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o624 o ! 0 Hypothetical proein (1) - C_unshiu 02362 mRNA_LL
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GRO042598 0 ! 0 Hypothetialprotein (1) . CLunshiu_02345_mRNA_4.1
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regulation of transeription, DNA-
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Ubiguitin-conjugating enzyme E2-binding
response to stress [GO:0006950 o s e,
GFO042508 0 1 0 DUE2351 family protein (1) biological process] (1); esponse to water - C_unshiu_02267_mRNA 3.1
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[GO:0008270 molecular_function] (1) [IPR029472] (1)
GFO42506 0 1 0 Hypothetcal protein (1) - C_unshiu 02266 mRNA 3.1
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GRO041974 0 1 0 Hypothetcal protin (1) - C_unshiu_ 01926_mRNA_6.1
GRO041973 o 1 0 Hypothetcalprotin (1) - C_unshiu_ 01926 mRNA_1.1
Histidine phosphatase superfumily, clade-
Grooa19T2 0 1 0 Hypothetcalprotin (1) 1 [IPROI307S) (1); Histidine phosphatase - C_unshiu_01924_mRNA_6.1
superfumly (IPRO29033) (1)
GRO041971 0 1 0 Hypothetcalprotin (1) - C_unshiu_01924_mRNA_S.1
GRO041970 o 1 0 Hypothetical protin (1) Chromo domain-ke [IPROIGI9T) (1) - C_unshiu_ 01923_mRNA_S.1
GRO041969 0 1 0 Hypothetcalprotin (1) - C_unshiu_ 01923 mRNA_1.1
GrO041965 0 1 0 Hypothetcalprotin (1) - unshi_01919_mRNA_L1
GRO041967 0 1 0 Hypothetcalprotin (1) - C_unshiu_01918_mRNA_2.1
GRO041966 0 1 0 Hypothetcalprotin (1) - C_unshiu_ 01917_mRNA_2.1
GRO041965 o 1 0 Hypothetcalprotin (1) - C_unshiu 01917 mRNA_1.1
Leucinerih repeat domain, L domain-
; . . like [IPRO32675] (1): NB-ARC
GRO041964 0 1 Oty e P By 1y [IPRO02182] (1); P-laop contaning - C_unshiu_ 01916_mRNA 4.1
Yy = ¢ nucleoside triphosphate hydrolase
[1PRO27417) (1)
y Protein of unknown function DUFS94
Gro041963 0 1 0 Hypothetcalprotin (1) [IPRO0T6S] (1) ~unshiu_01916_mRNA_L1
GRO041962 0 1 0 Hypothetcalprotin (1) - C_unshiu_01915_mRNA_2.1
GRO0A1961 0 1 0 Hypothetcalprotin (1) - C_unshiu_ 01915_mRNA_L1
GRO041960 o 1 0 Hypothercalprotin (1) - C_unshiu 01912_mRNA 4.1
ATP binding [GO:0005524
molecular_functon] (1); protei Serinlthreonine-protin kinase, actve site
: Protin kinase domain
GRO0I1939 0 ! O Hypotbetial proten (1) biological_process] (1);proten kinase ~[IPRO00719] (1); Protein kinase-fike Cunshin 01912 mRNA_L1
activiy [GO0004672 domain IPRO11009] (1)
molecula_functon] (1)
Leucinerich repeat-contaning N-
GRO041958 0 1 0 Hypothetcalprotin (1) i oot i A C_unshiu_ 01911_mRNA_6.1
like [IPR032675] (1)
Leucinerichrepeat-contaning N-
terminal, planttype [IPRO13210] (1);
GRO041957 0 1 0 Hypothetcalprotin (1) bl il e C_unshiu 01911_mRNA_S.1
like [IPR032675] (1)
GRO041956 0 1 0 Hypothetcalprotin (1) . C_unshiu_ 01910_mRNA_2.1
o015 Putative non-LTR reverse transcripase Reverse transriptase zinc-binding domain i 01910,
Gro41955 0 1 o b - C_unshiu_01910_mRNA_L1
GRO041954 0 1 0 Hypothetcalprotin (1) - C_unshiu_01909_mRNA_3.1
GRO041953 0 1 0 Hypothetcalprotin (1) - C_unshiu_ 01909_mRNA_2.1
GRO041952 o 1 0 Hypothetcalprotin (1) - C_unshiu_ 01909 mRNA_1.1
Ankytin repeat-containing domain ¢
GRO041951 0 1 0 Hypothetcalprotin (1) s - C_unshiu_01908_mRNA_S.1
GRO041950 0 1 0 Hypothetcalprotin (1) - C_unshiu_ 01907 mRNA_4.1
GRO041949 0 1 0 Hypothetcalprotin (1) - C_unshiu_ 01907 mRNA 2.1
GRO01948 0 1 0 Hypotheticalprotein (1) - C_unshiu_01907_mRNA_L1



T Num G colmenine NaminC Ui NummPArionaa Nore EJ TnterPro
protein binding [GO:0003515 Terpene synthase, N-terminal dormain
‘molecular_function] (1):; metabolic [IPRO01906] (1); Terpene synthasc.
process [GO:0008152 biological_process] metal-binding domain [IPR0O0S630] (1);
(1); lyase activity [GO:0016829 Terpenoid cyclases/protein
GFO041947 o 1 0 lsoprene synthase (1) molecular_function] (1): terpene synthase. prenyltransferase alpha-alpha toroid - C_unshiu_01906_mRNA_5.1
‘molecular_function] (1); magnesium ion  domain [IPR029071] (1); UBX domain
binding [GO:0000287 [IPRO0IOI2] (1); Tsoprenoid synthase
molecular_functon] (1) domain [IPROOS94S] (1)

GFO041946 0 1 0 Hypothetcal protein (1) - C_unshiu_01906_mRNA 2.1
GRO041945 0 1 0 Hypothetcalprotin (1) - C_unshia 01904 mRNA 6.1
proteolysis [GO:0006508

biologial proces] (1) serinetpe o0
GF0041944 0 1 0 Hypothetical protein (1) ‘molocular._function] (1); serine-type: [1PR023302] (1); Peptidase S9A, prolyl - C_unshiu_01904_mRNA_1.1
endopeptidase actvity (GO:0004252  EOpeptidase [IPRO02470) (1)
molecular_function] (1)
GFO041943 0 1 0 Hypothetical protein (1) - C_unshia 01903 mRNA_1.1
ool [GO:00065 Leucine-rich repeat domain, L domain-
proteolysis [GO:0006508 like [IPRO32675] (1); Peptidase C13,
biologieal proces] (1): peptidase activiy 1D GO PR
GFO041942 0 1 0 protein REMI (1) 3 - function] (1): m%“mmg clonside mpn'nwlm‘; - C_unshiu_01902_mRNA_1.1
e ! hydrolase [IPRO27417] (1); NB-ARC
wolecular_function] ( [1PRO02182] (1)
Lencine-rch repeat-containing N-
terminal, plant.type [IPRO13210] (1):
. R L 0 Ny - .
GFO041941 0 1 0 Hypothetical protein (1) tolecular_function] (1) Leucine-rich repeat, typical subtype. C_unshiu_01900_mRNA_6.1
[IPRO03S91] (1); Leucine-rich repeat
domain, L domain-like [IPR032675] (1)
Leucine-rch repeat domain, L domain-
LRR receptor-ike kinase family protein  protein binding [GO:0005515 like [IPRO32675] (1: Leucine-rich epeat, _
Grood1od0 o ! 0(1) ‘molecular_function] (1) typical subtype [IPR003591] (1); Leucine- C_unshiu_01900_mRNA_2-1
rich repeat [IPRODIG 1] (1)
GF0041939 0 1 0 DUF3049 family protein (1) The fantastic four family [IPR021410] (1) - C_unshiu_01899_mRNA 3.1
Gro041938 0 1 0 Hypothetical protein (1) - C_unshiu_01899_ mRNA 2.1
Plant methyliransferase dimerisation
O-methylransferase activity [IPRO12967) (1); O-methyltrans erase:
[GO:0008171 molecular_function] (1): ~ COMT-type [IPRO16461] (1); O-
family 2 [IPRO01077]
GFO041937 o ! oc H & function] (1);  (1); Winged helix-turn-helix DNA-binding ~ Cunshiu 01897 mRNA_L1
methylransferase activiy (GO:0008168  domain [IPRO11991] (1) S-adenosyl-L-
molecular_function] (1) methionine-dependent methyltransfrase
(IPRO29063] (1)
GFO041936 o 1 0 Hypothetical protein (1) - C_unshiu 01894 mRNA 2.1
GFO041935 0 1 0 Hypothetcal protein (1) - C_unshiu 01894 mRNA_1.1
GFO041934 0 1 0 Hypothetical protein (1) - C_unshiu 01893 mRNA 5.1
GRO0419%3 0 1 0 Hypothercalprotin (1) - C_unshiu 01893 mRNA 3.1
Gro041932 0 1 0 Hypothetical protein (1) - C_unshiu 01893 mRNA_I5.1
nironate monooxygenase activiy
3 [IPRO04136]
GFO041931 0 1 0 Puta [GO:0055114 (1): Aldolase-type TIM bareel C_unshiu 01891 mRNA 2.1
bioogical process] (1): cataytic actvity [IPRO13785] (1)
[GO:0003824 molecular_function] (1)
Pini domain [IPRO03165] (1); Argonaute
linker 2 domain [IPRO32472] (1:
GFO041930 0 1 0 Hypothetical protein (1) nuelee acid bnding [G0:0003676 Ribonuclease H-lke domain [IPRO12337] - C_unshiu_01889_mRNA 6.1
‘molecular_function] (1)
(1); Argonaute, linker | domain
[IPROL4S11) (1)
Retrotransposon gag domain .
GFO41929 0 1 0 Hypothercalprotin (1) it C_unshiu 01888 mRNA 1.1
hydrolase activty [GO:0016757
::"f“‘“;;;"‘;;““’“] “" ’5""""‘"‘3"' NUDIX hydrolase domain-like
GF0041928 0 1 0 0} oo “’"“'“;f“:fu::']j” [IPRO15797] (1; Isopentenyl-diphosphate - C_unshiu 01887 mRNA 7.1
e e e deltaisomerase, type | [IPRO11876] (1)
[GO:0008299 bioogical process] (1)
protein binding [GO:0003515 MIF4Glke domain [IPRO16021] (1)
GFO041927 0 1 0 Hypothetcal protein (1) ‘molecular_function] (1): inding Armadilo-type fold [IPRO16024] (1); W2 - C_unshiu 01887 mRNA 6.1
[GO:0005488 molecular_fanction] (1) domain [IPR003307] (1)
GFO041926 0 1 0 Hypothercalprotin (1) - C_unshiu 01883 mRNA 5.1
Gro041925 0 1 0 Hypothetical protein (1) - C_unshiu 01883 mRNA 4.1
GrO41924 0 1 0 Hypothetcal protein (1) - C_unshiu 01883 mRNA 2.1
ty [¢ FAD-
molecular_function] (1); oxidoreductase binding [TPRO02346 (1); Aldehyde
actviy, acting on CH-OH group af dase/xanthine dehydrogenase, alb
donors [GO:0016614 molecular_function] hammerhead [IPRO00674] (1): Aldchyde
(1; electron [GO:0009055
molecular_function] (1); metal ion binding molybdopterin binding [IPRO0S274] (1)
[GO:0046872 molecular_function] (1):  Beta-grasp domain [IPRO12675] (1):
GFO041923 0 1 0 Aldehyde oxidase (1) iron-sulfr cluster binding [GO:0031536. FAD-binding, ype 2 [IPROIG6166] (1): - C_unshiu 01882 mRNA 3.1
molecular_function] (1): flavin adenine €O dehydrogenase flavoprotein, C-
dinucleorde binding [GO:0050660  terminal [IPRO0S107] (1); 2Fe-25
molecular_function] (1); oxidoreductase  ferredoin-tpe iron-sulfr binding
activity [GOI001649 domain [IPROO1041] (1: [2Fe-25]-
molecular_function] (1); oxidation- ‘binding [IPRO0288S] (1); CO
[GO:0055114 . FAD-
biological process] (1) binding. subdomain 2 [IPRO16169] (1)
. eal rotein Endonucleaselexonuclease phosphtase - .
Gro041922 0 1 0 Hypothetical protein (1) [IPROOS135] (1) C_unshia_ 01881_mRNA 6.1
Cytokinin rboside S'monophosphate
GFo41921 0 1 O oo 1 LOG family [IPRO31100] (1) - C_unshiu_01881_mRNA 4.1
. el rotein Plan discase resistance response protein S .
