH subunit .
GF0020060 1 oG complen [Cor0000439 p52/Tﬂ72 IPRo04%9%) (3 scaffold_1_mRNA_756.1 C_unshiu_01122 mRNA 5.1
cellular_componen] (2): nucleotide-
excision repair [GO:0006289
biological_process] (2)
GF0020059 1 0 Hypothetical protein (2) scaffold_1_mRNA_753.1 C_unshiu_00947_mRNA_6.1
GF0020058 1 0 Hypothetical protein (2) scaffold_I_mRNA_748.1 C_unshiu_00947_mRNA_L.1
GF0020055 1 0 ::2?5 domain-containing protein CBSXS scaffold_I_mRNA_743.1 C_unshi
nucleic acid binding [GO:0003676
molecular_function] (2); zinc fon binding
[GO:0008270 molecular_function] (2);
::i‘:l‘;“:’: E’éz‘:gg;g;‘s“ DNA- MULE transposase domain [IPRO18289]
. (2): Zine finger, PMZ-type [IPRO06564]
bmlogcal Jrﬂcus‘] (2); oxidation- .
o et (2): Zinc finger, SWIM-type
GF0020054 1 :ﬁi’ﬁ?‘s%ﬁ;‘rﬁ& ';‘“:j'“ FARI- blologlcal Jmccss] (1); oxidoreductase Bgﬁgg:g:g g? ;ﬁ:il/’ ‘Fg’:“cfg:g’ scaffold_I_mRNA_742.1 C_unshiu_00178_mRNA_37.1
activity, acting on paired donors, wi u
incorporation or reduction of molecular YP¢ [IPROC1878] (2); Cytochrome P45
600016705 ‘[lekom w“z,i({]u(uw‘g;?k; DNA binding
molecular._function] (1); heme binding ~ <"™" 10
[GO:0020037 molecular_function] (1)
iron fon binding [GO:0005506
molecular_fnction] (1)
GF0020053 1 0 Hypothetical protein (2) scaffold_1_mRNA_741.1 C_unshiu 02595 mRNA_1.1
nucleic acid binding (GO:0003676
GF0020052 1 0 Hypothetical protein (2) molecular_function] (2); zinc ion binding Zine finger, CCHC-type [IPRO0ISTS] (2) scaffold_I_mRNA_740.1 C_unshiu_01381_mRNA_4.1
[GO:0008270 molecular_function] (2)
GF0020051 1 0 Hypothetical protein (2) :::‘:Il:c':ﬁidﬁ:’nmong] Ef)o.ooosms g;f‘:g‘l‘;?;:]‘ (l;"k“ domain scaffold_I_mRNA_734.1 C_unshiu_00148_mRNA_40.1
Eﬂ‘; 2:::““ﬁ.g"[cigx;"(’gfizmm Lambda repressor-like, DNA-binding
GF0020049 1 0 Hypothetical protein (2) e DA nining (GO0 g5 domain IPROIOOS2] 2): CroClaype scaflold_1mRNA 7181 00148_mRNA 27.1
s A oinding helix-turn-helix domain [IPRO01387] (2)
molecular_finction] (2)
nismatch repair protein MutS, N-
terminal [IPROI6151] (2); DNA
‘mismatch repair protein MutS-like, N-
mismatch repair [GO:0006208 terminal (IPRO07695] (2): P-loop
biological_process] (2); mismatched  containing nucleoside triphosphate
GF0020048 1 ::iz:’:::f;ln"h',‘l’:ﬁz"zu()l )DNA mismateh. b\ A binding [GO:0030983 hydrolase [IPR027417] (1); DNA scaffold_I_mRNA_716.1 C_unshiu_00148_mRNA_25.1
molecular_function] (2); ATP binding  mismatch repair protein MutS, connector
[GO:0005524 molecular_function] (2)  domain [IPR007860] (1); DNA mismatch
repair protein MutS, core [IPR007696]
(1): DNA mismaich repair protein MutS,
C-terminal (IPR000432] (1)
membrane [GO:0016020
cellular_component] (2); secondary
active sulfate transmembrane transporter
activity [GO:0008271 Sulfate transporter 3.4 [IPR030317] (2);
melesular.funtion] 2): s ransport € R O
[GO:0008272 biological_process] (2): 1S aS domain [IPR002643] (2);
GF0020044 1 0 Putative sulfate transporter 3.4 (2) integral component of membrane SLC26A/SulP transporter domain scaffold_I_mRNA_711.1
[GO:0016021 cellular_component] (2);
transmembrane transport [GO:0055085 <01 1547] (2); Sulphate anion
transporter, conserved site [IPRO18045]
biological_process] (2): sulfte
trensmembrane transporter activ )
[GO:0015116 molecular_function] (2);
sulfate transmembrane transport
[GO:1902358 biological process] (2)
GF0020043 1 0 Hypothetical protein (2) scaffold_I_mRNA_710.1
GF0020042 1 0 Hypothetical protein (2) scaffold_I_mRNA_684.1
GF0020041 1 0 Hypothetical protein (2) scaffold_1_mRNA_683.1
Bifunctional inhibitor/plant lipid transfer
GF0020040 1 0 z;:‘::’;::‘::‘;ﬁfyd:::::i’(;‘)‘"d protein/seed storage helical domain scaffold_I_mRNA_680.1
g [IPROI6140] (2)
GF0020038 1 ﬁ;’p‘zﬁ:&;”:&z’:ﬁ‘;‘ (03 ;‘;;;2 I";l‘;;k(‘;w" function DUF2921 (. rold_1_mRNA_665.1 C_unshiu_00016_mRNA_81.1
nucleic acid binding [GO:0003676 RNA recogsition mott domin
GF0020037 1 o RNA-binding morif protein, X-linked 2. molecular_function] (2); nucleotide [IPRO00S04] (2); Nucleotide-binding  scaffold_1_mRNA_663.1 00016_mRNA_83.1
@ binding [GO:0000166 alpha-beta plait domain [IPRO12677] (1) T o
molecular_finction] (1) alphabeta plait domain
GF0020035 1 0 Hypothetical protein (2) scaffold_1_mRNA_632.1 L 00039 mRNA_14.1
Gr0020033 |  Zine finger (Ran-binding) family proteinzine ion binding [GO:0008270 Zine finger, RanBP2-type [PROOISTS] o "7 oo 00347 mRNA 6.1
molecular_finction] (2) 1 mIRA 0T _mINA S
Flavoprotein pyridine nucleotide
eytochrome reductase [IPRO01709] (2);
Riboflavin synthase-like beta-barrel
oxidoreductase activity [GO:0016491  [IPROI7938] (2): NADH:cytochrome bs
GF0020032 1 0 NADH-cytochrome bs reductase (2) :‘:‘:Jﬁ‘:;:";“;z:‘:'['leg)og; ;‘}“\T“ gﬁ;f:ﬁfﬁi‘fl%‘mﬁf:m g SO mRNA 6221 00547_mRNA 9.1
biological_process] (2) [IPRO01433] (2); Ferredoxin reductase-
type FAD-binding domain [IPRO17927]
(2): Oxidoreductase, FAD-binding
domain [IPRO0S333] (2)
GF0020031 1 0 Hypothetical protein (2) scaffold_I_mRNA_6.1 C_unshiu_00144_mRNA_39.1
GF0020030 1 0 Hypothetical protein (2) scaffold_I_mRNA_599.1 '
unfolded protein binding [GO:0051082
GF0020029 1 0 Putative chaperon P13.9 (2) xtf:':";;“""';‘['z'gfs} :‘;:‘Zs’""k :;:;:‘E:;;&z‘s;gg eysteinetich ol 1_mRNA._593.1 C_unshiu_00203_mRNA_31.1
molecular_function] (2)
structural consituent of ribosome
[GO:0003735 molecular_function] (2);
translation [GO:0006412
GF0020028 1 0 Hypothetical protein (2) biological_process] (2); intracellular  Ribosomal protein L36 [IPR000473] (2) scaffold_I_mRNA_S83.1 C_unshiu_00203_mRNA_21.1
[GO:0005622 cellular_component] (2);
ribosome [GO:0005840
cellular_componen] (2)
GF0020027 1 0 Hypothetical protein (2) :I’;’:‘[':::{;""f’;gg'z;‘;"““'“ DUF4T, affold_1_mRNA_580.1 C_unshiu_00203_mRNA_I8.1
{RNA splicing, via endonucleolytic
cleavage and ligation [GO:0006388
GF0020026 1 0 RNA 2-phosphotransforase isoform 1 (2) :le:f“f"’['::;?.::1‘;:‘0‘::}:‘;2’?“ E?;g:;;’;’s']sz'v‘“ Kpta/Tptl scaffold_I_mRNA_S73.1 C_unshiu_00203_mRNA_9.1
containing groups [GO:0016772
molecular_finction] (2)
GF0020023 1 0 Hypothetical protein (2) scaffold_I_mRNA_537.1 C_unshiu_00572_mRNA_2.1
GF0020022 1 0 Hypothetical protein (2) scaffold_I_mRNA_536.1 ' 1
protcinphosphoraton [GO:00064gy "M Kinasedike domain [IPRO11009]
Piologiol osess] (2 pratin kimase (2 Sernethreonine/iyrosine-protein
GF0020021 1 0 Hypothetical protein (2) g kinase, catalytic domain [IPRO0I245]  scaffold_I_mRNA_S35.1 C_unshiu_00572_mRNA_4.1
activity [GO:0004672
eeutor fnction) () (1): Serne-thrconine tyrosine-protein
molecular | Kinase catalytic domain [IPRO01245] (1)
GF0020020 1 0 Hypothetical protein (2) :;::?";;gg;‘;?a(‘z‘;““’“"“' L domain- . fold_1_mRNA_533.1 C_unshiu_00572_mRNA_6.1
GF0020019 1 0 Hypothetical protein (2) scaffold_I_mRNA_532.1 C_unshiu_00572_mRNA_8.1
Concanavalin A-like lectin/glucanase
GF0020018 1 0 Lectin (2) carbohydrate binding (GO:0030246  domain [IPR013320] (2): Legume lectin 15 1 upNa_s21.1 C_unshiu_00572_mRNA_19.1

molecular_function] (2)

domain [IPR001220] (2); Legume lectin
[IPRO16363] (1); Lectin [IPRO16363] (1)
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GF0020017

GF0020016

GF0020012

GF0020011
GF0020010
GF0020006

GF0020005

GF0020004

GF0020003

GF0020002

GF0020001

GF0020000
GF0019999

GF0019998

GF0019997

GF0019996

GF0019995

GF0019994
GF0019993

GF0019992

GF0019991

GF0019989

GF0019988

GFO0019987

GF0019986

GF0019985

GF0019984

GF0019983

GF0019982

GF0019981

GF0019979

GF0019978

GF0019968

GF0019966

GF0019963

GF0019962

GF0019960

GF0019959

GF0019957

GF0019951

o Putative yef36 (1); Hypothetical protein
[}

0 Calcineurin B-like protein 10 (2)

NADH dehydrogenase [ubiquinone] iron-
sulfur protein 7, mitochondrial (2)

0 Hypothetical protein (2)
0 DUF1764 domain protein (2)

0 Hypothetical protein (2)

0 Poly(A) polymerase 1 isoform I (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Receptor-like protein kinase HSLI (2)

0/60S ribosomal protein L36 (2)

0 Hypothetical protein (2)
0 Hypothetical protein (2)

o Peplidy-RNA hydrolase 11 (PTH2)

© fumily protein (2)

SWIM zinc finger protein/MAP kinase

Kinase kinase (Mapkkk), putative (1);
0 SWIM zin finger family protein

mitogen-activated protein kinase kinase

kinase-related, putative (1)

SGNH hydrolase-type esterase
superfamily protein, putative (2)

o Chromosome condensation regulator
O RCCT repeat protein (2)

0 Nuclear pore complex protein NupsS (2)
0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Putative hydrolase YtaP (2)
0 Hypothetical protein (2)

Putative VHS/GAT domain containing

© family protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)

o Hypothetical protein (1); Leucine-rich
© repeat extensin-like protein 7 (1)

o Hypothetical protein (1); Zine finger
© CCCH domain-containing protein 16 (1)

0 Hypothetical protein (2)

0 Hypothetial protein (2)
0 Zinc/RING finger 3 (2)
o Low temperature and sal respor

© protein fumily isoform 1 (2)
Hydmx)unnxmoy\ -CoA

/quins
hydm‘(yclmamyl"ansferase ay
innamoyl-CoA

mau,/qumau hydroxycinnamoy!
transferase (1)

0 Hypothetical protein (2)
Hypothetical protein (1);

0 Pentatricopeptide repeat-containing
family protein (1)
Hydroxycinnamoyl-CoA

0 shikimate/quinate hydroxycinnamoyl
transferase (2)

0 Tetratricopeptide repeat protein 1 (2)

0 Cinnamoyl-CoA reductase 1 (2)

0 Putative blight-associated protein p12 (2)

calcium ion binding [GO:0005509
molecular_function] (2)

oxidation-reduction process

:0055114 biological_process] (2);
iron-sulfur cluster binding [GO:0051536
molecular_function] (2)

3

nucleus [GO:0005634
cellular_component] (2); RNA binding
[GO:0003723 molecular_function] (2);
nucleotidylransferase act
[GO:0016779 molecular_function] (2);
RNA 3end processing [G0:0031123
biological process] (2); RNA
polyadenylation [GO:0043631
biological_process] (2); polynucleotide

adenylyltransferase activity [GO:0004652

molecular_function] (2)

TRNA processing [GO:0006364
biological_process] (2);
metalloendopeptidase activity
[G0:0004222 molecular_function] (2)

protein phosphorylation [GO:0006468
biological_process] (2); protein kinase
activity [GO:0004672

molecular_function] (2); ATP
[GO:0005524 molecular_function] (2)

ribosome [GO:0005840
cellular_component] (2); structural
constituent of ribosome [GO:0003735
molecular_function] (2); intracellular
[GO:0005622 cellular_component] (2);
translation [GO:0006412
biological_process] (2)

defense response [GO:0006952
biological_process] (1)

aminoacyHRNA hydrolase activity
[G0:0004045 molecular_function] (2)

zinc ion binding [GO:0008270
molecular_function] (2); protein binding
[GO:0005515 molecular_function] (2)

hydrolase activity, acting on ester bonds
[GO:0016788 molecular_function] (2)

protein binding [GO:0005515
molecular_function] (2)

tocopherol cyclase activity [GO:0009976
molecular_function] (2)

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

intracellular [GO:0005622
cellular_component] (2); intracellular
protein transport (GO:0006886
biological_process] (2)
integral component of membrane
[Go»nmsuzl cellular_component] (2)
heme b 0020037
molecular mncum] (2); iron ion binding
0:0005506 molecular_function] (2);
oxidation-reduction process
[GO:0055114 biological_process] (2);
oxidoreductase activity, acting on paired
donors, with incorporation or reduction
of molecular oxygen [GO:0016705
molecular_function] (2)

protein binding [GO:0005515
molecular_function] (2)

metal ion binding [GO:0046872
molecular_function] (2)

protein kinase activity [GO:0004672
molecular_function] (2); protein
phosphorylation [GO:0006468
biological_process] (2): ATP
[G0:0005524 molecular. ﬁmcnon] (z)

protein binding [GO:0005515
molecular_function] (2); zine ion binding
GO:0008270 molecular_function] (2)
egral component of membrane
[GO:0016021 cellular cmnpnnenl] @

transferase activity, transferring ml
‘roups other than amino-acyl groups
[GO:0016747 molecular_function] (z)

nucleic acid binding [GO:0003676
molecular_function] (1); protein binding
[G0:0005515 molecular_function] (1)

protein binding [GO:0005515
molecular_function] (2)

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

protein binding [GO:0005515
molecular_function] (2)

coenzyme binding [GO:0050662
molecular_function] (2); catalytic activity
[G0:0003824 molecular_function] (2)

Uncharacterised protein family Ycf36
[IPRO09631] (2); Protein of unknown
function DUF778 [IPR008496] (1)
EF-hand domain pair [IPRO11992] (2);
EF-Hand 1, calcium-binding site
[IPRO18247] (2); EF-hand domain
[IPR002048] (2)

NADH:ubiquinone oxidoreductase-like,
20kDa subunit [IPRO06137] (2)

Protein of unknown function DUF 1764,
cukaryotic [IPRO13885] (2)

Poly(A) polymerase [IPR014492] (2);
Nucleotidyltransferase, class 1, C-
terminal-like [IPRO11068] (2); Poly(A)
polymerase, RNA-binding domain
[IPRO0T010] (2); Polymeras
nucleotidyl transferase domain
[IPR002934] (2); Poly(A) polymerase,
central domain [IPR007012] (2)

Endoribonuclease Ybe [IPR002036]
(2); Metalloprotease catalytic domain,
predicted [IPR023091] (2)

Protein kinase domain [IPR000719] (2);
Leucine-rich repeat, typical subtype
[IPR003591] (2); Leucine-rich repeat
domain, L domain-like [IPR032675] (2);
Protein kinase-like domain [IPROT1009]
(2); Leucine-rich repeat-containing N-
terminal, plant-type [IPRO13210] (2);
Protein kinase, ATP. s
[IPRO17441] (2); Serinethreonine-
protein kinase, active site [IPR00S271]
(2); Serine/threonine/dual specificity

rotein kinase, catalytic domain
[IPR002290] (1)

Ribosomal protein L36e [IPR000509] (2)

NONRESPONDING TO OXYLIPINS 2
[IPR033252] (1)

Peptidyl-RNA hydrolase If domain
[IPR023476] (2); Peptidyl-RNA
hydrolase, PTH2 [IPR002833] (2)

Zine finger, SWIM-type [IPR007527)
(2); Zine finger, RING/FYVE/PHD-type
[IPRO13083] (2): Zine finger, RING-type
[IPRO01841] (2)

SGNH hydrolase-type esterase domain
[IPRO13830] (2): GDSL lipase/esterase
[IPR001087] (2)

Regulator of chromosome condensation
1/beta-lactamase-inhibitor protein 11
[IPRO09091] (2); Regulator of
chromosome condensation, RCC1
[IPR000408] (2)

Nucleoporin Nupss-like [IPRO11502] (2)

Ankyrin repeat-containing domain
[IPR020683] (2); Ankyrin repeat
[IPR002110] (2); PGG domain
[IPR026961] (1)

Ankyrin repeat-containing domain
[IPR020683] (2)

‘Tocopherol cyclase [IPR025893] (2)

Alpha/Beta hydrolase fold [IPR029058]
(2): Alpharbeta hydrolase fold-5
[IPRO290S9] (1); Peptidase S9, prolyl
oligopeptidase, catalytic domain
[IPRO0I37S] (1)

GAT domain [IPR004152] (2)
ENTH/VHS [IPR008942] (2); VHS
domain [IPR002014] (2); VHS subgroup
[IPRO18205] (1)

MpvI7/PMP22 [IPR007248] (2)

Cytochrome P450 [IPRO01128] (2);
Cytochrome P450, conserved site
[IPROI7972] 2)

Leucine-rich repeat domain, L domain-
like [IPR032675] (2); Leucine-rich repeat
[IPRO01611] (2); Leucine-rich repeat-
containing N-terminal, plant-type:
[IPROI3210] (1)

Zine finger, CCCH-type [IPR000571] (2)

Protein kinase-like domain [IPRO11009]
(2): Protein kinase domain [IPR000719]
@

Zine finger, RING/FY VE/PHD-type
[IPRO13083] (2); Zinc finger, RING-type
[IPRO01841] (2)

Proteolipid membrane potential
‘modulator [IPRO00612] (2)

Transferase [IPRO03480] (2);
hloramphenicol acetyltransferase-like
domain [IPR023213] (1)

Kelch-type beta propeller [IPR015915]
(1); Ribonuclease H-like domain
[IPROI2337] (1)
Zine finger, RING/FY VE/PHD-type
[IPRO13083] (2); Pentatricopeptide
repeat [IPRO02885] (2);
Tetratricopeptide-like helical domain
[IPRO11990] (2)
Transferase [IPRO03480] (2);
Chloramphenicol acetyltransferase-like
domain [IPR023213] (1)
Tetratricopeptide-like helical domain
[IPRO11990] (2); Tetratricopeptide
repeat-containing domain [IPRO13026]
(2): Tetratricopeptide repeat
[IPRO19734] (2); Tetratricopeptide
repeat 1 [IPRO01440] (1)
NAD(P)-binding domain [IPR016040]
(2); NAD-dependent
epimerase/dehydratase, N-ter
domain [IPR001509] (1); NAD-
dependent epimerase/dehydratase
[IPRO01509] (1)
Expansin/pollen allergen, DPBB domain
[IPRO07112] (2); RipA-like protein,
double-psi beta-barrel domain
[IPR009009] (1); RipA-like double-psi
beta-barrel domain [IPR009009] (1)

al

scaffold_I_mRNA_505.1

scaffold_I_mRNA_502.1

scaffold_I_mRNA_493.1

scaffold_1_mRNA_491.1
scaffold_I_mRNA_487.1
scaflold_1_mRNA_459.1

scaffold_I_mRNA_456.1

scaffold_I_mRNA_455.1

scaffold_I_mRNA_454.1

scaffold_1_mRNA_452.1

scaffold_1_mRNA _439.1

scaffold_I_mRNA_433.1
scaffold_I_mRNA_426.1

scaffold_I_mRNA_425.1

scaffold_I_mRNA_424.1

scaffold_I_mRNA_423.1

scaflold_1_mRNA_422.1

scaffold_I_mRNA_421.1
scaffold_1_mRNA_42.1

scaffold_I_mRNA_408.1

scaffold_I_mRNA_405.1

scaflold_1_mRNA_395.1

scaffold_I_mRNA_388.1

scaffold_I_mRNA_386.2

scaffold_I_mRNA_385.1

scaffold_I_mRNA_371.1

scaflold_1_mRNA_37.1

scaffold_1_mRNA_3601.1

scaffold_I_mRNA_3600.1

scaffold_I_mRNA_3599.1

scaffold_1_mRNA_3592.1

scaffold_I_mRNA_3586.1

scaffold_I_mRNA_3513.1

scaffold_I_mRNA_3507.1

scaffold_I_mRNA_3494.1

scaffold_I_mRNA_3487.1

scaffold_1_mRNA_3461.1

scaffold_I_mRNA_3460.1

scaffold_I_mRNA_3457.1

scaffold_1_mRNA_3431.1

00055_mRNA_6.1

iu_00055_mRNA_17.1

C_unshiu_00055_mRNA_19.1
C_unshiu_00055_mRNA_24.1
C_un

00006_mRNA_25.1

C_unshiu_00006_mRNA_28.1

C_unshiu_00006_mRNA_34.1

1 00006_mRNA_S1.1

C_unshiu_00006_mRNA_57.1

C_unshi

1 00006_mRNA_63.1

00006_mRNA_64.1

C_unshiu_00006_mRNA_65.1

C_unshiu_00006_mRNA_67.1

1 00006_mRNA_68.1

C_unshiu_00006_mRNA_69.1

00006_mRNA_88.1

00006_mRNA_97.1

1 00006_mRNA_105.1

00006_mRNA_106.1

C_unshiu_00006_mRNA_I21.1

00003 mRNA_147.1

C_unshiu_01269_mRNA_6.1

C_unshiu_01269_mRNA_7.1

C_unshiu_00591_mRNA_12.1

C_unshiu_00591_mRNA_19.1

1 01195 mRNA 3.1

C_unshiu_01195_mRNA_S.1

ju_01447_mRNA_7.1

C_unshiu_00562_mRNA_3.1

C_unshiu_00348_mRNA_4.1

C_unshiu_00348_mRNA_S.1

C_unshiu_01142_mRNA_L.1

L 00348_mRNA_30.1
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oxidation-reduction process.
[GO:0055114 biological_proces
oxidoreductase acivity, acting on paired
Cytochrome P450 (1); Cytochrome P40, donors, with incorporation or reduction ﬁg‘:g:‘;z’;‘;ﬁgogy‘::::::ﬁ‘fj S0k
GF0019950 1 0 family 81, subfamily D, polypeptide 8, of molecular oxygen [GO0016705 8 PR TR ERRSRIERRE caffold_1_mRNA 3415.1 C_unshiu_00237_mRNA_15.1
putative (1) molecular_function] (2); heme binding Cym'c:mmt P30 (TPROVI128) 2)
[GO:0020037 molecular_function] (2);
iron fon binding [GO:0005506
molecular_function] (2)
photosystem Il oxygen evalving complex.
[GO:0009654 cellular._component] (1);
photosystem Il [GO:0009523
cellular_component] (1: photosynthesis  Mogl /PsbP, alpha/beta/alpha sandwich
GF0019947 1 0 iﬁiﬁzﬂ:&'{;'ﬁ;’;‘;": ‘: reaction 1600015979 biological_process] (1);  [IPROI6123] (2); PsbP family scaffold_|_mRNA_339.1 C_unshiu_00833_mRNA 4.1
: calcium ion binding [GO:0005509 [IPRO02683] (1)
molecular_function] (1); extri
component of membrane [GO:0019898
cellular_component] (1)
carbohydrate metabolic process
[GO:0005975 biological_process] (2);  Concanavalin A-like lectin/glucanase
GFO019946 1 0 Hypothetical protein (2) hydrolase activity, hydrolyzing O- domain [IPROI3320] (2); Glycoside  scaffold_I_mRNA_3384.1 L 02081_mRNA_6.1
glycosyl compounds [GO:0004553  hydrolase family 16 [IPR00075T] (2)
molecular_function] (2)
CTC-interacting domain 5, putative  protein binding [GO:0005515 UBA-like [IPR009060] (2); Ubiquitin ~_ .
GFO019945 ! O isoform 1 2) molecular_function] (2) system component Cue [IPR03892] (2) SC*ToId-1-MRNA_338.1 100833 mRNA_S.1
apoplast [GO:0048046
cellular_component] (2): cellular glucan
L‘:;‘;‘;‘c‘:;"‘"f:::sg‘fg?y'ﬁg . Glycoside hydrolase family 16
ooy, oo O.lycou] [IPRO00757] (2): Nucleotide-diphospho-
s mentiroe SSRGS i o101
GF0019943 1 o molecular_function] (2); cell wall Yiog sevcosylase, scaffold_1_mRNA_3375.1 C_unshiu_02828 mRNA 3.1
endotransglucosylase/hydrolase protein terminal [IPRO10713] (2): Glyeoside
0005618 cellular_componen] (2);
23(1) Carbohydae metabols poves hydrolase, family 16, active site
[IPRO08263] (2); Concanavalin A-like
[GO:0005975 biological_process] (2) | N
lectin/glucanase domain [IPRO13320] (2)
xyloglucanzxyloglucosyl transferase
activity [GO:0016762
molecular_function] (2)
GF0019941 1 0 Hypothetical protein (2) g:‘glb;‘;‘y;]“g’)mw“‘"d domain scaffold_1_mRNA_3357.1 C_unshiu_00347_mRNA_30.1
GF0019940 1 0 Hypothetical protein (2) Fﬂ’:ﬂ’:s&”"‘:ﬁ (‘;’;"x""‘“’““"g scaffold_1_mRNA_3355.1 C_unshiu_00347_mRNA_29.1
GF0019937 1 0 Hypothetical protein (2) scaffold_1_mRNA_3350.1 C_unshiu_00347_mRNA_26.1
DNA replication [GO:0006260
biological_process] (2); DNA OB-fold nucleic acid binding domain,
recombination [GO:0006310 AA-RNA synthetase-type [IPR004365]
biological_process] (2); DNA repair  (2); Replication factor A protein 2
GF0019936 1 0 Replication protein A 32 kDa subunit (2) E;;:JAU&(; :f:g‘ ;’G“g"g“,;“‘}'gg;"w’] @ [é‘:i{:"‘:i:‘;ﬁ]fﬁo Ii;’;';i‘;"&“:‘;': A Scaffold_I_mRNA_3342.2 C_unshiu_00347_ mRNA_18.2
molecular_function] (2); nucleus helix-turn-helix DNA-binding domain
[GO:0005634 cellular_component] (2); ~ [IPROI1991] (2); Nucleic acid-bi
nucleic acid binding (GO:0003676 OB-fold [IPRO12340) (2)
molecular_function] (2)
GF0019935 1 0 Hypothetical protein (2) scaffold_1_mRNA_3339.1 C_unshiu_00347_mRNA_15.1
integral component of membrane
[GO:0016021 cellular._component] (2);
prenyliransferase activity [GO:0004659 y
GF0019933 1 0 Homogentisate phytyliransferase (2)  molecular_function] (1); transferase UbiA prenyltransforase farmily scaffold_1_mRNA 33292
[IPRO00S37] 2)
activity, ransferring alkyl or aryl (other
than methyl) groups [GO:0016765
molecular_function] (1)
GF0019932 1 0 Hypothetical protein (2) scaffold_I_mRNA_3325.1 C_unshiu_00347_mRNA_3.1
GFO019930 1 0 Hypothetical protein (2) scaffold_I_mRNA_3316.1 C_unshiu_00105_mRNA_10.1
N P serinetype ¢ activity Peptidase S§/$53 domain [IPR000209]
GF0019929 1  protein, putative isoform 2 (1), [G0:0004252 moleaular_function] (5 5, penyricopeptide repeat scaffold_1_mRNA_3304.1 C_unshiu_00105_mRNA_21.1
Penatricopeptide repeat-containing  proteolysis [GO:0006508
[IPRO0288S] (2)
protein, mitochondrial (1) biological_process] (2)
. Pentatricopeptide repeat (IPR0028SS]
GF0019927 1 0 Pentatricopeptide (2) protein binding [GO:0005515 (2); Tetratricopeptide-like helical domain scaffold_I_mRNA_3295.1 C_unshiu_00105_mRNA_30.1
molecular_fnction] (1) (PROT1990] ()
bl complex OGaZation i
GF0019924 1 0 Mitotic-spindle organizing protein 1 (2) [00:0033566 biological processT(1): - 11pp 23 14] (1); Protein of unknown  scaffold_I_mRNA_3285.1 C_unshiu_00105_mRNA _38.1
samma-tubulin ring complex function DUF3743 [IPR022214] (1)
[GO:0008274 cellular_component] (1)
ATPase activity, coupled to
transmembrane movement of substances
[GO:0042626 molecular_function] (2);
transmembrane transport [GO:0055085  ABC transporter type 1, transmembrane
biological_process] (2): ATP binding  domain [IPR011527] (2); P-loop
GF0019923 ! 0 Hypothetical protein (2) [GO:0005524 molecular_function] (2);  containing nucleoside triphosphate scaffold_1_mRNA_3277.1
integral component of membrane hydrolase [IPR027417] (1)
[GO:0016021 cellular_component] (2);
transport [GO:0006810
biological_process] (2)
GFO019922 1 0 Hypothetical protein (2) scaffold_I_mRNA_3260.1
GFO019921 1 g;‘;:;:;g ;I';:’i';‘;mb”“‘ protein El‘:;';‘:b”;::‘i;‘p';{x;;% l()zl; 872, caffold_I_mRNA_3252.1 C_unshiu_00131_mRNA_32.1
GFO019919 1 0 Hypothetical protein (2) scaffold_I_mRNA_323.1 C_unshiu_00309_mRNA_9.1
Amadillo-like helical [IPRO11989] (2);
Amadillo-type fold [IPRO16024] (2);
binding [GO:0005488 HEAT repeat associated with sister
molecular_function] (2); protein binding . i4 cohesion protein [IPR026003]
GFO019918 1 0 Hypothetical protein (2) GO molecular_function] (1); scaffold_1_mRNA_3226.1 00131_mRNA _S8.1
microtubale [GO/0005874 (1): HEAT repeat [IPRO00357) (1); MT-
associated protein
eelloar_component] (1) TORTIFOLIAL/SPIRAL2 like
[IPRO33337] (1)
squalene monooxygenase activity
[GO:0004506 molecular_function] (2);
integral component of membrane
2 r_compone
e
GFO019917 1 0 Squalene monooxygenase (2) : [IPRO23753] (2): Squalene epoxidase  scaffold_1_mRNA_3225.1
molecular_funcion] (2):oxidation- (1o IO
reduction process [GO:0055114
biological_process] (2); flavin adenine
dinucleotide binding [GO:0050660
molecular_finction] (2)
transmembrane transport [GO:0055085
Diologial process] ((2()) 33;;‘;“;“"“"‘ Major faciltator, sugar transporter-like
GF0019913 1 0 Organic cation/camitine transporter 7 (2) TnSPorter activity [GO:0 [IPRO0S828] (2); Major facilitator scaffold_1_mRNA_3204.1 jiu_00315_mRNA_15.1
molecular_function] (2); integral superfamily domain [IPR020846] (2)
component of membrane [GO:001
cellular_component] (2)
transmembrane transporter activity
[GO:0022857 molecular_function] (2);
caml componen of membrane Major fuilator, sugar transporter-like _
GF0019912 1 0 Synaptic vesicle 2-related protein 2) 1o+ [IPRO0S828] (2); Major facilitator scaffold_1_mRNA_3202.1 C_unshiu_00315_mRNA_13.1
1GO0016021 clllar_compones] 23 CLPEE L S
transmembrane transport [GO:0055085
biological_process] (2)
Mannose-6-phosphate recepfor binding
GF0019909 1 0 C;"‘“"“"‘“‘ 11 beta subunit-like protein domain [IPR009011] (2); Glucosidase I scaffold_1_mRNA_3197.1 iu_00066_mRNA 3.1
beta subunit-like [IPRO12913] (2)
GF0019908 1 0 Hypothetical protein (2) ::iz‘[‘l';;:;'z‘;';ﬁ‘z‘;“m”‘“ L domain- _ffold_1_mRNA_3194.1 C_unshiu_00066_mRNA_6.1
membrane [GO:0016020
cellular_component] (2): photosynthesis
GF0019900 1 0 Chloroplast photosystem 11 subunit X (2) [GO:0015979 biological process] (2);  Photosystem Il PsbX [IPR009518] (2)  scaffold_I_mRNA_3093.1 C_unshiu_00498_mRNA_I3.1
photosystem 11 [GO:0009523
cellular_component] (2)
y Pentatricopeptide repeat (IPR002885]
GF0019896 1 0 ‘::'::fy";:"’:l:‘:‘; repeat-containing ::I‘:zﬂl:‘r"‘;“‘"“gu[sﬁ (“20‘055 1s (2): Tetratricopeptide-like helical domain scaffold_I_mRNA_3059.1
= [IPRO11990] (2)
oxidation-reduction process Thioredoxin-like fold [IPR012336] (2);
[GO00S5114 biologieal process] (1), p TR WL
GF0019895 1 0 Putative nucleoredoxin 1 (2) protein-disulfide reductase activity [IPRO11424] (1); Thioredoxin domain  scaffold_|_mRNA_3056.1 C_unshiu_00150_mRNA_27.1
[GO:0047134 molecular_function] (1)
[IPROI3766] (1: Ricin B, lectin domain
el redos homeostasis [GO:0043454—poi)
biological_process] (1)
oxidation-reduction process
GF0019894 1 0 Hypothetical protein (2) Liod;igsicl‘:::’ﬁfl‘x:é’g'zzﬁ 4‘;: ;ﬁggﬁg‘;ﬁ;“‘i'“‘; domain scaffold_1_mRNA_304.1 C_unshiu_01113_mRNA_12.1
molecular_function] (2)
Alanine dehydrogenase/pyridine
nucleatide transhydrogenase. N-terminal
GR0019893 | Monofunctional lysine-ketoglutarate [IPROO7SS6] (2); Alanine scatfold 1 mRNA 30331
reductase 1 (2) dehydrogenase/pyridine nucle I mENA
transhydrogenase, NAD(H)-bi
domain [IPRO0T698] (2)
enzyme inhibitor activity [GO:0004857
Invertase/pectin methylesterase inhibitor :":f;“"':;f:"’;Z::’l"]‘?:;"":f"“ Pectinesterase inhibitor domain
GF0019892 1 0 family protein (1); Pectinesterasc 004086 boent ross] 1y, IPRO0GSOI] (2: Pectinesterase scaffold_1_mRNA_3031.1 C_unshiu_02111_mRNA_L1
inhibitor (1) K 3086 biological_process] (1o or plant [IPR034086] (1)