GFo041920 o 1 0 Hypothercalprotin (1) [IPRO0A265] (1) C_unshia 01880_mRNA 3.1
Plant discase resistance response protein
GFOO41919 0 1 0 Hypothetcal protein (1) v C_unshiu_01880_mRNA 2.1
GFO1918 0 1 0 Hypothetcalprotin (1) - C_unshia 01880 mRNA_1.1
ucleus [GO:0005634
el componet (1) RN Riosonal RNA methphcnsise, Sy,
W C-terminal [IPR012920] (1); AdoMet-
biological_process] (1: tRNA processing dependent rRNA methyltransferase, Spb1
[GO:000636:4 bilogical process] (1 oS CRER RS W AR o o0
GFO041917 0 1 0 Putative rRNA I [t 11); Ribosomal RNA large . veshin 01875 _RNA_6.
e e subunit methyhrans erase T (IPRO1SS07)
on “ (1): Ribosomal RNA methyltransferase
methyation [GO:0001510 ¥
‘biological_process] (1); IRNA Spbl, domain of unknown funct
methylransferase activity [GO:0008649  DUF3S1 IPRO24STET (1)
molecular_function] (1)
terpene synthase activity [GO:0010333
molecular_function] (1) yase actvity  Terpenoid cychses/protein
- funct toroid
‘magnesium ion [IPRO0R930] (1); Y
N molecular_function] (1); metabolic metal-binding domain IPR005630] (1); -
Groodiote 0 ! 0 Hypothetical protein (1) process [GO:0008152 biological_process] Terpene synthase, N-terminal domain C_unshiv_01878_mRNA,_3.1
(1): zinc fon binding [GO:0008270 [IPRO01906] (1); Zine finger, CCHC-type.
‘molecular_function] (1); nucleic acid [IPRO01878] (1); Isoprenoid synthase
binding [GO:0003676 domain [IPROOS94S] (1)
molecular_functon] (1)
GrO041915 0 1 0 Hypothetcal protein (1) - C_unshiu_01877_mRNA_6.1
GFOO41914 0 1 0 Hypothetcal protein (1) - C_unshiu_01877_mRNA 5.1
GFO41913 0 1 0 Hypothetcalprotin (1) - C_unshiu 01877 mRNA 4.1
Gro041912 o 1 0 Hypothercalprotin (1) - C_unshiu_01877_mRNA_3.1
} Ankyrin repeat [IPRO02110] (1); PG
GFO41911 0 1 0 Ankyrinrepeat il protein,putative (1) e PG [OBI0S31S domain [IPRO26961] (1): Ankyrin repeat. - C_unshiu_01876_mRNA_L1
molecular_finction) containing domain (IPRO20683] (1)
eroxisome membrane proiei, Pex 16
GF0041910 0 1 0 Hypothetical protein (1) [IPRO13919] (1) C_unshiu_01874_mRNA_1.1
ubiquitn-dependent proteincatabolic
. e i caabolic g SKP1 component,dimerisaion . - .
GF0041909 o 1 0 Hypothetcal protein (1) process [GO:0006S11 boogiclproces] .t o0erE C_unshia 01873_mRNA 8.1
GFO041908 0 1 0 Hypothetcal protein (1) - C_unshiu_01873_mRNA_6.1
GFO041907 0 1 0 Hypothetcal protein (1) - C_unshiu_01873_mRNA 5.1
GFO041906 0 1 0 Hypothetcalprotin (1) - C_unshiu 01873 mRNA 3.1
GFo041905 0 1 0 Hypothetcal protein (1) - _unshiu_01S73_mRNA 2.1
GFO041904 0 1 0 Hypothetcal protein (1) - C_unshiu_01873_mRNA_L1
GFO041903 0 1 0 Hypothetcal protein (1) - C_unshiu 01872 mRNA_6.1
protcolysis [GO:0006508 Aspartic pepidase domain [IPRO21109]
P— N , N N biological_process] (1);aspartc-type (1); Retropepsins [IPROIS061] (1: s 01571 mRNA 5.1
pep: I Aspartc peptidase,active it
molecular_function] (1) [IPRO0IS6S) (1)
O-methylransferase COMT-type
methylransferase activity [GO:0008168 —[IPRO16461] (1): Plant methylransferase
molecular_function] (1); protein dimerisation [IPR012967] (1); Winged
. . I helicturn-belix .
Grooa1901 0 1 0 Caic acid 3-Ormethyhasterase (1) A SO (IPRO11991] (1); O-methylransferase, C_unshiu_01871_mRNA_11
00008171 family 2 -adenosyl L
‘molecular_function] (1) ‘methionine-dependent methyltransferase
[1PR0O29063] (1)
GFO041900 0 1 0 Hypothetcal protein (1) - C_unshiu_01870_mRNA_6.1
Serine-threonine tyrosinc-protcin kinase
catalytic domain [IPR001245] (1);
Leucine-rich repeat [IPRO01611] (1);
« L b N-
‘molecular_function] (1: protein terminal, plant-type [IPRO13210] (1);
GRO041599 0 1 0 g eeepor ke Kise family proten Concanavlin A- - C_unshiu_ 01869_mRNA 6.1
‘biological_process] (1); protein binding  domain [IPR013320] (1); Leucine-rich
[GO:0005515 molecular_function] (1) repeat, typical subtype [IPRO03591] (1);
Protein kinase-like domain [IPRO11009]
(1); Leucine-rich repeat domain, L
domain-like [IPRO32675] (1)
GRO041598 0 1 0 Hypothetcalprotin (1) - C_unshiu 01869 mRNA 5.1
Gro041897 0 1 0 Hypothetical protein (1) - unshiu_01867_mRNA_7.1
GFO041896 0 1 0 Hypothetcal protein (1) - C_unshiu 01867 mRNA_6.1
GFO041895 0 1 0 Hypothetcal protein (1) - C_unshiu 01867 mRNA 5.1
GFO041894 0 1 0 Hypothetcalprotin (1) - C_unshia 01867 mRNA 3.1
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GFO041893 0 0 Hypothetieal protein (1) B C_unshiu_01867_mRNA_2.1
zinc fon binding [GO:0008270 Retroransposon gag domin
GEO041892 0 0 Gag protease polyprotein (1) molecular_function] (1) ueleleacid (1o 00s162) (1) Zine fingr. CCHC-ype - C_unshiu_01866_mRNA_8.1
binding [GO:0003676 [
molecular_function] (1)
AIG1-type guanine nucleotide-binding
GTP binding [GO:0005525 (G) domain [IPRO06703] (1) P-loop .
GFO041891 0 0 Hypothetical protein (1) ol function] (1) o ot tophoeptate C_unshi_01866_mRNA 5.1
ydrolase (IPRO27417] (1)
AIG1-type guanine nucleotide-binding
GTP binding [GO:0005525 (G) domain [IPRO0G703] (1) P-loop .
GRS o © Hypotheticalproten (1) molecular_function] (1) contaning nucloside triphosphate Cunshin 01866 mRNA_4.1
ydrolase (IPRO27417] (1)
P-loop containing nuclcoside riphosphate
GTP binding [GO:0005525 hydrolase [IPRO27417] (1); AIG -type .
GFO041889 0 0 Hypothetical protein (1) nolecala function] (1) e et tding (0 domn C_unshi_01866_mRNA 2.1
[IPRO0GTO3] (1)
GrOO41888 0 0 Hypothetcal protein (1) - C_unshiu_01866_mRNA_L1
oxidation-reduction process [GO:0055114
Cysteine/histdine-rich C1 domain protein._biological_ process] (1): protein-disulfide N
GFOO41887 0 oy o Clltke [IPRO11424] (1) - C_unshiu_01865_mRNA 5.1
GFO041856 0 0 Hypothetical protein (1) - C_unshiu_01864_mRNA_6.1
NB-ARC [IPRO02182] (1): P-loop
aroasss 0 O i s RFS e 1) A0 S G005 e S et 05151
olecular_finction] hydrolase [IPRO27417] (1)
GFO041884 0 0 Hypothetieal protein (1) - C_unshiu_01864_mRNA_4.1
Leucine-rch repeat domain, L domain-
Phosphoprotein phosphtase binding [GO:0005488 like [IPRO32675] (1); Armadillo-ke — R
GROOISES ° © Phosphoprotein phosphatase (1) molecular_functon] (1) helical (IPROT1989] (1); Armadillo-type Cunshin 01864 mRNA_3.1
fold [IPRO16024] (1)
GrOO41882 0 0 Hypothetcalprotein (1) - C_unshiu 01862 mRNA_7.1
Alpha erystallinHsp20 domain
GFO041881 0 0 Hypothetical protein (1) [IPRO02068] (1); HSP20-Tike chaperone - C_unshiu_01860_mRNA_6.1
[IPROGS97S] (1)
HSP20-like chaperone IPROOS9TS] (1);
GFOO41850 0 0 Hypothetcal protein (1) Alpha crystallinHsp20 dormain C_unshiu_01860_ mRNA 5.1
[IPRO02068] (1)
Reverse ranseriptase, RNA-dependent ¢
GFO041879 0 0 Hypothetcal protein (1) Eopetimminiim et C_unshi 01860 mRNA 2.1
GFO041878 0 0 Hypothetical protein (1) - C_unshiu_01860_mRNA_1.1
GFOO41877 0 0 Hypothetcal protein (1) - C_unshia_01859_ mRNA 5.1
GFO041876 0 0 Hypothetieal protein (1) - C_unshiu_01858_mRNA_3.1
Lencine-rch repeat-containing N-
terminal, plan-type [IPRO13210] (1);
GFO041875 0 o LRR L - C_unshiu_01857_mRNA_5.1
protein kinase GSOI (1) molecular_function] (1) Leucine-rich repeat, typical subiype. unshia QISSTmANA
[IPROO3591] (1); Leucine-rich repeat
domain, L domain-like [IPRO32675)] (1)
Pyridoxal phosphate-dependent
transferase, major region, subdomain |
I : Pyridosal phosphate-
GROOAISTY ° © Hypothetical proten (1) molecular_function] (1) dependent transferase [IPRO1S424] (1); ~ Cunshin 01857 mRNA_4.1
Aminotransferas class V domain
[1PRO00192] (1)
Pyridoxal phosphatc-dependent
catalyti activity [GO:0003824 transferase, major region, subdomain | .
GrOO41873 0 0 Hypothetcal protein (1) Ay v C_unshiu 01857 mRNA 3.1
dependent ransferase [IPRO1S5424] (1)
Ribonuclease Helike domain [IPRO12337]
(1); Integrase, catalytic core [IPR001584]
I« o -
‘molecular_function] (1); DNA integration transferase, major region, subdomain |
GrO041872 0 0ty 0 [GO:0015074 biological_process] (1): 1) - C_unshiu 01857 mRNA_12.1
I Vi p
molecular_function] (1) integrase domain [IPR025724] ()5
Pyridoxal phosphate-dependent
transferase [IPRO15424] (1)
Saposin-like ype B, region |
[IPROOTSS6] (1); Aspartic peptidase,
activesite [IPRODI969] (1); Saposin-fike
sspartio-ype endopeptidise vy (1pg1 1001) (1: Aspartic pepidase AL
600004190 moleeular_function] (1): g, iy, [1pR00 1461] 1): Peptidase il
GFO041871 0 0 Aspartic p 0} p 1GO:0006620 Y e V. C_unshiu_01857_mRNA_1.1
biological_process] (1); protcolysis Al ":;m; [lm,;“s Pl;(I) I :; "Aﬁ,:,;nn
e pepidase domain [IPRO2 :
[GO-0006508 bioogical_process] () gyposin s type,region 2 [IPROOS135]
(1); Saposin B type domain [IPR0S139]
o
GFOOA1870 0 0 Hypothetcal protein (1) - C_unshiu 01856 mRNA 2.1
GrO041869 0 0 Hypothetical protein (1) - C_unshiu_01856_mRNA_1.1
GrOO41868 0 0 Hypothetcal protein (1) - C_unshiu_01855_mRNA 3.1
GFO041867 0 0 Hypothetical protein (1) - C_unshiu_01855_mRNA 2.1
GFOO41866 0 0 Hypothetcal protein (1) - C_unshiu 01855 mRNA_1.1
50:00055 rkyrin repeat-containing domain
GFO041865 0 0 Hypothetieal protein (1) prowen binding [G:0005315 [IPRO20683] (1); Ankyrin repeat - C_unshiu_01854_mRNA_7.1
molecular_function] (1) Homooeirol 1)
Ankyrin repeat.containing domain
GFO01864 0 0 Hypothetical protein (1) {bRos06s) () - C_unshiu_01854_mRNA_6.1
PGG domain [IPRO26961 ] (1): Ankyrin
—_— o otpotettprac() o tcoonsss L e ep——
olecler functon] € (1): Ankyrin repeat (IPRO02110] (1)

) Phenylcoumaran benzyli ether reductase NAD(P)-binding domain [IPRO16040] — R
aronaiser 0 R (1): NmeA-like domain [IPRO0SO30] (1) Cunshin 01853_mRNA_2.1
GFoO41861 0 0 Hypothetical protein (1) - C_unshiu_01852_mRNA 2.1
GFO041860 0 0 Hypothetcal protein (1) - C_unshiu 01852 mRNA_1.1

fatty acid metabolic process [GO:0006631
biological_process] (1) acy-[acyl-carricr-
045300
GFO041859 0 0 Hypothetical protein (1) molecular_functon] ‘{""Nf“"l']‘;““ [IPROI2348] (1): ':":‘y“"":"j superfimily C_unshiu_01851_mRNA_3.1
biological_process] (1); oxidoreductase  type 2 [IPR00S067] (1)
activity [GO:0016491
molecular_function] (1)
nucleus [GO:0003634 Methyl.CpG DNA binding [IPRO01739]
GFO041858 0 0 Hypothetical protein (1) cellulr_component] (1): DNA binding (1): DNA-binding domain [IPRO16177] C_unshiu_01851_mRNA 2.1
[GO:0003677 molecular_fncton] (1)
GFOOA185T 0 0 Hypothetcal protein (1) - C_unshiu 01850 mRNA 3.1
GrO041856 0 0 Hypothetical protein (1) - C_unshiu_01850_mRNA_2.1
€2 caleiunylipid-binding plant § €2 domain [IPRO0VOOS] (1);
GrOO418SS 0 0 phosphoribosylransterase family protein "’“E'“:"";‘“‘gf“‘; fl")““‘s Phosphoribosyltransierase C-terminal - C_unshiu_01850_mRNA_L1
isoform 2 (1) folecular funetion [IPRO13S83] (1)
Protein kinase domain [IPRO00719] (1);
Concanavalin A-Tike ectn/glucanase:
domain [IPROI3320] (1); Protein kinase-
TP binding (GO0005524 like domain [IPROT1009] (1); Leucine-
‘molecular_function] (1) protein kinase T ePeat domain L domain ke
o (Go00dr [IPR032675] (1); Serinthreonine dual
r—— o o LRR receptor-like kinase family protein :““’";r fonction] (1; protein specificity protein kinase, catalytic:  unshin 01849, mRNA 5.1
s ) olecular_function] (1): prote domain [IPR002290] (1); Leucine-rich unshia Q1849 mRNA._S
Neterminal, plant-type
pilogial proces] (1) proten BAE. [1PR013210] (1) Protin inase, ATP
o molecular_function] (1) i ging sie (1PRO1T441] (1)
Serinethreonine-protein kinase, active site
[IPROOS271] (1); Leucine-rich repet
[IPRO0IGIT (1)
GFOOA1853 0 0 Hypothetcal protein (1) - C_unshia 01849 mRNA_1.1
ClpAB family [IPRO01270] (1) CIpA/B,
conserved sie | [IPROIS368] (1); P-loop
) contaning nucleoside triphosphate
GFO041852 0 0.Clp protease AT binding subunit () " " (60 “]“(”l?“‘ ydrolase (IPRO27417] (1); Clp ATPase, - C_unshiu_01848_mRNA_7.1
molecularfunction Coterminal [IPROI94S91 (1); ATPase,
AAA-type, core [IPRO0I9S9] (1); AAA*
ATPase domain [IPRO03S93) (1)
protein binding [GO:0005515 WD4O'YVTN repeat.lke-containing
GFoO41851 0 0 Hypothetcal protein (1) T eier foeson] (1 S PRO15049 (1) C_unshiu 01848 mRNA_1.1
P— o o Chprmiacrico2 () oEL e il domain PRG274) e 1847 e
Leucine-rch repeat domain, L domain-
GFO041849 0 0 Putaive discase resistance protein (1) [Pieis C_unshiu_01846_mRNA 5.1
GFOOA1838 0 0 Hypothetcal protein (1) - C_unshia 01846 mRNA 4.1
i binding [GO-00055 Leucine-rch repeat domain, L domain-
GFO041847 0 0 Phosphoprotein phosphatase (1) prosen i :‘ﬂl‘;’ﬁ i like [IPRO32675] (1); Leucine-rich repeat - C_unshiu_01846_mRNA_3.1
. [IPROO16LT] (1)
GFO041846 0 0 Hypothetcal protein (1) - C_unshiu_01845_mRNA_L1
nucleic acid binding [GO:0003676
GFO041845 0 0 Hypothetical protein (1) ‘molecular_function] (1); zinc fon binding ~ Zine finger, CCHC-type [IPRODISTS] (1) - C_unshiu_01843_mRNA_4.1
[GO:0008270 molecular_fnction] (1)
GFOA1834 0 0 Hypothetcal protein (1) - C_unshiu 01843 mRNA 3.1
GFO041843 0 0 Hypothetieal protein (1) - unshiu_01843_mRNA_L1
GFO041842 0 0 Hypothetcal protein (1) - C_unshiu 01842 mRNA 2.1
Butative non-LTR retroclement everse Reverse transeriptase domain
GROOAISaL 0 transeriptase (1) [IPRO00A77] (1) . Coumshio 01841 mRNASL
P-loop containing nucleoside trphosphate
hycrolase [IPRO27417] (1); NB-ARC
- 0 R A0 g (60045531 A — et 41 s 41
olecular_function] (] domain, L domain-fike [IPRO32675] (1);
VQ [IPRO0SS39) (1)
GFO0A1839 0 0 Hypothetcal protein (1) - C_unshiu 01841 mRNA 3.1
GFO041838 0 0 Hypothetieal protein (1) - C_unshiu_01840_mRNA_7.1
GrOO41837 0 0 Hypothetcal protein (1) - C_unshiu_01840_mRNA_6.1
GFO041836 0 0 Hypothetical protein (1) - C_unshiu_01839_mRNA 4.1
GFO0A1835 0 0 Hypothetcal protein (1) - C_unshiu 01839 mRNA 2.1
Leucine-rch repeat domain, L domain-
Tike [IPRO32675] (1); NB-ARC
GROA1834 o 0 Discase resistance protein (1) ADP binding [GO0043531 [IPRO02152] (1); P-loop containing - C_unshiu_01837_mRNA 2.1

molecular_function] (1)

‘nucleoside triphosphate hydrolase
[IPRO27417] (1)
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Grov1ssy 0 | 0 ) el unction] [PRO29034) (1 Glyoosy canserase, - unshi_01837_mRNA_11
o o 251
VTN i o
domain [IPRO15943] (1); S-locus
proci serinerconin kinase sty rceplr s, C-ermina IPRO21620]
[GO:0004674 molecular_function] (1); ~ (1); WD40-repeat-containing domain
GRS 0 ! © Hypothetical proten (1) protein binding [GO:0003515 UPROIT361 1 Lo eyt - C_unshiu_01836_mRNA 3.1
oleclar_ function] (1) in L domin-ike IFRO32675] (1)
ot kinse e domai [IPRO11005)
Protein kinase-like domain [IPRO11009]
Groviss1 0 | 0 Hypothetica prtein (1) 13 Concanavlin Ak ectinghcanise - CLurshio_01836_mRNA_2.1
domai (IPROI3320] (1)
sructural consituntof ibosome
S ribosomal ins roplastic r_function] (1); 1 [IPRO0I9TI] (1);
GFO041830 0 1 0 f;’f tbosomal protein S11, chloroplaste 1.1 i G ooz Ribosomal S11, conserved site - C_unshiu_01835_mRNA_3.1
bolagial proces] (1) IPROIS102] )
24 cehir componn] (1)
ot dimsizioncivy DNA-directed RNA polymerase, RBPI1-
b i 1 o0o02s)
DNA-dircted RNA polymeras, apha DNAdirce (1), DNA directd RNA polymeras,
GrO041829 0 ! 0 ‘subunit (1) [GO:0003899 ml:vu\nrjum.lwll] (1);  insert domain [IPRO1 l"62] (1); DNA- C_unshiu_01835_mRNA,_2.1
ranscription, DNA-tmplted dircted RNA payme
GO 00nGAS 1 gl proces) () RpoAID Ry IFRO11263) 1
Grow1sas 0 I 0 Hypothetica prten (1) . C_unshin 01835 _mRNA_L1
Grov1s27 0 | 0 Hypothetical rtein (1) E Cunshio 01833 mRNA_S.1
Grov1sz 0 | 0 ypothetica prtein (1) E CLurshio_01833_mRNA_4.1
Grovisas 0 I 0 Hypotheia provein (1) . unio 01833 mRNA 31
Grov1s2s 0 ' 0 Hypothetica prten (1) . Cumshin 01832 mRNA_2.1
Grov1s2s 0 | 0 Hypothetical prtein (1) E Cunshio 01831 _mRNA 3.1
ABC-rsporterctrcellr Nteminal
ATP binding (60000552 domai [IPRO25481] (1 P-lo
ol fonction] (1), menbrane containing nucosde irphosphte
Gron1s22 0 | 0 i) ¥ ydrolase (PRO27417] (1 AAAG - _unshio 01830 mRNA 41
ATPac ctiviy [GO001 6587 TP domin [IPROVSSO3] (1), ABC
oleclar_function] (1) ransporer ke (IPRO03439] (1), ABC-2
ype wansporter IPROI3523] (1)
loop mckoside phosphue hydrolse oo contaning mucleosid sphosphte
GFO041821 0 ! © superfamily protein (1 hydrolase [IPRO27417] (1) - C_unshia 01829 mRNA 7.1
- o Ploop contining nucleosid riphospate i 01539 mRNA S
Grov1s20 0 \ 0 ypotheica prtein (1) Pioop sling ok E Curshio_01829_mRNAS.1
Retotansposon gag domain
Grow1s1o 0 I 0 Hypothetical rten (1) Rertumpeson . C_urshin 01829_mRNA 3.1
Growsis 0 I 0 Monosachuride ransport prten (1) E _unshio 01820 mRNA_11
Leucinesch rpeat domin, L domain
like [IPR032675] (1); Leucine-rich
e B . ooy oot SIS -
2 ¢ [IPRO13210] (1); Leucine-rich repeat
{irRo0ten1] 1)
Growsio 0 | 0 Hypothetical prtein (1) E C_unshio 01827 mRNA 51
Grovsis 0 | 0 ypothetia prtein (1) E Curshio_01827_mRNA_2.1
iqui-protenranserse ctiiy
; BR domsin IPRO02867] (1) E3
RINGIU-bosupefamiyproten, putative [GO,0004842 molecular.fuction] (1) ] .
Growisia 0 ! o KNG box o e R oy 017 € unhio 01826 mRNA 41
Hogial proces] (1
Grovisis 0 ' 0 Hypotheia provein (1) . € unhio 01826 mRNA 31
Growsi2 0 ' 0 Hypothetica prten (1) . Cunsin 01825 mRNA_3.1
e SGONISE e e, i
GRO4I8T1 0 1 0 . function] (1), P R001906] (1); Terpenoid C_unshiu_01825_mRNA 2.1
e sy TGO0O085S LIS s s
‘molecular_function] (1) alpha toroid [IPRO0S30] (1)
Grow1sio 0 | 0 Hypothetical rten (1) . C_urshin 01824 mRNA_2.1
Grov1s0y 0 | 0 Hypothetical rtein (1) E unshio 01824 mRNA_11
Aspartic peptidase domain [IPR021109]
Grov1sos 0 | 0 ypotheia prtein (1) " Xaase i, C-termina CLurshio_01823_mRNA_7.1
{1P032799] (1)
Alphata ydrolas old-5 [IPR029059]
- ) . o i i s o T i 1 61
¢ [1PRO20058] (1)
PR T ———
ekculr.inton] (1 proten Protein kias- ke domain [IPROI1009]
GFO041806 0 1 0 Hypothetical protein (1) phosphorylation [ 1): Concanavalin A-lke lectin‘ghicanase - C_unshiu_01821_mRNA 5.1
ologial process] (1) proten kinse "
activity [GO:0004672 domain [IPRO13320] (1); Protein kinase.