pectinesterase inhibitor activity
[GO:0046910 molecular_function] (1)
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GF0019891 1

GF0019890 1

GF0019889 1

GF0019888 1

GFO019887 1

GF0019885 1

GFO019884 1

GF0019883 1

GF0019882 1

GFO019881 1
GFO019880 1

GF0019879 1
GFO019878 1

GF0019875 1

GF0019874 1

GF0019873 1

GFO019872 1
GF0019870 1

GF0019869 1

GFO019868 1

GF0019867 1

GF0019865 1

GF0019852 1

GF0019851 1

GF0019850 1

GF0019849 1

GF0019848 1

GF0019847 1

GF0019845 1

GF0019843 1

GF0019842 1

GF0019840 1

GF0019839 1

0 Monooxygenase family protein (2)

0 Kinesin-like protein NACK2 (2)

0 Sucrose synthase (2)

Dnal like subfamily C member 28 (1);
Hypothetical protein (1)

Hypothetical protein (1); Mitochondrial
ferredoxin 2 (1)

0

020 kDa chaperonin, chloroplastic (2)

Ethylene-responsive transcription factor

O ERFOIS (2)

0 Hypothetical protein (2)

0 Subtilisin-like serine protease (2)

0 Hypothetical protein (2)
Hypothetical protein (1); Rho guanine
nucleotide exchange factor 7, putative (1)
0 OBP3-responsive gene 4 isoform 2 (2)
0 Hypothetical protein (2)
NB-ARC domain disease resistance
0 protein (1); NB-ARC domain-containing
disease resistance protein (1)

0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)
o Nor-LTR reverse transcriptase (1);
Hypothetical protein (1)

DUF2431 domain protein (1);

© Hypothetical protein (1)

0 Hypothetical protein (2)

Hypothetical protein (1); DUF2431

© Gomain protein (1)

0 Uridine kinase (2)

0 Hypothetical protein (2)

0 Bromo adjacent-like domain protein (2)

0 Cytochrome P450 (2)

0 Cytochrome P450 (2)

0 Hypothetical protein (2)

0 Cytochrome P450 (2)

0 Boron transporter-like protein (2)

0 Hypothetical protein (2)
0 Hypothetical protein (2)

Deoxyuridine S-riphosphate
nucleotidohydrolase fa

Putative deoxyuridine

0

oxidoreductase activity [GO:0016491
molecular_function] (2); oxidation-
reduction process [GO:0055114
biological_process] (2)

microtubule binding [GO:0008017
molecular_function] (2); microtubule
motor activity [GO:0003777
molecular_function] (2); microtubule-
based movement [GO:0007018
biological_process] (2); ATP binding
[G0:0005524 molecular_function] (2)

sucrose metabolic process [GO:0005985
biological_process] (2); sucrose synthase
activity [GO:0016157
molecular_function] (2)

cytoplasm [GO:0005737
cellular_component] (2); ATP binding
[G0:0005524 molecular_function] (2);
positive regulation of superoxide
dismutase activity [GO:1901671
biological_process] (2); transition metal
fon binding [GO:0046914
molecular_function] (2); protein folding
157 biological_process] (2)
DNA binding [GO:0003677
molecular_function] (2); transcription
factor activity, sequence specific DNA
binding [GO:0003700
molecular_function] (2); regulation of
transcription, DNA-templated
[GO:0006355 biological_process] (2)

proteolysis [GO:0006508
biological_process] (2); serine-type
endopeptidase activity [GO:0004252
molecular_function] (2)

ADP binding [G0:0043531
molecular_function] (2)

transmembrane transport [GO:0035085
biological_process] (2); integral
component of membrane [GO:0016021
cellular_component] (2); caleium ion
transport [GO:0006816
biological_process] (1); calcium:proton
antiporter activity [GO:0015369
molecular f\mclmn] m
serine-type endopeptidase act
004252 moleciar mnmon] @
proteolysis [GO:0006508
biological process] (2)

kinase activity [GO:0016301
molecular_function] (2); metabolic
process [GO:0008152
biological_process] (2); ATP binding
[G0:0005524 molecular_function] (2);
uridine kinase activity [G
molecular_function] (1); nucleoside
metabolic process [GO:0009116
biological_process] (1); UMP salvage
[GO:0044206 biological_process] (1)

chromatin binding [GO:0003682
molecular_function] (2)

heme binding [GO:0020037
molecular_function] (2); ron ion binding
[G0:0005506 molecular_function] (2);
oxidation-reduction process
[GO:0055114 biological_process] (2);
oxidoreductase activity, acting on paired
donors, with incorporation or reduction
of molecular oxygen [GO:0016705
molecular_function] (2)

iron ion binding [GO:0005506
molecular_functi :
[GO:0020037 molecular_function] 12;
oxidation-reduction process
[GO:0055114 biological_process] (2);
oxidoreductase activity, acting on paired
donors, with incorporation or reduction
of molecular oxygen [GO:0016705
molecular_function] (2)

oxidoreductase activity, acting on paired
donors, with incorporation or reduction
of molecular oxygen [GO:0016705
molecular_function] (2); oxidation-
reduction process [GO:0055114
bmlobmal |_process] (2); heme binding
[G0:0020037 molecular_function] (2);
iron fon binding [GO:000550¢
molecular_function] (2)

anion transport [GO: ooosx 0
biological_process] (2); membrane
GO:0016020 cellular cmnpnnenl] @
inorganic anion exchanger activity
GO:0005452 molecular_function] (2);
integral component of membrane
[GO:0016021 cellular_component] (2)
metal ion binding [GO:0046872
molecular_function] (2); metal fon
transport [GO:0030001
biological_process] (2)

AUTP metabolic process [GO:0046080
biological_process] (2); hydrolase
activity [GO:0016787
molecular_function] (1); dUTP

0 V-type proton ATPase subunit ¢ (2)

activity [GO:0004170
molecular_function] (1)

plolmrllz\nspnr\lng Vrlypc ATPase, VO
main [GOX
ccuum \.ompom,m] (z) hydrogen ion
transmembrane transporter ac
[GO:0015078 molecular_function] (2);
ATP hydrolysis coupled proton transport
[GO:0015991 biological_process] (2)

E:Eg;‘:gi’:;“d'"g domain scaffold_1_mRNA_302.1
Kinesin motor domain, conserved site
[IPRO19821] (2): Kinesin motor domain
[IPRO01752] (2); NPKI-activating
kinesin-like protein, C-terminal
[IPRO21881] (2): P-loop containing
nucleoside triphosphate hydrolase
[IPRO27417] (2): Kinesin-like protein
[IPRO27640] (1)

Sucrose synthase, plant/cyanobacteria
[IPROI2820] (2); Glycosy! transferase,
family 1 [IPRO0I296] (2); Sucrose
synthase [IPRO0036S] (2)

Dnal homologue, ly C, member
28, conserved domain [IPRO18961] (1)

scaffold_1_mRNA_3013.1

scaffold_1_mRNA_3012.4

scaffold_1_mRNA_3011.1

Beta-grasp domain [IPROI12675] (1) scaffold_I_mRNA_3005.1

GroES chaperonin family [IPRO20818]
(2); GroES-like [IPRO11032] (2)
Chaperonin GroES, conserved site
[IPROI8369] (2); Chaperonin Cpn20
[IPRO17416] (2)

scaffold_1_mRNA_2995.1

DNA-binding domain [IPRO16177] (2);

APERF domain [IPR001471] (2) scaffold_1_mRNA_2994.1

scaflold_1_mRNA_297.1
PA domain [IPR003137] (2); Peptidase
$8/553 domain [IPR000209] (2);
Peptidase S8, subtilsin-related
[IPROI5500] (2): Peptidase S§
propeptide/proteinase inhibitor 19
[IPR010259] (1); Cucumisin-like
catalytic domain [IPR034197] (1):
Protease propeptides/proteinase inhibitor
19 [1PR009020] (1)

scaflold_1_mRNA_2967.1

scaffold_1_mRNA_296.1
scaffold_I_mRNA_2958.1

scaffold_I_mRNA_2957.1
scaffold_I_mRNA_295.1
NB-ARC [IPR002182] (2); P-loop
containing nucleoside triphosphate
hydmlase [IPR027417] (2); Leucine-rich scaffold_I_mRNA_2933.1
repeat domain, L domain-like
[IPR032675] (1)

Sodiumcalcium exchanger membrane
region [IPRO04837] (2); Amino acid
transporter, transmembrane domain
[IPRO13057] (2); Calcium/proton
exchanger CAX [IPRO04798] (1)

scaffold_1_mRNA_2926.1

Peptidase $§/$53 domain (IPR000209]
(2); Peptidase S8, subtilisin, Ser-active
site [IPRO23828] (2): Peptidase S8,
related [IPRO15500] (1)

scaffold_1_mRNA_2917.1

scaffold_1_mRNA_2911.1
ﬁ;c::on;sc};x;s]e(/;};anncchs:rplmsphmxse scaffold_1_mRNA_2909.1
Domain of unknown function DUF2431
[IPRO!‘?M&] (2); S-adenosyl-L-
nethionine-dependent methyliransferase
[lpkozsom] @
Domain of unknown function DUF2431
[IPRO19446] (2)
Domain of unknown function DUF2431
[IPRO19446] (2); S-adenosyl-L-
‘methionine-dependent methyltransferase
[IPR029063] (2)
P-loop containing nucleoside triphosphate
hydrolase [IPR027417] (2);
Phosphoribulokinase/uridine kinase
[IPRO0G083] (2); Uridine kinase-like
[IPR000T64] (2);
Phosphoribosyltransferase-like
[IPR029057] (2); Uridine kinase-like
protein, plant (IPR029930] (1);
Phosphoribosyltransferase domain
[IPRO00836] (1)

scaffold_I_mRNA_2907.1

scaffold_I_mRNA_2905.1

scaffold_1_mRNA_2904.1

scaffold_1_mRNA_2885.1

scaffold_I_mRNA_2808.1
Agenet domain, plant type [IPR014002]
(2); Agenet-like domain [IPR008395]
(2); Bromo adjacent homology (BAH)  scaffold_I_mRNA_2807.1
domain [IPR001025] (2); WLM domain
[IPROI3536] (2)

Cytochrome P450 [IPRO01128] (2) scaffold_I_mRNA_2800.1

Cytochrome P450 [IPRO01128] (2);
Cytochrome P450, E-class, group |
[IPR002401] (2)

scaffold_1_mRNA_2798.1

scaflold_1_mRNA_2796.1

Cytochrome P450, E-class, group |
[IPR002401] (2); Cytochrome P50,
conserved site [IPROI7972] (2);
Cytochrome P450 [IPRO0I128] (2)

scaflold_1_mRNA_2792.1

Bicarbonate transporter, eukal)'ollc
[IPR003020] (2): Bicarbonat
transporter, C-terminal [IPROI 15311 )

caffold_I_mRNA_278.1

scaffold_I_mRNA_2769.1

dUTPase-like [IPR029054] (2):
Deoxyuridine triphosphate

nmucleotidohydrolase [IPRO0S181] (1);
dUTPase, trimeric [IPR033704] (1);
Deoxyuridine triphosphate
nucleotidohydrolase/Deoxyeytidine
triphosphate deainase [IPROOS180] (1)

scaffold_I_mRNA_2767.1

ATPase, VO complex, subunit ¢1/¢2

PRO0ES] @ scaffold_I_mRNA_2739.1

C_unshiu_01113_mRNA_I1.1

C_unshiu_00341_mRNA_13.1

C_unshiu_00341_mRNA_123

00341_mRNA_11.1

C_unshiu_00341_mRNA_6.1

C_unshiu_00047_mRNA_91.1

iu_00047_mRNA_90.1

L 01113_mRNA 3.1

C_unshiu_00047_mRNA_62.1

C_unshiu_00047_mRNA_52.1

C_unshiu_00047_mRNA_S1.1
C_unshiu_01113_mRNA_S.1

00047_mRNA_27.1

C_unshiu_00047_mRNA_I8.1

C_unshiu_00047_mRNA_9.1

C_unshiu_01542_mRNA_6.1

C_unshiu_01542_mRNA_2.1

C_unshiu_00934_mRNA_I13.1

C_unshiu_00133_mRNA_65.1

C_unshi

01511_mRNA_15.1

C_unshiu_00681_mRNA_I3.1

1 01231_mRNA_L1

C_unshiu_00681_mRNA_21.1

C_unshiu_00554_mRNA_I8.1

C_unshiu_00554_mRNA_14.1

iu_00553_mRNA_17.1

ju_00554_mRNA_S.1

C_unshiu_01429_mRNA_S.1

01429_mRNA_7.1

C_unshiu_00103_mRNA_58.1
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GF0019838 1

GF0019836 1

GF0019834 1

GF0019831 1

GF0019830 1

GF0019828 1

GF0019827 1

GF0019826 1

GF0019824 1

GF0019823 1

GF0019822 1

GF0019821 1

GF0019820 1

GF0019819 1

GF0019818 1

GF0019817 1

GF0019815 1

GF0019814 1

GF0019813 1

GF0019812 1

GFO019811 1

GF0019810 1

GF0019809 1

GFO019808 1
GF0019807 1

GF0019806 1

GF0019805 1

GF0019804 1

GF0019803 1
GF0019801 1

GF0019800 1

GF0019799 1

Transcription ini
subunit 6 (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Calcium-dependent protein kinase 21 (2)

 Calcium-dependent protein kinase 21 (1); ph

© Caleium-dependent protin kinase 29 (1)

o Ankyrin repeat family protein, putative
2)

o Hypothetical protein (1); Calmodulin-
© gomain protein kinase 9 isoform 3 (1)

RING/U-box superfarily protein,
0 putative isoform 1 (1); RING-H2 finger
protein ATLIQ (1)

o Polyadenylate-binding protein RBP47C
© (1): Hypothetical protn (1)

0 Hypothetical protein (2)

0 Proteasome subunit beta type (2)

0 Cytochrome P450 716B1 (2)

Aminotransferase-like, plant mobile
domain family protein (1); C globular
stage, putative (1)

0 Hypothetical protein (2)

F-box/LRR-repeat protein At3g58900
(1); Hypothetical protein (1)

LRR receptor-like kinase family protein
0 (1); LRR receptor-like serine/threonine-

0 Hypothetical protein (2)

o Protein FARI-RELATED SEQUENCE §
@

0 Hypothetical protein (2)

0 Hypothetical protein (2)
FBD, F-box and leucine rich repeat
domain-containing protein (2)

0 Hypothetical protein (2)

0 Serine/threonine-protein kinase PBS1 (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)
Serine/threonine-protein phosphatase 6
o reulatory ankyrin repeat subunit A (1);
© Ankyrin repeat fanily protein, putative
[}

0 Ankyrin repeat protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)
0 Hypothetical protein (2)

0 Cation transport protein chaC (2)

0 Hypothetical protein (2)

protein heterodimerization activity
[GO:0046982 molecular_function] (2);
nucleus [GO:0005634
cellular_component] (2); binding
[GO:0005488 molecular_function] m
regulation of sequence-specific DN,
binding transcription factor xc(lvlly
[GO:0051090 biological J\mccss] (z )
DNA-templated transcription,
[GO:0006352 biological Jlo:ess] 42)

protein binding [GO:0005515
molecular_function] (1)

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

ATP binding [GO:0005524
molecular_function] (2); protein
phosphorylation [GO:0006468
biological_process] (2); protein kinase
activity [GO:0004672
molecular_function] (2); calcium ion
binding [GO:0005509
molecular_function] (1)

protein kinase activity [GO:0004672
molecular_function] (2); protein
osphorylation [GO:0006468
biological_process] (2); ATP binding
:0005524 molecular_function] (2);
calcium ion binding [G 509
molecular_function] (1)

protein binding [GO:0005515
molecular_function] (2); protein
phosphorylation [GO:0006468
biological_process] (2); protein kinase
activity [GO:0004672
molecular_function] (2); ATP bindi
[GO:0005524 molecular_function] (2)

calcium ion binding [GO:0005509
molecular_function] (2): ATP binding
[G0:0005524 molecular_function] (1);
protein kinase activity [GO:0004672
molecular_function] (1); protein
phosphorylation [GO:0006468
biological process] (1)

protein binding [GO:0005515
molecular_function] (2); zinc ion binding
[G0:0008270 molecular_function] (2)

nucleic acid binding [GO:0003676
molecular_function] (2); nucleotide
binding [GO:0000166
molecular_function] (1); ADP binding
[G0:0043531 molecular_function] (1)

threonine-type endopeptidase activity
GO:0004298 molecular_function] (2);
endopeptidase activity [GO:0004175
molecular_function] (2); proteasome core
complex [GO:0005839
cellular_component] (2); proteolysis
involved in cellular protein catabolic
process [GO:0051603
biological_process] (2)
oxidoreductase activity, acting on paired
donors, with incorporation or reduction
of molecular oxygen [GO:0016705
molecular_function] (2); oxidation-
reduction process [GO:0055114
biological_process] (2); iron ion binding
[GO:0005506 molecular_function] (2);
heme binding [GO:002003
molecular_function] (2); monooxygenase
activity [GO:0004497
molecular_function] (1)

protein binding [GO:0005515
molecular_fnction] (1)

protein binding [GO:0005515
molecular_function] (2)

regulation of transcription, DNA-
templated [GO:0006355
biological_process] (2); zinc ion binding
[G0:0008270 molecular_function] (2)

protein binding [GO:0005515
molecular_function] (2)

protein phosphorylation [GO:0006468
biological_process] (2); protein kinase
activity [GO:0004672

molecular_function] (2); ATP
[GO:0005524 molecular_function] m

protein binding [GO:0005515
molecular_function] (2)

protein binding [GO:0005515
molecular_function] (1)

glutathione catabolic process
[GO:0006751 biological_process] (1);
‘gamma-glutamylcyclotransferase acti
[G0:0003839 molecular_function] (1)

Armadillo-type fold [IPRO16024] (2);
TAF6, C-terminal HEAT repeat domain
[IPRO11442] (2); TATA box binding
protein associated factor (TAF)
[IPR004823] (2); Armadillo-like helical
[IPRO11989] (2); Histone-fold
[IPR009072] (2)

F-box domain [IPRO0IS10] (1); Leucine-
rich repeat domain, L domain-like
[IPRO32675] (1)

FHY3/FARI family [IPR031052] (1)
Serine/threonine-protein kinase, active
site [IPRO08271] (2); Protein kinase
domain [IPRO00719] (z), Protein kinase-

Kinase, ATP binding site [IPRO17441]
() B

Serine/threonine/dual specificity protein
Kinase, catalytic domain [IPR002290]
(1); EF-Hand 1, calciun-binding site
[IPRO18247] (1); EF-hand domain pair
[IPRO11992] (1)

Protein kinase-like domain IPROT1009]
(2); Protein kinase domain [IPR000719]
(2); EF-hand domain pair [IPR011992]
(1); EF-Hand 1, cal\:mm-bm
[IPRO18247] (1); EF-hand
[IPR002048] (1); Sclme/lhmm\me/dlml
specificity protein kinase, catalytic

domain [IPR002290] (1; Protein kinase,
TP binding site [IPRO17441] (1)
Protein kinase domain [IPR000719] (2);
Ankyrin repeat [IPR002110] (2); Protein
Kinase-like domain [IPRO11009] (2);
Serine/threonine-protein kinase, active
site [IPRO0S271] (2); Protein kinase,
ATP binding site [IPRO17441] (2); PGG
domain [IPR026961] (2); Ankyrin repeat-
containing domain [kaozosxx] (z;
Serine/threonine/dual speci
Kinase, catalytic domain [wmmzzso]
)

EF-Hand 1, calcium-binding site
[IPRO18247) (2); EF-hand domain
[IPR002048] (2); EF-hand domain pair
[IPRO11992] (2); Smnemmmm
protein kinase, active site [IPRO08271]
ay b:nn:/ﬂlreomne/dual specificity
protein kinase, catalytic domain
[IPR002290] (1); Protein kinase-like
domain [IPROT1009] (1; Protein kinase
domain [IPRO00719] (1)
Zine finger, RING-type [IPRO01841] (2);
Zinc finger, RING/FY VE/PHD-type
[IPROI3083] (2); RidA family
[IPRO0G60S6] (1); YjgF/YEROSTC/UK 114
family [IPRO06175] (1); RidA, conserved
site [IPRO19897] (1); Endoribonuclease:
L-PSP/chorismate mutase-like
[IPROI3813] (1)
RNA recognition motif domain
[IPR000504] (2); P-loop mmammg
nucleoside triphosphate hydrolas
[IPR027417] (1); Nucleotide- bmdm
alpha-beta plait domain [IPRO12677] (1);
NB-ARC [IPR002182] (1)

Proteasome beta-type subunit, conserved
site [IPRO16050] (2): Proteasome B-type
subunit [IPR023333] (2); Peptidase TIA,
proteasome beta-subunit [IPR000243]
(2); Nucleophile aminohydrolases, N~
terminal [IPR02905] (2); Proteasome,
subunit alphabeta [IPR001353] (2)

Cytochrome P450, B-class [IPR002397)

2); Cytochrome P450, conserved site
[IPRO17972] (2); Cytochrome P450
[IPRO01128] (2)

Aminotransferase-like, plant mobile
domain [IPRO19557] (2); Protein of
nown function DUF716 (TMEM45)
[IPR006904] (2)
Leucine-rich repeat domain, L domain-
like [IPRO32675] (1)
Leucine-rich repeat domain, L domain-
like [IPR032675] (2); F-box domain
[IPRO0IS10] (1)
Leucine-rich repeat-containing N-
terminal, plant-type [IPRO13210] (2);
Leucine-rich repeat [IPR01611] (2);
Leucine-rich repeat, typical subtype
[IPR003591] (2); Leucine-rich repeat
domain, L domain-like [IPR032675] (2)

FARI DNA binding domain
[IPR004330] (2): FHY3/FAR I family
[IPRO31052] (2); Zine finger, SWIM-
type [IPR00T527) (2); MULE
transposase domain [IPRO18289] (2)

Aminotransferase-like, plant mobile
domain [IPRO19557] (2); Protein of
unknown function DUF716 (TMEM45)
[IPR006904] (2)

Leucine-rich repeat 2 [IPRO13101] (2);
F-box domain [IPRO01S10] (2); Leucine-
rich repeat domain, L domain-like
[IPR032675] (2); FBD domain
[IPRO06566] (1)

Serine/threonine-protein kinase, active
site [IPRO0S271] (2); Protein kinase,
ATP binding site [IPRO17441] (2);
Protein kinase-like domain [IPRO11009]
(2): Protein kinase domain [IPR000719]
(2); Concanavalin A-like lectin/glucanase
domain [IPRO13320] (1)

Protein of unknown function DUF4666
[IPRO31421] (2)

Ankyrin repeat-containing domain
[IPR020683] (2); Ankyrin repeat
[IPR002110] (2)

PGG domain [IPR026961] (2); Ankyrin
repeat-containing domain [IPR020683]
m Ankyrin repeat [IPR002110] (1)

rotein of unknown function DUFA666
[IPROK 14211 2)

Gamma-glutamyl cyclotransferase-like
[IPRO13024] (1); Glutathione-specific
‘gamma-glutamyleyclotransferase
[IPR00G840] (1); ChaC-like protein
[IPR006840] (1); Butirosin biosynthesis,
BuG-like [IPR013024] (1)

scaffold_I_mRNA_2737.1

scaffold_1_mRNA_2710.1

scaffold_1_mRNA_2690.1

scaffold_1_mRNA_2654.1

scaffold_I_mRNA_2649.1

scaffold_I_mRNA_2635.1

scaffold_I_mRNA_2631.1

scaffold_I_mRNA_2627.1

scaffold_I_mRNA_2611.1

scaffold_I_mRNA_260.1

scaffold_1_mRNA_26.1

scaffold_I_mRNA_2595.1

scaffold_1_mRNA_2584.1

scaffold_1_mRNA_2578.1

scaffold_1_mRNA_2577.1

scaffold_1_mRNA_2573.1

scaffold_1_mRNA_2571.1

scaffold_1_mRNA_2566.1

scaffold_I_mRNA_2562.1

scaffold_I_mRNA_2558.1

scaffold_1_mRNA_2554.1

scaffold_I_mRNA_2551.1

scaffold_1_mRNA_2550.1

scaffold_1_mRNA_255.1
scaffold_I_mRNA_2547.1

scaffold_I_mRNA_2541.1

scaffold_I_mRNA_2540.1

scaffold_I_mRNA_254.1

scaffold_I_mRNA_2519.1
scaffold_I_mRNA_2500.1

scaflold_1_mRNA 25.2

scaflold_1_mRNA_2499.1

00103_mRNA_56.1

C_unshiu_00103_mRNA_26.1

00062_mRNA_1.1

C_unshiu_02583_mRNA_I.1

C_unshiu_00277_mRNA_8.1

01352_mRNA_L1

00595_mRNA_9.1

C_unshiu_00017_mRNA_22.1

C_unshiu_00017_mRNA_30.1

C_unshiu_00017_mRNA_31.1

C_unshiu_02856_mRNA_2.1

C_unshiu_02856_mRNA_3.1

01265 mRNA_7.1

C_unshi

01265_mRNA_2.1

C_unshiu_03061_mRNA_L.1

C_unshiu_02130_mRNA_1.1

C_unshiu_00036_mRNA_S1.1

C_unshiu_00036_mRNA_52.1

C_unshiu_00749_mRNA_12.1

C_unshi

00576_mRNA_I5.1

C_unshiu_02076_mRNA_3.1

C_unshiu_02122_mRNA_L.1

C_unshiu_00749_mRNA_I1.1

00142_mRNA_8.1
00157_mRNA_2.1

00003 mRNA_137.2

C_unshi

00157_mRNA_7.1
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Numin C_unshiu
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GO

TnterPro

Members in P.trifoliata

GF0019798 1

GF0019797 1

GF0019796 1

GF0019795 1

GF0019793 1

GF0019792 1

GF0019791 1

GF0019790 1

GF0019788 1

GF0019786 1

GF0019785 1

GFO019784 1

GF0019781 1

GF0019780 1
GF0019779 1

GF0019778 1

GF0019777 1

GF0019776 1

GF0019775 1

GF0019774 1

GF0019772 1

GF0019771 1
GF0019770 1

GF0019769 1
GF0019768 1

GF0019767 1

GF0019766 1
GF0019765 1

GF0019764 1

GF0019763 1

GF0019762 1

GF0019761 1

GF0019758 1

GF0019756 1

E3 ubiquitin-protein ligase RBBP6 (1);
Hypothetical protein (1)

isease resistance family protein / LRR

© family protein, putative (2)

Disease resistance family protein / LRR

© fumily protein, putative (2)

0 Hypothetical protein (2)

Lambda class glutathione S-transferase
(1); Glutathione S-transferase L3 (1)

0 Non-race specific disease resistance 1 (2)

0 ABC transporter B family member 15 (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)

Terpenoid synthase (1); Delta-cadinene

© synthase isozyme A (1)

0 Hypothetical protein (2)

Delta-cadinene synthase isozyme XC14
0 (1); (+)-delta-cadinene synthase isozyme

0 Sesquiterpene synthase (2)

0 Hypothetical protein (2)
0 Hypothetical protein (2)

0 Sesquiterpene synthase (2)

0 Hypothetical protein (2)
0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)

Hypothetical protein (1); FAR1 DNA-

© binding domain protein (1)

0 Hypothetical protein (2)
0 Hypothetical protein (2)

0 Monosacharide transport protein (2)
0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)
0 Hypothetical protein (2)

 Costeine-rich RLK (Receptor-ike kinase)
protein (2)

0 Hypothetical protein (2)

0'S-locus lectin kinase family protein (2)

Cysteine-rich RLK (Receptor-like kinase)
protein (2)

S-locus lectin protein kinase family
0 protein, putative (1); Hypothetical protein
m

0'S-locus lectin kinase family protein (2)

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

protein binding [GO:0005515
molecular_function] (2)

protein binding [GO:0005515
molecular_function] (2)

protein binding [GO:0005515
molecular_function] (1)

transport [GO:0006810
biological_process] (2); integral
component of membrane [GO: omeozl
cellular_component] (2);
[GO:0016887 molecular. mncnon] \2\
ATP binding [GO:0005524
molecular_function] (2); transmembrane
transport [GO:0055085
biological_process] (2); ATPase activity.