‘molecular function] (1) ATP binding site [IPRO17441] (1)
Grovsos 0 | 0 Hypothetia prtein (1) E unshi 01821_nRNA 2.1
Grovtsos 0 I 0 Hypotheia provein (1) . unio 01820 mkNA 41
Reverse ranscrpase sin binding domain 3
Grov1sos 0 | 0 Hypotheical prtein (1) Ko rer _unshio 01820 mRNA 2.1
Grov1so 0 | 0 Hypothetia prtein (1) E C_urshio_O1819_mRNA_3.1
Growtsor 0 I 0 Hypotheia provein (1) . unio 01810 mRNA 21
Grov1s0 0 ' 0 Hypothetica prten (1) . Cunshin_O1819_mRNA_L1
Grov17m 0 | 0 Hypothetical prtein (1) E Cunshio 01818 mRNA_1.1
Grov17os 0 | 0 Hypothetica prtein (1) E CLurshio_01817_mRNA_S.1
Protenof unknown unction DUE3S37
Grov1797 0 I 0 Hypothetical rten (1) b o C_unshin_01817_mRNA_4.1
apari-ypecndopeptdase actvi
[GO:0004190 molecular_function] (1);  Zinc flmg:f, (CCHC-type [IPRO01878] (1);
Jineon binding [GO-0008270 o petidase, acive e
Grovtr96 0 ! 0 Hypotheia provein (1) ol funton (1 protcobss  IFRODISG3) (1. Feptdse A2A, i 01816 mRNA 21
(GOA0EI b proces] (1 v, sty IFRODI95] (1
.
olecla function] (1)
e acid biding [GO:0003676
oleculr funtion] (1) proeolysls  Peptidase AZA,retrovis,ctaytc
roces) (1) e,
Grow179s 0 I 0 Hypothetical rten (1) Jinc on biing [GO-0008270 active it (IPROOI969 (1) Retroppsns - C_unshin_01816_mRNA_L1
molecular_function] (1); aspartic-type. [IPROI8061] (1); Zine finger, CCHC-type
endopepidase aciviy [GO00190 (IPRODISTS) (1)
oleeta funcion] (1)
Retrotansposongag donain
e 0 I 0 Hypothetical rten (1) s . C_unshin_01811_mRNA_71
Grov17s 0 | 0 Hypotheical prtein (1) E _unshio_01811_mRNA 5.1
Grovi7s2 0 | 0 Hypothetica prtein (1) E anshia_01811_mRNA_4.1
procin s sty (GO0 i e e domain 1PR01 1009
GFO041791 0 1 0 Hypothetical protein (1) molecular_function] (1) protein (1: Serine-threoninetyrosine-protein - C_unshiu_01811_mRNA_10.1
phosphorylation [GO:0006465 kinase catalytic domain [IPR001245] (1)
biological process] (1) b
Grov1790 0 ! 0 Hypotheia proein (1) . i 01811 _mkNA 11
o 0 | o bt o e st . ot b0 A3
Grov7ss 0 | 0 Hypothetica prtein (1) E C_urshio_01809_mRNA_7.1
GRO041787 0 1 0 Hypothetical protein (1) :"‘;"“‘ kinasetke domain (IPRO11009) C_unshiu_01809_mRNA_6.1
Grov1786 0 I 0 Hypothetical prten (1) E _unsio 01509 mRNA 5.1
L TR p—
Grov7ss 0 | 0 Gbbrein ecptor GIDI, ptativ (1) RSV retorl Dyt (13 e o 003 C_urshio_01809_mRNA_2.1
process [GO0008152 bilogia proces] () APt
Grovi7 0 | 0 Hypothetica prtein (1) . C_unshio 01808 mRNA 41
Growi7s 0 I 0 Hypotheial provein (1) . unio 01807 mkNA 41
Grow7s 0 ' 0 Hypothetica prten (1) . Cunshin 01807 mRNA_3.1
Grov17s1 0 | 0 Hypothetical prtein (1) E Cunshio_01807_mRNA_2.1
Grov70 0 \ 0 Hypothetica prtein (1) - unsi_01807_mRNA_11
Leucinesch rpeat domin, L domain
Grow1779 0 | 0 Phosphoprotein phosphatase (1) Loucae i et _unshio 01806 mRNA 41
isocitrate dehydrogenase (NADP+)
sty (GO0004450
ol funtion] (1) oxidorductase
iy, sting on the CH-OF sroup o Isoproylmalate dehyrogense ke
NADP ‘specific isocitrate dehydrogenase — donors, NAD or NADP as acceptor domain [IPRO24084] (1); Isocitrate.
GRS 0 ! “m [GO:0016616 molecular_function] (1), dehydrogenase NADP-dependent Cunshiu_01804_mRNA_L.1
oxidaton reducion process [GO0088114 (IPR0BA790) (1)
iologiealproces] (1) socrte
etabolic process [GO:0006102
‘biological_process] (1)
im]muly!lli [Go: 0006:)08 - Peptidase A2A, retron catalytic
G177 0 1 0 01 jologicalprocess] (s asparictype—ogicoc e SO SR C_unshiu_01803_mRNA_7.1
v y ,
molecular._function] (1) domain [IPRO0O477] (1)
Grovi77e 0 | 0 Hypothetica prtein (1) E C_urshio_01807_mRNA_6.1
Growi7rs 0 ! 0 Hypotheia provein (1) . unsin 01803 mRNA 111
Grow174 0 ' 0 Transcipton fctor P (1 CTAGSc famiy [IPROISSI9) (1) - Cunshin 01502 mRNA 4.1
Proten ksl domain (IPRO11009]
ot GO0gics (P s o 1ROV
gt rovin s ke BOPBAL e (v s 1SS
GRO01773 0 I o Mitogen-activated protein inise Kinase i i G, proten kinase, cataitic do B C_unshiu_01802_mRNA_11
o [IPR002290] (1); Serine/threonine-protein
mn\ecuhrj\mcllm\] “" ATP binding kinase, active site [IPRO08271] (1);
[GO:0005524 molecular_function] (1) otein kinase, ATP binding site
IPROI7441) (1)
Growi7 0 I 0 Hypothetical prten (1) . _unshin_01800_mRNA_L1
y el prorein ransport [GOI0006810 Transposase, MuDR, plant (IPRO04332] s 01799
GO0 o ! © Hypothetical protein (1) biological_process] (1) (1); Longin-fike domain [IPROT1012] (1) C_unshiu_01799_mRNA_7.1
SadenosyhL-methonie-dependent
GFO041770 0 ! 0 Caffeoyl CoA O-methyltransferase (1) 6, 0008171 molecular_function] (1) methyltransferase, family 3 (IPR002935] C_unshia_01799_mRNA_4.1
I
Grovt7ey 0 ! 0 Hypotheia proein (1) . i 01799 mRNA 31
S adenosyhL-methionie-dependent
Grov17es 0 I 0 Cafeoy CoA O-methyhrnstrse (1) C_umshin_01799_mRNA_2.1

c
[GO:0008 171 molecular_function] (1)

‘methyltransferase, family 3 [IPR002935]
0
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. 2ine ion binding [GO:0008270 Zine finger, SWIM-type [IPRO0TS27) (1)
Gro041767 0 1 0 Hypothetcal protein (1) et Pt et *_unshiu_01799_mRNA_L1
Piriformospora indica-insensitive protein 2 proten binding [G Leucine-rich repeat [IPRO0I6N 1] (1):
GFO041766 0 1 o ibrmespora i i cucine.rich repeat domain, L domain- - C_unshiu_01798_ mRNA_7.1
¢ moleculr_function like [IPRO32675] (1)
ID40-repeat.containing domain
GFO041765 0 1 0WD repat containing protein 55 ke (1) oo PP OO0 [IPROI7986] (1); WDA0'YVTN repeat- C_unshiu_01798_ mRNA 3.1
molecularfunction Hke-containing domain [IPROIS943] (1)
GFO041764 0 1 0 Hypothetcal protein (1) - C_unshia 01798 mRNA 2.1
Gr0041763 0 1 0 Hypothetcalprotein (1) - unshiu_01797_mRNA_S.1
GFO041762 0 1 0 Hypothetcal protein (1) - C_unshiu_01797_mRNA 2.1
GFoO41761 0 1 0 Hypotheticalproten (1) Pentatricopeptide repeat [IPRO02SS] (1) - C_unshiu_01796_mRNA_6.1
P N \ 0 ispotherical prorein (1) i i g (COMO36T6 s ks doin IFROI3] i 01796 mRNA 21
i binding [GO:0046672 P-type ATPase, transmembrane domain
Grooa7s0 0 ! 0 Hypothts ot (1 ol (1, WO g0 Pape ATPe A - C anstio 01793 mRNA 21
vy 1) domain [IPROOS250] (1)
GrOO41758 0 1 0 Hypothetcalprotein (1) - C_unshiu 01791 mRNA_L1
NB.ARC [IPRO02182] (1): P-lop
GFOO41757 0 1 0 Hypothetcal protein (1) [ At contaning nuclcoside triphosphate - C_unshiu_01790_mRNA_4.1
el hydrolase [IPRO27417] (1)
e . : R L o . o T
Leucine-rich repeat domain, L domain-
AT domain
Grona1755 0 1 0 Phosphoprotein phosphatase (1) molecular_function] (1); ADP binding ~ [IPROT1579] (1); NB-ARC [IPRO02182] - C_unshiu_01790_mRNA 2.1
[GO:004353 1 molecular_function] (1) (1):P-loop containing nucleoside
riphosphate hycrolase [IPR027417] (1)
P-loop containing nucleoside trphosphate
. R ADP binding [GO:0043531 hydrolase [IPRO27417] (1); NB-ARC - .
aronarss o ! O Hypothetcal protein (1) molecular_function] (1) [IPRO02152) (1); Leucine-rich repeat Cunshia 01790 mRNA_LT
domain, L domain-like [IPRO32675] (1)
Gro041753 0 1 0 Hypothetcal protein (1) - C_unshiu_01759_mRNA 8.1
Grooars2 0 ! 0 Hpotts ot (1) Cogpolmpepdeof TR copnipe C i 01789 mRNA 7.1
GFo41751 0 1 0 Hypothetcal protein (1) - C_unshiu 01789 mRNA 2.1
iron ion binding [GO:0005506
molecular_function] (1); heme binding
[GO-0020037 molecular_functon] (1);
Cytochrome PA50., E-class, group |
oxidoreductase activity,actng on paired .
GFO041750 o f 0 Flavonoid 3- donors,with o IPROVHOL 1 todime 10, C_unshiu_01789_mRNA_L1
molecularfunction] (1) oxidtion. - CYchrome P40 1)
reduction process [GO:0055114
biological_process] (1)
GFO041749 0 1 0 Hypothetcal protein (1) - C_unshiu 01787 mRNA 4.1
GFO41738 0 1 0 Hypothetcal protein (1) - C_unshiu 01757 mRNA 3.1
Gro041747 0 1 0 Hypothetical protein (1) Malectin (IPR021720] (1) - C_unshiu 01787 mRNA 2.1
GFO41746 0 1 0 Hypothetcalprotein (1) - C_unshi_01786_mRNA 7.1
GFOO41735 0 1 0 Hypothetical protein (1) Viral mosement protein [IPRO28919] (1) - C_unshiu_01786_mRNA 6.1
GFO41734 0 1 0 Hypothetcal protein (1) - C_unshiu 01786 mRNA 4.1
GFO041743 0 1 0 Hypothetical protein (1) Viral movement protein [IPR028919] (1) - C_unshiu_01786_mRNA 2.1
GrO041742 0 1 0 Hypothetcalprotein (1) - C_unshiu_01786_mRNA_L1
GFo41731 0 1 0 Hypothetical protein (1) - C_unshiu_01783_mRNA_4.1
GFO41740 0 1 0 Hypothetcal protein (1) - C_unshiu 01783 mRNA_1.1
Gro041739 0 1 0 Hypothetical protein (1) - C_unshiu 01782 mRNA_14
GFOO41738 0 1 0 Hypothetcal protein (1) - C_unshiu_01781_mRNA_7.1
GFOO41737 0 1 0 Hypothetcal protein (1) - C_unshiu_01781_mRNA 6.1
GFO41736 0 1 0 Hypothetcal protein (1) - C_unshiu 01781 mRNA 3.1
proteolysis [GO:0006508
Gro0iIs N \ N by biological proces] (1) aspartic-type  Peptidase A2A, retrovis, cataytic i 01781 RNA 21
pep I i 1
molecular_function] (1)
Gro041734 0 1 0 Hypothetical protein (1) - C_unshiu_01781_mRNA_1.1
GrO041733 0 1 0 Hypothetcal protein (1) - C_unshiu_01750_mRNA_L1
carbohydrate metabolic process.
P N . N b 60:0008975 bilogical_process (1:  Canbohydrate kinase, FGGY, N-terminal i 01779 mRNA 5.1
: = ptor [GO0IGT UPROIB4S4) (1) B
molecula_function]
i
[GO:0005975 bological_process] (15 B
Gro041731 0 1 o 0 ool roup [N s FOOY C_unshiu_01779_mRNA_4.1
a5 acceptor [GOA016773
molecular_function] (1)
phosphotransferase actviy, alcohl group
= ptor [GO0IGT y
GFOO41730 0 1 0 Hypothetcal protein (1) molculr_function (1) carbohydrte LR e FOGY: Cerminat C_unshiu 01779, mRNA 2.1
metabolic: P“\Ett; (GO:0005975
biologial_process] (1)
GFO4I729 0 1 0 Hypothetcal protein (1) - C_unshiu_01776_mRNA 5.1
Gro041728 0 1 0 Hypothetical protein (1) - C_unshiu_01776_mRNA 2.1
Gro041727 0 1 0 Hypothetcal protein (1) - C_unshiu_01774_ mRNA 5.1
Putative discase resistance RPP13-like Leucine-rich repeat domain, L domain-
GFO41726 0 1 0 e imossesm 1) C_unshia 01773 mRNA 2.1
transfrase activity. transferring bexosyl
groups [GO:0016758 molccular_function] UDP-glucuronosy/UDP-
GFOI725 0 1 0 UDP-gheosstrmserse T4EL (1) T e ecohraniome PROX213] ()~ C_unshia 01773 mRNA 1.1
bioogical_process] (1)
GFOMI724 0 1 0 Hypothetcal protein (1) - C_unshia 01772 mRNA_1.1
Gro041723 0 1 0 Hypothetcal protein (1) - unshiu_01771_mRNA_9.1
el prorein recognition of pollen (GO:0048544  S-locus glycoprotein domain [IPROOOSSS] _ i
GFOO41722 0 1 0 Hypothetcal protein (1) e o oy C_unshiu_01771_mRNA 7.1
S A Retrotransposon gag domain i RNA S
Grooa1721 0 1 0 Hypothetcal protein (1) et - C_unshiu_01771_mRNA_S.1
GFO041720 0 1 0 Hypothetcal protein (1) - C_unshiu_01771_mRNA_10.1
3 S-locus glycoprotein domain [IPROOOSSS]
G079 0 ! [y S— pecomitanal ok [GOOUSSE ;) iy e domain (PRODLASD) - C i 01771 mRNA 11
pological process] (1) (1); PAN/Apple domain [IPR003609] (1)
GFOO41718 0 1 0 Hypothetcal protein (1) - C_unshiu_01770_mRNA 5.1
GFO1717 0 1 0 Hypothetcal protein (1) - C_unshiu_01770_mRNA 2.1
Grooas . ! 0 Hypothetical ot 1) gt oo Ot C i 01770 mRNA_1L1
GFOOA171S 0 1 0 Hypothetcal protein (1) - C_unshiu_01769_ mRNA_1.1
GFO1714 0 1 0 Hypothetcal protein (1) - C_unshiu 01768 mRNA 3.1
Gro041713 0 1 0 Hypothetcal protein (1) - unshiu_01767_mRNA 2.1
GrO41712 0 1 0 Hypothetcal protein (1) - C_unshiu_0176_mRNA_L1
GFo41711 0 1 0 Hypothetical protein (1) Viral moverment protein [IPRO28919] (1) - C_unshiu_01765_mRNA 5.1
GFO41710 0 1 0 Hypothetcal protein (1) - C_unshiu 01765 mRNA 4.1
GFo041709 0 1 0 Hypothetcal protein (1) - unshiu_01764_ mRNA_S.1
GrO041708 0 1 0 Hypothetcal protein (1) - C_unshiu 01764 mRNA 3.1
GFO041707 0 1 0 Hypothetcal protein (1) - C_unshiu_01764_ mRNA 2.1
EF-hand domain pair [IPRO11992] (1)¢
 Putaive calcum-binding protein CML16 calcum on binding [GO:0005309 EF-hand domain [IPRO204S] (1): EF-
GRO0aIT06 0 ! ) molecular_function] (1) Hand 1, calcium-binding site [PRO1S247] Cunshin O1763_mRNA._2.1
o)
ATP binding [GO:0005524
molecular_function] (1); extoplasm
[GO:0005737 celular_companent] (1)
DNA binding [GO:0003677
‘molecular_function] (1); zin ion binding
GFO041705 0 1 0 0 ncton] (1) 40 - C_unshia 01763 mRNA_1.1
helicase actvity [GO:0004386
molecular_functon] (1): nuclear-
transcrbed mRNA catabolic pro
sense medined decay [GO/0000184
biological_process] (1)
GFO41704 0 1 0 Hypothetcal protein (1) - C_unshiu 01762 mRNA 4.1
GFo041703 0 1 0 Hypothetcal protein (1) - *unshiu_01762_mRNA 2.1
phospholpid-translocating ATPase
activity [GO:0004012
molccular_function] (1; metalion binding
[GO:0046872 molecular_functon) (1);
phospholipid transport [GO:0015914
biological_process] (1): ntegral P-type ATPase. subfamily IV
GFO041702 0 1 0 Hypothetcal protein (1) component of membrane [GO:0016021  [IPRODGS39] (1): P-ype ATPase, A - C_unshiu 01762 mRNA_1.1
celllar_component] (1); magncsium ion  domain (IPROOS250] (1)
binding [GO:0000287
molecular_function] (1); ATP binding
[GO-0005524 molecular_function] (1)
nucleoide binding [GO:0000166
molecular_function] (1)
GFoO41701 0 1 0 Hypothetcal protein (1) - C_unshiu_01761_mRNA 5.1
. eal rotein Endonuclease/exonuclease/phosphatase i .
GFO041700 0 1 0 Hypothetcal protein (1) [IPROOSI35] (1) C_unshiu_01761_mRNA_4.1
tat I [GO0003676 Ribonuclease Helike domain [IPRO12337)
RO ° ! © unclasifed (1) moleculr_function] (1) . Counshio 01761 mRNA 3L
oxidoreductase activty, actng on paired
donors, with incorporation o reduction of
‘molecular oxygen [GO:0016705 Ctochrome P50, it
molecular_function] (1); oxidtion- : conserved ste
GrO04169% 0 1 0 Cytochrome P4s0 71682 (1) reduction process [GO:0055114 LPROLTIT2L () ochrome A4S0 E- C_unshiu_01760_mRNA_S.1
bioges procs] (1 b biing class group | [IPROCON) (1)
Cytochrome P450 [IPROOI128] (1)
[GO:0020037 molecular_functon] (1):
iron fon binding [GO:0005506
molecular_function] (1)
GFO041697 0 1 0 Hypothetcalprotein (1) - C_unshiu_01760_mRNA 3.1
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Winged helx-turn-helis DNA-binding
. domi IPROII91) 10
A Ao N i, a2 0T
G019 0 0 Cate 3.0t () ST Rntonl (60 Oty C ansio 01760 mRNA 21
e ot (0 [t n—
nethionine-dependent methylransferase
IPRO29063] (1)
GRO041695 0 0 Hypothetcalprotin (1) - C_unshiu_01760_mRNA_L1
GRO041694 0 0 Hypotheticalprotin (1) - C_unshiu_01759_mRNA_3.1
zine ion binding [GO:0008270
molecular_function] (1 nucleic acid g R
GF0041693 0 0 Hypothetical protein (1), binding [GO:0003676. Zine finger, CCHC-type [IPRO01878] (1) C_unshiu_01759_mRNA_2.1
molecular_functon] (1)
GF0041692 0 0 Hypothetical protein (1) PAP/25A-associated [IPRO020S8] (1) - C_unshiu_01758_mRNA_6.1
GRO0a1691 0 0 Hypothetcal protin (1) - unshi_01758_mRNA_S.1
GRO041690 0 0 Hypothetcalprotin (1) - C_unshiu_01758_mRNA_IL1
GRO041689 o 0 Hypothetcalprotin (1) et peptdas domain IFRO2110%) C_unshiu_ 01758_mRNA_10.1
Polymerase, ¢
GRO041688 0 oy 0 i ion] (1) dern (onngs 1) - C_unshiu_01758_mRNA_L1
‘heme binding [GO:0020037
i octn] 0 n i
[GO:0005506 molecular_functon] (1
idsionseducion pocs [GO-00351 14 Cyochrome AS0 -cs, g
GF0041687 0 0 Cytochrome P450 82A4 (1) ‘biological_process] (1); oxidoreductase  [IPR0O02401] (1); Cytochrome P450 - C_unshiu_01756_mRNA_9.1
activity, acting on paired donors, with  [IPRO0T128] (1)
incorporation or reduction of molkcular
oxygen [GO:0016705
‘molecular_function] (1)
RNA processing [GO:0008033
biologicalproces] (1): RNA binding — RNA methyransterse, it
N2)J r_function] (1): S-adenosyl-L-
GRO0A1686 0 N [SS C_unshiu_ 01756_mRNA 2.1
activity [GO:0004809 [1PRO29063] (1)
molecular_function] (1)
GRO041685 o 0 Hypothetcalprotin (1) - C_unshiu_ 01755_mRNA_S.1
zine ion binding [GO:0008270
molecular_function] (1 nucleic acid g R
GF0041684 0 0 Hypothetical protein (1) binding [GO:0003676. Zine finger, CCHC-type [IPRO01878] (1) C_unshiu_01755_mRNA_2.1
molecular_functon] (1)
DEAD/DEAI bos heficase domain
§ {IPRO11S45] (1); P-loop containing
el scd iding [GOonsers BRSO oot conany
GRO041683 o 0 Hypothetcalprotin (1) ‘molecular_function] (1); AT binding. R e ey C_unshiu 01755_mRNA_L1
[GO:0005524 molecular_functon] (1) s dormin (IPRO14001]
1'7
Leucinerih repeat domain, L domain-
like [IPR032675] (1); NB-ARC
. y ADP binding [GO:0043531 [IPRO02182] (1); Leucine-rich repeat .
GRO01682 0 0 Discase resstance protein RPS2 (1) mlalar_fncton (s proteinbiding 008 (e it et C_unshiu_ 01754_mRNA_4.1
1GOMISSIS okl Wnion] (1) e iphosphae ol
(IPRO27417] (1)
. Proten of unknown function DUF247,
GRO0a1681 0 0 UPFO4SI1 proten (1) R - ~unshiu_01753_mRNA_7.1
Proten of unknown function DU247,
GRO041680 0 0 Hypothetcalprotin (1) T Bt C_unshiu_ 01753_mRNA_6.1
GRO041679 o 0 Hypothetcalprotin (1) - C_unshiu 01753 mRNA 5.1
Proten kinase domain [IPRO00715 (1)
ATP binding [GO:0005524 Protein kinase-like. dtm[mm [IPRO1 I]O(O;]
molecular_function] (1) protein (1); Protein kinase, ATP binding site
4 proten kinase kinase i
GRO0416TS 0 0 IPRO17441) (1); Serinelthreonine-protein - C_unshiu 01753_mRNA_2.1
o ol proces] (I KIS e, v s PRS2 (1)
Serineihrsonine dus spcifcy protein
molecular_function] (1) Kinase, catalytic domain [IPR002290] (1)
GRO041677 o 0 Hypothercalprotin (1) - C_unshiu 01752 mRNA 9.1
GRO016T6 0 0 Hypothetcal protin (1) - C_unshiu_ 01752_mRNA_T.1
Wall-asociated receptor kinase,
Gro041675 o 0 Wallassociated 2y e e solacturonan.binding domain . C_unshia 01751 mRNA 3.1
molecular_function [1PRO25287] (1)
GRO041674 0 0 Hypothetcalprotin (1) - C_unshiu 01750_mRNA 2.1
GRO041673 o 0 Hypothercalprotin (1) - C_unshiu 01749 mRNA 5.1
GRo01672 0 0 Hypothetcal protin (1) - C_unshiu_01749_mRNA_4.1
GRO04167T1 0 0 Hypothetical protin (1) - C_unshiu_01748_mRNA_S.1
GRO041670 0 0 Hypothetcalprotin (1) - C_unshiu_ 01747_mRNA 4.1
GRO041669 o 0 Hypothetcalprotin (1) - C_unshiu_ 01747_mRNA 3.1
P-loop containing nuceoside trphosphate
. scase resistance protein ADP binding [GO:0043531 hydrolase [IPR027417] (1); NB-ARC S— RNA 2
GRO01668 0 0 Discase resistance proten (1) e om0y R0 82] (1 Lencie i epes C_unshiu_ 01747_mRNA_21
donin, L domain-ke [IPRO3267S] (1)
GRO01667 0 0 Hypothericalprotin (1) - C_unshiu_01747_mRNA_LI
asparagine-ARNA ligase activiy
[GO:0004816 moleculac_functon] (1);
aminoscy-RNA ligase activty
ot ot (- Aspargine-RNA ligse [IPRO0IS22] (1)
" A aminoacyltion HRNA synihetas, clas I
(0000021 bokeieal proces] (102 (IKN) (1PRO04364) (1); Aminoacyl-
GFOO41666 0 0 n A aminoacyistion for protein RNA synthetase, class T (D/K/N)-like C unshiu_01746_ mRNA_ 11
[mu)lslsfll (1, 08-ld ki s QL0 miENA
biological_process] (1; cytoplasm i e
o oo o] 1 e IPROLASES) i Nk it
‘molecular_function] (1); nucleic acid ~ 0"ing> OB-fold [IPRO12340] (1)
binding [GO:0003676
molecula_functon] (1); ATP binding
[GO:0005524 molecular_function] (1)
carbohydrate metabolic process
Mutant xyloglucan - Lprocess] (1) 10
GFO041665 0 Vol ‘hydrolase activity, hydrolyzing O-glycosyl [IPRO00TST] (1); Concanavalin Acike - C_unshiu_01745_mRNA 9.1
endotranselycosylaselbydrolase (1) oty (1)
‘molecular._function] (1)
DNA binding [GO:0003677
S ~ . molecular_function] (1); regulation of ~ - N
GRO01664 0 0 NAC domain protein NACS (1) e NAC doman [IPRO03441] (1) - C_unshiu_01745_mRNA_6.1
[GO:0006355 biological_process] (1)
carbohydrate metabolic process
i
o Mutant xyoglucan
‘GF0041663 0 ndotran hydr ‘hydrolase activity, h)xlmlyzmg O-glycosyl domain [IPRO13320] (1); Glycoside: C_unshiu_01745_mRNA_5.1
 endotamsgicosase ydroase (1) compounds [GO:000455: hydrolase family 16 [IPR000TS7] (1)
molecula_function] (1)
i dimeriation st Plant methylransferase dimerisation
‘GF0041662 0 0 n protein dimerization activ y | Winged helix-turn-helix - C_unshiu_01745_mRNA_3.1
metion] (1) N a-binding domain (IPROTI9ON] (1)
GRO0A1661 o 0 Hypothetcalprotin (1) - C_unshiu_ 01745_mRNA 2.1
apoplast [GO:0045046
celuar_component] (1;celluar glucan
‘metabolic process [GO:0006073
‘biological_process] (1); cell wall
Xyloglucan hydrolyzing O-glycosyl (1) Gl)cos\d:
‘GF0041660 0 Iy 2 hydm\mz family 16 [lPRWD757] ay - C_unshiu_01745_mRNA_10.1
) nolecular_functon] (1); carbohydrate  Concanavalin A-ike kctin/glucanase
metabolic process [GO:0005975 doman IPRO1320 (1)
bioloical_process] (1)
syloghueanxyloglucosy ranserase
activiy [GO0016762
molecular_functon] (1)
S-adenosyl-L-methionine-dependent
et iy (GOMOSIO e (PRO2S05 (110-
GFO041659 0 0 Hypothetical protein (1) 0 methylransferase COMT-t B C_unshiu_01745_mRNA_L1
T o O
moleeutar_function] family 2 [IPRO01077] (1)
Cupredonin [IPRO0SO72] (1);
haron e Ay 1QOA00SS Pty IPRCI245) 1 ¢
GFO041658 0 0 Mavicyanin (1) molecular_function] (1 lue (type 1) copper protein, binding site C_unshiu_01744 mRNA 2.1
[1PRO28871] (1)
5 5 HAD hydrolase, subfamily 1A
tabolic process [GO:0008152 [IPRO06439] (1); Pyrimidine 5- c
GRO041657 o 0 loacid deblogenase-ke hydhsase (1) g proco] (1: ol sy o bt o 1o AD e C_unshiu_01743_mRNA_S.1
1GO:0016787 molecuae_function] (1 yoeeeri DESTHORH) (0
DNA binding [GO:0003677
okl ncton) (-SSR0 s, mtstor e (R00127]
activity (1) MULE transposase domain
GRO041656 0 0 Putative muDR iy tasposase ke (1) molculr,fnction] (1) zn onbinding (1 LLC PR O C_unshiu 01743 mRNA 4.1
160:0008270 mleclar_fnction (s~ EROS3] (1 d
wansposition, DNA-mediaed
[GO:00063153 biological_process] (1)
GRO041655 0 0 Hypothetcalprotin (1) - C_unshiu_ 01742 mRNA_L1
. il protein Chromo domain-ike [TPROI6197] (1): — .