Zinc finger, CCHC-type [IPRO0IS7S]
(1); Retrotransposon gag domain
[IPRO0S162] (1)

Leucine-rich repeat [IPRO01611] (2);
Leucine-rich repeat domain, L domain-
like [IPRO32675] (2)

Leucine-rich repeat, typical subtype
[IPR003591] (2); Leucine-rich repeat
domain, L domain-like [IPR032675] (2);
Leucine-rich repeat [IPROM m 1 ] @
Leucine-rich repeat-containi

terminal, plant-type [lpkmszm] @

Glutathione S-transferase, C-terminal-like
[IPRO10987] (2); Ubiquitin domain
[IPR000626] (1); Ubiquitin-related
domain [IPR029071] (1; Ubiquitin
[IPRO19956] (1)

ABC transporter, conserved s
[IPRO17871] (2); P-loop containing
nuclenslde triphosphate !ndmlase
[IPRO27417] (2): AAA+ ATPase domain
[IPROO};O}] (2); ABC transporter-like
[IPR003439] (2); ABC transporter type
1, transmembrane domain [IPRO11527]

coupled to transmembrane movement of (2)

substances [GO:0042626
molecular_function] (2)

drug transmembrane transporter activity
[GO:0015238 molecular_function] (2);
antiporter activity [GO 0015297
molecular_function] (2); membrane
GO:00160: ommm cmnpnnenl] @)
drug transmembras

[GO:0006855 bvo\ngvcsl Apmca,ss] e
transmembrane transport [GO:0055085
biological_process] (2)

Iyase activity [GO:0016829
molecular_function] (2); terpene synthase
activity [GO:0010333
molecular_function] (2); magnesium ion
binding [GO:0000287
molecular_function] (2)

Iyase activity [GO:0016829
molecular_function] (2); terpene synthase
activity [GO:0010333
molecular_function] (2); metabolic
process [GO:0008152

biological process] (2)

magnesium ion binding [GO:0000287
molecular_function] (2); terpene synthase
activity [GO:0010333
molecular_function] (2); lyase activity
[GO:0016829 molecular_function] (2);
metabolic process [GO:0008152
biological_process] (2)

DNA binding [GO:0003677
molecular_function] (1)

metabolic process [GO:0008152
biological_process] (2); terpene synthase
activity [GO:0010333
molecular_function] (2); lyase activity
[GO:0016829 molecular_function] (2);
magnesium ion binding [GO:0000287
molecular_function] (2)

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

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

zine ion binding [GO:0008270
molecular_function] (2); regulation of
transcription, DNA-templated
[GO:0006355 biological_process] (2)

ATP binding [GO:0005524
molecular_function] (2); protein kinase
activity [GO:0004672
molecular_function] (2); protein
phosphorylation [GO:0006468
biological_process] (2)

ATP binding [GO:0005524
molecular_function] (2); prolem
phosphorylation [GO:0006468
biological_process] (2); pm(em
serine/threonine kinase activity
[GO:0004674 molecular_function] (2);
protein kinase activity [G
molecular_function] (2)

recognition of pollen [GO:0048544
biological_process] (2)

ATP binding [GO:0005524
molecular_function] (2); protein
phosphorylation [GO:0006468
biological_process] (2); protein kinase
activity [GO:0004672
molecular_function] (2)

recognition of pollen [GO:0048544
biological process] (2); protein binding
[GO:0005515 molecular_function] 12;
protein phosphorylation [GO:00064
biological | pmcw] u) protein kmm
activity [GO:000467

molzuulnr)\mclmn] u ); ATP binding
GO:0005524 molecular_function] (1);
protein tyrosine kinase activity
[GO:0004713 molecular_function] (1)

Multi antimicrobial extrusion protein
[IPR002528] (2)

Ataxin-2, C-terminal [IPRO09SIS] (2)

Tsoprenoid synthase domain [IPR008949]
(2); Terpene synthase, metal-binding
domain [IPR00S630] (2)

Terpenoid cyclases/protein
prenyliransferase alpha-alpha toroid
[IPRO0S930] (2): Terpene synthase, N-
terminal domain [IPR001906] (2)

Terpenoid cyclases/protein
prenyliransferase alpha-alpha toroid
IPRO08930] (2); Terpene synthase, N-
terminal domain [IPR001906] (2):
Terpene synthase, metal-binding domain
[IPRO0S630] (2): Isoprenoid synthase
domain [IPRO0S949] (2)

Myb-like domain [IPRO17877] (2);
Homeodomain-like [IPR009057] (1)

Tsoprenoid synthase domain [IPR008949]
(2); Terpene synthase, metal-binding
domain [IPRO0S630] (2); Terpene
synthase, N-terminal domain
[IPRO01906] (2); Terpenoid
cyclases/protein prenyltransferase alpha-
alpha toroid [IPRO0S930] (2)

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

Endonuclease/exonuclease/phosphatase
[IPRO0S135] (2); Ribonuclease H-like
domain [IPRO12337] (1)

Zine finger, SWIM-type [IPR007527]
(2); FHY3/FARI family [IPR031052]
(2); FARI DNA binding domain
[IPR004330] (2)

Retrotransposon gag domain
[IPRO05162] (2)

Protein kinase-like domain [IPRO11009]
(2); Protein kinase domain [IPR000T19]
(2): Serine-threonine/tyrosine-protein
kinase catalytic domain [IPR001245] (1);
Serine-threonine/tyrosine-protein kinase,
catalytic domain [IPR001245] (1)
Serine/threonine-protein kinase, active
site [IPRO0S271] (1)

S-locus receptor kinase, C-terminal
[IPRO21520] (2); Serinethreonine-
protein kinase, active site [IPR00S271]
(2): Protein kinase, ATP binding site
[IPRO17441] (2); Protein kinase-like
domain [IPRO11009] (2); Protein kinase
domain [IPR000719] (2); Serine-
threoninetyrosine-protein kinase
catalytic domain [IPR001245] (1);
Serine/threonine/dual specificity protein
Kinase, catalytic domain [IPR002290]
(1; Serine-threonine/tyrosine-protein
Kinase, catalytic domain [IPR001245]
(1); Concanavalin A-like lectin/glucanase
domain [IPRO13320] (1)
Retrotransposon gag domain
[IPRO05162] (2)

Bulb-type lectin domain [IPR001480]
(2); PAN/Apple domain [IPR003609]
(2); S-locus glycoprotein domain
[IPRO008S] (2): Protein kinase-like
domain [IPROT1009] (1)
Serine/threonine-protein kinase, active
site [IPRO0S271] (2); Protein kinase
domain [IPR000719] (2); Protein kinase-
like domain IPROT1009] (2); Serine-
threoninetyrosine-protein kinase,
catalytic domain [IPR001245] (1)
Serine/threonine/dual specificity protein
Kinase, catalytic domain [IPR002290]
(1; Serine-threoninetyrosine-protein
Kinase catalytic domain [IPR001245] (1)

Bulb-type lectin domain [IPR001480] (2)

Protein kinase-like domain [IPRO11009]
(2); Bulb-type lectin domain
[IPR001480] (27 PAN Apple dom in
IPRO03609] (2 i
[IPR000742] (z) s lo:us glycnpmlem
domain [IPROOOSSS] (2); Tyrosine-
protein kinase, catalytic domain
[IPR020635] (1); Protein kinase domain
[IPRO00719] (1); Serine-
threoninetyrosine-protein kinase,
catalytic domain [IPR001245] (1)

scaffold_I_mRNA_2498.1

scaffold_1_mRNA_2494.1

scaffold_1_mRNA_2492.1

scaffold_1_mRNA_2490.1

scaffold_1_mRNA_2473.1

scaffold_I_mRNA_2471.1

scaffold_1_mRNA_2470.1

scaffold_I_mRNA_2464.1

scaffold_1_mRNA_2447.1

scaffold_I_mRNA_2439.1

scaffold_I_mRNA_2436.1

scaffold_I_mRNA_2419.1

scaffold_1_mRNA_2409.1

scaffold_1_mRNA_24.1
scaffold_I_mRNA_2396.1

scaffold_1_mRNA_2395.1

scaffold_1_mRNA_2393.1

scaffold_I_mRNA_2392.1

scaffold_1_mRNA_2389.1

scaffold_I_mRNA_2381.1

scaffold_I_mRNA_2371.1

scaffold_I_mRNA_2358.1
scaffold_I_mRNA_2353.1

scaffold_1_mRNA_2351.1
scaffold_I_mRNA_2350.1

scaffold_1_mRNA_2345.1

scaffold_1_mRNA_2344.1
scaffold_I_mRNA_2343.1

scaffold_1_mRNA_2342.1

scaffold_1_mRNA_2340.1

scaffold_I_mRNA_2338.1

scaffold_1_mRNA_2332.1

scaffold_1_mRNA_2308.1

scaffold_1_mRNA_2289.1

C_unshiu_00487_mRNA_23.1

iu_00487_mRNA 211

C_unshiu_00487_mRNA_19.1

C_unshiu_00395_mRNA_15.1

C_unshiu_00395_mRNA_I3.1

00395_mRNA_12.1

00395_mRNA_6.1

C_unshiu_00626_mRNA_13.1

C_unshiu_01516_mRNA_L.1

C_unshiu_01516_mRNA_6.1

C_unshiu_01090_mRNA_S.1

C_unshiu_01090_mRNA_13.1

C_unshiu_00003_mRNA_136.1

C_unshiu_00743_mRNA_10.1

C_unshiu_01083_mRNA_6.1

C_unshiu_02083_mRNA_4.1

C_unshiu_00174_mRNA_S.1

C_unshiu_00132_mRNA_I7.1

C_unshiu_01256_mRNA_L.1

C_unshiu_02834_mRNA_2.1

C_uns

02834_mRNA 5.1

C_unshiu_02834_mRNA_6.1

C_unshi

00462_mRNA_14.1

C_unshiu_00210_mRNA_29.1

| 00386_mRNA _23.1

C_unshiu_00210_mRNA_28.1
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Protein kinase domain [IPR000719] (2);
Protein kinase-like domain [IPRO11009]
(2): S-locus glycoprotein domain
. G 1PRO0OSSS] (2); Serine/threonine-
protein kinase activity [GO:0004672 [[Jmlem kums]e, active site [IPRO0S271]
molecular_function] (2); recognition of
pollen [GO:0048544 biological_process] (2 Bulb-type lectin domain .
GF0019755 1 1  Grtype lectin S-receptor-lke (2): protein phosphorylation [IPROOT4S0] (2); PAN/Apple domain (. vo1 | mrNA_2284.1 C_unshiu_00210_mRNA_34.1
© Serinethreonine-protein kinase (2) ) [IPRO03609] (2):; Serine- 1 mIRA - -mRNA.
[GO:0006468 biolocical_process] @ conineyrosine-proten kinase,
f:‘;:; x;ﬁ'“;n[gﬁﬁo:’;)m catalytic domain [IPR001245] (1)
- Serinethreonine/dual specifiity prot
kinase, catalytic domain [II’RUOZZ%]
(1): Serine-threonineltyrosine-profein
kinase catalytic domain [IPR001245] (1)
Retrotransposon gag domain
Refrotransposon protein, putative, 1PRO0S162] (2); Refroviral aspartyl .
GF0019754 1 1 ““dmmsz > P P E’mmc [W}{m ) As; n"'c’ scaffold_1_mRNA_2283.1 C_unshiu_00210_ mRNA_35.1
peptidase domain [IPRO21109] (1)
PAN/Apple domain [IPR003609] (2);
Bulb-type lectin domain [IPR001480]
(2): Serine/threonine-protein kinase,
active site [IPR00S271] (2); S-locus
ATP binding [GO:0005524 elycoprotein domain [IPRO00SSS] (2);
molecular_function] (2); protein kinase  Protein kinase-like domain [IPRO11009]
activity [GO:0004672 (2): Protein kinase domain [IPR000719]
Gotgpe et S recepior ke molecular_function] (2): recogition of  (2); Serine-threonine/tyrosine-proiein
GFO019751 1 1 0 ¢ pollen [GO:0048544 biological_process] kinase catalytic domain [IPR00I245] (1); scaffold_1_mRNA_2270.1 C_unshiu_01771_mRNA 4.1
serine/threonine-protein kinase (2)
(2): protein kinase,
[GO:0006468 biological_process] (2);  catalytic domain [IPRO01245] (1)
protein Kinase activity specificity protein
[GO:0004674 molecular_function] (1) Kinase, catalytic. domain [IPR002290]
(1): S-receptor-like serine/threonine-
protein kinase [IPR024171] (1);
Concanavalin A-like lectin/glucanase
domain [IPRO13320] (1)
Hypothetical protein (1); RNA-directed Reverse transeriptase dormain
GFO019749 1 1 0 DNA polymerase (Reverse transcriptase), scaffold_I_mRNA_2267.1 C_unshiu_00274_mRNA_33.1
[IPRO004T7] (1)
Ribonuclease H (1)
GF0019748 1 1 0 Hypothetical protein (2) scaffold_1_mRNA_2262.1 C_unshiu_00274_mRNA 29.1
EF-hand domain [IPR002048] (2); EF-
§ y Hand 1, calcium-binding site
GF0019746 1 1 0 Hypothetical protein (2) "':;T:‘;a‘:’"ﬁ:“'c‘:‘;‘:][“z’:’ 0003509 [IPROI8247) (2); EF-hand domain pair ~ scaffold_|_mRNA_2248.1 C_unshiu_00274_mRNA_I8.1
- [IPRO11992] (2); Protein kinase-like
domain [IPRO11009] (1)
GFO019745 1 1 0 Hypothetical protein (2) scaffold_1_mRNA_2247.1 00274_mRNA_17.1
Zine knuekle CX2CX4HXAC
GFO019744 1 1 0 Hypothetical protein (2) [IPRO25836] (2): Domain of unknown  scaflold_I_mRNA_2245.1 00274_mRNA_14.1
function DUF4283 [IPRO25558] (2)
GF0019743 1 1 0 Hypothetical protein (2) scaffold_1_mRNA_2240.1 00274 mRNA 9.1
GF0019742 1 1 0 Hypothetical protein (2) E;;{”&;L;’:;‘]’f;;““ domain scaffold_1_mRNA_2236.1 00274_mRNA_6.1
GFO019741 1 1 0 Hypothetical protein (2) scaffold_I_mRNA_2235.1 {_mRNA_
GF0019740 1 1 0 Hypothetical protein (2) scaffold_1_mRNA_2234.1 00274_mRNA 4.1
nucleic acid binding [GO:0003676 Ribonuclese H domin (PRO02S6) 2
Non-LTR retroclement reverse molecular_function] (2): RNA-DNA  Ribonuclease Helike dom:
GFO019739 ! ! transcriptase-like protein (2) hybrid ri Sm\cssc] x(cl)n ity [IPROI2337] (2; Rmm Amnscnpmsc scaffold_|_mRNA_2230.1 C_unshin_00369_mRNA_M.1
[GO:0004523 molecular_function] (2)  zinc-binding domain [IPR026960] (2)
S-locus glycoprotein domain
recognition of pollen [GO:0048544  [IPRO0DSSS] (2); Bulb-type lectin
biological_process] (2): ATP binding  domain [IPRO01480] (2); Serine-
S-locus lecti kvmsc family protein,  [GO:0005524 molecular_function] (1);  threonine/tyrosine-protein kinase,
GFO019738 1 1 0 putat us lectin protein kinase protein kinase activity [GO:0004672  catalytic domain [IPR001245] (1); scaffold_I_mRNA_2229.1 iu_00369_mRNA_42.1
familyproten soforn 4 (1) molecular_funcion] (1); profein Serine/threonine-protein kinase, active
phosphorylation [GO:0006468 site [IPRO0S271] (1); Protein kinase.
biological_process] (1) domain [IPRO00T19] (1; Protein kinase-
Tike domain IPR011009] (1)
GFO019737 1 1 0 Hypothetical protein (2) scaffold_I_mRNA_2194.1
FBD domain [IPRO0GS6] (2); Leucine-
 Hypothetical protein (1); FBD-associated protein binding [GO:0005515 ch e ain, L domain-like
GFO019735 ! ! F{)';x plolempAMglO‘wO m f‘noleculaLM\bcv[lon] m [lpkozpzems] (2); F-box domain scaffold_1_mRNA_2178.1 C_unshiu_00137_mRNA_39.1
[IPROOIS10] (1)
nucleic acid binding GO 0003676 Ribonuclease Hlike don
GF0019734 1 1 0 Hypothetical protein (2) molecular_function] (2 NA pRo12337) () Ribonuclease H domain scaffold_1_mRNA _2170.1 C_unshiu_00137_mRNA_48.1
hybrid ribonuclease activit 1PRO02156) )
GO:0004523 molecular funcuon] @
GF0019733 1 1 0 Hypothetical protein (2) scaffold_1_mRNA_2157.1
GFO019731 1 1 0 Hypothetical protein (2) ::fll:c'il:fi‘:.“l:"::";"g] {(‘;)o 0003676 ﬁ:’:g‘:;ﬁ’;]’ (*"7"“ domain scaffold_1_mRNA _2152.1
F-box and associated interaction F-box domain [IPRO01S10] (2);
GF0019730 1 1 0 domains-containing protein (1); protein binding [GO:0005515 WD40YVTN [r:peal—hkc—v]:nnmmmg scaffold_1_mRNA _2150.1
Hypothetical protein (1) molecular_function] (2) domain [IPRO15943] (1)
o Hypothetical protein (1); Ubiguitin rotein binding [GO:0005515 TRAF-like [IPRO0S974] (2);
GFO019729 ! ! csyr';(uxy\ u,m?ms! h)‘(ln)lay, |q 2(1) &ulccularﬁfungct[mn] @ MATH; TRA[\F domain [%PR)()OZUR.K] () Seaffold_I_mRNA 2119.1
GF0019728 1 1 0 Hypothetical protein (2) scaffold_1_mRNA_2102.1
GF0019727 1 1 0 Hypothetical protein (2) scaffold_1_mRNA_2096.1
GFO019726 1 1 0 Hypothetical protein (2) scaffold_I_mRNA_2093.1
GFO019725 1 1 0 Hypothetical protein (2) scaffold_I_mRNA_2087.1
. DNase I superfumily protein, putative Endonuclease/exonuclease/phosphatase N
GF0019724 1 1 o0 Hypu““;“cﬂl pr):ﬂ':r ) P [PRODSTS] (1) phosp scaffold_1_mRNA_2084.1
protein binding [GO:0005515 Zine finger, RING-type [IPR00IS41] (2);
GFO019723 1 1 0 Hypothetical protein (2) molecular_fnction] (2); zinc ion binding Zine finger, RING/FY VE/PHD-type  scaffold_I_mRNA_2059.1
GO:0008270 molecular_function] (2)  [IPROI3083] (2)
GF0019722 1 1 0 Hypothetical protein (2) scaffold_1_mRNA_2058.1 L 00044 mRNA 21.1
GF0019721 1 1 0 Hypothetical protein (2) kﬁ?{’l‘&ﬁggggﬁz‘)jomm L domain- ol 1_mRNA 2052.1 00044_mRNA 26.1
GFO019720 1 1 0 Hypothetical protein (2) scaffold_I_mRNA_2049.1 00044_mRNA_28.1
NB-ARC [IPRO02182] (2); AAA+
ATPase domain (IPR003593] (2); P-loop
containing nucleoside triphosy
GF0019719 1 1 0 Hypothetical protein (2) ADP binding [GO:0043531 hydrola :eg[wmm 7 (g) chncmmch scaffold_1_mRNA_2048.1 C_unshiu_00044_mRNA _30.1
molecular_function] (2) 0
repeat domain, L domain-like
[IPRO32675] (2); Winged helix-turn-helix
DNA-binding domain [IPRO11991] (1)
Protein kinase-like domain [IPRO11009]
ATP binding [GO:0005524 (2): Protein kinase domain [IPR000719]
molecular_function] (2); protein (2): Serine/threonine-protein kinase,
. in kinase isoform 2 0:0006468 active site [IPR008271] (2); Protein N
Groo19717 ! ! o biological JNCCLS] (2); protein kinase  kinase, AT[P binding sn]e [IPRO17441)  SCATTOId_1LmRNA_2038.1
activity [GO:0004672 (2): Serine/threonine/dual specificity
molecular_function] (2) protein kinase, catalytic domain
[IPR002290] (1)
Legume lectin domain [IPR001220] (2);
Concanavalin A-like lectin/glucanase
GF0019716 1 1 0 Legume lectin family protein (2) f:;:’;:’;::“;:c’:::;g( [()30 0030246 domain [IPRO13320] (2); Lectin scaffold_I_mRNA_2037.1 C_unshiu_00044_mRNA_48.1
[IPRO16363] (1; Legume lectin
[IPRO16363] (1)
GFO019715 1 1 0 Early nodulin-like protein 2 (2) i:?:::’::.i:;:;:;\z) (GO:0009055 ::;‘;"“’:'::;‘[;'; '::’f:;@éé;z @) STLmRNA 20221 C_unshiu_00044_mRNA_62.1
GFO019711 1 1 0 Hypothetical protein (2) scaffold_I_mRNA_2010.1 C_unshiu_00247_mRNA_35.1
GFO019710 1 1 0 Hypothetical protein (2) scaffold_I_mRNA_1995.1 '
GF0019708 1 1 0 Hypothetical protein (2) scaffold_1_mRNA_1986.1
GFO019707 1 1 0 Hypothetical protein (2) scaffold_1_mRNA_1985.1
GF0019706 1 1 0 Hypothetical protcin (2) ﬁifﬁi'éffiﬁi'%ﬁ???“ ?“ma'“‘ L domain(coffold_1_mRNA_1984.1
GF0019704 1 1 0 Hypothetical protein (2) scaffold_1_mRNA_1970.1 C_unshiu_00035_mRNA_75.1
membrane [GO:0016020 veos .
cellular_component] (2); hydrolase ﬁg;gT‘7";5‘;3]"’(;2'“"]";:{5:;':’;‘:‘?{‘7'“6
GF0019703 1 1 o Glycoside hydrolase family 79 amino- - activity, acting on glycosyl bonds family 79 [IPRO05199] (2); Glycoside  scaffold_1|_mRNA_197.1 C_unshiu_0000S_mRNA _97.1
© terminal domain protein (2) [GO:0016798 m)ln,cular funcuon] @ | Crolase, catalyti d
wdrolase, catalytic domain [IPRO13781]
carbohydrate metabolic o
160:000597 bioogical proces] (1)
P-loop containing nucleoside triphosphate
. o NBS-LRR class resistance protein Fyl-  ADP binding [GO:0043531 hydrolase [IPR027417] (2); NB-ARC .
GF0019702 1 1 o1 @ L 4 molecula ﬁ‘f“[mo"] @ [lypkouzl 3[2] o ng]e @ helix sam el SCAT0Id_1_MRNA_1968.1 C_unshiu_00035_mRNA_77.1
DNA-binding domain [IPRO11991] (1)
NB-ARC [IPR002182] (2); P-loop
y containing nucleoside triphosphate
GF0019701 1 1 0 Putative disease resistance protein (2) fo’mla' ﬁ‘f“[gl‘;:]"z’:s“ hydrolase [IPR027417) (2); Winged  scaffold_I_mRNA_1967.1 C_unshiu_00035_mRNA_78.1
- helix-turn-helix DNA-binding domain
[IPRO11991] (1)
GF0019700 1 1 0 Hypothetical protcin (2) Leucine-rich repeat domain, L domain- o1y | mRNA_1964.1
like (IPR032675] (1) I mIRA
GFO019699 1 1 0 Hypothetical protein (2) scaffold_I_mRNA_1958.1
GF0019698 1 1 0 Hypothetical protein (2) scaffold_1_mRNA_1956.1
GF0019697 1 1 0 Hypothetical protein (2) scaffold_1_mRNA_1955.1
GF0019696 1 1 0 Hypothetical protein (2) ;’::3:':2‘5’;;‘:’;7’5“" Pua/En/Spm, plant 014 1_mRNA_1949.1
GF0019695 1 1 0 Hypothetical protein (2) scaffold_1_mRNA_1936.1 00452_mRNA 3.1
GF0019694 1 1 0 Hypothetical protein (2) ::i:”[’]';fR:g;;';ﬁ‘Z;h’m'" L domain- . fold_1_mRNA_1931.1 00452_mRNA_12.1
GFO019693 1 1 0 Hypothetical protein (2) scaffold_I_mRNA_1929.1 C_unshiu_00452_mRNA_14.1
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"ADP binding [GO:0043531 P-loop containing nucleoside triphosphate
molecular_function] (2): nucleic acid  hydrolase [IPR027417] (2); NB-ARC
GFO019692 1 1 0 Hypothetical protein (2) binding [GO:0003676 [IPRO02182] (2); Integrase, catalytic core scaffold_I_mRNA_1926.1 C_unshiu_00452_mRNA_17.1
molecular_function] (1): DNA infegration [IPR001584] (1); Ribonuclease Holike
[GO:0015074 biological process] (1) domain [IPRO12337] (1)
GF0019691 1 1 0 Hypothetical protein (2) scaffold_1_mRNA_1925.1 u_00452_mRNA_I8.1
Harbinger transposase-derived nuclease
GF0019690 1 1 0 Hypothetical protein (2) o LIPRO2I806) () scaffold_1_mRNA_1917.1 C_unshiu_00452_mRNA_23.1
LOG family [IPR031100] (2); Cytokinin
. Cytokinin riboside 5'monophosphate iboside S-monophosphate } .
GFO019689 1 1 O piosphoribobydroless () Dhosphoribohydrolier LOG (1PR005269] 4TI mRNA_1914.1 C_unshiu_00452_mRNA_25.1
@
GFO019688 1 1 0 Hypothetical protein (2) scaffold_I_mRNA_I91.1 C_unshiu_00852_mRNA_I3.1
regulation of ranseription, DNA-
templated [GO:0006355
biological_process] (2); NAC domain IPRO0341) 0
GFO019687 1 1 0NO APICAL MERISTEM (2) ferase activity, alcohol kinase, PIKB, scaffold_I_mRNA_1909.1 C_unshiu_00282_mRNA_2.1
‘group as acceplor [GO:0016773 ot e [IPR002173] 2)
molecular_function] (2); DNA binding
[GO:0003677 molecular_function) (2)
GFO019686 1 1 0 Hypothetical protein (2) scaffold_1_mRNA_1906.1
GFO019684 1 1 0 Hypotheical protein (2) scaffold_I_mRNA_1894.1
GFO019683 1 1 0 Hypothetical protein (2) scaffold_I_mRNA_I885.1
GF0019682 1 1 0 Hypothetical protein (2) scaffold_I_mRNA_I877.1
GF0019680 1 1 0 Hypothetical protein (2) scaffold_1_mRNA_1856.1
‘Trichome birefringence-like family
[IPR029962] (2): PMRS N-terminal
GF0019679 1 1 0 Hypothetical protein (2) omal [IPR029546) (. PC.Faterase SOOI mRNA_1836.1
[IPRO26057] 2)
PC-Esterase [IPRO26057] (2): Trichome
d clatase (2 . unshi mi
GF0019678 1 1 0 Ferrochelatase (2) irenaence ke il (1PR020963 (2 S4T0d_|_mRNA_1834.1 C_unshiu_00288_mRNA_5.1
lipid binding [GO:0008289 E';;m%‘;’&;?;h"x;:’ﬁ:} allergen
GFO019677 1 1 0 Lipid transfer protein 2 (2) molecular_function] (2): lipid transport scaffold_I_mRNA_I8I8.1 C_unshiu_01700_mRNA_S.1
(600006369 bagiel procese] (5 BHorlant id e protinsced
Lproces rage helical domain [IPRO16140] (2)
Do of koo incion DUFI9%8
GFO019676 1 1 0 Hypothetical protein (2) HPROISH10] ) scaffold_1_mRNA_I815.1 u_01700_mRNA 8.1
GF0019675 1 1 0 Hypothetical protein (2) (TZ‘:‘“"”“"' MDR, plant [IPROV4332] 0,1 1 mRNA_1814.1 jiu_01700_mRNA_10.1
GFO019673 1 1 0 Hypothetical protein (2) scaffold_I_mRNA_I810.1 C_unshiu_00426_mRNA_19.1
proteolysis [GO:0006508
biological_process] (2); cysteine-type  Ulpl protease family, C-terminal
GFO019671 1 1 0 Hypothetical protein (2) Deptiiane mtiity [GOWD0RI34 catubyic dommin IFAOD3655) @) scaffold_I_mRNA_1806.1 C_unshiu_00426_mRNA_22.1
molecular_function] (2)
GF0019670 1 1 0 Hypothetical protein (2) scaffold_I_mRNA_1799.1
GFO019669 1 1 0 Hypothetical protein (2) scaffold_I_mRNA_1798.1
GFO019668 1 1 0 Hypothetical protein (2) scaffold_1_mRNA_1792.1
Domain of unknown function DUF4219
GFO019667 1 1 0 Hypothetical protein (2) (RO scaffold_1_mRNA_1790.1
GFO019666 1 1 0 Hypothetical protein (2) scaffold_I_mRNA_1780.1 C_unshiu_00694_mRNA_4.1
. . Domain of unknown fumction DUF4371 o
GFO019665 1 1 0 Hypothetical protein (2) [PRO259%81 @) scaffold_I_mRNA_1777.1 C_unshiu_00694_mRNA_8.1
GFO019664 1 1 0 Hypothetical protein (2) scaffold_I_mRNA_1771.1 Cumhiu 00698 nRNA 141
GFO019663 1 1 0 Hypothetical protein (2) scaffold_I_mRNA_1770.1
GF0019662 1 1 0 Hypothetical protein (2) scaffold_1_mRNA_1769.1
GFO019661 1 1 0 Hypothetical protein (2) TT nsposase, MuDR, plant [IPROG4332] (.. g 1 mRNA_1762.1
Winged helix-turn-helix DNA-
domain [IPRO11991] (2); O-
O-methyltransferase activity "
‘methyltransferase, family 2 [IPR001077]
GF0019660 . |  Calfeic acid 3-O-methylransferase (1);  [GO:0008171 molecularfunction] (2); " g"m‘;"‘;;‘:i; ’::‘;:: CéM_Hm 1 Scaffold 1 mRNA 17611
© Caffeate O-methyltransferase (1) methyltransferase activity [GO:0008168 y soaMold_|_mRNA_
y [IPROI6461] (2); S-adenosyl-L-
molecular_function] (2)
‘methionine-dependent methyltransferase
[IPR029063] (2)
GF0019659 1 1 0 Hypothetical protein (2) scaffold_1_mRNA_1758.1 00770_mRNA 2.1
GF0019658 1 1 0 Hypothetical protein (2) scaffold_1_mRNA_1757.1 01217_mRNA 3.1
Peptidase S24/S26A/S26B/S26C
[IPRO15927] (2); Aldorketo reductase
oxidoreductase activity [GO:0016491  [IPR020471] (2); Aldo/keto reductase,
. . molecular_fimction] (2); oxidation-  conserved site [IPROIS170] (2): NADP- __
GFO019657 1 1 0 Hypothetical protein (2) edueton progess [G0/0053114 Cependent oxorsductse domein scaffold_I_mRNA_1753.1 01217_mRNA_5.1
biological_process] (2) [IPR023210] (2); Aldorketo
reductase/potassium channel subunit beta
[IPRO0I395] (1)
Aldoketo reductase, conserved site
oxidation-reduction process. PROISIT0) ) NADP-dependen
) i i [GO:0055114 biological_process] (2); reductase domain [IPR023210] (2); B .
GF0019656 1 1 0 Hypothetical protein (2) ovidoreductose sty [CO0016491  Aldolketo reductane potaseium channel . 4Td_1_MRNA_1752.1 C_unshiu_01217_mRNA_6.1
molecular_function] (2) subunit beta [IPR001395] (1); Aldo/keto
reductase [IPRO20471] (1)
GF0019655 1 1 0 Hypothetical protein (2) scaffold_1_mRNA_1750.1 C_unshiu_01217_mRNA 8.1
GFO019654 1 1 0 Hypothetical protein (2) scaffold_1_mRNA_1740.1
GFO019653 1 1 0 Hypothetical protein (2) scaffold_I_mRNA_1739.1
iron fon binding [GO:0005506
molecular_function] (2); L-ascorbic acid
binding [GO:0031418
molecular_fimction] (2); oxidoreductase
2-oxoglutarate (20G) and Fe(l1)- e o e o Prolyl 4-hydroxylase,alpha subunit
GF0019652 1 1 0 dependent oxyaenase superamilyproein (<O S [IPRO06620] (2); Oxoglutaraiefiron-  scaffold_1_mRNA_1736.1 C_unshiu_00455_mRNA_16.1
@ molecular iunclml\] (2): oxidoreductase dePendent dioxygenase [IPR00S123] 2)
activity [GO:0016491
molecular_function] (2); oxidation-
reduction process 55114
biological_process] (2)
GFO019651 1 1 0 Hypothetical protein (2) scaffold_I_mRNA_1732.1 C_unshiu_00455_mRNA_I1.1
. Leucine-rich repeat domain, L domain-
GFO019650 1 1 0 Hypothetical protein (2) e (IPRO32679) @) scaffold_I_mRNA_I731.1
PAN/Apple domain [IPRO03609] (2); S-
locus glycoprotein domain [IPR000SSS]
(2): Serine/threonine-protein kinase,
recognition of pollen [GO:0048544  active site [IPR00S271] (2); Protein
biological_process] (2): protein Kinseke domsin [PRO11009] 2
Gtspe lectin S-receptor ke phosphorylation [GO:0006468 ase domain [IPRO00719] (2):
GFO019648 1 1 0 reonine ot kinase 2) biological_process] (2); protein kinase b e leein domain [PRO0L4S0)  scffod 1 mRNA_1720.1 C_unshiu_00071_mRNA_41.1
P activity [GO:0004672 (1); Serine-threonineltyrosine-protein
molecular_function] (2); ATP Kinase catalytic domain [IPROT245] (1;
[GO:0005524 molecular_function] (2)  Serine/threonine/dual specificity protein
kinase, catalytic domain [IPR002290]
(1): Serine-threoninetyrosine-protein
Kinase, catalytic domain [IPR001245] (1)
GFO019647 1 1 0 Hypothetical protein (2) scaffold_I_mRNA_1716.1
GFO019646 1 1 0 Hypothetical protein (2) scaffold_I_mRNA_1714.1 X _mRNA
GFO019645 1 1 0 Hypothetical protein (2) scaffold_1_mRNA_1713.1 C_unshiu_00071_mRNA_34.1
nucleic acid binding [GO:0003676 Ribonuclease H-like domain
GFO019644 1 1 0 Hypothetical protein (2) aclecuar functons () HPRO137] (3 scaffold_1_mRNA_1712.1 C_unshiu_00071_mRNA_33.1
GF0019643 1 1 0 Hypothetical protein (2) scaffold_1_mRNA_1707.1 C_unshiu_00071_mRNA_28.1
. feing R mRNA processing [GO:0006397 Pre-mRNA-splicing factor SPF27 . s
GFO019642 1 1 0 Pre-mRNA-splicing fator SPF27 () LECE TR T PRO0S409] ) scaffold_1_mRNA_1705.1 C_unshiu_00071_mRNA_26.1
protein dimerization activity HAT, C-terminal dimerisation domain
Putative AC9 transposase (1); Putative  [GO:0046983 molecular_function] (2);  IPR008906] (2); Ribomuclease H-like
GFO019641 1 1 0 BAT family dimerisation domain nucleie acid binding [GO:0003676 domain [IPRO12337] 2); BAT-ke  scaffold_I_mRNA_1702.1 C_unshiu_00071_mRNA_24.1
containing protein (1) molccular_function] (2); DNA binding  transposase, RNase-H fold [IPR025525]
[GO:0003677 molecular_function] (2) ~ (2)
GFO019640 1 1 0 Hypothetical protein (2) scaffold_I_mRNA_1701.1
. . Transposase-associated domain .
GFO019638 1 1 0 Hypothetical protein (2) (PROZSAE0 @) scaffold_I_mRNA_1693.1
WDA40-repeat-containing domain
[IPROI7986] (2); WD40 repeat
protein binding [GO:0005515 [IPROO1G80] (2); WD4O repeat,
GFO019637 1 1 0,66 kDa stress protein (2) Tcloculo fimgtion] (2 Comserved st LIPRO19775] (o scaffold_I_mRNA_1689.1 C_unshiu_00071_mRNA_10.1
WD40/YVTN repeat-like-con
domain [IPRO1S943] (2)
GFO019636 1 1 0 Hypothetical protein (2) scaffold_I_mRNA_1684.1
GFO019635 1 1 0 Hypothetical protein (2) scaffold_I_mRNA_1673.1
Tetratricopeptide-like helical domain
[IPRO11990] (2); Pentatricopeptide
Hypothetical protein (1); .
e comaining | Protein binding [GO:0005515 repeat [IPRO028SS] (2); Expansin/pollen st
GFO019634 1 1 o Penaticopptide NG L nton] @) S, DRGD domn KO 211 scaffold_1_mRNA_1670.1 C_unshiu_00097_mRNA_47.1
protein, IpA-like protein, double-psi beta-barrel
domain [IPR009009] (1)
. i Retrotransposon gag domain . .
GFO019632 1 1 0 Hypothetical protein (2) [PROVSIEZ @) scaffold_I_mRNA_1667.1 C_unshiu_02271_mRNA_2.1
) nucleic acid binding [GO:0003676 Ribonuclease H-like domain
GF0019631 1 1 0 Transposable clement Ac (2) el funton] ) HPRO137] (2 scaffold_1_mRNA_1663.1 C_unshiu_02806_mRNA 2.1
GF0019630 1 1 0 Hypothetical protein (2) scaffold_1_mRNA_1653.1
GF0019628 1 1 0 Hypothetical protein (2) scaffold_1_mRNA_1644.1
GFO019627 1 1 0 Hypothetical protein (2) scaffold_I_mRNA_1643.1  unshiu 00462 mRNA 6.1
irehalose biosyntheic process
GF0019626 1 1 0 Hypothetical protein (2) (600005952 bmm‘“l‘p m:”] (@); - Trehalose-phosphatase [IPRO03337) 2); oy ro1g | mRNA_164.1 C_unshiu_00005_mRNA_65.1