GRO01654 0 0 Hypothericalprotin (1) o domin [PRO3AT80] (1) C_unshiu_ 01741_mRNA_3.1
G165 0 0 Hpottst ot (1) ek ackdbinng [GO000S66 - Ribonuclae ke domein [PRO1Z337) C s 01781 mRNA 21
GRO041652 o 0 Hypothetcalprotin (1) - C_unshiu 01740_mRNA 2.1
GRO0A1651 0 0 Hypothericalprotin (1) - C_unshiu_01740_mRNA_L1
GRO041650 0 0 Hypothetcalprotin (1) - C_unshiu_01739_mRNA_9.1
GRO041649 0 0 Hypothetical protin (1) - C_unshiu_ 01739_mRNA_6.1
zine ion binding [GO:0008270
molecular_function] (1 nucleic acid g R
GF004164% 0 0 Hypothetical protein (1), binding [GO:0003676. Zine finger, CCHC-type [IPRO01878] (1) C_unshiu_01739_mRNA_3.1
molecula_function] (1)
GRO0A1647 0 0 Hypothetcalprotin (1) Viral movment protein [IPRO28919] (1) - C_unshiu 01739_mRNA 2.1
GRO01646 0 0 Hypothetical protin (1) - unshi_01739_mRNA_L1
Groontess N o Hspothetal proein (1) calium ion binding [GO:0005509 EF-hand domain pair [IPRO11992] (1), _ i 01735 mRNA 71

‘molecular_function] (1)

EF-hand domain [IPR002048] (1)
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ATP binding [GO:0005524
molecular_function] (1); nucleobase- b 1o taining nucleoside triphosphate
containing compound kinase actviy
‘hydrolase [IPR027417] (1); Adenylate
GO 1644 0 i 0 nction] (1) T bosest C_unshiu_ 01738_mRNA_4.1
‘mclcobse-containing compound o
metabolicprocess [GO:0006139
biologial_process] (1)
GO0 1643 0 ! 0 Hypothetialprotein (1) . C_unshia_01738_mRNA_3.1
GRO041642 0 1 0 Hypotheticalprotin (1) - C_unshiu_ 01738_mRNA_2.1
eleobase-contaning compound kimse
activity [GO:0019205 .
Adenyate Kinase UMP-CMP kinas
i focton] (1 kot AN OV e
Gruosies 0 ' 0 s, IPRO0OSU) ) oo g s 01738 nRNA_L1
GO004159 ol procs] (1 TS e
ATP binding [GO:0005524
nolecular_function] (1)
GRO01640 0 1 0 Hypothetcalprotin (1) - C_unshiu_01736_mRNA_4.1
xrstitne sty (GO0 g dpendn s
Grooaie 0 ! 0 Hypothts ot 1) ol fncion) O dalon s 23 i N - C anstio 01738 mRNA 5.1
reduction process [G ‘synthase-like [IPR027443] (1)
bilogical_process] (1)
sopeniiln N synthaseike [IPRO27443]
Groosass o : o doredctase 206-Fe g (3Nt e N - C i 01734 A 41
iy protein, expresses domain [IPR026992] (1)
nuckic acd binding [GO:0003676
GRO041637 0 1 0 Hypothetcalprotin (1) ‘molecular_function] (1) zine ion binding  Zin finger, CCHC-type [IPRODISTS] (1) - C_unshiu_ 01733_mRNA_7.1
[GO-0008270 molecular_function] (1)
GO 1636 0 1 0 Hypothetialprotein (1) - C_unshiu_01733_mRNA 4.1
GRO01635 0 1 0 Hypothetcal protin (1) - C_unshiu_01733_mRNA_2.1
Serinesthreonine-proten kinase, actve site
; IPROOS271] (1; Protein Kinase, ATP
proteinphosphoryion [GO-000ods U0 (0 ok K
biological_process] (1);protein kinase g
Gruotiess 0 ' 0MAP i e 2.1 ety (GO000372 Senklreonieinl pciely pricn  anshi 01733 mRNA_LT
kel fnton] (5 ATP g 525l doma 10
1GO:0005524 molecular_function] (1) 11p011009] (1); Proten kinase domain
[1PRO0O719] (1)
Gro41633 0 1 0 Protein WAX2 (1) - C_unshiu_ 01732_mRNA_4.1
GO0 1632 0 ! 0 Hypothetialprtein (1) . C_unshia_01732_mRNA_L1
ransporter activity [GO0005215
moleculr_functon] (1) transmembrane
ransport [GO:0033085
‘biological_process] (1); substrate-specific Major facilitator superfamily domain
. IPRO20846] (1):; Sugar transporicr,
GRO041631 0 ! 0 Sugartransport protin 13 (1) A S C_unshia_01731_mRNA 2.1
[GO:0016021 cellar_componert] (1); (1): Majr uclfator, sugar ransporter-
: ke [ )l
[GO:0022857 molecular_function] (15
‘membrane [GO:0016020
cellular_component] (1)
GRO041630 0 ! 0 Hypothetialprotein (1) . C_unshia_01731_mRNA_L1
GRO041629 0 1 0 Hypothetcalprotin (1) - C_unshiu_ 01730_mRNA 3.1
GO 1628 0 1 0 Hypothetialprotein (1) - C_unshiu_01730_mRNA 2.1
GRoo1627 0 1 0 Hypothetcal protin (1) - C_unshiu_ 01730_mRNA_L1
GRO041626 0 ! 0 Hypothetialprtein (1) . C_unshiu_01729_mRNA_I1.1
Leucinerich repeat domain, L dormain-
) like [IPRO32675] (1); Leucinerich repeat
rootiens K .  Trumcated vertiilum wi resistance-ie. protein binding (GO-0005515 sotorry L e © i 01725 mENA 21
protein (1) ‘molecular_function] (1) containing Nterminal plat-type.
[IPROI3210] (1)
GO0 1624 0 ! 0 Hypothetialprotein (1) . C_unshia_01727_mRNA_3.1
GRO041623 0 1 0 Hypothetcalprotin (1) - C_unshiu_ 01727_mRNA_2.1
Leucinerich repeat domain, L dormai-
lke [IPRO32675] i
GO0 1622 0 1 o e w 1ci bind Netrminal, planttype - C_unshiu_01727_mRNA_L1
ol [IPRO13210] (1); Leucine-rich repeat
[IPROOI61] (1)
GRO041621 0 i 0 Hypotheticalprotin (1) . C_unshiu_ 01726 mRNA_7.1
GO 1620 0 1 0 Hypothetialprtein (1) - C_unshiu_01726_mRNA 3.1
GRO041619 0 1 0 Hypothetcal protin (1) - C_unshiu_ 01724_mRNA_9.1
G168 0 ! 0 Hypothetialprtein (1) . C_unshiu 01724 mRNA_8.1
GRO041617 0 1 0 Hypotheticalprotin (1) - C_unshiu_ 01724_mRNA_S.1
GO0 1616 0 1 0 Hypothetialprotein (1) - C_unshiu 01724 mRNA 4.1
Groos61s 0 1 0 Hypothetcal protin (1) - C_unshiu_01724_mRNA_3.1
GROn1614 0 ! 0 Hypothetialprtein (1) . C_unshiu_01724_mRNA_2.1
GRO041613 0 1 0 Hypotheticalprotin (1) - C_unshiu_ 01724_mRNA_16.1
Phenylcoumaran benzylic ether reductase NimrA-fike domain [IPRO0SO30] (1); N
oo 0 ! M) NAD(P)-binding domain [IPRO16040] (1) ~ Cunshin 01724 mRNA_14.1
GRova1611 0 1 0 Hypothetcalprotin (1) - C_unshiu_01724_mRNA_I3.1
GRO041610 0 ! 0 Hypothetialprtein (1) . C_unshiu_01724_mRNA_12.1
GRO041609 0 1 0 Hypotheticalprotin (1) - C_unshiu_ 01723_mRNA_L1
GO0 1608 0 1 0 Hypothetialprotein (1) - C_unshiu_01719_mRNA 4.1
ATP binding [GO:0005524
molecular_functon] (1) protein kinase Protein kinas-lke domain IPRO11009]
B ligase KEG-Tike (1) Protein kinase domain [IPRO0O719]
GrovateoT 0 ! 0 protein (1) molecular_function] (1); protein (1; Serine-threonine/tyrosine-protein. C_unshiu_01717_mRNA_1.2
i 245 (1)
biological_process] (1)
GRO041606 0 1 0 Hypothetcalprotin (1) - C_unshiu 01714_mRNA_3.1
Generl tramserion fctor 2-related e Domin ofunknown functon DUF4371
‘GF0041605 0 1 0 [1PRO25398] (1); ke - C_unshiu_01714_mRNA_2.1
finger proten (1) molecular_functon] (1) B oo
GRO01604 0 1 0 Hypothetcalprotin (1) - C_unshiu_01713_mRNA_S.1
. DNA sequence with open rading fame Reverse transcripase, RNA-dependent
GO 1603 0 1 o foptisem i e C_unshiu_01715_mRNA_3.1
Prlaop contining ucleoside rphosphate
‘GF0041602 0 1 0 Hypothetical protein (1) ADP binding [GO:0043531 ‘hydrolase [IPR027417] (1); NB-ARC - C_unshiu_01712_mRNA_5.1
nolecular_function] (1) et
GRO0a1601 0 1 0 Monosacharide ransport protein (1) - C_unshiu_ 01712_mRNA_3.1
GO041600 0 ! 0 Hypothetialprtein (1) . C_unshiu_01712_mRNA_2.1
Groots N , Retrotransposon protin,putatve, Tyl .  umbio 01710 mRNA S1
«copia subclass (1)
Gro04159% 0 1 0 Ubiqutin thoesterase OTU (1) - C_unshiu_01709_mRNA_2.1
P-ioop containing nuclcoside rphosphate
ATP binding [GO:0005524 hydrolase (IPRO27417] (1); Heliease ¢
GO041597 0 ! 0 Hypothetialprotein (1) A, T Ao o, * C_unshia_01708_mRNA_9.1
DinG/Rad-type [IPROI4013] (1)
peroxidase actvity [GO:0004601
ol ncton) (1, N e i, sttt
e P [IPRO02016] (1); Plant peroxidase
GFO041596 0 1 0 Hypothetialprtein (1) ologiealrocess] (Dsresponseto [URERIS (N T b C_unshiu_01708_mRNA_6.1
oxidative stress [GO:0006979 [IPRO10255) (1)
biological_process] (1); heme binding.
[G0:0020037 molecular_function] (1)
GO41595 0 i 0 Hypotheticalprotin (1) . C_unshiu_ 01707_mRNA_2.1
GF0041594 0 1 0 GTP cyclohydrolase 1 (1) Myb/SANT-like domain [IPR024752] (1) - C_unshiu_01706_mRNA 2.1
GRO01593 0 1 0 Hypothetcalprotin (1) - C_unshiu_01705_mRNA_6.1
G004 1592 0 ! 0 Hypothetialprtein (1) . C_unshia_01703_mRNA_4.1
nuckic acd binding [GO:0003676
GRO041591 0 1 0 Hypothetcalprotin (1) ‘molecular_function] (1) zine ion binding _ Zine finger, CCHC-type [IPRODISTS] (1) - C_unshiu_ 01703_mRNA_2.1
[GO-0008270 molecular_function] (1)
GO0 1590 0 1 0 Hypothetialprotein (1) - C_unshiu_01703_mRNA_L.1
GRO041589 0 1 0 Hypothetcal protin (1) - C_unshiu_01701_mRNA_3.1
GO0 IS8S 0 ! 0 Hypothetialprtein (1) . C_unshia_01699_mRNA_6.1
Leucinerich repeat domain, L dormai-
[IPROI3210] (1)
Leucinerich repeat domain, L dormain-
¢ rorein protein binding [G like [IPRO32675] (1); Leucine-rich repeat
GF0041586 0 1 o LRR receptorlike kinase fumily protein - protein binding [GO:0005515 [IPRO0I611] (1; Leucine-rich repeat- - C_unshiu_01698_mRNA_5.1
[0l ‘molecular._function] (1) containing Nterminal plat-type.
[IPROI3210] (1)
GO 1385 0 ! 0 Hypothetialprotein (1) . C_unshia_01697_mRNA_2.1
nuckic acd binding [GO:0003676
GRO041584 0 1 0 Hypothetcalprotin (1) ‘molecular_function] (1) zine ion binding  Zin finger, CCHC-type [IPRODISTS] (1) - C_unshiu_ 01697_mRNA_L1
[GO:0008270 molecular_function] (1)
GO0 1583 0 1 0 Hypothetialprotein (1) - C_unshiu_01696_mRNA 4.1
heme inding [GO:0020037
‘molecular_function] (1): iron ion binding
1GO:000506 molecular_functior] (1)
oxidation-reduction process [00:0055114
GRO01582 0 1 0 Hypothetcalprotin (1) biological_process] (1); oxidoreductase  Cytochrome P4SO [IPRODIIZS] (1) - C_unshiu_01696_mRNA_3.1
activity. scting on paired donors,
incorporation or redution of molkcular
oxygen [GO0016705
moleculr.function] (1)
GRO0A1581 0 1 0 Hypothetcal protin (1) - C_unshiu_ 01696_mRNA_2.1
GO0 1580 0 1 0 Hypothetialprtein (1) - C_unshiu_01696_mRNA_L.1
GRO0ISTO 0 1 0 Hypotheticalprotein (1) - C_unshiu_01695_mRNA_S.1
GRO04ISTS 0 ! 0 Hypothetialprtein (1) . C_unshia_01695_mRNA_12.1
GRO041577 o 1 0 Hypothetcalprotin (1) - C_unshiu_ 01695_mRNA_L1
Leucine-rich repeatconaining N-
GRO1ST6 0 1 0 Hypothetialprotein (1) e o .~ C_unshiu_01694_mRNA 7.1
like [IPRO32675] (1)
GROO1575 0 1 0 Hypothetialprotein (1) - C_unshiu_01694_mRNA 5.1
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deadenylation-dependent decapping of
nuclear-transeribed mRNA [GO:0000290
biological_process] (1); positive PH domain-like [IPROT1993] (1): mRNA-
GFO041574 0 1 0 Hypothetical protein (1) regulation of cataytic activity decapping enzyme subunit 1 [IPRO10334] - C_unshiu_01694_ mRNA 3.1
[GO-0043085 biological process] (1) (1)
enzyme activator ativity [GO:0008047
molecular_functon] (1)
Leucine-rch repeat-containing N-
GFO041ST3 0 1 0 Phytosulfokine receptor 2-like proten (1) e I - C_unshiu 01694 mRNA_L1
like [IPRO32675] (1)
heme binding [GO:0020037
molecular_function] (1);ron ion binding
[GO:0005306 molecular_unction] (1):
oxidation-reduction process [GO:0055 114 Reverse transcriptase, RNA-dependent
GFO041572 0 1 0 Hypothetical protein (1) biological process] (1; oxidoreductase  DNA polymerase [IPROI3103] (1~ - C_unshiu_01693_mRNA 4.1
activity, acting on paired donors, with  Cylochrome P450 [IPRO0I128] (1)
incorporation or reduction of molecular
oxygen [GO00I6705
molecular_function] (1)
GFo41571 0 1 0 Hypothetcal protein (1) - C_unshiu 01693 mRNA_1.1
Gro041570 0 1 0TMV resisance N (1) - C_unshiu_01692_mRNA_5.1
GFO041569 0 1 0 Hypotheticalproten (1) Bulb-type lectn dormain [IPROD1AS0] (1) - C_unshiu 01692 mRNA_4.1
Groonses 0 1 0 Hypothetical proein (1) i preiegasedomsin (IPRO2ST24] C_unshiu 01692 mRNA 3.1
GFO041567 0 1 0 Hypothetieal protein (1) - C_unshiu_01692_mRNA_1.1
prtcn ke sty [GOUAGT2 s domin1PROOO7191 (1)
GFO041566 0 1 0 1 o [GO:000 Reverse trnscriptase domain C_unshiu_01691_mRNA_7.1
§ ) [IPRO0CA77) (1); Protein kinase-like unshia 01691_mRNA.
biologcalprocess] (1; ATP binding L EEI AL EER
[GO:0005524 molecular_function] (1)
Protein kinase-like domain [IPRO11009]
function] (1) protein kimasc. (1); Serinc-threonine tyrosinc-protcin
) activity [GO:0004672 Kinase cataytic domain [IPRO0I245] (1); ¢
GRO031365 o ! © Hypotheticalproten (1) molecular_function] (1): protein Serinetreonine-protein kinase, active site Cunshin 01651_mRNA_6.1
biological_process] (1) specificityprotein kinase, catlytic
domain [IPR02290] (1)
GFOO41564 0 1 0 Hypothetical protein (1) - C_unshiu_01691_mRNA 4.1
Leucine-rich repeat domain, L domain-
GFOO41563 0 1 0 Hypotheticalprotein (1 i 5] - C_unshiu 01691 mRNA 2.1
Ipotbeical protein (1) molecular_function] (1) P00t ()
GFO041562 0 1 0 Hypothetcal protein (1) {‘“‘::E:L':‘r“dm‘“é‘lf;’g i SHS3 domain [IPRO01452] (1) - C_unshiu 01691 mRNA_1.1
GEO041561 0 1 0 Hypothetical protein (1) - C_unshiu_01690_mRNA .1
GFO041560 0 1 0 Hypothetcal protein (1) - C_unshiu 01690 mRNA 1.1
DI-1/Pfol [IPRO02S 8] (1): Class
GFO041559 0 1 0 Hypothetieal protein (1) lutamine amidotransferase-like - C_unshiu_01688_mRNA_6.1
[IPRO29062] (1)
Leucine-rich repeat [IPRO0I11] (1)¢
Leucine-rich repeat, typcal subtype
F00415s LRR receptor- I protein - .
Grnss ° ! “m ‘molecular_function] (1) domain [IPRO11009] (1); Leucine-rich Cunshiv 01688 mRNA_4.1
repeat domain, L domain-like
[1PRO32675] (1)
Class I glutamine amidotransferase-like
-methykS(B-hydroxyethyl)-hiazole.
GFOO4155T 0 1 O et o (1) PROS0G] (1 D+ P PRI - C_unshiu_01688_mRNA 3.1
protein binding [GO:0003515 !f:ilﬂ'.f&':ﬁ?ﬁl.':fiﬂﬂ” -
molccular_function] (1); ATP binding e
: IPROOK271] (1) Protein kinase-like
GFO041SS6 0 1 0 LRR receptor-lke kinase (1) protein phosphorylation [GO:0006468 e ) e C_unshi 01688 mRNA_1.1
bilogical processl () PO KIS 11pRg3267](1; Leucinerich epeat
ety 000062 ypical subtype (IPRO03S91] (1): Protein
olecular_function] (] Kinase domain [IPRO00T19] (1)
GFOO4155S 0 1 0 Hypothetcal protein (1) - C_unshiu 01687 mRNA 9.1
GFO041554 0 1 0 Hypothetical protein (1) - C_unshiu_01687_mRNA_6.1
GrO041SS3 0 1 0 Hypothetcal protein (1) - C_unshiu 01687 mRNA 3.1
GFO041552 0 1 0 Hypothetical protein (1) - C_unshiu_01687_mRNA 2.1
P-loop containing nucleoside trphosphate
ADP binding [GO:0043531 ydrolase (IPRO27417] (1); NB-ARC
Gronatsst 0 ! O ReS2protein(l) molecular_function] (1) [IPROO2182] (1); Leucine-rich repeat Cuushin_ 01686 mRNA_7.1
domain, L domain-like [IPRO32675)] (1)
GFOO41550 0 1 0 Hypothetcal protein (1) - C_unshiu 01686 mRNA 5.1
GFO041549 0 1 0 Hypothetieal protein (1) - C_unshiu_01686_mRNA_4.1
GrOO41538 0 1 0 Hypothetcalprotein (1) - C_unshi 01685 mRNA 2.1
GFO041547 0 1 0 Hypothetical protein (1) - C_unshiu_01684_mRNA 3.1
imetal ion binding (GO:0046872
‘molecular_function] (1); superoxide  Superoxide dismutase (Cu/Zn)
metabolic 1600006801
Gron41546 0 1 0 Superoxide dismutase [Cu-Zn) (1) "“"“S'““'J‘”“S&f o iL‘}';'ifZl;‘"“" ) C_unshiu_01683_mRNA_1.1
‘molecular_function] (1); oxidation- (1); Superoxide dismutase, copperizine,
[GO:0055114
biological process] (1)
Donin of unknown function DUF630
GFO01545 0 1 0 Leucine zipper protein (1) [IPRO0GS6S] (1); Domain of unknown - C_unshiu_01681_mRNA 8.1
function DUF632 [IPROOGS6] (1)
catalytic actvity [GO:0003824
olecur_function] (1 Eamolesle e
[GO:0016868 molecular_functon] (1); i *1he Sie | ;“5]:’”’“ o
Grosisi 0 ! 0 Hypothetal prten (1) et pocen [GOISIS2 M phopluc ety cde- i 01681_mRNA 3.1
iologeal proces)(1; ol process | (ORI TRCE FHOPIOREERS
[GO:000609% biological_process] (1: LPRO200S
phosphoglycerate mutase activity Phosphataze sperfumily [IPRO29033] (1)
[GO-0004619 molecular_functon] (1)
Gron41543 0 1 0 Hypothetical protein (1) - C_unshiu_01681_mRNA_1.1
GrO041542 0 1 0 Hypothetcal protein (1) - C_unshiu_01680_mRNA 8.1
;xl]dmmnl—md\mum‘\ s [GOMSSIL 4, e, gl
ooy TIN5 [IPRO02016] (1) Plat peroxidase
. il [IPRO0OS23] (1); Peroxidases hean- .