catalytic activity [GO:
molecular_function] (z)

HAD-like domain [IPR023214] (1)



T Num i C_celementine_ Numin C_unshia Note Go TnterPro Member embe T Members in Prifola
DNA binding [GO:0003677

GF0019625 1 1 0 Hypothetical protein (2) z:ff.‘i:’.;f':ﬁ:fﬁlf[g 0“;7":;183 ;’;’;:;;z";‘(;;‘]“ {:‘;“’" MADS-box scaffold_1_mRNA_1632.1 C_unshiu 00667 mRNA 3.1
molecular_finction] (1)
transferase activity, transferring hexosyl
groups [GO:001675§ Diacylglycerol glucosyltransferase, N-

GF0019624 1 1 0 Hypothetical protein (2) ol fncion] 2 ghcolpid scaffold_I_mRNA_163.1 00005_mRNA_64.1

terminal [IPRO0969S] (2)
biosynthetic process [G
biological_process] (2)

GF0019623 1 1 0 Hypothetical protein (2) scaffold_1_mRNA_1628.1 00667 mRNA 9.1

GF0019622 1 1 0 Hypothetical protein (2) scaffold_1_mRNA_1627.1 00667_mRNA_10.1

GFO019621 1 1 0 Hypothetical protein (2) scaffold_I_mRNA_1625.1 00667_mRNA_I3.1

Ribonuclease H-like domain
[IPRO12337] (2): Domain of unknown
function DUF4283 [IPR025558] (2);
Putative non-LTR retroclement reverse  nucleic acid binding [GO:0003676 Reverse transcriptase domain .
GFO019620 ! ! transeriptase (1); Hypothetical protein (1) moleculurjunclmng] @ [IPR0004T7) (z; Zine knuckle scaffold_|_mRNA_1623.1 00667_mRNA_15.1
CX2CX4HXAC [IPRO25836] (2):
Reverse transeriptase zinc-binding
domain [IPRO26960] (1)

GF0019619 1 1 0 Hypothetical protein (2) scaffold_1_mRNA_1621.1 C_unshiu_00910_mRNA_L.1

GF0019618 1 1 0 Hypothetical protein (2) fgg“;‘gg;;‘7’5':(‘::};:';:1] o ﬁgkcg:‘;;;ﬁ"‘;““' catalytie domain (14 1|_mRNA_1617.1 C_unshiu_00910_mRNA_3.1

GF0019617 1 1 0 Hypothetical protein (2) scaffold_1_mRNA_1613.1 00910_mRNA 8.1

GFO019616 1 1 0 Hypothetical protein (2) scaffold_1_mRNA_1612.1 00910_mRNA 9.1

GFO019614 1 1 0 Hypothetical protein (2) scaffold_I_mRNA_1585.1 00469_mRNA_12.1

GFO019611 1 1 0 Hypothetical protein (2) scaffold_I_mRNA_I578.1 00598 _mRNA_I1.1

GF0019610 1 1 0 Hypothetical protein (2) scaffold_1_mRNA_1573.1 00598 mRNA_6.1

GF0019609 1 1 0 Hypothetical protein (2) scaffold_1_mRNA_1568.1 01470_mRNA_L1

Peptidase T2, asparaginase 2
Putative isoaspartyl peptidase/L- IPR000246] (2); Nucleophile

GF0019608 1 1 0 aspmgmasc;:ny, I—‘:;:mhchcal protein  Mydrolase activity [GO:0016757 x[aminohydml]xscs, N-Acm:’m scaffold_1_mRNA_1567.1 C_unshiu_01470_mRNA 2.1

molecular_function] (2) [IPR029055] (2); Pre-mRNA-splicing
factor 19 [IPROI3915] (2)

vesicle-mediated transport [GO:0016192

biological_process] (2); vesicle docking Secl-like protein [IPR001619] (2); Secl-

GF0019607 1 1 0 Hypothetical protein (2) mwlfe " ch xncy{gs‘s 00006504 e e, dom"’n y [IP[ROU 2] (1]7 scaffold_1_mRNA_1560.1
biological_process] (2)
isomerase activity [GO:0016853 Aldose 1-/Glucose-6-phosphate 1-
molecular_function] (2); carbohydrate
octabolc provess [GERDO0S9TS epimerase [IPRO0S183] (2); Galactose
biological_process] (2); catalytic actvity "iarotse-lke domain [IPROL1013] (2);

GF0019606 1 1 0 Aldose 1-epimerase (2) [GO:0003824 molecular_function] (2; 1100 epimerase [IPROISAZI ) (o, pyg | A 1552.1 C_unshiu_00604_mRNA_7.1
hexoee metabolc proces [G000193 1 GIyeoside hydrolase-type carbohydrae-
biological_process] (2); carbohydrate 4N subgroup [IPRO14718] (1);

Glycoside hydrolase-type carbohydrate-
binding [GO:0030246 binding [IPROI4718] (1)
molecular_function] (2)

GFO019605 1 1 0 Hypothetical protein (2) scaffold_I_mRNA_I551.1 C_unshiu_00604_mRNA_8.1
GF0019604 1 1 0 Hypothetical protein (2) (TZ"““"’”“"' MDR, plant [IPROV4332] 0,114 1 mRNA_1546.1 C_unshiu_00604_ mRNA_11.1
phosphogluconate dehydrogen:

{deoarbonylating) aciviy (GO ommms NAD(P)-binding domain [IPRO16040]

GF0019602 1 1 0 Hypothetical protein (2) molecular_funct : (2): 6-phosphogluconate dehydrogenase, scaffold_I_mRNA_1541.1 C_unshiu_00450_mRNA_16.1
reduction proc NADP-binding (IPR006115] (2)
biological Jlocess] @

GF0019601 1 1 0 Hypothetical protein (2) DNA binding Zine finger, BED-type [IPR003656] (2)  scaffold_|_mRNA_1538.1 C_unshiu_00450_mRNA_13.1
molecular_function] ( ) 3 L1_mRNA_| "_unshiu_00450_mRNA._|
proteolysis [GO:0006508

. biological_process] (2); cysteine-type  Ulpl protease family, C-terminal

GF0019600 1 1 0 Hypothetical protein (2) pep‘iim ;‘; ity [GO0008234 P m‘;ly"’m o IPR003655 @) scaffold_1_mRNA_1536.1 00450_mRNA_12.1
molecular_function] (2)

GFO019599 1 1 0 Hypothetical protein (2) scaffold_I_mRNA_I531.1 00450_mRNA_6.1

GF0019597 1 1 0 Hypothetical protein (2) scaffold_1_mRNA_1507.1 00756_mRNA 8.1

GFO019596 1 1 0 Hypothetical protein (2) scaffold_1_mRNA_1505.1 unshiu_00756_mRNA 7.1

GFO019595 1 1 0 Hypothetical protein (2) scaffold_I_mRNA_1493.1 C_unshiu_01400_mRNA 3.1

Leucine-rich repeat domain, L domain-
GF0019594 1 1 0 Outer arm dynein light chain 1 protein (2) "::I':"‘“:"'i“ﬁ“']‘;‘[sﬁgﬂms ;‘]‘;;[;Z:{:ﬁlz]"g] E_Z:W';::T’I:: r;"g:‘f“' scaffold_1_mRNA_1491.1 C_unshiu_00145_mRNA_72.1
[IPRO25875] (1)

GF0019593 1 1 0 Hypothetical protein (2) scaffold_I_mRNA_1490.1 C_unshiu_00145_mRNA_71.1

GFO019592 1 1 0 Hypothetical protein (2) scaffold_I_mRNA_1484.1 ' 00145_mRNA_64.1
z:fc‘c":::r":_:‘“'giﬁlg(;’f‘ﬁ:‘:ﬁc_ww Peptidase AZA; retrovirus, catalytic
RIS e

GFO019591 1 1 0 Hypothetical protein (2) molecular_function] (2): nucleic acid ) scaffold_I_mRNA_1477.1 C_unshiu_00145_mRNA_S7.1
Hiding (600003676 [IPROIS061] (2): Zine finger, C

o type [IPRODISTS] (2); Aspartic pcpudnst
molecular function] (2; proteolysis 47 Ll ook o
[GO:0006508 biological_process] (2)

GF0019590 1 1 0 Hypothetical protein (2) scaffold_1_mRNA_1475.1 C_unshiu_00145_mRNA_55.1

GF0019589 1 1 0 Hypothetical protein (2) Tz“"s”"“’“' wSpm-like [IPROVS42] o rlg 1 mRNA_1468.1 C_unshiu_02111_mRNA_4.1

GF0019588 1 1 0 Hypothetical protein (2) scaffold_1_mRNA_1467.1 C_unshiu_00470_mRNA 311

NAD(P)-binding domain [IPRO16040]
(2): S-adenosyl-L-homocysicine
""“'“;’l’:“‘m““l’“’"“ "‘;"““ N hydrolase, NAD binding domain

GF0019587 1 1 0 Hypothetical protein (2) [GO:0006730 biological_process] (1); 1prg; sg7s) (2); scaffold_1_mRNA_1466.1 C_unshiu_00470_mRNA_30.1
adenosylhomocysteinase activity
GO0004013 mlecutar Toneton) (1) denosylhomocystinase [IPRO00043]

(1): Adenosylhomocystcinase-like
[IPRO00043] (1)

GFO019586 1 1 0 Hypothetical protein (2) scaffold_I_mRNA_1460.1 00470_mRNA_28.1

GFO019585 1 1 0 Hypothetical protein (2) scaffold_I_mRNA_1458.1 00470_mRNA_26.1

GF0019584 1 1 0 Hypothetical protein (2) scaffold_1_mRNA_1456.1 00470_mRNA 22.1

GF0019583 1 1 0 Hypothetical protein (2) :‘I“"““" peptidase domain [IPRO2T10) (oot | A 14511 00470_mRNA_17.1

ARM repeat superfumilyproeinfoform 2102 [GO:0005485 Ammadillo-like helical [IPRO11989] (2);

GF0019582 1 1 X molecular_function] (2); protein binding ~ Armadillo [IPR000225] (2); Armadillo-  scaffold_1_mRNA_145.1 00005_mRNA _48.1
[GO:0005515 molecular_function] (2)  type fold [IPR016024] (2)

GF0019581 1 1 0 Hypothetical protein (2) scaffold_1_mRNA_1448.1 01388 mRNA 4.1

GF0019580 1 1 0 Hypothetical protein (2) scaffold_I_mRNA_1444.1 00470_mRNA_I 1.1

GFO019579 1 1 0 Hypothetical protein (2) scaffold_I_mRNA_1443.1 00470_mRNA_10.1

GF0019578 1 1 0 Hypothetical protein (2) scaffold_1_mRNA_1433.1 00864 mRNA_11.1

GF0019577 1 1 0 Hypothetical protein (2) scaffold_1_mRNA_1432.1 00864_mRNA_13.1

GFO019576 1 1 0 Hypothetical protein (2) scaffold_I_mRNA_1428.1 00393_mRNA_ m 1

GFO019575 1 1 0 Hypothetical protein (2) scaffold_I_mRNA_1426.1

GF0019574 1 1 0 Hypothetical protein (2) scaffold_1_mRNA_1425.1

GF0019573 1 1 0 Hypothetical protein (2) scaffold_1_mRNA_1423.1

GFO019571 1 1 0 Hypothetical protein (2) scaffold_I_mRNA_1414.1

GFO019570 1 1 0 Hypothetical protein (2) scaffold_I_mRNA_1405.1

GF0019569 1 1 0 Hypothetical protein (2) scaffold_1_mRNA_1404.1

GFO019568 1 1 0 Hypothetical protein (2) scaffold_1_mRNA_1403.1

GFO019567 1 1 0 Hypothetical protein (2) scaffold_I_mRNA_1402.1

GFO019566 1 1 0 Hypothetical protein (2) scaffold_I_mRNA_1396.1

GF0019565 1 1 0 Hypothetical protein (2) scaffold_1_mRNA_1395.1

GF0019564 1 1 0 Hypothetical protein (2) Ez‘g:‘;’s‘l‘;’::‘:‘;':‘u‘l‘;t;““:::“] o E‘;;’{'U;"ggg']‘ (”lx)‘c""“"‘k” protein scaffold_1_mRNA_1383.1 1 00816_mRNA_10.1

GFO019563 1 1 0 Hypothetical protein (2) scaffold_I_mRNA_1368.1 00128_mRNA_48.1

GF0019561 1 1 0 Hypothetical protein (2) scaffold_1_mRNA_1356.1

GF0019560 1 1 0 Hypothetical protein (2) scaffold_1_mRNA_1345.1

GF0019559 1 1 0 Hypothetical protein (2) scaffold_I_mRNA_1330.1 X

GFO019558 1 1 0 Hypothetical protein (2) scaffold_I_mRNA_1322.1 00156_mRNA_23.1

GFO019557 1 1 0 Integral membrane protein (2) [lx!:l?(;g fz’sljl';k(’;;“" functon DUF2SS8 o ffold_1_mRNA_1320.1 C_unshiu_00156_mRNA_20.1

GF0019556 1 1 0 Hypothetical protein (2) ;:":‘['::‘{;352;:’]"(?;"““"" DUF2L - (caffold_1_mRNA_1316.1 C_unshiu_00156_mRNA_15.1

GFO019555 1 1 0 Hypothetical protein (2) n;?;';";?ff]“i‘?fw“ function DUFS219 offold_1_mRNA_1312.1 C_unshiu_00270_mRNA_I17.1

GF0019554 1 1 0 Putative ribonuclease H protein (2) s:xf:‘ﬁ’;‘;g;’;’::; (Zz")‘c'l""d‘"g scaffold_1_mRNA_1306.1 00270 mRNA_13.1

GF0019553 1 1 0 Hypothetical protein (2) scaffold_1_mRNA_1305.1 L 00270 mRNA_12.1

Putative RNA-directed DNA polymerase Reverse transciptse dorain
GF0019552 1 1 0 (Reverse transcriptase) (1); Hypothetical scaffold_I_mRNA_1304.1 C_unshiu_00270_mRNA_10.1
[IPRO00477] 2)
protein (1)

GFO019550 1 1 0 Hypothetical protein (2) scaffold_I_mRNA_1288.1 00364_mRNA_9.1

GF0019549 1 1 0 Hypothetical protein (2) scaffold_1_mRNA_1281.1 00364 mRNA_18.1

GFO019548 1 1 0 Hypothetical protein (2) scaffold_1_mRNA_1279.1 00201_mRNA 27.1

GFO019547 1 1 0 Hypothetical protein (2) scaffold_I_mRNA_1278.1 c i 00201 mRNA_26.1

AGC-kinase, C-terminal (IPR000961]
protein serine/threonine kinase activity  (2); Protein kinase, ATP binding site
[GO:0004674 molecular_function] (2); ~ [IPRO17441] (2); Serine/threonine-
protein kinase activity [GO:0004672  protein kinase, active site [lrkuuxm]

GFO019546 1 1 0 Serine/threonine-protein kinase CBK1 (2) molecular_function] (2); protein (2): Protein kinase-like doma scaffold_I_mRNA_1277.1 C_unshiu_00201_mRNA_25.1

phosphorylation [GO:0006468 IPRO11009) (2 Proten kinsc donain
biological_process] (2); ATP binding  [IPRO00719] (2); Serine/threonine/dual
[GO:0005524 molecular_function] (2)  specifiity protein kinase, catalytic

domain [IPR002290) (1)

GF0019545 1 1 0 Putative nuclease HARBIT (2) ?;;:;‘g[c(;:u";;’:;:;”(;c“‘w nUClease  Cooffold_1_mRNA_1276.1 C_unshiu_00201_mRNA_24.1

GFO019544 1 1 0 Hypothetical protein (2) scaffold_I_mRNA_1267.1

GF0019543 1 1 0 Hypothetical protein (2) scaffold_1_mRNA_1266.1

GFO019542 1 1 0 Hypothetical protein (2) scaffold_1_mRNA_1261.1

GFO019541 1 1 0 Hypothetical protein (2) scaffold_I_mRNA_1259.1

GFO019540 1 1 0 Hypothetical protein (2) scaffold_I_mRNA_1258.1 C_un

GF0019539 1 1 0 Hypothetical protein (2) scaffold_1_mRNA_1243.1 C_unshiu_00398_mRNA_19.1
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GF0019538

GF0019537

GF0019536
GF0019535

GF0019533

GF0019532

GF0019531

GF0019530
GF0019529

GF0019528

GF0019526
GF0019525

GF0019524

GF0019523

GF0019522

GF0019521
GF0019520
GF0019519
GF0019518
GF0019517
GF0019516
GF0019515
GF0019514

GF0019513
GF0019512

GF0019511

GF0019510
GF0019509
GF0019508

GF0019507

GF0019506

GF0019505

GF0019504

GF0019503

GF0019502

GF0019501

GF0019500

GF0019499

GF0019498
GF0019497

GF0019496

GF0019495

GF0019494

GF0019493

GF0019492

GF0019491
GF0019490

GF0019489
GF0019487

GF0019486

GF0019485

GF0019484

GF0019483

GF0019482

RNA-directed DNA polymerase ;
Ribonuclease H, putative (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)
0 Hypothetical protein (2)

Mitochondrial transcription termination
0 factor family protein, putative isoform 2
2

0 Hypothetical protein (2)
Cytokinin riboside S-monophosphate

0 phosphoribohydrolase (1); Hypothetical
protein (1)

0 Hypothetical protein (2)

0 Hypothetical protein (2)
Retrovirus-related pol polyprotein from

0 transposon tnt 1-94 (1); Hypothetical
protein (1)

0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)
0 Shikimate kinase (2)

0 Hypothetical protein (2)
o 2‘15)1 polyprotein (1); Hypothetical protein
0 Hypothetical protein (2)
0 Hypothetical protein (2)
0 Hypothetical protein (2)
0 Hypothetical protein (2)
0 Hypothetical protein (2)
0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)
Similarity to non-LTR retroelement
reverse transcriptase (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Cytochrome P450 76AD 1-like protein (2)

0 Hypothetical protein (2)
 Retrotransposon protein, putaive, Ty1-
© copia subclass (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)
0 Hypothetical protein (2)
Non-LTR retroelement reverse
0 transeriptase-like (1); Non-LTR
retroelement reverse transcriptase (1)
0 Hypothetical protein (2)

o Transposon protein, putative, Mutator
© Sub-class (2)

0 Effector of transcription2, putative (2)

0 Serine acetyltransferase (2)

0 Hypothetical protein (2)
0 Hypothetical protein (2)

0 Hypothetical protein (2)
0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Hypothetical protein (2)

0 Aspartic proteinase nepenthesin-1 (2)

Myo-inositol oxygenase 2 isoform 2 (1);

© Hypotheical protein (1)

0 Hypothetical protein (2)

zine ion binding [GO:0008270
molecular_function] (2); nucleic acid
binding [GO:0003676
molecular_function] (2)

double-stranded DNA binding
[G0:0003690 molecular_function] (2);
regulation of transcription, DNA-
templated [GO:0006355
biological_process] (2); mitochondrion
[G0:0005739 cellular_component] (1)

zine ion binding [GO:0008270
molecular_function] (2); aspartic-type
endopeptidase activity [GO:0004190
molecular_function] (2); nucleic acid
binding [GO:0003676
molecular_function] (2); proteolysis
[GO:0006508 biological_process] (2);

Endonuclease/exonuclease/phosphatase
[IPRO0S135] (2)

Zine knuckle CX2CX4HX4C
[IPRO25836] (2); Zinc finger, CCHC-
type [IPRO01878] (2): Domain of
unknown function DUF4283
[IPR025558] (2)

Mitochodrial transcription termination

factor [IPRO03690] (1); Transcription

termination factor,

‘mitochondrial/chloroplastic [IPR003690]
1

LOG family [IPRO31100] (1)

GAG-pre-integrase domain [IPR025724]
[0}

Aspartic peptidase domain [IPR021109]
(2; Zine finger, CCHC-typs
[IPROOISTS] (2); Aspartic peptidase,
active site [IPRO01969] (2); Peptidase
A2A, retrovirus, catalytic [IPR001995]
(2); Vanillyl-alcohol oxidase/Cytokinin
~terminal domain

tivity, acting on CH-
OH group of donors [GO:0016614
molecular_function] (1); eytokinin
metabolic process [GO:0009690
biological_process] (1); catalytic acti
GO

ty
0003824 molecular_function] (1);

cytokin ity
[GO:0019139 molecular_function] (1);
oxidation-reduction process
[GO:0035114 biological_process] (1):
flavin adenine dinucleotide binding
[GO:0050660 molecular_function] (1)

integral component of membrane
[GO:0016021 cellular_component] (2);
transport [GO:0006810
biological_process] (2)

zinc ion binding [GO:0008270
molecular_function] (2)

oxidoreductase activity. acting on paired

donors, with incorporation or reduction
of molecular oxygen [GO:0016705
molecular_function] (2); oxidation-
reduction process [GO:00551 14

biological_process] (2); iron ion binding

[GO:0005506 molecular_function] (2);
heme binding [GO:0020037
molecular_function] (2)

nucleic acid binding [GO:0003676

molecular_function] (1); zinc ion binding

[G0:0008270 molecular_function] (1)

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

peptide biosynthetic proces:
[G0:0043043 blolog«al J)roues:] @y
cytoplasm [GO

ceuular,mmpomm] (2\

nucleic acid binding [GO:0003676
molecular_function] (2)

DNA binding [GO:0003677
molecular_function] (2); transposition,
DNA-mediated [GO:0006313
biological | pmcw] (2); transposase
activity [GO:0004803
molecular_function] (2)

cytoplasm [GO:0005737
cellular_component] (2); cysteine
biosynthetic process from serine
[GO:0006535 biological_process] (2);
serine O-acetyltransferase activity
[GO:0009001 molecular_function] (2);
transferase activity [GO:0016740
molecular_function] (2)

nucleic acid binding [GO:0003676
molecular_function] (2); protein
dimerization activity [GO:0046983
molecular_function] (2)

aspartic-type endopeptidase activity
[GO:0004190 molecular_function] (2);
proteolysis [GO:0006508
biological_process] (2)

cytoplasm [GO:0005737
cellular_component] (2); oxid:
reduction process [GO:0055114

biological_process] (2); inositol catabolic

process [GO:0019310
biological_process] (2); inositol
oxygenase activity [GO:0050113

molecular_function] (2); ron ion binding

[GO:0005506 molecular_function] (2)

[IPRO16170] (1); CO dehydrogenase
flavoprotein-like, FAD-binding,
subdomain 2 [lPRL\IOlb'}] (1); FAD-
binding, type 2, subdomain |
[IPRO16167] (1); FAD- bmdmg, type2
[IPROI6166] (1); Retropepsins
[IPROI8061] (1); Cytokinin
dehydrogenase 1, FAD/cytokinin binding
domain [IPRO15345] (1); FAD-Jinked
se-like, C-terminal [IPRO16164] (1)

Folate-biopterin transporter [IPR004324]
(2): Major facilitator superfamily domain
[IPRO20846] (2)

DnaJ domain [IPR001623] (2); DnaJ
domain, conserved site [IPRO18253] (2)

Aspartic peptidase domain [IPR021109]
m

Aspartic peptidase domain [IPR021109]
ay

Retrotransposon gag domain
[IPRO05162] (2)

Zine finger, SWIM-type [IPR007527]
(2); Zine finger, PMZ-type [IPR006564]
(2); MULE transposase domain
[IPRO18289] (1)

Cy1ncmome P450 [IPRO01128] (2);

450, conserved site
[IPRO|797Z] (2); Cytochrome P450, E-
class, group 1 [IPR002401] (2)

GAG-pre-integrase domain [IPKO’S724]
(2); Zine finger, CCHC-ty]

[IPRO0ISTS] (1); Revener Irdnwnplnse,
RNA-dependent DNA polymerase
[IPROI3103] (1)

Oxidoreductase FAD/NAD(P)-binding
[IPRO01433] (1)

Translation elongation factor P/YeiP,

conserved site [IPROI3852] (2);
Elongation factor P, C-terminal

[IPROIS365] (2) Nucleic acid-binding,

OB-fold [IPRO12340] (2)

Harbinger transposase-derived nuclease

domain [IPRO27806] (2)

Zine knuckle CX2CX4HXAC

[IPRO25836] (2)

Reverse transcriptase zinc-binding
domain [IPR026960] (2); Ribonuclease
H-like domain [IPR012337] (2)

MULE transposase domain [xrkumzxc)]
2); Transposase, mutator typs
[IPR001207] (2); Trsmpo<ase MuDR,
plant [IPR004332] (2)

GIY-YIG nuclease superfamily
[IPR000305] (1)

Hexapeptide repeat [IPR001451] (2);
Serine acetyltransferase, N-terminal
[IPRO10493] (2); Hexapeptide
transferase, conserved site [IPRO1S357]
(2): Trimeric LpxA-
Serine O-acetyltransferase (IPRO0SSS1]
@

Plant self-incompatibility S1
[IPRO10264] (2)

HAT, C-terminal dimerisation domain
[IPR008906] (2); Ribonuclease H-like
domain [IPRO12337] (2)

Aspartic peptidase domain [IPR021109]
(2); Peptidase family Al domain
[IPRO33121] (2); Xylanase inhibitor, N-
terminal [IPRO32861] (2); Xylanase
inhibitor, C-terminal [IPR032799] (2);
Aspartic peptidase Al family
[IPRO01461] (2); CND41-like
[IPRO33873] (1)

Tnositol oxygenase [IPRO0T828] (2)

ike [IPRO11004] (2);

scaffold_1_mRNA_1234.1

scaffold_1_mRNA_1233.1

scaffold_I_mRNA_1232.1
scaffold_1_mRNA_1227.1

scaffold_1_mRNA_1219.1

scaffold_1_mRNA_1218.1
scaffold_I_mRNA_1215.1

scaffold_1_mRNA_1214.1
scaffold_1_mRNA_1213.1

scaffold_I_mRNA_1210.1

scaffold_1_mRNA_1200.1
scaffold_1_mRNA_1192.1

scaffold_1_mRNA_1191.1

scaffold_I_mRNA_1180.1

scaffold_I_mRNA_118.1

scaffold_I_mRNA_1175.1
scaffold_I_mRNA_1174.1
scaffold_I_mRNA_1173.1
scaffold_I_mRNA_1172.1
scaffold_1_mRNA_1169.1
scaffold_1_mRNA_1166.1
scaffold_1_mRNA_1163.1
scaffold_1_mRNA_1162.1

scaffold_I_mRNA_1161.1
scaffold_1_mRNA_1160.1

scaffold_1_mRNA_1159.1

scaffold_I_mRNA_1156.1
scaffold_1_mRNA_1155.1
scaffold_I_mRNA_1145.1

scaffold_I_mRNA_1140.1

scaffold_1_mRNA_1136.1

scaffold_1_mRNA_1131.1

scaffold_I_mRNA_1128.1

scaffold_1_mRNA_1123.1

scaffold_1_mRNA_1122.1

scaffold_I_mRNA_1119.1

scaffold_1_mRNA_1118.1

scaffold_I_mRNA_1105.1

scaffold_1_mRNA_1102.1
scaffold_I_mRNA_1100.1

scaflold_1_mRNA_1094.1

scaffold_1_mRNA_1083.1

scaffold_I_mRNA_1080.1

scaffold_1_mRNA_1067.1

scaffold_1_mRNA_1066.1

scaffold_I_mRNA_1060.1
scaffold_I_mRNA_1056.1

scaffold_I_mRNA_1045.1
scaffold_I_mRNA_1029.1

scaffold_I_mRNA_1022.1

scaffold_I_mRNA_1013.1

scaflold_1_mRNA_101.1

scaflold_1_mRNA_1007.1

scaffold_1_mRNA_1006.1

C_unshiu_00055_mRNA_9.1

C_unshiu_00398_mRNA_9.1

C_un
C_unshi

jiu_00398_mRNA_8.1
00177_mRNA_12.1

00613_mRNA 3.1

00613_mRNA_5.1

00613 mRNA 6.1

C_unshiu_00613_mRNA_I3.1

C_unshiu_00270_mRNA_22.1

C_unshiu_00909_mRNA_8.1

C_unshiu_00039_mRNA_31.1

C_unshiu_00005_mRNA_20.1

C_unshiu_00385_mRNA_10.1

shiu_00867 mRNA_14.1
00867 mRNA_16.1
00867 mRNA_15.1
02478 _mRNA_2.1

00867 mRNA_13.1
00867 mRNA_12.1

C_unshiu_00191_mRNA_6.1

C_unshiu_00191_mRNA_10.1

1 00191_mRNA_14.1

C_unshiu_00191_mRNA_17.1

01200_mRNA 4.1

01200_mRNA 5.1

C_unshiu_01200_mRNA_8.1

01200_mRNA 9.1

C_unshiu_00087_mRNA_I12.1

C_unshiu_00087_mRNA_14.1
C_unshiu_00087_mRNA_I5.1

C_unshiu_00087_mRNA_19.1

C_unshiu_00198_mRNA_21.1

C_unshiu_00198_mRNA_17.1

iu_00156_mRNA_10.1

C_unshiu_00156_mRNA_3.
*_unshiu_00579_mRNA_7.1

C_unshiu_00296_mRNA_4.1

C_unshiu_00584_mRNA_I2.1

C_unshiu_00584_mRNA_31.1

C_unshiu_00129_mRNA_1.1

C_unshi

00032 mRNA 5.1

C_unshiu_00032_mRNA_4.1



D Num. in C._celementine

Numin C_unshiu
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GO

TnterPro

Members in P.trifoliata

GFO018835 1

GFO018605 1

GFO018511 1

GF0018445 1

GF0018443 1

GF0018427 1

GF0018392 1

GF0018373 1

GF0018309 1

GF0018307 1

GF0018295 1

GFO018282 1

GF0018204 1

GF0018109 1

GF0018095 1

GFO018085 1

GF0018077 1

GF0018067 1

GF0018057 1

GF0018052 1

GF0018036 1

GFO018011 1

GF0018010 1

GFO017888 1

GFO017883 1

GF0017849 1

GF0017822 1

GF0017803 1

GF017791 1

GF0017668 1

GF0017431 1

GF0017430 1

GF0017218 1

GF0017200 1

GF0017148 1

GF0017080 1

GF0017059 1

GF0017037 1

GF0017033 1

GF0017029 1

GF0017026 1

GF0016998 1

0 Cyelic nucleotide-gated fon channel 1 (3)

0 Hypothetical protein (3)

0 Hypothetical protein (3)

Ozone-responsive stress related protein
(2); Hypothetical protein (1)

0 DUF642 family protein (3)

CDP-diacylglycerol--inositol 3-
phosphatidyltransferase (3)

MuDR family transposase isoform 1 (2);
0 Putative muDR family transposase-like

)

0 Zine knuckle family protein (3)

0 Cytochrome P450 (3)

0 Hypothetical protein (3)
0 Hypothetical protein (3)
0 Hypothetical protein (3)
0 Hypothetical protein (3)
0 Hypothetical protein (3)

o Hypothetical protein (2); Tal I non-LTR
© tetroelement protein-like (1)

Hypothetical protein (2); Far-red

© impaired responsive 1-like protein (1)

Transposon protein, putative, unclassified

(2); FOG: Transposon-encoded proteins

0 with TYA, reverse transeriptase,
integrase domains in various
combinations (1)

0 UBX domain protein (3)

0 Hypothetical protein (3)

Hypothetical protein (2); Monosacharide,
transport protein (1)

0 Putative methyliransferase PMT20 (3)

0 Hypothetical protein (3)

0 Hypothetical protein (3)
0 Hypothetical protein (3)

o Pentatricopeptide (PPR) repeat protein
@)

0 Hypothetical protein (3)

0 Pectinesterase 31 (3)

0 Hypothetical protein (3)

0 DUF241 domain protein (3)
Lot vasIL SevIELY proren 5o
0 family proten (2); Hypothetical pr\)h,m

0 ATP synthase subunit epsilon (3)

o Palmitoyliransferase (2); Hypotheical
protein (1)

0 Hypothetical protein (3)

Nucleic acid binding / zine ion binding
protein (2); Hypothetical protein (1)

0 Hypothetical protein (3)

0 Putative metal tolerance protein 4-like (3)

0 Ribosomal protein L15 (3)
0 Hypothetical protein (3)

Hypothetical protein (2); Retrotransposon

© protein, putative, Ty-gypsy subclass (1)

0 Hypothetical protein (3)
0 Hypothetical protein (3)

0 Hypothetical protein (3)

phospholipid biosynthetic process
[GO:0008654 biological_process] (3);
membrane [GO:0016020
cellular_component] (3):
phosphotransferase xcuvny for other
substituted phosphate

[GO:0016780 olecia | funmon] )
DNA binding [GO:0003677
molecular_function] (3); transposase:
activity [GO:0004803
molecular_function] (3); transposition,
DNA-mediated [G
biological_process] (3); zine ion binding
[GO:0008270 molecular_function] (1)
zinc ion binding [GO:0008270
molecular_function] (3); nucleic acid
binding [GO:0003676
molecular_function] (3)

iron ion binding [GO:0005506
molecular_function] (3); heme binding
[G0:0020037 molecular_function] (3);
oxidoreductase activity, acting on paired
donors, with incorporation or reduction
of molecular oxygen [GO:0016705
molecular_function] (3); oxidation-
reduction process [GO:00551 14
biological_process] (3)

regulation eﬂmn:cnplmn, DNA-
templated [GO:0006355
bmmgmnl,pmccu] @)

nucleic acid binding [GO:0003676
molecular_function] (3); zinc ion binding
[GO:0008270 molecular_function] (3)

protein binding [GO:0005515
molecular_function] (3)

methyltransferase activity [GO:0008168
molecular_function] (3)

protein kinase activity [GO:0004672
molecular_function] (3); protein
phosphorylation [GO:0006468
biological_process] (3): ATP binding
[G0:0005524 molecular_function] (3)

protein binding [GO:0005515
molecular_function] (3)

protein binding [GO:0005515
molecular_function] (2)

calmodulin binding [GO:0005516
molecular_function] (3)

cell wall modification [GO:0042545
biological_process] (3): cell wall
GO:0005618 cellular_component] (3);
pectinesterase activity [GO:0030599
molecular_function] (3)

zine ion binding [GO:0008270
molecular_function] (2)

metabolic process [GO:0008152
biological_process] (1); transferase
activity, transferring hexosyl groups
[GO:0016758 molecular_function] (1)
nucleic acid binding [GO:0003676

molecular_function] (1); zinc ion binding
[G0:0008270 molecular_function] (1)

transmembrane transport [GO:0055085
biological process] (3); integral
component of membrane [GO:0016021
cellular_component] (3); cation
transmembrane transporter activity
[GO:0008324 molecular_function] (3);
cation transport [GO:0006812
biological_process] (3)

protein binding [GO:0005515
molecular_function] (1)

DNA integration [GO:0015074
biological_process] (2); nucleic acid
binding [GO:0003676
molecular_function] (2)

aspartic-type endopeptidase activity
[G0:0004190 molecular_function] (1);
proteolysis [GO:0006508

biological process] (1)

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

Cyclic nucleotide-binding domain
[IPR000595] (3): RmIC-like jelly roll
fold [IPRO14710] (3); Cyelic nucleotide-
binding-like [IPRO18490] (3)

Viral movement protein [IPR028919] (3)

Protein of unknown function DUF113§
[IPRO09S15] (3)

Galactose-binding domain-like
[IPRO08979] (3); Domain of unknown
function DUF642 [IPR006946] (3)

CDP-diacylglycerol-inositol 3-
phosphatidyltransferase, eukaryote
[IPRO14387] (3); CDP-alcohol
phosphatidyltransferase [IPR000462] (3)

MULE transposase domain [IPRO18289]
(3): Transposase, MuDR, plant
[IPR004332] (3); Transposase, mutator
type [IPR001207) (3); Zinc finger,
SWIM-type [IPR007527] (1); Zinc
finger, BED-type [IPR003656] (1): Zinc
finger, PMZ-type [IPR006564] (1)

Zine finger, CCHC-type [IPRO0IS7S] (3) s

Cytochrome P450, conserved site
[IPRO17972] (3); Cytochrome P450, E-
class, group I [IPR002401] (3);
Cytochrome P450 [IPRO01128] (3)

Domain of unknown function DUF4283
[IPRO25558] (3): Zinc knuckle
CX2CX4HXAC [IPR025836] (1)
FAR1 DNA binding domain
[IPR004330] (3); FHY3/FART family
[IPR031052] (3): MULE transposase
domain [IPROIS289] (2)

Zinc finger, CCHC-type [IPRO0IS7S] (3)

UBA-like [IPR009060] (3); UAS
[IPR006577] (3); Thioredoxin-like fold
[IPRO12336] (3); UBX domain
[IPRO01012] (2); Ubiquitin-related
domain [IPR029071] (2); UBX domain-
containing protein 2/7 [IPRO17346] (2)
MULE transposase domain [IPR18289]
(€}

Putative S-adenosyl-L-methionine-
dependent methyltransferase
[IPRO04159] (3); S-adenosyl-L-
‘methionine-dependent methyliransferase
[IPR029063] (3)
Protein kinase-like domain IPROT1009]
(3); Protein kinase domain [IPR000719]
() Protein kinase, ATP binding site
[IPRO17441] (3):
protein kinase, active
(3); Serine-threoninetyrosine-protein
Kinase catalytic domain [IPR001245]
Serine/threonine/dual specificity protein
Kinase, catalytic domain [IPR002290]
(2); Serine-threoninetyrosine-protein
Kinase, catalytic domain [IPR001245] (1)

3
z

PBI domain [IPR000270] (3)

Pentatricopeptide repeat [IPR00288S]
(3): Tetratricopeptide-like helical domain
[IPRO11990] (2)

Calcium-transporting P-type ATPase, N-
terminal autoinhibitory domain
[IPR024750] (3)

Pectin lyase fold/virulence factor
[IPRO11050] (3); Pectinesterase,
catalytic [IPR000070] (3); Pectin lyase
fold [IPRO12334] (3)

Protein of unknown function DUF241,
plant [IPR004320] (3)
Uncharacterised protein family, basic
secretory protein [IPR007541] (3)

Zine finger, DHHC-type,
palmitoylransferase [IPR001594] (2);
Palmitoyltransferase, DHHC domain
[IPRO01594] (1)

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

Zine knuckle CX2CX4HXAC
[IPRO25836] (3): Domain of unknown
function DUF4283 [IPR025558] (3);
Zine finger, CCHC-type [IPROOIS7S] (1)

Cation efflu protein [IPR002524] (3);
Cation efflux protein transmembrane
domain [IPRO27469] (2)

Pentatricopeptide repeat [IPR0028SS]
(3): Tetratricopeptide-like helical domain
[IPRO11990] (1)

Ribonuclease H-like domain

[IPRO12337] (2); Integrase, catalytic core

[IPRO01S84] (2); Aspartic peptidase
domain [IPRO21109] (1)

Aspartic peptidase, active site
[IPR001969] (1); Retropepsins
[IPROIS061] (1); Aspartic peptidase
domain [IPRO21109] (1)

Aspartic peptidase domain [IPR021109]
(3); Aspartic peptidase, active site
[IPR001969] (1)

scaflold_9_mRNA_3703.1

scaffold_9_mRNA_3352.1
scaffold_9_mRNA_3128.1

scaffold_9_mRNA_2993.1

scaffold_9_mRNA_2989.1

scaffold_9_mRNA_2905.1

scaffold_9_mRNA_2778.1

scaffold_9_mRNA_2717.1

scaffold_9_mRNA_2521.1

scaffold_9_mRNA_2506.1
scaflold_9_mRNA_2456.1
scaffold_9_mRNA_2394.1
scaflold_9_mRNA_2043.1

scaffold_9_mRNA_1758.1

scaffold_9_mRNA_1700.1

scaffold_9_mRNA_1669.1

scaflold_9_mRNA_1622.1

scaffold_9_mRNA_1582.1

scaffold_9_mRNA_1511.1

scaffold_9_mRNA_1505.1

scaflold_9_mRNA_1459.1

scaffold_9_mRNA_1363.1

scaffold_9_mRNA_1362.1

scaffold_§_ mRNA_953.1

scaffold_§_ mRNA_946.1

scaffold_8_mRNA_877.1

scaflold_8_mRNA_796.1

scaffold_8_mRNA_758.1
scaffold_8_mRNA_72.1
scaffold_8_mRNA_398.1

scaffold_8_mRNA_2981.1

scaffold_8_mRNA_2978.1

scaflold_8_mRNA_2576.1

scaffold_8_ mRNA_2543.1

scaffold_8_mRNA_2380.1

scaffold_8_mRNA_2197.1

scaflold_8_mRNA 2134.1

scaflold_8_mRNA_2003.1

scaffold_8_mRNA_1993.1

scaffold_8_mRNA_1984.1

scaflold_8_mRNA_1973.1

scaffold_8_mRNA_1821.1

C_unshiu_00740_mRNA_6.1.C_unshiu_
00740_mRNA 9.1

C_unshiu_00017_mRNA_S9.1.C_unshiu _

_01110_mRNA_2.1
C_unshiu_00577_mRNA_1.1,C_unshiu_
0 129 mRNA,

uns
00574 mRNA_3.1

*_unshiu_01689_mRNA_3.1,C_unshiu_
02440 mMRNA_2.1

00132_mRNA_7.1,C_unshiu_
02260_mRNA_L.1

C_unshi
O1118_mRNA_L1

inshiu_0
nom mRNA 8

C_uns
_01737_mRNA_S,

C_unshiu_00755_mRNA_7.1,C_unshiu_
01500_mRNA 2.

C_unshiu_00011_mRNA_74.1,C_unshiu

_02904_mRNA_4.1

C_unshiu_01098_mRNA_4.1.C_unshiu_ _

01106_mRNA_I1.1
C_unsh
0169I MRNA

*_uns
00629 mRNA 9.1

C_unshiu_00032_mRNA_42.1.C_unshiu _

_00211_mRNA_14.1

C_unshiu_00294_mRNA_12.1.C_unshiu _

_01009_mRNA_9,

C_unshiu_00586_mRNA_4.1.C_unshiu_ _

01107_mRNA_I1.1

C_unshi
02187_mRNA 2.1

C_unshiu_00122_mRNA_19.1.C_unshiu _

mzsx mRNA_9.1

uns
no4|4 mRNA_16.1

C_unshiu_00131_mRNA_9.2,C_unshiu_
00351_mRNA_8.2

C_unshiu_00057_mRNA_6.1,C_unshiu_ _

00344_mRNA_29.

C_unshiu_ 00\157 MRNA_7.1,C_unshiu_
0344 mRNA

uns uuzus _mRNA_4.1,C_unshiu_
02725 mRNA_4.1

C_unshiu_01262_mRNA_I.
01415_mRNA 3.1

C_unshiu_01185_mRNA_S.1.C_unshiu,
02065_mRNA 4.

C_unshiu_01962_mRNA_1.1,C_unshiu_
02198 mRNA_L1

c,unsmu,oauxs,mk\m,s 1.C_unshiu
2763_mRi

_00041_mRNA_16.1

C_unshiu_ 00363 MRNA_9.1.C_unshiu_ _

03mm

uns
0057| _mRNA_S.1

C_unshiu_00375_mRNA_20.1.C_unshiu _

_00571_mRNA 8.1

C_unshiu_00320_mRNA_24.1.C_unshiu

01839 mRNA_1.1

C_unshiu_00055_mRNA_8.1,C_unshiu_
02387_mRNA_L1

C_unshiu_00479_mRNA_I7.1.C_unshiu _

_00894_mRNA_1.1

C_unshiu_00413_mRNA_19.1.C_unshiu _

_01166_mRNA 3.1

C_unshi
_00940_mRNA_I.1

C_unshiu_00360_mRNA_4.1,C_unshiu_
01649_mRNA_L1

C_unshi
_01302_mRNA_6.1

C_unshiu_00222_mRNA_6.1,C_unshiu_
00527_mRNA_26

C_unshi
02435_mRNA_2.1

01216_mRNA_5.1,C_unshiu_
01419_mRNA 5.1

00574_mRNA_I4.1.C_unshiu _

01023_mRNA_1.1.C_unshiu_

0292_mRNA_34.1,C_unshiu _

1 00345_mRNA_14.1,C_unshiu _
1

00385_mRNA_11.1,C_unshiu _

00106_mRNA_24.1.C_unshiu _

01176_mRNA_7.1,C_unshiu_ _

00028 mRNA_46.1.C_unshiu _

unshiu_

P _mRNA_14.1.C_unshiv _

P _mRNA_17.1.C_unshiv_

1 00693_mRNA_11.1,C_unshiu

1 00087_mRNA_24.1,C_unshiu _

1 00811_mRNA_4.1.C_unshiu_



T Num i C_celementine_ Numin C_unshia Note Go TnterPro Member Members in C.unshh Members in Prifola
Domain of unknown function DUF4219 _ C_unshiu_00100_mRNA_39.1,C_unshiu
GFO016973 1 0 Hypothetical protein (3) (PRO259141G) scaffold_8_mRNA_1746.1 oo e o .
protein dimerization activity HAT, C-terminal dimerisation domain
. [GO:0046983 molecular_function] (3); ~ [IPR00S906] (3); Ribonuclease H-like R
GFO016952 1 ﬁEm‘)a:':cz‘ﬁ"ﬁ;:':“xilm"};_d‘":"lff“‘:“ nucleic acid binding [GO:0003676 domain [IPRO12337] (3); hAT-like scaffold_8_mRNA_1678.1 Cﬁ‘:;;‘“:;ﬁ‘ﬁi‘]mlkwf‘“ 1,C_nnshiu _
fomain (2); Transposable element Ac (1) o1eularfunction] (3); DNA binding  transposase, RNase-H fold [IPR025525] -D1985_mRNA_|
[GO:0003677 molecular_function] (1) (1)
C_unshiu_00177_mRNA_33.1.C_unshiu
GFO016931 1 0 Hypothetical protein (3) scaffold_8_mRNA_1505.1 G103 mRNA 51 -
Gr0016929 . o Hydroxyproline-rich glycoprotein fmily Scaflold § mRNA 15021 L 0015I_mRNA_21.1,C_unshiu _
protein, putative (3) B miRA
GFO016907 1 0 Hypothetical protein (3) scaffold_8_ mRNA_1381.1
GF0016906 1 0 Hypothetical protein (3) scaffold_§_mRNA_1365.1
HAD-like domain [IPR023214] (3);
GFO016890 1 0 Hypothetical protein (3) FOPL homoloes domain (IPR004274] (3) 40148 mRNA_1310.1
. C_uns!
GF0016852 1 0 Hypothetical protein (3) scaffold_8_mRNA_1260.1 03515 mRNA. 11
Legume lectin, alpha chain, conserved
site [IPRO0098S] (3); Legume lectin
. . carbohydrate binding [GO:0030246  domain [IPR001220] (3); Concanavalin iu_00694_mRNA_15.1,C_unshiu
GFO0TO872 ! 0 Lectin (3) molecular_function] (3) A-like lectin/glucanase domain scaffold_§_mRNA_I218.1 00594 mMRNA_16.1 -
[IPRO13320] (3); Legume lectin
[IPRO16363] (1); Lectin [IPRO16363] (1)
transmembrane transport [GO:0055085
Sodiumhydrogen antiporter | isoform 1 biological_process] (3); integral Citrate transporter-like domain unshiu_01085_mRNA_8.1,C_unshiu_
GFO016869 ! 3 component of membrane [GO:0016021  [IPR004680] (3) scaffold_§_mRNA_1207.1 02035 mRNA_3.1
cellular_component] (3)
oxidoreductase actvity, acting on paired
donors, with incorporation or reduction
Geraniol 10-hydroxylase (1); z)’l':l:;':‘a;::z::‘; ‘[goog;'::;‘i Cytochrome P450 [IPRO01128] (3);
ergamotene oxidase (1); TSA: - Cytochrome P430, E-class, group [ C_unshiu_00617_mRNA_16.1,C_unshiu
Grootsed ! © Wollemia nobils transcribed RNA reduction process [GO:0035114 [IPRO02401] (1; Reverse transcriptase  **T01-8_ mRNA_1174.1 01730_mRNA 7. N
sequence (1) biological_process] (3; iron ion binding i ine domain [1PR026960] (1) R
& [GO:0005506 molecular_function] (3); e
heme binding (GO:0020037
molecular_function] (3)
. Auxin-induced protein X10A (2); Auxin-  response to auxin [GO:0009733 _— . C_unshiu_00396_mRNA_28.1.C_unshiu
GFOD16832 1 indoced protei 1045 (1 bitogieal mrocess) G) Small auxin-up RNA [IPR003676] (3)  scaflold_8_mRNA_1083.1 0610 mRNA .1 -
GF0016822 1 0 Auxin-induced protein X104 (3) response fo auxin [GO:0009733 Small auxin-up RNA [IPR003676] (3)  scaffold_8_mRNA_1041.1 Cunshi { 0"649 MRNA_I6.1,C_unshiu_
biological_process] (3) _01573_mRNA_13.1
.  Retrotransposon gag protein (2): Retrotransposon gag domain . c 00956 MRNA_I1.1,C_unshiu
GFO016818 ! © Hypothetical protein (1) [IPRO0S162] (3) scaffold_§ mRNA_1035.1 01359 mRNA 3.1
PIN domain-like [IPR029060] (2);
Phosphoribosylirans ferase-like N C_unshiu_00435_mRNA_3.1,C_unshiu_
GFO016815 1 0 Hypothetical protein (3) IPRO20057] {1y, NN domai, limkain. S04TOK_8_mRNA_1025.1 03128 mRNA 31 -
bltype [IPRO21139] (1)
peptide-methionine (R)-S-oxide reductase
activity [GO:0033743 MssA ke [IPRO11057] (3); Peptide .
GF0016764 1 0 Hypothetical protein (3) molecular_function] (2); oxidation-  sulphoxide reductase MrsB  scaffold_7_mRNA_91.1 mgan mk‘ﬁ’:m; :“RW‘ 3.1,C_unshiu_
reduction process [G [IPR002579] @
biological_process] (2)
oyl oo fmily protei Prenylated rab acceptor PRAI . C_unshiu_00437_mRNA_2.1,C_unshiu_
GF0016751 1 0 Prenylated rab acceptor family protein (3) PROD695] ) scaffold_7_mRNA_884.1 076 mRNA 21
Hydroxyproline-rich glycoprotein family C_unshiu_00288_mRNA_25.1.C_unshiu
GFO016658 1 0 e ptative () scaffold_7_mRNA_720.1 s mRNA 31 -
RING-type zine-finger, LisH dimerisation
motif [IPR027370] (3): CTLH/CRA C-
terminal to LisH motif domain
g (00103515 firvaonn) O s ae i 00764 A 71 i
GFO016616 1 0 Protein RMDS like A (3) ['3’53‘3'3;;3‘3?.‘:;’;‘9 ‘(j:;zz;l‘:‘::nl;\&d)\ng RING/FYVEBID.ype [1bRO13083]  SCAold 7 mRNA_660.1 02109 WRNA 21
. - (3): CTLH, C-terminal LisH motif
[IPRO06595] (3); CRA domain
[IPROI3144] (3): LISI homology motif
[IPR006594] (3): RmdS [IPR027711] (2)
;fy‘i’::?:ﬁ:x; d';y[‘g‘(’)'y‘;&';i;'} Glycoside hydrolase, family 43
GF0016568 1 0 Glycosyl hydrolase family 43 protein (3) molecular_function] (3); carbohydrate L <006710) 3): Glycosyl hydrolase, - ey 7 pNA s08.1 C_unshiu_00510_mRNA_27.1,C_unshiu _
five-bladed beta-propellor domain 01220 mRNA_12.1
metabolic process [GO:0005975
[IPRO23296] (3)
biological_process] (3)
zinc ion binding [GO:0008270 Zine finger, CCHC-type [IPRO0ISTS]
§ AT4g04660 protein (2): Hypothetical  molecular_function] (3): nucleic acid  (3); Zine knuckle CX2CX4HX4C . C_unshiu_00136_mRNA_36.1,C_unshiu
GrooTOs46 ! protein (1) binding [GO:0003676 [IPR025836) (3): Domain of unknown  *T01d_7_mRNA_572.1 _02688_mRNA_1.1 -
molecular_function] (3) function DUF4283 [IPRO25558] (3)
Ribonuclease H-like domain
Polypeptide with an integrase domain (1); nucleic acid binding [GO:0003676 [IPROI12337] (3); Integrase, catalytic core
GF0016507 1 0 Hypothetical protein (1); Potato DNA for molecular 1 f\mclmu 3): DNA integration [IPRO01584] (3); Reverse transcriptase, scaffold 7 mRNA_S13.1 OC{Z"Z";":‘H‘R(;?ZD?TR\‘NZ 1,C_unshiu_
copia-like transposable element (1) [GO:0015074 biological_process] (3)  RNA-dependent DNA polymerase mRNA
[IPROI3103] (1)
5 C_unshiu_01032_mRNA_10.1.C_unshiu
GFO016446 1 0 Reticulon-like protein BI3 (3) Reticulon [IPRO03388] (3) scaffold_7_mRNA_408.1 1066 mRNA 71 -
Alpha/Beta hydrolase fold [IPR029058]
GF0016443 1 0 Methyl esterase 1 (3) (3): Alpharbeta hydrolase fold-1 scaffold_7_mRNA_399.1 c‘;l"(;‘;z“:;ﬁ‘:\?fi’;wwz 2,C_unshiu
[IPRO000T3] (3) —01066_mRNA.
GroEL-like equatorial domain
[IPRO27413] (3); Chaperonin
Cpn60/TCP-1 family [IPR002423] (3):
ATP binding [GO:0005524 GroEL-like apical domain [IPR027409]
“T-complex protein 1 subunit gamma (2); - molecular_function] (3): unfolded protein (2): T-complex protein 1, gamma subunit . .
GF0016347 1 0 TCP-1/cpn60 chaperonin family protein ~binding [GO:0051082 [IPROI2719] (2); Chaperone tailless  scaffold_7_mRNA_2726.1 57‘;’1";;"5“ﬁ;'£[}:’|“‘|“"3‘“4 L.C_unshi _
0 molecular_function] (2): protein folding  complex polypeptide 1 (TCP-1) 102885 mRNA
[GO:0006457 biological process] (2)  [IPRO17998] (2); Chaperonin TCP-1.
conserved site [IPR002194] (2); TCP-1-
like chaperonin intermediate doma
[IPRO27410] (1)
regulation of transcription, DNA-
templated [GO:0006355
iological_process] (3); sequence-
BZIP transeription factor (2 BZIP  specific DNA binding [GO:0043565  Basic-leucine zipper domain . C_unshiu_00209_mRNA_31.1,C_unshiu
GFO016280 ! transcription factor bZIP124 (1) molecular_function] (3); transcription  [IPR004827] (3) seaffold_7_mRNA_256.1 02267 mRNA 2.1
factor activity, sequence-specific DNA
binding [GO:0003700
molecular_function] (3)
Leucine-rich repeat domain, L domain-
like [IPR032675] (3); Winged helix-tum-
Hypothetical protein (2); Discase ADP binding [GO:0043531 helix DNA-binding domain [IPR011991] C_unshiu_02139_mRNA_L1,C_unshiu_
Groote2e! ! © resistance protein family, putative (1) molecular_function] (1) (1); P-loop containing nucleoside scaffold_7_mRNA_2488.1 02824 mRNA_L1
triphosphate hydrolase [IPR027417] (1);
NB-ARC [IPR002182] (1)
protein phosphorylation [GO:0006468  DuI-type lectin domain (IPR001480)
biological_process] (2: protein kinase U roicin kinase-like domain
GF0016164 1 0 Hypothetical protein (3) activity [GO:0004672 [IPROLI009] (2):; Protein kinase domain vty 7 mpNA_2225.1 C_unshiu_00414 mRNA_5.1,C_unshiu_ _
[IPR()OM\O](H s« - 00611_mRNA 2.1
molecular_function] (2); AT binding "™ in _mRNA.
[GO:0005524 molecular_function] (1) cma!ync dnmmn [wkomm] m
metabolic process [GO:0008152
y ; biological_process] (1); iransferase  UDP-glucuronosylUDP- . C_unshiu_00040_mRNA_78.1,C_unshiu
GFoo16162 ! 0 Hypothetical protein (3) activity, transferring hexosyl groups  glucosyltransferase [IPR002213] (1) S°TId_7_mRNA _2213.1 00611_mRNA_16.1 -
[GO:0016758 molecular_function)] (1)
Palymeleiy] afese, et
. Helike superfumily protein (1); Putative  nucleic acid binding [GO:0003676 Ribonuclease H-like domain . 00508 mRNA 3.1,C_unshiu_
GFO016089 ! © hon-LTR retroelemen reverse molecular_fnction] (2) [IPROI2337] 2) scaffold_7_mRNA_2021.1 02073_mRNA_3.1
transcriptase (1); Hypothetical protein (1)
GF0016061 1 0 Hypothetical protein (3) scaffold_7_mRNA_1961.1 c "(;‘j'"“ 00448 1 ’“‘WA  22.1,C_unshiu _
i . nucleic acid binding [GO:0003676 Ribonuclease H-like domain . 001 x\ mRVA 23.1,C_unshiu
GF0016007 1 0 Hypothetical protein (3) oleculey function] () PRO12337] 3) scaffold_7_mRNA_1806.1 Gl mRNA o1
Leucine-rich repeat-containing N-
terminal, plant-type [IPR013210] (3);
. Hypothetical protein (2); Phylosulfokine  protein binding [GO:0005515 Leucine-rich repeat domain, L domain- 01401_mRNA_9.1.C_unshiu_
GFO015997 ! receptor (1) molecular_function] (1) Jike [IPRO32675] (2): Leucine-rich repeat **TO147_MRNA_I756.1 02586_mRNA_I.1
[IPROO1611] (1; Leucine-rich repeat,
typical subtype [IPR003591] (1)
F-box associated interaction domain
$ locus F-box protein with the low allelic protein binding [GO:0005515 [IPROI7451] (3); F-box domain mshiu_00073_mRNA_10.1.C_unshiu
GFO015957 ! sequence polymorphism 1-S2 (3) molecular_function] (3) [IPRO01S10] (3); Kelch-type beta scaffold 7_mRNA_157.1 01420 mRNA 2.1 -
propeller [IPRO1S915] (1)
Galactose oxidaserkelch, beta-propeller
. . [IPRO11043] (3); F-box associated
S locus F-box protein with the low allelic
" protein binding [GO:0005515 interaction domain [IPRO17451] (3); F- C_unshiu_00073_mRNA_
GFO015954 ! 0 S;g“:")‘i’ ";':ey‘:‘?ﬁ"’g“’ 182 Class - lecular function] (3) box domain [IPRO0IS10] (3); F-box S04 7 mRNA_IS6.1 02420 mRNA_1.1
" associated domain, type 3 [IPROI3187]
&)
O-methyltransferase, family 3
GR0015953 . 0 Cafteoy] CoA Omethylirnsferase () O-Meliylranseraseactiviy [IPR002935] (3): S-adenosyl-L- scalohd7 mRNA 1558.1 C_unshiu_01330_mRNA_7.1.C_unshiu_ _

[GO:0008171 molecular_function] (3)

methionine-dependent methyltransferase
[IPR029063] (3)

01330_mRNA_8.2
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P-loop containing nucleoside triphosphate
hydrolase [IPR027417] (3); Leucine-rich
repeat IPR01611] (3); NB-ARC
ADP binding [GO:0043531 [IPRO02182] (3); Leucine-rich repeat, .
GF0015939 1 0 Disease resistance protein RPS2 (3)  molecular_function] (3); protein binding  typical subtype [IPR003591] (3); scaffold_7_mRNA_1529.1 gf;‘:;h;l &‘ﬁ/'\isﬂ’“k\“‘—‘ 1,C_unshiu_
[GO:0005515 molecular_function] (3)  Leucine-rich repeat domain, L domain- -mRNA.
like [IPR032675] (3); Winged helix-tum-
helix DNA-binding domain [IPR011991]
(O]
carbon fixation [GO:0015977 .
. . " " Ribulose bisphosphate carboxylase, large .
P . Hypothetical protein (2); Ribulose biological_process] (3); ribulose- s, Trmadoe s Nl | scaffokd7 mRNA_1452.1 00271_mRNA_3.1,C_unshiu_
bisphosphate carboxylase large chain (1) bisphosphate carboxylase activity PRO1413] ) 00271_mRNA_4.1
[GO:0016984 molccular_function] (3)
C_unshiu_00595_mRNA_30.1,C_unshiu
GFO015866 1 0 Hypothetical protein (3) scaffold_7_mRNA_1356.1 o1 A S -
To encode a PR protein, Belongs (o the
GF0015864 1 0 plant thionin family with the following scaffold_7_mRNA_1351.1 C_unshiu_00208_mRNA 2.1,C_unshiu_ _
02723 mRNA_L1
members:, putative (3) _mRNA_
Geprotein beta WD-40 repeat
[IPRO20472] (2); WD4O repeat,
’ conseved e [PROIDY7S] @)
GFO015859 1 0 Coatomer beta subunit, putative (3) :zl:";‘rn?‘:g"{i‘::; (“20‘055 13 WDAO/YVIN repeat-like-containing  scaffold_7_mRNA_1340.1 Cf;é‘;f;“:;ﬁfgﬁgjmlk\“‘f“ 1.C_unshiu
eeutar_fune domain [u’kuls«m] (2): WD40-repeat- S -
containing domain [IPRO17986] (2):
WD40 repeat [IPRO1680] (2)
DNA-binding storekesper proeinrelated. i e i Protein of unknown function DUFS73
J— , o rnseriptiona egulator (2); DNA- €0 OER R [IPRO07592] (2); GLABROUS safold_6 mRNA, 999.1 *_unshiu_00232_mRNA_I.1.C_unshiu_
binding sorekeeper proin-elated  EPRCS EOCEEAS enhancer-binding protein family mm mRNA_8.1
transcriptional regulator, putative (1) wical_proces [IPR007592] (1)
defense response [GO:0006952 Bet v IMajor ltex protein [IPR000916]
biological_process] (3); response fo  (3); START-like domain [IPR023393] 00232_mRNA_21.1,C_unshiu
GFO015694 ! 0 S-norcoclaurine synthase 2 (3) biotic stimulus [GO:0009607 (3): Major latex protein domain seaffold_6_mRNA_975.1 _02251_mRNA 4.1 -
biological_process] (3) [IPRO24948] (2)
" N i, Chloroplast protein import component C_unshiu_00407_mRNA_24.1,C_unshiu
GFO015689 1 0 Protein TIC 20-v, chloroplasti (3) Tie20 UPRODSE1) G} scaffold_6_mRNA_944.1 ol A 21
C_unshiu_00415_mRNA_18.1.C_unshiu
GFO015660 1 0 Hypothetical protein (3) scaffold_6_mRNA_830.1 o326 mRNA 31 -
GFO015648 1 0 Hypothetical protein (3) scaffold_6_mRNA_77.1 00092_mRNA_I8.1,C_unshiu _
GFO015643 1 0 Hypothetical protein (3) scaffold_6_mRNA_745.1
GF0015622 1 0 Hypothetical protein (3) :‘:'U L ransposase domain [IPROIS289] (0, vyig 6 mRNA_640.1
GFO015608 1 0 Hypothetical protein (3) scaffold_6_mRNA_477.1 07655 mRNA T
Reverse transeriptase domain
GF0015604 1 0 Hypothetical protein (3) [IPR000477] (3); Parancoplastic antigen  scaffold_6_mRNA_427.1 c‘;l‘;‘;;“‘:;g‘:f;ﬁ’;"?‘\mfﬂ 1.C_unshiu _
Ma [IPR026523] (1) —O1933_mRNA.
C_unshiu_01100_mRNA_14.1.C_unshiu
GFO015601 1 0 Hypothetical protein (3) scaffold_6_mRNA_402.1 o100 mRNA 31 -
. C_unshiu_00262_mRNA_13.1,C_unshiu
GFO0015360 1 0 Hypothetical protein (3) scaffold_6_mRNA_287.1 30484 oRNA, 5.1 -
C_unshiu_00176_mRNA_10.1.C_unshiu
GFO015248 1 0 Hypothetical protein (3) scaffold_6_mRNA_271.1 ,uom SRNA 71 -
" Protein of unknown function DUF247, _ C_unshiu_01263_mRNA_10.1,C_unshiu
GFO015050 1 0 UPFO481 protein (3) plnt [TPROD41S8] 3) scaffold_6_mRNA _2432.1 01499 A T1 -
P-P-bond-hydrolysis-driven protein
transmembranc transporter activity
e AIG1-type guanine nucleotide-binding
[GO:0015450 molecular_function] (3); ;) 4omain (1PR006703] (3): Chloroplast
racellular protein transport rotein import component Toc34 C_unshiu_00644_mRNA_7.1.C_unshiu,
GFO014816 1 0 Translocase of chloroplast (3) [GO:0006886 biological_process] (3): mport comp scaffold_6_mRNA_2095.1 unshin_0004 mRNATLC tnshiu__
[IPROOS68S] (3): P-loop containing 01587_mRNA_9.
GTP binding [GO:0005525
¢ nucleoside triphosphate hydrolase
molecular_function] 3): chloroplast uter 1 S
membrane [GO:0009707
cellular_componen] (3)
FHY3/FARI family [IPR031052] (2)
regulation of transcription, DNA- FARI DNA binding domain
Protein FARI-RELATED SEQUENCE 6 1o 14 1GO:0006355 [IPRO04330] (2); Zinc finger, SWIM- C_unshiu_00332_ mRNA _7.1,C_unshiu_
GFO014643 1 0(1); Hypothetical protein (1); FAR1 > scaffold_6_mRNA_I813.1 -
DNA-binding dorain proteln () biological_process] (2); zine fon binding type [IPRO07527] (1); MULE 01382 mRNA_6.1
[GO:0008270 molecular_function] (1) transposase domain [IPROIS289] (1);
Zine finger, PMZ-type [IPR006364] (1)
zinc ion binding [GO:0008270 Zine knuckle CX2CX4HX4C
Nucleic acid binding / zinc ion binding  molecular_function] (2); nucleic acid ~ [IPR025836] (3); Domain of unknown C_unshiu_00390_mRNA_I18.1,C_unshiu
GFO014633 ! O protein (2); AT4g04660 protein (1) binding [GO:0003676 function DUF4283 [IPRO25538] (3);  *MTo1d-0-mRNA_1794.1 01311_mRNA 4.1 -
molecular_finction] (2) Zinc finger, CCHC-type [IPROOISTS] (2)
. Domain of unknown function DUFI985 _unshiu_00198_mRNA_31.1,C_unshiu
GFO014467 1 0 Hypothetical protein (3) [PROISAI0) 1) scaffold_6_mRNA_1390.1 nozw SRNA 271 -
S-adenosyl-L-methionine-dependent
activity [GO:00081 [IPR029063] (3); Plant
molecular_function] (3); protein ‘methyltransferase dimerisation
. Caffeic acid 3-O-methyltransferase (2);  dimerization activity [uo 0046983 (IPROI2567) 3 O-metylrnsferase C_unshiu_01123_mRNA_7.1,C_unshiu_
GFO014454 ! O Caffeic acid O-methyltransferase (1) molecular_function] (3): COMT-type [IPRO16461] (. scaffold_6_mRNA_I352.1 01732_mRNA_5.1
methyltransferase activity [r.o 0008171 methylransferase, family 2 [IPR001077]
molecular_function] (3) ed helix-tum-helix DNA-
ing domain [IPRO11991] (3)
Leucine-rich repeat-containing N-
LRR receptor-like serine/threonine- y terminal, plant-type [IPR013210] (3);
GF0014446 1 0 protein kinase EFR (2); Hypothetical f":;‘:"'“:‘r"‘:“.';i‘[‘gg:’ﬁoss 15 Leucine-rich repeat domain, L domain-  scaffold_6_mRNA_134.1 Qc‘;;';‘g":i?ﬁfu"'kml" C_unshiu_ _
protein (1) = like [IPRO32675] (3); Leucine-rich repeat IRNA
[IPROOIGI1] (1)
. . . _unshiu_01629_mRNA_17.1,C_unshiu
GFO014388 1 0 Hypothetical protein (3) scaffold_6_mRNA_1120.1 o1 mRNA o1 -
HAD-like domain [IPR023214] (3); P-
integral component of membrane type ATPase, A domain [IPRO0S250]
H(+)-transporting atpase plantfungi  [GO:0016021 cellular_component] (3); ~ (3): P-type ATPase, cympmmw domsm
. plasma membrane type, putative (1, metal ion binding [GO:0046872 N [IPR023299] (3); P-type ATP: . mshiu_00626_mRNA_2.1.C_unshiu_
GFO014358 ! © Plasma membrane ATPase (1); molecular_function] (3): nucleotide transmembrane domain [IPROZSZQR] (3); Scaflold_6_mRNA_1022.1 02317 mRNA_2.1
Hypothetical protin (1) binding [GO:0000166 Paype ATPase (PRODITST) (O P-type
molecular_function] (3) ATPase, phosphorylation site
[IPROIS303] (3)
Uncharacterised conserved protein
P . Transmebranc and coiled-coildomains - mermbranc [GO:0016020 P339 ansmembran cukaryotc scaffold 6 mRNA 1014.1 C_unshiu_00402_mRNA_6.1,C_unshiu_
protein 1 (2); Hypothetical protein (1) cellular_component] (1) . 00626 mRNA 4.1
[IPRO0SSS9] (1)
RNA-directed DNA polymerase , related
(1) Ribonuclease H protein, putative (1) Reverse transeriptase zinc-binding C_unshiu_00187_mRNA_38.1.C_unshiu
GFO014354 ! © RNA-directed DNA polymerase domain [IPR026960] (2) seaffold_6_mRNA_101.1 00329 mRNA 5.1 -
(Reverse transeriptase) (1)
. C_unshiu_00408_mRNA_19.1,C_unshiu
GFO014344 1 0 Hypothetical protein (3) scaffold_S_mRNA_961.1 0540, RNA, 6.1
Putative non-LTR reverse transcriptase Reverse transeriptase zinc-binding
(1): Polynucleotidyl transferase, nucleic acid binding [GO:0003676 domain [IPR026960] (3); Ribonuclease
. o Ribonuclease H fold (1); RNA<directed  molecular_functon] (2); RNA-DNA  Helike domain [IPROI2337) (2): . *_unshiu_00213_mRNA_4.1,C_unshiu_
GRO014318 ! © DNA polymerase (Reverse hybrid rib H domain [IPR002156] (1); S°T01d_S_MRNA_804.1 onssz _mRNA_3.1
Polynuclcotidy! transferase, Ribonuclease [GO:0004523 molecular_function] (1) Plant discase resistance response proiein
H fold-like protein (1) [IPRO04265] (1)
GFO014317 1 0 Zine knuckle family protein (3) 5 g ): Domain of unknown fnction scaffold_S_mRNA_797.1 -
binding [GO:0003676 _00583_mRNA 9.1
DUF4219 [IPR025314] (2)
molecular_function] (3)
C_unshiu_00354_mRNA_12.1,C_unshiu
GFO014273 1 0 Hypothetical protein (3) scaffold_S_mRNA_608.1 nm S RNA B 1 -
. . 1 00354_mRNA_I1.1,C_unshiu
GFO014272 1 0 Hypothetical protein (3) scaffold_S_mRNA_607.1 “035 o RNA 51 -
regulation of transcription, DNA- FHY3/FART family [IPR031052] (3) . s
GF0014256 1 0 Hypothetical protein (3) templated [GO:0006355 MULE transposase domain [IPRO18289] scaffold_5_mRNA_569.1 C_unshiu_00085_mRNA_50.1,C_unshiu _
01109_mRNA 2.1
biological_process] (3) @ 1109 mRNA.
. . C_unshiu_00009_mRNA_162.1.C_unshi
GFO014124 1 0 Hypothetical protein (3) scaffold_S_mRNA_S013.1 00192 mRNA 31 -
hydrolase activity [GO:0016787
Alpha/beta hydrolase fold-3 [IPRO13094]
GF0013990 1 0 Putative carboxylesterase 2 (3) molecular_function] (3); metabolic (3): Alpha/Beta hydrolase fold scaffold_5_mRNA_4792.1 C_unshiu_00054 mRNA 2.1,C_unshiu_
process [GO:0008152 00951_mRNA_14
[IPR02905S] (3)
biological_process] (3)
Alpha/Beta hydrolase fold [IPR029058]
hydrolase activity [GO:0016787 unshiu_01033_mRNA_16.1,C_unshiu
GFO013931 1 0 Dienclactone hydrolaselike protein (3) >0 28 0 EE S g; Dienelactone hydrolase [IPR002925] scaffold_s_mRNA_4694.1 ,moxo RNA To1 -
o Chaperone Dna-dormain superfily C_unshiu_00495_mRNA_28.1.C_unshiu
GFO013892 1 0 o Dnal domain [IPRO01623] (3) scaffold_S_mRNA_4631.1 0803 mRNA 151 -
nucleotide-sugar transport [GO:0015780 Bi-functional UDP-rhamnose/UDP-
biological_process] (3): nucleotide-sugar galactose transp 10) C_unshiu_00278_mRNA_38.1,C_unshiu
GFO0I3866 ! 0 UDP-galactose transporter 2 (3) transmembrane transporter ac Sugar phosphte ransporter domain | $°*0M_S_RNA_4593.1 01416 mRNA 2.1
[GO:0005338 molecular_function] (3)  [IPRO04853] (3)
. . . C_unshiu_00238_mRNA_35.1.C_unshiu
GFO013773 1 0 Hypothetical protein (3) scaffold_S_mRNA_4450.1 om0 mRNA 21 -
C_unshiu_00477_mRNA_23.1,C_unshiu
GFO013715 1 0 Hypothetical protein (3) Zinc-ribbon 15 [IPR031493] (3) scaffold_S_mRNA_4379.1 30552 mRNA 191 -
’ Pentatricopeptide repeat (IPR002885]
GF0013696 1 0 Hypothetical protein (3) protein binding [GO:0005515 (3): Tetratricopeptide-like helical domain scaffold S_mRNA_435.1 C_unshiu_00378_mRNA_3.1,C_unshiu_ _
molecular_function] (1) 00378_mRNA_33.1
& [IPROT1990] (1) MRNA
nucleic acid binding [GO:0003676 . -~ unshi
GF0013591 1 0 Putative retroelement pol polyprotein (3) molecular_function] (1); zine ion binding Zinc finger, CCHC-type [IPRO01878] (1) scaffold_5_mRNA _417.1 € unshiu_00141_mRNA_5.1,C_unshiu__
00617_mRNA_S.1
[GO:0008270 molecular_function] (1) mRNA.
. . . 00022_mRNA_23.1,C_unshiu
GFO013504 1 0 Hypothetical protein (3) scaffold_S_mRNA_4041.1 nossz RNA 71 -
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Tatty acid metabolic process.
[GO:0006631 biological_process] (3):
oxidation-reduction process Fatty acid desaturase, type 2
o [GO:0055114 biological_process] 3);  [IPR005067] (3); Ferritn-like . .
GFO013450 1 o Stearoyl-acyl carrier protein desawrase 1 v carrier-protein] desaturase  superfamily [IPRO0S07S] (3); scaffold_S_mRNA_3940.1 C€_umshiu_00447_mRNA_24.1,C_unshin _
activity [GO:0045300 Ribonucleotide reductase-related 02182 mRNA 3.1
molecular_function] (3); oxidoreductase  [IPROI2348] (2)
activity [GO:0016491
molecular_function] (2)
Translation protein, beta-barrel domain
[IPR009000] (3): P-loop containing
nucleaside triphosphate hydrolase
Eukaryoric translation intation factor SB GTP binding [GO:0005525 IBRO37417] (3 Trmslaion ation C unshin 00447 mRNA 21.1.C_unshiu
GFO013449 1 0(2); Translation initation factor IF-2,  molecular_function] (2); GTPase activity scaffold_S_mRNA_3937.1 -
utative (1) GO:0003924 molecular_function] () C.or -2 domain 3 [PRO23115] 3): o ORI MRNAT1
P = Small GTP-binding protein domain
[IPR005225] (2); Transcription factor,
GTP-binding domain [IPR000795] (2)
Putative retroelement pol polyprotein (2); . C_unshiu_00328_mRNA_S.1,C_unshiu_
GFO013329 ! O Hypothetical protein (1) scaffold_5_mRNA_371.1 01324 mRNA_3.1
Leucine-rich repeat domain, L domain-
y like [IPR032675] (3); NB-ARC
J— . o Hypothetical protein (2: Phosphoprotcin. ADP binding [GO:0043531 IPRO0DIS2] (1) b loap contuning  scalfold 5 mRNA 3647.1 C_unshiu_00453_mRNA_21.1,C_unshiu _
phosphatase (1) molecular_function] (1) 00453_mRNA 28.1
- nucleoside triphosphate hydrolase V03 mRRA
[IPRO27417) (1)
GF0013286 1 0 Hypothetical protein (3) scaffold_5_mRNA_3575.1 cf"“S;"“fOMMf":RNAJS 1.C_unshiu _
GFO013264 1 0 Hypothetical protein (3) scaffold_5_mRNA_3447.1
GF0013257 1 0 Hypothetical protein (3) scaffold_5_mRNA_3433.1 nozj: mﬁ‘:\fi‘aﬂw 21.1,C_unshiu _
GTP binding [GO:0005525
molecular_function] (3): protein transport ¢
[GO:0015031 biological_process] (2); i GTPase superfamily (IPR001806)
(3): P-loop containing nucleoside
signal transduction [GO:0007165
o triphosphate hydrolase [IPR027417] (3);
Ras-related protein Rab1 1 (1); biological_process] (2); 5"‘“” GTPaSe  Gall GTPase superfamily, Ras type
§ o mediated signal transduct se superfamily, Ras type C_unshiu_01174_mRNA_6.1,C_unshiu_
GFO013232 1 0 Hypothetical protein (1) RAB GTPase- <00 E bl ml cess) 2y, IPRO20849] 2); Sl GTPase scaffold_S_mRNA_331.1 007 mRNA 21
like protein BIC (1) rconbrane 104 et superfamily, Rab type [IPRO03S79] (2); mENA
cbrane [G0:00160 p— 4y Siall GTP-binding protein domain
cellular_cormpo ”"“ 7' iTPase activity [lPRouszzs]m Small GTPase
GO:0003924 molecular function] (1); (e EoSg PR S )
intracellular [GO:0005622 P ¥ Kho typ
cellular_component] (1)
GTP binding [GO:0005525
molecular_function] (3); snmu GTPase
mediated signal transductio Peloopcotaining ncloside phospte
[GO:0007264 bioogicl proces] (2 hydratse IPROZ7417] (. S
GTP-binding protein YPTM2 (1); RAB '“”I:“{’”‘“‘ G ,]6:)7)0 | STﬁTﬁ;;Pfrr“_m"yrf['P.f:m:Of] S © unshia 00746 mRNA 7.1.C. unshi
GF0013218 1 0 GTPase-like protein BIC (1); Ras-like :r:n‘;c;:c:::'[)(;‘;'(;ooi:slw [l‘:;OZBK 4;;'(1’;?‘,‘:“"(3”%?;2“ scaffold_5_mRNA_328.1 uf;{‘; :nRN A |3": NA_PLC _unshiu_
GTP-binding protein YPTI (1) biological_process] (2); protein transport superfamily, Rab type [IPR003579] (2); o
(GO:0015031 biological process] (2);  Small GTPase superfamily, Rho type
intracellular [GO:0005622 [IPRO035T8] (1)
cellular_componen] (1); GTPase activity
[GO:0003924 molecular_function] (1)
amino acid transmembrane transporter
activity [GO:0015171
Amino acid permease iy protein (1; MOIeCUT_functon] () amino acid— Amino acidpolyamine ransportcr |
v " transmembrane transport [GO:0003333  [IPR002293] (3); Arfaptin homology C_unshiu_00809_mRNA_10.1.C_unshiu _
GFOOI318S ! ozs‘:‘::l‘:‘;z;‘:;"(‘f;"(”‘ Neutral amino. .0\ pical_process] (3); membrane (AH) domain/BAR domain [IPR027267) S°2T01d_5-MRNA 3172.1 00961_mRNA 7.
* (GO:0016020 cellular_component] (3);  (1); SH3 domain [IPRO01452] (1)
protein binding [GO:0005515
molecular_fnction] (1)
Leucine-rich repeat, typical subtype
[IPRO03591] (3); Leucine-rich repeat
domain, L domain-like [IPR032675] (3);
LRR receptor-like serine/threonine-  protein binding [GO:0005515 B C_unshiu_00888_mRNA_6.1,C_unshiu_
GFO013182 1 0 e Kinaee GSO1 () Plecuar funston () Leucine-rich repeat [IPROI611] (3):  scaffold_5_mRNA_3122.1 03001 mENA 51
Leucine-rich repeat-containing N-
terminal, plant-type [IPR013210] (2);
SH3 domain [IPRO01452] (1)
’ Ankyrin repeat-containing domain
GFO0013139 1 0 Hypothetical protein (3) protein binding [GO:0005515 [IPR020683] (3); Ankyrin repeat scaffold_5_mRNA_2983.1 C_unshiu_00016_mRNA_3.1,C_unshiu_ _
molecular_function] (3) 00382 mRNA 1.1
& [IPRO02110] (3) -MRNA
Retrotransposon gag domain C_unshiu_01665_mRNA_11,C_unshiu_
GFO013039 1 0 Hypothetical protein (3) PRO0S1 03] 1y scaffold_S_mRNA_2441.1 01980 mRNA 11
Transposon, En/Spm-like [IPR004242]
(1): Probable transposase, Ptta/En/Spm,
GF0012991 1 0 Hypothetical protein (3) plant [IPR004252] (1); Domain of scaffold_5_mRNA_2247.1 C_unshiu_00258 mRNA_1.1,C_unshiy
01853_mRNA_4.1
nown function DUF4216
[IPRO25312] (1)
. . . unshiu_00111_mRNA_45.1,C_unshiu
GFO012988 1 0 Hypothetical protein (3) scaffold_S_mRNA_2224.1 004 G RNA 151 -
C_unshiu_00100_mRNA_30.1,C_unshiu
GFO012968 1 0 Hypothetical protein (3) scaffold_S_mRNA_2149.1 n 0410 mRNA 181 -
. . . iu_00871_mRNA_22.1.C_unshiu
GFO012956 1 0 Hypothetical protein (3) scaffold_S_mRNA_2055.1 nosﬂ "RNA 01 -
C_unshiu_00568_mRNA_19.1,C_unshiu
GF0012926 1 0 Hypothetical protein (3) scaffold_S_mRNA_1937.1 CGlond A 21 -
GF0012921 1 0 Hypothetical protein (3) scaffold_5_mRNA_1929.1 025;‘2 mR‘;'li“Z :“RW‘ 2.1,C_unshiu_
regulation of transcription, DNA-
GF0012913 1 0 Hypothetical protein (3) :2‘1';:“:: [frgc:g?:ﬁ?m Abinding  NAC domain [IPRO03441] () seaffold_S_mRNA_1880.1 c‘;‘;:‘j;‘“:nok‘:\fffl"‘)‘f‘\“f“’ 1.C_unshiu
[GO:0003677 molecular_function] (3) o -
Late embryogenesis abundant protein,
Hypothetical protein (2); Late
. N LEA-14 [IPRO04864] 3); . C_unshiu_00202_mRNA_9.1,C_unshiu_
GFO012864 1 0 embryogenesis abundant hydroxyprolin- Tmmanoglabulin e fol IpRo13783]  S€210K_S mRNA_1708.1 it A =1 -
rich glycoprotein, puative (1) & -MRNA.
GFO012844 1 0 Hypothetical protein (3) scaffold_S_mRNA_1583.1
C_unshiu_00128_mRNA_16.1.C_unshiu
GFO012842 1 0 Hypothetical protein (3) scaffold_S_mRNA_1538.1 31666 mRNA 21 -
peroxidase activity [GO:0004601
molecular_function] (3); oxidation-  Haem peroxidase [IPR010255] (3);
reduction process [GO:0055114 Peroxidase, active site [IPR019794] (3)
biological_process] (3); heme binding  Peroxidases heam-ligand binding site .
GF0012830 1 0 Peroxidase 2 (3) [GO:0020037 molecular_function] (3);  [IPRO19793] (3); Plant peroxidase scaffold_S_mRNA_1449.2 0 o m nm‘f,’/:“i é";RW‘ 2.1,C_unshiu_
response to oxidative siress [IPRO00823] (3): Haem peroxidase,
[GO:0006979 biological process] (3);  plant/fungalbacterial [IPR002016] (3);
hydrogen peroxide catabolic process  Secretory peroxidase [IPR033905] (1)
[GO:0042744 biological_process] (1)
C_unshiu_01675_mRNA_5.1,C_unshiu_
GFO012806 1 0 Hypothetical protein (3) scaffold_S_mRNA_1364.1 m 055 mRNA -
. Retrotransposon gag domain . "_unshiu_00340_mRNA_14.1,C_unshiu _
GFO012781 1 0 Hypothetical protein (3) TPRODSISZ] () scaffold_S_mRNA_1262.1 0044 4 RNA, 10.1
. C_unshiu_01048_mRNA_3.1,C_unshiu_
GFO012776 1 0 Hypothetical protein (3) scaffold_S_mRNA_1227.1 401 mRNA 4 -
GF0012775 1 0 Hypothetical protein (3) scaffold_5_mRNA_1224.1 (6‘;’1‘;"’“ m‘éﬂg’;’;";'w‘f” 1.C_unshiu_
NB-ARC domain disease resistance P-loop containing nucleoside triphosphate -
protein (1); NB-ARC domain-containing ing 5 . 3 C
GFO012768 1 0 disease resistance protein (1); LRR and 12 [GO:0043531 hydrolase [IPR027417] (3); NB-ARC vty 5 upNa 1131 C_unshiu_00019_mRNA_5.1,C_unshiu_
¢ molecular_function] (3) [IPRO02182] (3); Leucine-rich repeat 3 mIRA 00904 mRNA_4.1
NB-ARC domains-containing disease
domain, L domain-like [IPR032675] (2)
resistance protein (1)
:::::I:'“;‘hiz: ":"‘V’;y I[y::)e :’i“:"f‘i 3 Terpene synthase, N-terminal domain
[GO:0016829 molecular_function] (3); Eyi‘:uiz:Zaori]x:i.),.l::;x:gferaee alpha- C_unshiu_00825_mRNA_5.1,C_unshiu
GF0012759 1 0 Hypothetical protein (3) metabolic process [¢ 152 it toreid IPROGK30] (3. scaffold_5_mRNA_1099.1 D130 e ALt
biological_process] (3); nucleic acid MRNA.
Ribonuclease H-like domain
binding [GO:0003676 [PROIZI37] 1)
molecular_function] (1)
GF0012754 1 0 Hypothetical protein (3) scaffold_5_mRNA_1076.1 CE‘;:‘;;'":EOR‘LZ:OE":RNAJS 1.C_unshiu _
DNA integration [GO:0015074 -
Hypothetical protein (2); Putative Ty3- i) oy pmmqu) nucleicacid e cataie core [lpnomsm]u) C_unshiu_01148_mRNA_3.1,C_unshiu_
GF0012747 1 0 gypsy-like retroclement pol polyprotein (. inding [GO:00036 Ribonuclease H-like scaffold_S_mRNA_1053.1 07624 mRNA, 11 -
o molecuhr)unclmn] m UPROI2337) (1) o
. Gag-polypeptide of LTR copia-type . C_unshiu_00091_mRNA_10.1.C_unshiu
GFO012740 1 0 Hypothetical protein (3) TPRO29472] () scaffold_S_mRNA_1033.1 oSt A 31 -
GF0012727 1 0 Hypothetical protein (3) scaffold 4_mRNA_963.1 g{;‘;‘;":‘n‘iﬂ:ré‘f‘m”k} 1,C_unshiu_
zine ion binding [GO:0008270 - N
§ Transducin wd40 repeat-like superfamily molecular_function] (3 nucleic acid e . C_unshiu_00169_mRNA_9.1.C_uns
GFO012662 1 protein @) binding [GO003676 Zine finger, CCHC-type [IPRO0ISTS] (3) scaffold_4_mRNA_847.1 0202, mRNA 51
molecular_function] (3)
TBYDP1/HVA22-related protein
GF0012602 1 0 Hypothetical protein (3) [IPRO04345] (3); Leucine-rich repeat  scaffold_4_mRNA_664.1 CUZ";‘;:' m‘;‘r'l’/‘\"z";k\“* 10.1,C_unshiu _
domain, L domain-like [IPR032675] (1)
GF0012574 1 0 Hypothetical protein (3) scaffold_4_mRNA_S71.1 C_unshiu_00141_mRNA_54.1,C_unshiu _

_01045_mRNA_I2.1
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Note

GO

TnterPro

Members in P.trifoliata

GFO011351 1

GFO011143 1

GFO011129 1

GF0011026 1

GF0010423 1

GF0010235 1

GF0010199 1

GF0010140 1

GF0009883 1

GF0009855 1

GF0009841 1

GF0009825 1

GF0009781 1

GF0009763 1

GF0009756 1

GF0009690 1

GF0009660 1

GF0009656 1

GF0009637 1

GF0009564 1

GF0009533 1

GF0009528 1

GF0009520 1

GF0009502 1

GF0009497 1

GF0009469 1

GF0009448 1

GF0009441 1

GF0009426 1

GF0009421 1

GF0009420 1

GF0009378 1

GF0009325 1

0 Hypothetical protein (3)

0 Hypothetical protein (3)

0 Retrotransposon gag protein (3)

Putative L-type lectin-domain containing
o receptor kinase S.7 (1; Letype lectin-

© gomain containing receptor kinase IX.1
(1); Clade XV lectin receptor kinase (1)

0 Hypothetical protein (3)

0 Gibberellin receptor GIDIC (3)

0 Hypothetical protein (3)

0 Sesquiterpene synthase (3)

0 Expansin (3)

0 Hypothetical protein (3)

0 Hypothetical protein (3)

0 Soluble inorganic pyrophosphatase (3)

Disease resistance protein (TIR-NBS-
0 LRR class) (2): TMV resistance protein
N, putative (1)

0 Hypothetical protein (3)

0 Progesterone S-beta-reductase (3)

RING/U-box superfamily protein,
putative isoform 3 (3)

Hypothetical protein (2); NB-ARC
0 domain-containing disease resistance
protein (1)

‘nucleic acid binding [GO:0003676
molecular_function] (2); zinc ion binding
GO9006270 olecuar_funtion] (2
regulation of transcription,

templated [GO:0006355
biological_process] (1)

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

carbohydrate binding [GO:0030246
molecular_function] (3); protein kinase
activity [GO:0004672
molecular_function] (3); pmlem
phosphorylation [GO:0006468
biological_process] (3): ATP binding
[GO:0005524 molecular_function] (3);
nucleus [GO:0005634
cellular_component] (1): DNA binding
[G0:0003677 molecular_function] (1)

‘nucleic acid binding [GO:0003676
molecular_function] (3); zinc ion binding
[G0:0008270 molecular_function] (3)

hydrolase activity [GO:0016787
molecular_function] (3); metabolic
process [GO:0008152
biological_process] (3)

metabolic process [GO:0008152
biological_process] (3); magnesium ion
binding [GO:0000287
molecular_function] (3); terpene synthase
activity [GO:0010333
molecular_function] (3); lyase activity
[GO:0016829 molecular_function] (3)

plant-type cell wall organization
[GO:0009664 biological_process] (3);
extracellular region [GO:0005576
cellular_component] (3)

transcription factor activity, sequence-
specific DNA binding [GO:0003700
molecular_function] (3); regulation of
transcription, DNA-templated
[GO:0006355 biological_process] (3);
multicellular organismal development
[GO:0007275 biological_process] (2);
multicellular organism development
1GO:0007275 biological_process] (1)

magnesium ion binding [GO:0000287
molecular_function] (3); cytoplasm
[GO:0005737 cellular_component] (3):
inorganic

Zine finger, CCHC-type [IPRO01S7S]
(2); FARI DNA binding domain
[IPRO04330] (1); FHY3/FAR family
[IPRO31052] (1); Zine finger, SWIM-
type [IPR00T527) (1); Zinc finger, PMZ-
type [IPRO06564] (1)
Domain of unknown function DUF4283
[IPRO25558] (3): Zine finger, CCHC-
type [IPRO0I878] (1); Zine knuckle
CX2CX4HX4C [IPR025836) (1)
Retrotransposon gag domain
[IPR005162] (3)
Concanavalin A-fike lectin/glucanase
domain [IPRO13320] (3); Protein kinase-
like domain [IPRO11009] (3); Legume
lectin domain [IPR001220] (3); Protein
Kinase domain [IPR000719] (3); Se
threoninetyrosine-protein kinase
catalytic domain [IPR001245] (1)
Serine-threonine/tyrosine-protein kinase,
catalytic domain [IPR001245] (1);
KNOX2 [IPR005541] (1); KNOX1
[IPR00S540] (1)
Zine knuckle CX2CX4HXAC
[IPRO25836] (3); Zinc finger, CCHC-
type [IPROOIS7S] (3); Domain of
unknown function DUF4283
[IPR025558] (2); Ribonuclease H-like
domain [IPRO12337] (1)
Alpha/Beta hydrolase fold [IPR029058]
(3); Lipase, GDXG, putative histidine
active site [IPR002168] (3); Lipase,
GDXG, putative serine active site
[IPRO33140] (3); Alpha/beta hydrolase:
fold-3 [IPRO13094] (3)

Tsoprenoid synthase domain [IPR008949]
(3): Terpene synthase, N-terminal domain
[IPR001906] (3); Terpene synthase,
‘metal-binding domain [IPR005630] (3);
Terpenoid cyclases/protein
prenyltransferase alpha-alpha toroid
[IPR008930] (3)

Expansin, cellulose-binding-like domain
[IPRO07117] (3); Expansin [IPR002963]
(3); Expansin/Lol pl [IPROOT118] (3);
Expansin/pollen allergen, DPBB domain
[IPRO07112] (3): RipA-like double-psi
beta-barrel domain [IPR009009] (2);
RipA-like protein, double-psi beta-barrel
domain [IPR009009] (1)

AP2-like ethylene-responsive
transcription factor [IPRO31112] (3)

[GO:0004427 molecular_function] (3);
phosphate-containing compound
metabolic process [GO:0006796
biological_process] (3)

signal transduction [GO:0007165
biological_process] (3): ADP binding
[GO:0043531 molecular_function] (3);
protein binding [GO:0005515
molecular_function] (3)

ubiquitin-protein transferase activity
[GO:0004842 molecular_function] (3);
protein ubiquitination [GO:0016567
biological_process] (3)

ADP binding [GO:0043531
molecular_function] (3)

nucleus [GO:0005634
cellular_component] (3): transcription.

factor A protein
02 2 Transcrption elongation factor S-11
m

0 LRR receptor-like kinase (3)

Epidermis-specific secreted glycopmlem
o EP1(1): Epidermis-speci
© EPL-tike glycoprotein (1): Hypolh:ucal
protein (1)

0 Hypothetical protein (3)

o Cytochrome P430 71AT (2); Cytochrome
P450 (1)

UPFO0481 protein (2): DUF247 domain

© protein (1)

0 Hypothetical protein (3)
0 Hypothetical protein (3)
0 Hypothetical protein (3)
0 Hypothetical protein (3)
0 Hypothetical protein (3)
0 Hypothetical protein (3)
0 Hypothetical protein (3)
0 Hypothetical protein (3)

Hypothetical protein (2); Retrotransposon

© protein, putative, Ty3-gypsy subclass (1)

0 Hypothetical protein (3)

DNA-templated [GO:000635
biological_process] (3); DNA binding
[G0:0003677 molecular_function] (2);
zine ion binding [GO:0008270
molecular_function] (2)

ATP binding [GO:0005524
molecular_function] m protein kinase
activity [GO:000467
molecular_function] (3\. protein
phosphorylation [GO:0006468
biological_process] (3); protein binding
[GO:0005515 molecular_function] (1)

zine ion binding [GO:0008270
molecular_function] (3)

n ion binding [GO:0005506
molecular_function] (3); heme binding
[G0:0020037 molecular_function] (3);
oxidoreductase activity., acting on paired
donors, with incorporation or reduction
of molecular oxygen [GO:0016705
molecular_function] (3); oxidation-
reduction process [GO:00551 14
biological_process] (3)

nucleic acid binding [GO:0003676
molecular_function] (3)

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

Tnorganic
3)

[IPR008162]

P-loop containing nucleoside triphosphate
hydrolase [IPR027417) (3); NB-ARC
[IPR002182] (3); Tollinterleukin-1
receptor homology (TIR) domain
[IPRO00157] (3); Winged helix-tum-helix
DNA-binding domain [IPROTI991] (3);

Leucine-rich repeat domain, L domain-
like [IPR032675] (2); Leucine-rich repeat
3[IPROITI3] (1)

Pectin lyase fold [IPR012334] (1)

NAD(P)-binding domain [IPR016040]
3)

E3 ubiquitin ligase RBR family
[IPRO31127] (3); IBR domain
[IPR002867] (3)

NB-ARC [IPR002182] (3); P-loop.
containing nucleoside triphosphate
hydrolase [IPR027417] (3); Wi
helix-tum-helix DNA-bin
[IPRO11991] (1)
Transcription elongation factor S-11,
central domain [IPRO03618] (3):
Transcription elongation factor,
TFIIS/CRSP70, N-terminal, sub-type
[IPRO03617] (3); Transcription factor
us Neterminal [IPRO17923] (3);

n elongation factor S-TIM
[lrkolmu] @

Protein kinase-like domain [IPRO11009]
(3): Protein kinase domain [IPR000719]
(3); Malectin [IPR021720] (3);
Concanavalin A-like lectin/glucanase
domain [IPRO13320] (2); Protein kinase,
ATP binding site [IPRO17441] (2);
Leucine-rich repeat domain, L domain-
like [IPR032675] (1); Leucine-rich repeat
[IPROOIG11] (1); Serine-
threoninetyrosine-protein kinase,
catalytic domain [IPR001245] (1)

Bulb-type lectin domain [IPR001480] (2)

Zine finger, GRF-type [IPRO10666] (3)

Cytochrome P450, E-class, group |
[IPR002401] (3); Cytochrome P50,
conserved site [IPRO17972] (3);
Cytochrome P450 [IPROOI128] (3)

Protein of unknown function DUF247,
plant [IPRO04158] (3)

Ribonuclease H-like domain
[IPRO12337] (3)

Domain of unknown function DUF4219
[IPRO25314] (3)

Galactose-binding domain-like
[IPR008979] (1)

Aspartic peptidase domain [IPR021109]

(1); Ribonuclease H-like domain

[IPRO12337] (1); Reverse transcriptase

domain [IPR000477] (1; Ribonuclease H
domain [IPR002156] (1)

Leucine-rich repeat 3 [IPRO11713] (2);
Leucine-rich repeat domain, L domain-

like [IPR032675] (2)

scaffold_4_mRNA_1751.1

scaflold_4_mRNA_1197.1

scaffold_4_mRNA_1161.1

scaffold_3_mRNA_902.1

scaffold_3_mRNA_5723.1

scaffold_3_mRNA_5443.1

scaffold_3_mRNA_5389.1

scaffold_3_mRNA_530.1

scaffold_3_mRNA_4899.1

scaffold_3_mRNA_4827.1

scaflold_3_mRNA_4803.1

scaflold_3_mRNA_4776.1

scaflold_3_mRNA_4699.1

scaffold_3_mRNA_4646.1

scaflold_3_mRNA_4631.1

scaffold_3_mRNA_4434.1

scaflold_3_mRNA_4334.1

scaffold_3_mRNA_4322.1

scaflold_3_mRNA_4267.1

scaffold_3_mRNA_3973.1

scaffold_3_mRNA_3848.1

scaflold_3_mRNA_3843.1

scaffold_3_mRNA_3781.1
scaflold_3_mRNA_3714.1
scaffold_3_mRNA_3708.1
scaflold_3_mRNA_3547.1
scaffold_3_mRNA_3488.1
scaflold_3_mRNA_3450.1
scaffold_3_mRNA_3414.1
scaflold_3_mRNA_3379.1

scaffold_3_mRNA_3377.1

scaffold_3_mRNA_3207.1

scaffold_3_mRNA_2979.1

C_unshiu_00059_mRNA_57.1.C_unshiu _

00416_mRNA 31.1

C_unshiu_00140_mRNA_26.1.C_unshiu

00250_mRNA_18.1

00532_mRNA_3.1,C_unshiu_
01230_mRNA_4.1

C_unshiu_00412_mRNA_5.1,C_unshiu_
02762_mRNA_L1

C_unshiu_00101_mRNA_39.1.C_unshiu _

_00254_mRNA 8.1

C_unshiu_00069_mRNA_I3.1,C_unshiu _

C_unshiu_00069_mRNA_63.1.C_unshiu _

_02801_mRNA 3.

_01646_mRNA 2.1

C_unshiu_00194_mRNA_49.1.C_unshiu _

_01905_mRNA 3.

C_unshiu_01263_mRNA_2.1,C_unshiu_ _

02352 mRNA 2.1

_00101_mRNA_46.1

C_unshiu_00566_mRNA_1.1,C_unshiu_
00875_mRNA_12.1

Cu
ulxbx mRNA_4

C_unshiu_00862_mRNA_I.1,C_unshiu_
03021_mRNA_L1

C_unshiu_01232_mRNA_5.1.C_unshiu_

02232_mRNA_L1

C_unshiu_01148_mRNA_2.1,C_unshiu_
01307_mRNA_L1

C_unshiu_00528_mRNA_8.1,C_unshiu_
02515_mRNA_2.1

C_uns
_01481_mRNA_L1

C_unshiu_00082_mRNA_33.1,C_unshiu

_01902_mRNA_2.1

C_unshiu_01045_mRNA_6.1.C_unshiu_

01636_mRNA_2.1

C_unshiu_00311_mRNA_7.1,C_unshiu_
0945_mRNA_6.1

C_uns
_01646_mRNA_3,

C_unshiu_00188_mRNA_I8.1.C_unshiu _
_01092_mRNA_12.1

C_unshiu_00156_mRNA_4.1.C_unshiu_
556_mRNA_IS,

L
_01158_mRNA_I6.1

C_unshiu_00200_s mR\IA 32.1,C_unshiu _
mRNA

01452
C_unshiu_00688_s mR\lA _5.1,C_unshiu_
00924_mRNA_I3.1
C_unshiu_00822_mRNA_7.1,C_unshiu_
1746_mRNA_S.1

*_unshiu_00236_mRNA_:
0|399 mMRNA_S.1

C_unshiu_02389_mRNA_I.1,C_unshiu_
3143 _mRNA_L1

00120_mRNA_43.1.C_unshiu _

00076_mRNA_58.1,C_unshiu _

00727_mRNA_15.1,C_unshiu _
1

L 00151_mRNA_I8.1.C_unshiu _

00945_mRNA_11.1,C_unshiu

00934_mRNA_10.1,C_unshiu _



T Num i C_celementine_ Numin C_unshia Note Go TnterPro Member Members in C.unshh Members in Prifola
i B Alpha/Beta hydrolase fold [IPR029058] _ C_unshiu_00384_mRNA_3.1.C_unshiu_
GF0009321 1 0 Hypothetical protein (3) & scaffold_3_mRNA_2930.1 07054, mRNA 71
‘Winged helix-turn-helix DNA-binding
domain [IPRO11991] (3); NB-ARC
NB-ARC domain disease resistance . y . -~ unshi
Gr0009320 | 0 protein (2 TIRNBS.LRR el discase ADP binding [GO:0043531 [IPROD2182] (3% Ploop containing. oo oo C_unshiu_01094_mRNA_9.1.C_unshiu_ _
3 R anee srotein (1) molecular_function] (3) nucleaside triphosphate hydrolase -3 mRNA. 03116_mRNA_L1
P [IPRO27417] (3); Leucine-tich repeat 3
[IPRO11713] (1)
isance nrotein signal transduction [GO:0007165 terteukin1 recentor . st
GF0009257 1 ()LM:‘;‘:’“Z:““?O:’H""‘TUN‘Z" biological_process] (3); protein binding ‘TT";[‘{/"‘L‘;’;;"; [“',R;:]L"I“s’ﬂ":’;:""’“ scaffold_3_mRNA_2670.1 CU“":I m;)iONzlzmT\‘A 26.1,C_unshiu
P P [GO:0005515 molecular_function] (3) 3
protein binding [GO:0005515
molecular_function] (3); regulation of
i acid mediated signaling pathway
E:’g‘i;xg:’g;z::‘i:t‘f:;;‘;:;‘:”l M Ankyrin repeat-containing domain
Ankyrin repeat family protein, putative ¥ ~ [IPRO20683] (3); Ankyrin repeat C_unshiu_00828_mRNA_12.1.C_unshiu _
GF0009255 1 [ [GO0031347 biological process] (1); iGN UM ) seafold_3 mRNA 2661.1 [
cellular response to salieylic acid death § PRO326461 (1) 02336 mRNA
stimulus [GO:0071446
biloical procse] (gl
<ol of membrane [GO:0016021
ccllu\ar}(umponn,nt]( )
Domain of unknown function DUF4378
GF0009243 1 0 AT4G00440 protein (3) [IPRO25486] (3); Domain of unknown  scaffold_3_mRNA_262.1 aca;';‘;";k?f TT":RNAJ‘LC*““Sh'“f -
function DUF3741 [IPR022212] (3) IRNA
S eluster biogenes Complex 1 LYR protein [IPRO0SO1 1] §
GF0009232 1 LV‘R,T“'“"; "’-F]‘g:'“““ biogenesis (3): LYR motif-containing protein 2 scaffold_3_mRNA_2580.1 c ;v;‘ouz 'g;';:f\ ’I"T\‘A HLLC wnshi
protein isoform [IPRO26868] (3) u
. C_unshiu_00534_mRNA_15.1,C_unshiu
GF0009200 ' 0 Hypothetical protein (3) scaffold_3_mRNA_2497.1 P18 A 71
P-loop containing nucleoside triphosphate
hydrolase [IPR027417] (3); NB-ARC
protein binding [GO:0005515 [IPRO02182] (3): Tollinterleukin-1
molecular_function] (3); ADP binding  receptor homology (TIR) domain
G 1 molecular_function] (3);  [IPR000157] (3); Leucine-rich repeat
signal transduction [GO:0007165 domain, L domain-like [IPR032675] (3);
biological_process] (3); ATP binding  Leucine-rich repeat 3 [IPRO11713] ( C_unshiu_00476_mRNA_12.1.C_unshiu
GF0009186 ! 0 TMV resistance protein N (3) [GO:0005524 molecular_function] (1);  Winged helix-turn-helix DNA-binding ~>°2T014-3 MRNA_2433.1 00956_mRNA 9. -
protein kinase activity [GO:0004672  domain [IPRO11991] (2); Protein kinase,
molecular_fnction] (1); protein ATP binding site (IPROI7441] (1);
phosphorylation [GO:0006468 Protein kinase domain [IPR000719] (1);
biological_process] (1) Leucine-rich repeat, typical subtype
[IPRO03591] (1); Protein kinase-like
domain [IPRO11009) (1)
AIGI-type guanine nucleotide-binding
e GTP binding [GO:0005525 (m domain [IPR006703] (3); P-loop _ C_unshiu_00373_mRNA_I1.1,C_unshiu
GFO009173 ! 0 Protein AIGI (3) molecular_function] (3) ining nucleoside triphosphate seaffold_3_mRNA_2372.1 _00811_mRNA 5.1 -
hydmla:e [IPRO27417) (3)
double-stranded DNA binding
[GO:0003690 molecular_function] (2);
Transeription termination factor family  regulation of transeription, DNA- Mitochodrial transcription termination _ 00625 mRNA_15.1.C_unshiu
protein (2); Hypothetical protein (1) templated [GO:0006355 actor [IPRO03690] (2) 3 miRA _01853_mRNA_6,
GF0009163 1 o [rans it . K scaffold_3_mRNA_2344.1
biological_process] (2); mitochondrion
[GO:0005739 cellular_componen] (2)
. . C_unshiu_00100_mRNA_16.1.C_unshiu
GFO009145 1 0 Hypothetical protein (3) scaffold_3_mRNA_2295.1 oot RN 201 -
C_unshiu_00916_mRNA_13.1,C_unshiu
GF0009100 1 0 Hypothetical protein (3) scaffold_3_mRNA_2112.1 03049 WRNA 11 -
GF0009058 1 0 Hypothetical protein (3) scaffold_3_mRNA_1949.1 m o m‘éﬂﬁ”;‘;m" 20.1,C_unshiu
Hypothetical protein (2); Polynucleotidyl y
. nucleic acid binding (GO:0003676 welease Helike domain . 00023_mRNA_6.1,C_unshiu_
GFO009024 ! ";’:::ﬁ?:fy:::"’:ﬁ‘“ Hlike molecular_function] (3 [IPROI2337] @) scaffold 3 mRNA_1742.1 onm mRNA 3.1
. . *_unshiu_00948_mRNA_12.1,C_unshiu
GFO009021 1 0 Hypothetical protein (3) scaffold_3_mRNA_1732.1 mm RNA 31 -
GR0009020 . 0 Hypothetcal protein 3) Asparticpepidase domain [IPROZUO9] (o3 o 75y C_unshiu_00588_mRNA_4.1,C_unshiu_
(] mm mRNA,
. . _unshiu_00512_mRNA_10.1,C_unshiu
GFO009014 1 0 Hypothetical protein (3) scaffold_3_mRNA_1712.1 no 613 mRNA. 101 -
C_unshi_00542_mRNA_7.1,C_unshiu_
GF0009013 1 0 Hypothetical protein (3) scaffold_3_mRNA_1704.1 075t mRNA 11
Mitochondrial substrate/solute carrier
. bs family transport [GO:0055085 ~ [IPROI8108] (3); Mitochondrial carrier C_unshiu_00495_mRNA_15.1,C_unshiu
GF0009008 ! O protein B (3) biological_process] (3) domin (IPR023395] (3): Mitochondrial S¢*T01d-3 MRNA_168.1 00609 mRNA_6. -
carrier protein [IPR002067] (3)
00609_mRNA_7.1.C_unshiu_
GFO009002 1 0 Hypothetical protein (3) scaffold_3_mRNA_166.1 07000 mRNA 11
. C_unshiu_00793_mRNA_8.1.C_unshiu_
GF0008986 1 0 Hypothetical protein (3) scaffold_3_mRNA_1616.1 082, mRNA 21
ccharide . Wall-associated recepor kinase,
GFO008955 1 0 Hypothetical protein (3) polvsaccharide binding [GO030247 gacturonan-binding domain scaffold_3_mRNA_1507.1 5251“;" m?;/’\“i IRNAS L C st
molecular_finction] (3) fPRo25287 &) m
F-box associated interaction domain
. g [IPROI7451] (3): F-box domain
0008934 . D:i‘?::e‘ianﬁ'&':'I""éfluill‘zt:‘l:‘c’: protein binding [GO:0005515 [IPRO01810] (3); Galactose Scaffold 3 mRNA 1448.1 C_unshiu_00285_mRNA_33.1.C_unshiu _
osmorshism 163 (1) molecular_function] (3) oxidaserkelch, beta-propeller Scatfold 3 miRNA _01684_mRNA 2.
polymorpl 3 [IPROT1043] (1); F-box associated
domain, type 3 [IPROI3IST] (1)
. 00284 mRNA_26.1.C_unshiu
GF0008908 1 0 Hypothetical protein (3) scaffold_3_mRNA_1384.1 o612 mRNA D -
nucleic acid binding [GO:0003676 Ribonuclease H-like domain C_unshiu_00695_mRNA_4.1,C_unshiu_
GFO008829 1 0 Hypothetical protein (3) mcloculm Tunction (1 1PROIS397] (1) scaffold_3_mRNA_1194.1 00948 mENA 41 -
protein processing [GO:0016485
biological_process] (3); aspartic-type
Presenilin/signal peptide peptidase
GF0008772 1 0 Presenilin (3) endopeptidase activity [GO:0004190 [lpkoasszo]g(ly»p PSpudnchAZZA scaffold 3_mRNA_1101.1 C_unshiu_00154 mRNA_37.1,C_unshiu _
. * molecular_function] (3); integral e (PROOTIO8) 0y A 01729 mRNA 2.1
component of membrane [GO:0016021 ™
cellular_componen] (3)
DNA binding [GO:0003677
y ; molecular_function] (3); regulation of . . C_unshiu_00154_mRNA_48.1,C_unshiu
GF0008762 1 0 Hypothetical protein (3) raseripion, DNA-tomplt NAC domain [IPR003441] (3) scaffold_3_mRNA_1090.1 POl mRNA 3 -
[GO:0006355 biological process] (3)
. aiold 2 00260_mRNA_20.1,C_unshiu
GFO008609 1 0 Hypothetical protein (3) scaffold_2_mRNA_780.1 nozsn RNA 1 -
cysteine-type peptidase activity Domain of unknown function DUF1985
GO:0008234 molecular_function] (1); ~ [IPROIS410] (2); Ulpl protease family, C_unshiu_00147_mRNA_4.1,C_unshiu_
GF0008350 ! 0 Hypothetical protein (3) proteolysis [GO:0006508 C-terminal catalytic domain [IPR003633] S04 2 MRNA_457.1 01757_mRNA_L.1 -
biological_process] (1) [0}
. C_unshiu_00125_mRNA_46.1,C_unshiu
GrO007S83 | 0 Hypothetical protein (3) scaffold_2_mRNA_3899.1 50405 RN 36,1 -
Reverse transeriptase zinc-binding C_unshiu_00081_mRNA_74.1.C_unshiu
GF0007409 1 0 Hypothetical protein (3) o (RO365601 ) scaffold_2_mRNA_3051.1 52626 mRNA 21 -
Leucine-rich repeat-containing N-
Receptor like protein 6 (1); Verticillium . G terminal, plant-type [IPRO13210] m
GF0007408 1 0 wilt disease resistance protein (1); "::::;"‘“:""dﬁ“']‘;‘[l:ﬁfx’ms Leucine-rich repeat domain, L domain-  scaffold_2_ mRNA_3043.1 0194 " m}’gfil I":RW\ 71.1,C_unshiu
Leucine-rich repeat, plant specif - like [IPRO32675] (3 Leucne rih epest
[IPRO0I611] 2)
i C_unshiu_00142_mRNA_24.1,C_unshiu
GFO007315 1 0 Hypothetical protein (3) scaffold 2 mRNA_2851.1 51808 FRNA 3 -
metabolic process [GO:0008152 Isoprenoid synthase domain [kaoovao]
biological_process] (3); terpene synthase (3): Terpenoid eye
activity [GO:0010333 prenyltransferase nlphaﬂlp1|a onid
GF0007257 1 0 Limonene synthase (3) molecular_function] (3); lyase activity  [IPR008930] (3); Terpene synthase, N scaffold 2 mRNA_2700.1 c‘;""S;""fooé"’}f""?NAJ' 1.C_unshiu
[GO:0016829 molecular_function] (3);  terminal domain [IPRO01906] (3);
magnesium ion binding [GO:0000287  Terpene synthase, metal-binding domain
molecular_fnction] (3) [IPRO0S630] (3)
GroEL-like equatorial domain
ATP binding [GO:0005524 [IPRO27413] (3); GroEL-like apical
molecular_function] (3); protein refoldmg domain [IPR027409] (3); Chaperonin
GF0007242 1 0 Chaperonin ATPase (3) :0042026 biological_process] (2);  Cpn60/TCP-1 family [IPR002423] (3):  scaffold_2_mRNA_2638.2 01307 m;ﬁfz";m/\ 12.1,C_umshiu _
cytoplasm [GO:0005737 TCP-1-like chaperonin intermediate
cellular_component] (2) domain [IPR027410] (2); Chaperonin
Cpn60 [IPRO01844] (2)
) ; Retrotransposon gag domain . C_unshiu_00953_mRNA_S.1,C_unshiu_
GF0007231 1 0 Hypothetical protein (3) (PRODSIGE @) scaffold 2 mRNA_2570.1 07401, mRNA. 61
C_unshiu_00565_mRNA_4.1,C_unshiu_
GF0007204 1 0 Hypothetical protein (3) scaffold_2_mRNA_2478.1 00836 mRNA £1 -
Leucine-rich repeat (IPRO0I611] (3);
Leucine-rich repeat domain, L domain-
 Protein phosphatase 1 regulatory suburit protein binding [GO:0003515 like [IPR032675] (3); Leucine-rich C_unshiu_01397_mRNA_8.1,C_unshiu_
GF0007192 ! O oprA (3) molecular_function] (3) repeat, typical subtype [IPR003591] (3); ScT01d-2-MRNA 2342.1 01759 mRNA_1.1 N
Endonuclease/exonuclease/phosphatase:
[IPRO0S135] 2)
. C_unshiu_00871_mRNA_15.1,C_unshiu
GF0007190 1 0 Hypothetical protein (3) scaffold 2 mRNA _2332.1 51759 mRNA 31 -
C_unshiu_01873_mRNA_9.1,C_unshiu_
GFO007124 1 0 Hypothetical protein (3) scaffold_2_mRNA_I91.1 07928 mRNA § -
GAG-pre-integrase domain [IPR025724]
. . (2): Ribonuclease H-like domain o i
GFO00T113 1 0 Hypothetical protein (3) nucleic acid binding [GO:0003676 [IPRO12337] (1); Reverse transcriptase, ~ scaffold 2 mRNA_1882.1 €. unshiu_00543_mRNA_1.1,C_unshiu_ _

molecular_function] (1)

RNA-dependent DNA polymerase
[IPROI3103] (1)

02183_mRNA_5.1



T Num i C_celementine_ Numin C_unshia Note Go TnterPro Member embe T Members in Prifola
NUDIX hydrolase domain-like
i hydrolase activity [GO:0016787 [IPROIS797] (3); NUDIX hydrolase, C_unshiu_00653_mRNA_11.1,C_unshiu
GF0006985 1 0 Nudix hydrolase 17, mitochondral (3 R TS comserved it [1PRO20084] (3 NUDIX *¢4Tld 2 mRNA_1517.1 017 A 31 -
hydrolase domain [IPR000086] (3)
protein binding [GO:0005515
molecular_function] (3); cellular response
1o salielic acid stimulus (GODOTIH6 oo oo o0 n
biological_process] (1); integral repeat-containing domain [IPR020683]
J— . o Ankyrin repeat family protein, putative  component of membrane [GO:0016021 G Ak [PROCEIO st 2 k. 30 C_unshiu_00987_mRNA_10.1.C_unshiu _
) cellular_componen] (1: regulation of 01842 mRNA_L1
. rotein accelerated cell death 6
salicylic acid mediated signaling pathway [IPRU}ZX%] i
[GO:2000031 biological )roce::] 0
regulation of defense respon:
1G0:0031547 biaogicl proces] (1)
C_unshiu_00049_mRNA_33.1.C_unshiu
GFO006851 1 0 Hypothetical protein (3) scaffold_2_mRNA_1236.1 50040 A 341 -
. C_unshiu_00191_mRNA_27.1,C_unshiu
GF0006675 1 0 Hypothetical protein (3) scaffold_1_mRNA_983.1 S " 4 RNA 0.1 -
GFO006640 1 0 Hypothetical protein (3) - i P [IPRO08906] (3): Ribonuclease Holike  scaffold_1_mRNA_911.1 -
dimerization activity [GO:0046983 now MRNA 121
domain [IPRO12337] (3)
molecular_function] (3)
Leucine-rich repeat domain, L domain-
} ; i . like [IPRO32675] (3); Leucine-rich repeat
f— | o Hypothetcal potein (2); Transposon  protein binding [GO:0005515 IPRODIS1] 23 Loucinesichrepents scalfold_|_mRNA_706.1 C_unshiu_00242_mRNA_1.1,C_unshiu_
protein, putative, unclassified (1) molecular_finction] (2) comtaning N-tesming], plantpe I mRRA 00372_mRNA_3.1
[IPROI3210] 2)
C_unshiu_00305_mRNA_L1,C_unshiu_
GF0006292 1 0 Hypothetical protein (3) scaffold_1_mRNA_3546.1 0704 mRNA £1 -
Zine finger, CCHC-type [IPRO0ISTS]
y (1): GAG-pre-integrase domain
Cys\um. ich RLK (RECEPTOR ke "WeIcic acid binding [GO:0003676 [IPR025724] (1); Ribonuclease H-like C_unshiu_00169_ mRNA_11.1,C_unshiu
GF0006038 1 molecular_function] (2); zine ion binding scaffold_1_mRNA_316.1 -
5¢) 8 (2): Pol polyprotein (1) [t o domain [IPROI2337) (1); Reverse _00193_mRNA_I2.1
1GO:0008270 molecular_funciion] (1)~ (0% LR T ent DNA
polymerase [IPRO13103] (1)
Expansin/pollen allergen, DPBB domain
[IPRO07112] (3): RipA-like double-psi
GF0005662 1 0 Plant natriuretic peptide A (3) beta-barrel domain [IPR009009] (2);  scaffold_I_mRNA_250.1 ac‘;;:‘;":i?f}lg’“kmfl‘l'Cf““Sh'“f -
RipA-like protein, double-psi beta-barrel IRNA
domain [IPR009009] (1)
. . Transposase, MuDR, plant [IPR004332] __ C_unshiu_01092_mRNA_2.1,C_unshiu_
GFO005630 1 0 Hypothetical protein (3) scaffold_I_mRNA_239.1 03910 mRNA 21
protein serine/threonine kinase activity S-locus receplor kinase, C-terminal
[GO:0004674 molecular_function] (3);  [IPR021820] (3); Protein kinase-like
ATP binding [GO:0005524 domain [IPROT1009] (2);
. o Hypothetical protein (2); Cysteine-rch  molecular_function] (1): protein Serine/threonine/dual specificity protein _unshiu_00954_mRNA_10.1,C_unshiu
GF000s613 ! O RLK (Receptor-ike kinase) protein (1) phosphorylation [GO:0006468 kinase, catalytic domain [IPR002290] S T0Id1MRNA 2312.1 _02084_mRNA_6.1 -
biological_process] (1); protein kinase  (1); Serine/threonine-protein kinase,
activity [GO:0004672 active site [IPRO0S271] (1); Prot
molecular_fnction] (1) kinase domain [IPR000719] (1)
. . 00021_mRNA_12.1,C_unshiu
GFO00S612 1 0 Hypothetical protein (3) scaffold_I_mRNA_2310.1 “0 G55 RN Tt -
C_unshiu_00097_mRNA_51.1,C_unshiu
GF0005408 1 0 Hypothetical protein (3) scaffold_1_mRNA_1742.1 nm P -
. . . _unshiu_00558_mRNA_14.1,C_unshiu
GFO005359 1 0 Hypothetical protein (3) scaffold_I_mRNA_1599.1 m s RNA 3 -
LOG family [IPRO31100] (3); Cytokinin
Cytokinin riboside S-monophosphate riboside S-monophosphate C_unshiu_01470_mRNA_6.1,C_unshiu_
Gro0s3st ! © phosphoribohydrolase (3) phosphoribohydrolase LOG [IPR005269] “¢*/To1d-1_mRNA. 15611 02288 mRNA 3.1 .
®
zinc ion binding [GO:0008270
Zine finger, CCHC-type [IPRO0ISTS]
GF0005344 1 0 Zine knuckle family protein (3) molecular_function] (3); nucleic acid (). 1y i o uaknown function scaffold_1_mRNA_1547.1 C.unshiu_00890_mRNA_2.1,C_unshiu_ _
binding [GO:0003676 DUR219 IPRO253141 ) ImRNA 01153_mRNA_7.1
molecular_finction] (3)
. . . C_unshiu_00031_mRNA_33.1.C_unshiu
GFO005335 1 0 Hypothetical protein (3) scaffold_I_mRNA_1525.1 6050 mRNA 21 -
N C_unshiu_00198_mRNA_3.1,C_unshiu_
GF0005190 1 0 Hypothetical protein (3) scaffold_1_mRNA_1028.1 016 mRNA 01
Dienelactone hydrolase [IPR002925] (4); C_unshiu_00097_mRNA_36.1.C_unshiu
GF0005077 1 o Dienclactone hydrolase family, putative - hydrolase activity [GO:0016787 Alpha/Beta hydrolase fold [IPR0290SS]  scaffold_9_mRNA 455.1 _01541_mRNA _4.1,C_unshiu_01541_m -
molecular_function] (4)
@ RNA 0.1
Protein kinase domain [IPR000719] (4);
Protein kinase-like domain [IPRO11009]
(4): Leucine-rich repeat domain, L
domain-like [IPR032675] (4); Leucine-
rich repeat, typical subtype [IPR003591]
(4): Leucine-rich repeat-containing N-
protein binding [GO:0005515 terminal, plant-type [IPRO13210] (4);
molecular_function] (4): protein kinase  Serine/threonine-protein kinase, active
LRR receptor ke Kinase fumily protein_ 2C6ViY [GO:0004672 site [IPRO0S271] (4); Protein kinase, C_unshiu_00132_mRNA_13.1,C_unshiu
GF0005023 1 0 e family p molecular_function] (4); protein ATP binding site [IPRO17441] (4); scaffold_9_mRNA_2973.1 _00345_mRNA 29.1.C_unshiu_01900_ -
phosphorylation [GO:0006468 Leucine-rich repeat [IPRO01611] (4); mRNA 3.1
biological_process] (4); ATP binding  Concanavalin A-like lectin/glucanase
[GO:0005524 molecular_function] (4)  domain [IPRO13320] (3);
Serinelthreonine/dual specificty protein
kinase, catalytic domain [IPR002290]
(3): Serine-threonineltyrosine-profein
kinase, catalytic domain [IPR001245]
(1): Serine-threonine/tyrosine-protein
kinase catalytic domain [IPR001245] (1)
Serine/threonine-protein kinase, active
site [IPRO0S271] (4); Protein kinase-like
domain [IPRO11009] (4); Protein kinase
. G domain [IPR000T19] (4);
protein kinase activity [GO:0004672 i
Hypothetical proein (2: Systenin molecular_function] (4); protein i;’;‘: ‘:';ﬂ“":z/d'g“m':fﬁ’SCR'&;’;;“]'“ C_unshiu_00095_mRNA_I.1,C_unshiu_
GF0005020 1 o P : Sy phosphorylation [GO:0006468 s i scaffold 9 mRNA_2964.1 1005_mRNA_1.1,C_unshiu_01821_mR -
receptor SR160, putative (2) | (3): Serine-threonine/tyrosine-protein
biological process] (4 AT binding % T TR TRIRES | NA_41
[GO:0005524 molecular_finction] (3) ¢ g
erine-threonine/tyrosine-protein kinase,
catalytic domain (IPR001245] (1)
Leucine-rich repeat domain, L domain-
like [IPR032675] (1)
Leucine-rich repeat (IPRO01611] (4);
NB-ARC [IPR002182] (4); P-loop
protein binding [GO:0005515 :°3‘“‘I‘:"g[;‘:;'ggifﬁ‘]"(’j;‘“iph“‘“ e C_unshiu_00478_mRNA_I8.1.C_unshiu
GFO00S015 1 0 Disease resistance protein (4) molecular_function] (4); ADP binding " :uﬁmm o TR scaffold 9 mRNA 2006.1 _00478_mRNA_19.1,C_unshiu_01777_ -
[GO:0043531 molecular_function] (4) {170 - U el urm-helix mRNA_2.1
DNA-binding domain [IPRO11991] (1);
Receptor L-domain [IPR000494] (1)
. y . Reverse transcriptase domain
gi"’/‘\""';‘“‘ protein (|27':':A'f;":;‘°d i acid binding [GO-0003676 [IPRO00477] (3); Ribonuclease H-like C_unshiu_00241_mRNA_21.1,C_unshiu
GFO004978 1 o DNA pobymerase , related (L); LINE- - nucleic acid binding [G0:0003 domain [IPROI2337] (2); scaffold_9_mRNA_2195.1 00936_mRNA_I7.1,C_unshiu_01718_ -
type retroiransposon LIb DNA, Insertion molecular_function] (2)
e S11 ek protein (1) Endonuclease/exonuclease/phosphatase mRNA_L
[IPRO0S135] (1)
00107_mRNA_44.1,C_unshiu
Gr0004976 . o Hypothetical protein (3); DUF4283 Domain of unknown function DUFS283 16 s 151y 0107 SRNA, 35.1.C, mehi 0957 -
© gomain protein (1) [IPRO25558] (3)
MRNA_14.1
C_unshiu_01104_mRNA_0.1,C_unshiu_
GF0004969 1 0 Hypothetical protein (4) scaffold_9_mRNA_200.1 01866_mRNA_7.1.C_unshiu_01866_mR -
NA9.1
C_unshiu_00468_mRNA_S.1,C_unshiu_
GFO004930 1 0 Hypothetical protein (4) scaffold_9_mRNA_1450.1 00776_mRNA_I1.1.C_unshiu_01292_m -
RNA 6.1
C_unshiu_00094_mRNA_37.1,C_unshiu
GF0004913 1 0 Hypothetical protein (4) scaffold_§ mRNA_966.1 00122 mRNA_5.1.C_unshiu_01451_m -
RNA 4.1
Retroviral aspartyl protease [IPR013242]
aspartc-type endopeptidasc activity () Aspartic peptidase domain
. ; ; s S [IPRO21109] (2); Retrotransposon gag C_unshiu_00061_mRNA_59.1,C_unshiu
GF0004897 1 o Hypothetical protein (3); Pepridase [GO:0004190 molecular function] (2); o i (1PRO0S162] (2); Aspartic scaffold_8_mRNA_757.1 _00766_mRNA _4.1.C_unshiu_01741_m -
© aspartc, active ste (1) proteolysis [GO:0006508 hinse, activeshte (I0R001069] (¢ A
biological_process] (2) peptidase,active sie | 1@ R
Chromo domain [IPRO23780] (1);
Chromo domain-like [IPRO16197] (1)
RipA-like double-psi beta-barrel don
P00 ) R o, unshiu_00438_mRNA_26.1,C_unshiu
GF0004808 1 0 Kiwellin (4) ek scaffold_8_mRNA_2743.1 noxax mRNA_14.1,C_unshiu_02581_ -
[IPRO09009] (1) A3
unshiu_00373_mRNA_30.1,C_unshiu
GFO004706 1 0 Hypothetical protein (4) scaffold_8_mRNA_1684.1 mm mRNA_1.1.C_unshiu_01665_m -
61
c,unsmu,omxo,mk\m,u 1.C_unshiu
GF0004702 1 0 Hypothetical protein (4) scaffold_8_mRNA_1589.1 _01336_mRNA_11.1,C_unshiu_01407_ -
mRNA_1S.1
Reverse transcriptase zine-binding
domain [IPR026960] (4); Ribonuclease
Hypothetical protein (2); Ribonuclease Hlike domain [IPRO12357) (4):
Hy" r:,nl (1 € nucleic acid binding [GO:0003676 Endonuclease/exonuclease/phosphatase C_unshiu_00004_ mRNA_109.1,C_unshi
GF0004680 1  superfamily protein (1); molecular_function] (4); zine ion binding [IPR003135] (2); Domain of unknown  scaffold_8 mRNA_1295.1 u_00006_mRNA_120.1,C_unshiu_01309 -

© polynucteotidyl transerase, Ribonuclease

Hfold (1)

[GO:0008270 molecular_function] (1)

function DUF4283 [IPR025558] (1);
Zine knuckle CX2CX4HX4C
[IPRO25836] (1): Zine finger, CCHC-
type [IPRO0ISTS] (1)

_mRNA_8.1



D Num. in C._celementine

Note

GO

TnterPro Member

Members in P.trifoliata

GF0004665 1

GF0004503 1

GF0004394 1

GF0004392 1

GF0004386 1

GF0004321 1

GF0004299 1

GF0004192 1

GF0003985 1

GF0003952 1

GF0003952 1

GF0003947 1

GF0003871 1

GF0003491 1

GF0003470 1

GF0003365 1

GF0003322 1

GF0003318 1

GF0003302 1

GF0003224 1

GF0003097 1

GF0003021 1

GF0002984 1

GF0002865 1

GF0002857 1

GF0002726 1

GF0002715 1

GF0002714 1

GF0002712 1

GF0002708 1

GF0002704 1

GF0002683 1

GF0002519 1

GF0002412 1

GF0002394 1

GF0002256 1

GF0002094 1

© gomain (4)

0 Hypothetical protein (4)

0 Hypothetical protein (4)

0 Hypothetical protein (4)

0 Hypothetical protein (4)

0 Hypothetical protein (4)

0 Hypothetical protein (4)

Hypothetical protein (2); Putative non-
LTR reverse transeriptase (1); Putative
non-LTR retroelement reverse
transcriptase (1)

0 Hypothetical protein (4)

Disease resistance protein (CC-NBS-
LRR class) family protein (4)

0 Hypothetical protein (4)

0 Hypothetical protein (4)

0 Hypothetical protein (4)

0 Hypothetical protein (4)

0 Hypothetical protein (4)

Hypothetical protein (3); LRR and NB-

0 ARC domain disease resistance protein,
putative (1)

TMV resistance protein N (3);
Hypothetical protein (1)

0 Hypothetical protein (4)

Hypothetical protein (2); Non-LTR
reverse transcriptase (1); Putative non-

© LTR retroclement reverse transeriptase
[}

0 Hypothetical protein (4)

Non-LTR reverse transcriptase (2); Non-
0 LTR retroelement reverse transcriptase-
like protein (1); Hypothetical protein (1)

0 Hypothetical protein (4)
0 Hypothetical protein (4)
0 Hypothetical protein (4)
0 Hypothetical protein (4)

0 Hypothetical protein (4)

0 Hypothetical protein (4)

0 Hypothetical protein (4)

0 Hypothetical protein (4)
0 Hypothetical protein (4)
0 Hypothetical protein (4)
0 Hypothetical protein (4)

0 Hypothetical protein (5)
0 Hypothetical protein (5)

0 Hypothetical protein (5)

0 Hypothetical protein (5)

0 Cytochrome P450 83B1 (5)

BED zinc finger,hAT family dimerization |

protein dimerization activity
(GO:0046983 molecular_function] (4);
‘nucleic acid binding [GO:0003676

molecular_function] (4); DNA binding
[GO:0003677 molecular_function] (3)

protein dimerization activity
[GO:0046983 molecular_function] (4);
nucleic acid binding [GO:0003676
molecular_function] (4)

nucleic acid binding [GO:0003676
molecular_function] (2)

transferase activity, transferring hexosyl
‘roups [GO:0016758
molecular_function] (4); metabolic
process [GO:0008152
biological_process] (4)

ADP binding [GO:0043531
molecular_function] (4)

cysteine-type peptidase activity
[G0:0008234 molecular_function] (3);
proteolysis [GO:0006508
biological_process] (3)

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

signal transduction [GO:0007165
biological_process] (4); protein binding
[GO:0005515 molecular_function] (4)

nucleic acid binding [GO:0003676
molecular_function] (3); RNA-DNA
hybrid ribonuclease acti
[G0:0004523 molecular_function] (2);
zine ion binding [GO:0008270
molecular_function] (1)

RNA-DNA hybrid ribonuclease activity
[GO:0004523 nwleuulnr funmm\] ax
nucleic acid b 000367¢
molecular f\mcnou] (|)

calcium ion binding [GO:0005509
molecular_function] (4)

nucleic acid binding [GO:0003676
molecular_function] (3); zinc ion binding
0:0008270 molecular_function] (3):
proteolysis [GO:0006508
biological_process] (2); aspartic-type
endopeptidase activity [GO:0004190
molecular_function] (2)
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
[GO:0008270 molecular_function] (1)

heme binding [GO:0020037
molecular_function] (5); iron fon binding
[GO:0005506 molecular_function] (5):

ormolcwlxr oxygen [GO:0016
molecular_function] (5); oxldatlunr
reduction process [GO:0055114
biological_process] (5)

HAT, C-terminal dimerisation domain
[IPRO08906] (4); Ribonuclease H-like
domain [IPRO12337] (4); hAT-like
transposase, RNase-H fold [IPR025525]
)

scaffold_8_mRNA_1112.1

scaffold_7_mRNA_2125.1

scaflold_6_mRNA_63.1

scaffold_6_mRNA_S80.1

scaflold_6_mRNA 5.1

scaffold_6_mRNA_206.1

HAT, C-terminal dimerisation domain
[IPRO08906] (4); Ribonuclease H-like  scaffold_6_mRNA_1625.1
domain [IPRO12337] (4)

Reverse transcriptase zinc-binding
domain [IPR026960] (4); Ribonuclease
Helike domain [IPR012337] (2);
Endonuclease/exonuclease/phosphatase
[IPRO0S135] (1)

scaffold_S_mRNA_5121.1

UDP-glucuronosy/UDP-

glucosyltransferase [IPR002213] (4 Sc2TOId_SmRNA 2789.1

Leucine-rich repeat domain, L domain-

like [IPR032675] (4); P-loop containing

nucleoside triphosphate hydrolase

[IPR027417] (4); NB-ARC [IPR002182] scaffold_S_mRNA_2640.1
(4); AAA+ ATPase domain [IPR003593]

(2); Winged helix-tum-helix DNA-

binding domain [IPRO11991] (1)

Viral movement protein [IPR028919] (4) scaffold_S_mRNA_2127.1

Ulpl protease family, C-terminal

catalytic domain [IPR003653] (3) seaffold_s_mRNA_2021.1

scaffold_S_mRNA_1239.1
scaffold_3_mRNA_4496.1

scaffold_3_mRNA_4276.1

Leucine-rich repeat domain, L domain-
like [IPR032675] (4): Ribosomal protein
L2, domain 3 [IPRO14726] (1);

Ribosomal protein L2 domain 2
[IPRO14722] (1); Ribosomal protein L2,
C-terminal [IPR022669] (1); Translation
protein SH3-like domain [IPR008991]
m

scaffold_3_mRNA_3089.1

Toll/nterleukin-1 receptor homology

(TIR) domain [IPRO00157] (4) scaffold_3_mRNA_2711.1

scaffold_3_mRNA_2643.1

Ribonuclease H-like domain

[IPRO12337] (2); Ribonuclease H domain

[IPRO02156] (2);

Endonuclease/exonuclease/phosphatase

[IPRO0S135] (2); Domain of unknown  scaffold_3_mRNA_2527.1
function DUF4283 [IPR025558] (1);

Zine knuckle CX2C:

[IPRO25836] (1); Zine finger, CCHC-

type [IPROOISTS] (1)

scaffold_3_mRNA_1480.1

Endonuclease/exonuclease/phosphatase
[IPRO0S135] (4); Reverse transcriptase

zine-binding domain [IPR026960] (2);

Nucleotide-diphospho-sugar transferases scaffold_2_mRNA_4189.1
[IPR029044] (1); Ribonuclease H-like

domain [IPRO12337] (1; Ribonuclease H

domain [IPRO02156] (1)

Domain of unknown function DUF4218

IPRO25452] (1) scaffold_2_mRNA_2815.1

scaffold_2_ mRNA_2200.1

EF-hand domain pair [IPRO11992] (4);
EF-hand domain [IPRO02048] (4) scaffold_|_mRNA_S85.1
Domain of unknown function DUF1985
PROIS410] ¢ scaffold_1_mRNA_435.1
GDP-fucose protein O-fucosyliransferase

PROISIE] (4 scaffold_I_mRNA_1619.1

Zine finger, CCHC-type [IPRO1S7S]
: Aspartic peptidase domain
[IPRO21109] (3); Peptidase A2A,
retrovirus, catalytic [IPR001995] (2);
Retropepsins [IPRO1S061] (2)

scaffold_1_mRNA_1499.1

Reverse transcriptase domain
[IPRO00477] (4); Zinc finger, CCHC-
type [IPROOIS7S] (1); Aspartic

peptidase, active site [IPR001969] (1)

scaffold_I_mRNA_1494.1

scaffold_I_mRNA_1471.1

scaffold_1_mRNA_1391.1

scaffold_I_mRNA_1301.1

scaflold_1_mRNA_1014.1

scaffold_8_mRNA_1590.1

scaffold_6_mRNA_2940.1

scaffold_6_mRNA_2090.1

scaffold_S_mRNA_2496.1

Cytochrome P450 [IPRO01128] (5);
Cytochrome P450, conserved site
[IPRO17972] (5); Cytochrome P4S0, E-
class, group 1 [IPR002401] (5)

scaffold_3_mRNA_4861.1

C_unshiu_00821_mRNA_13.1,C_unshiu
umlz mRNA_7.1.C_unshiu_01215_m -
71

iu_00274_mRNA_30.1,C_unshiu
00479 mRNA_10.1,C_unshiu_00638_
mRNA8.1
C_unshiu_00028_mRNA_30.1.C_unshiu
00057_mRNA_38.1,C_unshiu_01792_ -
mRN/\ 11

"_unshiu_00385_mRNA_1.1,C_uns|
m145 MRNA_14.1,C_unshiu_01969_m -
RNA 4.1
C_unshiu_00635_mRNA_13.1.C_unshiu
01511 _mRNA_7.1.C_unshiu_02232_m -
R\l/\ 31

"_unshiu_00358_mRNA_7.1,C_unshiu_
00377 mMRNA_10.1,C_unshiu_01568_m -
RNA_I7.1

C_unshiu_00016_mRNA_39.1,C_unshiu
00102 mRNA_48.1.C_unshiu_00661_ -
mRNA_L1

C_unshiu_00003_mRNA_42.1.C_unshiu
00164_mRNA_34.1,C_unshiu_01461_ -
mRNA_4.1

C_unshiu_00818_mRNA_6.1.C_unshiu_
01306_mRNA_8.1,C_unshiu_01408_mR -
NAS1

C_unshiu_00689_mRNA_9.1.C_unshiu_
00775_mRNA_13.1.C_unshiu_00991_m -
RNA_ILL

C_unshiu_00287_mRNA_S.1.C_unshiu_
00374_mRNA_22.1.C_unshiu_01530_m -
RNA9.1

C_unshiu_00469_mRNA_14.1.C_unshiu
00524 mRNA_18.1,C_unshiu_02936_ -
mRNA_L1

01292 mRNA_L1,C_unshiu_02114_mR -
NA_41
C_unshiu_00471_mRNA_8.1.C_unshiu_
01119_mRNA_4.1,C_unshiu_01443_mR -
NA_S1
C_unshiu_00031_mRNA_59.1.C_unshiu
00075_mRNA_60.1.C_unshiu_00191_ -
mRNA 2.1

C_unshiu_00117_mRNA_17.1,C_unshiu
umz mRNA_3.1.C_unshiu_02119_m -
RNA_S.1

C_unshiu_00272_mRNA_17.1,C_unshiu
RNA_11.1.C_unshiu_02064_ -

00828 mRNA_I.1,C_unshiu 02315 mR
NA_LL

C_unshiu_00320_mRNA_15.1.C_unshiu
_01148_mRNA_6.1.C_unshiu_01214_m -
RNA_7.1

C_unshiu_00169_mRNA_27.1.C_unshiu
00229_mRNA_43.1,C_unshiu_01764_ -
mRNA 4.1

unshiu_00401_mRNA_26.1,C_unshiu
mosz mRNA 5.1.C_unshiu_02043_m -

00036_mRNA_79.1,C_unshiu
00059_mRNA 25.1.C_unshiu_00893_ -
mRNA_13.1
C_unshiu_00056_mRNA_68.1.C_unshiu
00171_mRNA_3.1.C_unshiu_01030_m -
Rw\ 8.1

1 00203_mRNA_23.1,C_unshiu
nmx mRNA_20.1,C_unshiu_00662_
mRNA_I8.1
C_unshiu_00001_mRNA_236.1.C_unshi

01378 mRNA 2.1,C_unshiu 02317 m -
RNA_L1

C_unshiu_00104_mRNA_3.1,C_unshiu_
00145_mRNA_32.1,C_unshiu_00198_m -
RNA_30.1

unshiu_00239_mRNA_22.1,C_unshiu
nozxn MRNA_17.1,C_unshiu_01400_ -
mRNA 4.1

00145_mRNA_50.1,C_unshiu
_01649_mRNA 4.1.C_unshiu_01695 m -
RNA_I4.1
C_unshiu_00020_mRNA_66.1.C_unshiu
00143_mRNA_2.1.C_unshiu_01687_m -
R\l/\ 8.1

1 00106_mRNA_16.1,C_unshiu
00493 MRNA_11.1,C_unshiu_01478_ -
mRNA 9.1

C_unshiu_00584_mRNA_22.1.C_unshiu
00584 mRNA_24.1,C_unshiu_00584_ -
mRN;\ 26.1
unshiu_00174_mRNA_45.1,C_unshiu
nozm mRNA_3.1,C_unshiu_01407_m -
RNA_16.1,C_unshiu_01432_mRNA 3.1
C_unshiu_00009_mRNA_95.1.C_unshiu
_00009_mRNA_96.1,C_unshiu_01212_
MRNA_7.1,C_unshiu_02167_mRNA_3.
1
C_unshiu_00644_mRNA_2.1.C_unshiu_
00865_mRNA_1.1,C_unshiu_01587_mR -
NA_4.1,C_unshiu_02708_mRNA_3.1
C_unshiu_00360_mRNA_S.1.C_unshiu_
01219_mRNA_9.1,C_unshiu_01338_mR -
NA_4.1.C_unshiu_02140_mRNA 4.1

C_unshiu_00356_mRNA_I5.1.C_unshiu
_01363_mRNA_2.1.C_unshiu_02715_m -
RNA_I1.C_unshiu_02742_mRNA_1.1



T Num inC_celementine_ NaminC_unsi_ Numin PArifoliaa Note Go TnterPro Members in C.clementine Members in C.unshiu Members in Prifola
Thioredoxin-like fold (IPR012336] (5); C_unshiu_00054_mRNA_53.1.C_unshiu
Hypothetical protein (3): Selenoprotein Sepl5/SelM redox [IPRO14912] (4); _00787_mRNA_15.1,C_unshiu_00787_
GF0002070 ! L) Selenoprotein Sepl 5/SelM [IPRO14912] $fTold_3_mRNA_4346.1 mRNA 2.1,C_unshiu_00787_mRNA 6. ~
0] 1
C_unshiu_00022_mRNA_40.1,C_unshiu
. Hypothetical protein (3); Monosacharide T . _00101_mRNA 44.1,C_unshiu_01265_
GFo0002001 ! transport protein (2) scaffold_3_mRNA,_3939.1 mMRNA_12.1,C_unshiu_02081_mRNA_1 ~
1
3:; ::;‘:":i‘[:"l(o’n]“?:‘} brlzdm g Ribonuclease Helike domain C_unshiu_00009_ mRNA_98.1,C_unshiu
GF0001759 1 S g _00697_mRNA_7.1.C_unshiu_01906_m -

o Ac-like transposase (4): Hypothetical
protein (1)

binding [GO:0003676
molecular_fnction] (4)

[IPROI2337] (4); hAT-like transposase,
RNase-H fold [IPR025525] (4)

scaffold_I_mRNA_1878.1

RNA_IL1.C_unshiu_02105_mRNA 3.1