GFO041541 0 1 0 Peroxidase 4 (1) molecular_function] (1) responseto L1 (U e - C_unshiu_01680_mRNA_4.1
oxidative stres [GO:0006979 Bgand binding it [IPRO1S793) (1);
Peroxidase, active site (IPROI9TO4] (1);
piologial process] (1): eme binding 1, perosidase [IPRO10255] (1)
[GO:0020037 molecular_function] (1) )
GFO0A1540 0 1 0 Hypothetcal protein (1) - C_unshiu_01680_ mRNA 2.1
GrO041539 0 1 0 Hypothetieal protein (1) - *_unshiu_01680_mRNA_13.1
GrO041538 0 1 0 Hypothetcal protein (1) - C_unshiu_01680_mRNA_L1
GFO041537 0 1 0 Hypothetical protein (1) - C_unshiu_01678_mRNA 8.1
GFO0A1536 0 1 0 Hypothetcal protein (1) - C_unshiu 01677 mRNA 9.1
Gron41535 0 1 0 Hypothetical protein (1) - unshiu_01677_mRNA_S.1
GrO041534 0 1 0 Hypothetcal protein (1) - C_unshiu_01677_mRNA_4.1
GFO041533 0 1 0 Hypothetical protein (1) - C_unshiu_01677_mRNA_10.1
GFOA1532 0 1 0 Hypothetcal protein (1) - C_unshiu 01677 mRNA_1.1
Gro41531 0 1 0 Hypothetieal protein (1) - unshiu_01676_mRNA_3.1
Heat shock protein 70KD, C-terminal
GFO041530 0 1 0 Hypothetical protein (1) o [PROS00S) (1) C_unshiu_01676_mRNA 2.1
Heat shock protein 70, conservd site
[IPROISISI] (1); Hea shock protein 70
GFO041529 0 1 0 Heat shock protein 70 (1) family [IPROI3126] (1); Heat shock - C_unshiu_01676_mRNA_1.1
rotcin T0KD, peptide-binding dormain
[1PRO29047] (1)
P N , 0 Hspotherial rorein (1) i i g [G000367s :z].)mudmcu.n.kc domain [IPROI2337) _sashin 01675 JRNA_LY
GFO041527 0 1 0 Hypothetical protein (1) - C_unshiu_01674_mRNA_5.1
Glutathione S-transferase, N-terminal
[IPRO0404S] (1); Glutathione -
SFo04152 il protein protein binding [GO:0005515 transferase, C-terminal-fike [IPRO10987] — .
arond1s2e o ! O Hypothetcal protein (1) molecular_function] (1) (1): Thioredoxin-ike fold [IPRO12336] Cunshia 01674 mRNA_4.1
(1) Gitathione S-transferase, C-erminal
[IPROGA046)] (1)
GFOA1525 0 1 0 Hypothetcal protein (1) - C_unshiu 01674 mRNA_1.1
DNA binding [GO:0003677
molecular_function] (1); nucleic acid  Ribonuclease Helike domain [IPRO12337]
binding [GO:0003676 (1); Zine finger, BED-type [IPR003656] _
GRS 0 ! O Hypotbetial proten (1) ‘molecular_function] (1); rotein (1); HAT, C-terminal dimerisation domain Cunshin_ 01673 _mRNA_3.1
dimerization activity [GO:0046983  [IPROOS906] (1)
molecular_function] (1)
GFO041523 0 1 0 Hypothetical protein (1) - C_unshiu_01673_mRNA_1.1
GFOM1522 0 1 0 Hypothetcal protein (1) - C_unshiu 01672 mRNA 7.1
GFO041521 0 1 0 Hypothetieal protein (1) - unshiu_01671_mRNA_9.1
GFO041520 0 1 0 Hypothetcal protein (1) Viral movement protein (IPRO28919] (1) - C_unshiu_01671_mRNA 8.1
GFO041519 0 1 0 Hypothetical protein (1) - C_unshiu_01671_mRNA 2.1
GrOOA1SI8 0 1 0 Hypothetcal protein (1) - C_unshiu 01671 mRNA_1.1
GrOO41S17 0 1 0 Hypothetcal protein (1) ::‘::E;;j“‘m‘j::‘:’f] fromsere Ribonuclease Hfike domain [IPROI2337) C_unshiu_01670_mRNA 2.1
GFO01516 0 1 0 Hypothetical protein (1) - C_unshiu_01669_mRNA 5.1
GFOOA1S1S 0 1 0 Hypothetcal protein (1) - C_unshiu 01669 mRNA_1.1
GFO041514 0 1 0 Hypothetical protein (1) - _unshiu_01668_mRNA_3.1
GrOOAIS13 0 1 0 Hypothetcal protein (1) - C_unshi_01668_ mRNA_L1
TBYDPI/HVA22-rehted protein
GFOOa1512 0 1 0 Hypothetcal protein (1) PRO0KE4S) (1) - C_unshia_01667_mRNA 2.1
GFO041511 0 1 0 Hypothetieal protein (1) - C_unshiu_01667_mRNA_1.1
GFO041S10 0 1 0 Hypothetcal protein (1) Viral movement protein (IPRO28919] (1) - C_unshi_01666_mRNA 9.1
GFO041509 0 1 0 Hypothetical protein (1) - C_unshiu_01666_mRNA .1
GFO041508 0 1 0 Hypothetcal protein (1) - C_unshiu 01666 mRNA 4.1
GFO041507 0 1 0 Hypothetieal protein (1) - C_unshiu_01666_mRNA_1.1
GFO041506 0 1 0 Hypothetcal protein (1) - C_unshi_01665_mRNA_4.1
GFO041505 0 1 0 AM{E‘"‘"‘"? protein) family transporter - C_unshiu_01664_mRNA 5.1

polyamine (1
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Grooa1s04 0 1 0 SH3 domain-containing protein 1 (1) - C_unshiu_01664_mRNA_S.1
Leucinerich repeat, ypical subiype
LRR receptor-ke serinchreonine-  protei binding (GO:0005515 (IPRO03SO1)(1); Leucine-rich repeat .
GFO041503 0 ! protein kinase GSOI (1) molecular_function] (1) domain, L domain-like [IPR032675] (1): C_unshiu_01664 mRNA 2.1
Leucine-rich repeat [IPRO01611] (1)
eucin-rich repeat doman, L domain-
GRO041502 0 1 0 Hypothetcal protin (1) [ty C_unshiu_ 01664_mRNA_L1
GO 1501 0 1 0 Hypothetialprotein (1) - C_unshiu_01663_mRNA 5.1
GRO041500 0 1 0 Hypothetcal protin (1) - C_unshiu_01663_mRNA_4.1
0041499 0 ! 0 Hypothetialprtein (1) . C_unshiu_01663_mRNA_3.1
oo K , Liope et donincniig o Protin kinsselie domain PROT1009] © i 01662 mRNA 31
ki scd binding [GO0nsg7s AT epet FROGZ1101 (1) POG
‘molecular_function] (1); rotein binding 40" [IPRO26961] ‘7' ); Zinc finger,
GF0041497 0 1 0 Ankyrin repeat plant-like protein (1) [GO:0005515 molecular_function] (1); CCHC:type [IPROOISTS] (1) Ankyrin C_unshiu_01661_mRNA_3.1
Zin on binding (000008270 repeat-containing domai 120683]
o bk 160 (1 i ek CXCXIRAC
molecular_function] (1) [1PRO25836) (1)
GO0 1496 0 i 0 Hypothetcalprotin (1) . C_unshiu_ 01660_mRNA_S.1
GO0 1495 0 1 0 Hypothetcalprotin (1) - C_unshiu_ 01660_mRNA 2.1
GRO041494 0 1 0 Hypothetcal protin (1) - C_unshiu_01659_mRNA_S.1
0041493 0 ! 0 Hypothetialprtein (1) . C_unshiu_01639_mRNA_4.1
GRO041492 0 1 0 Hypothetcalprotin (1) - C_unshiu_ 01659_mRNA_2.1
GO0 1491 0 1 0 Hypothetcalprotin (1) - C_unshiu_ 01658_mRNA 3.1
AAA+ ATPase domain [IPR003593] (1);
. NBS-LRR type discase resistance protein ADP binding [GO:0043531 NB-ARC [IPRO02182] (1); P-loop  vashiu mRNA 2.
Gro041390 0 ! Oy molecular_function] (1) containing nucleoside triphosphate - C_unshiu_01658 mRNA_2.1
ydrolase (IPRO27417) (1)
5. ke protin Leucine.rich repeat domain, L dormai- i 01655
GO0 1489 0 ! 0 Discase rsistance RPSS-like protein (1) s C_unshia_01638_mRNA_L1
GRO041485 0 1 0 Hypotheticalprotin (1) - C_unshiu_ 01657_mRNA_S.1
GO0 1487 0 1 0 Hypothetialprtein (1) - C_unshiu_01657_mRNA 3.1
Grooness . . o Hypothericl e (1) RNAdiested RNA pomerse sty RNAdependent RNA polrrse, © i 01657 mENA 21
GRO041485 0 1 0 Hypothetcal protin (1) - C_unshiu_ 01657_mRNA_L1
NE-ARC [IPROO21S2] (1% P-loop
. onc procin (HIRNBS.  ADP bining [GOA0043531 containing nuckoside triphosphate
R 0 ! Dacase e o (TIRARS: - ADD b [GO.000 drolse [PRO27417) (1) Winged el - € i 01656 mRNA 2.1
el moleeutar_function] turn-helix DNA-binding domain
{IPRO11991] (1)
Alplabeta hydrolse fold | [IPR000073)
GRO041483 0 1 0 Hydrolase,alpharbta domain protein (1) (1 Alpha/Beta hydrolse fold - C_unshiu_ 01656_mRNA_L1
[IPRO29058] (1)
ATI L 1y
molecular_function] (1); protein Leucine-rich repeat-containing N--
phosphorylation [GO:0006468 ‘terminal, plant-type [IPRO13210] (1);
GRO041482 0 1 0 Hypothetcal protin (1) biological_process] (1) protein kinase  Protein kinaseie domain [IPRO11009] - C_unshiu_ 01654_mRNA_4.1
activty [GO:0004672 1): Leucine-rich repeat domain, L
‘molecular_function] (1); protein binding  domain-like [IPR032675] (1; Protcin
[GO:0005515 molecular_function] (1) Kinase dommain [IPR000719] (1)
HAD-like domain [IPR023214] (1);
GRo0a1481 0 1 0 Hypothetcalprotin (1) HAD-superfumly hyrolase,subfimily - C_unshiu_ 01654_mRNA_2.1
16, Snucleotidase (IPROOS380] (1)
) Zine fnger, RING-ype, conserved site
T e et o inding [IPRO1TO07] (1): Zin fnger, RING-tpe
- Polycomb group RING finger protein 3 o metal fon bin [IPRO01S41] (1); Zine finger, o
GRO41480 0 1 o GO0I68T2 molecuir fanctiond (0: RINGIFYVEID-pe [IPRO13083] (1); ™ C_unshiu_01653_ mRNA_I.1
Pt bindng (GO0 Zine ger, CIHCA RING-type
molecular_function [IPRO189S7] (1)
GRO041470 0 1 0 Hypothetialprotein (1) - C_unshiu 01652 mRNA 5.1
GRO014TS 0 1 0 Hypothetcal protin (1) - C_unshiu_01652_mRNA_L1
GRO041477 0 ! 0 Extracellar calcium sensing receptor (1) Rhodaneselie domain (IPRODITS3] (1) - C_unshiu_01631_mRNA_L1
GRO041476 0 1 0 Hypothetcalprotin (1) - C_unshiu_ 01650_mRNA_11
GRO041475 0 1 0 Hypothetialprotein (1) - C_unshiu_01649_mRNA 8.1
GRO014T4 0 ! 0 Hypotheticalprotein (1) - C_unshiu_01649_mRNA_3.1
GRO0414T3 0 ! 0 Hypothetialprtein (1) . C_unshia_01648_mRNA_6.1
oo K ,  Puative seinchreonine.protin kinase . © i 01645 mRNA 41
K4 (1)
GRO0a14TI 0 1 0 Hypothetcalprotin (1) - C_unshiu_01646_mRNA_9.1
GRO041470 0 ! 0 Hypothetialprtein (1) . C_unshiu_01646_mRNA_8.1
GRO041469 0 1 0 Hypothetcalprotin (1) - C_unshiu_ 01646_mRNA_6.1
Leucineric repeat, ypical subiype
LRR [IPRO03591] (1); Leucine-rich repeat
GFo041468 o ! o protein kinase GSO1 (1) ‘molecular_function] (1) domain, L domain-like [IPR032675] (1); C_unshiu_01646_mRNA_I2.1
Leucinerich repeat (IPROOIGIT] (1)
il ! ™M C_unshiu mF
GRO0A1467 0 1 0 Hypothetialprotein (1) ey [smedton C_unshiu_01646_mRNA_IL1
GO0 1466 0 ! 0 Hypothetialprotein (1) . C_unshia_01645_mRNA_3.1
GRO041465 0 1 0 Hypotheticalprotin (1) - C_unshiu_ 01645_mRNA_2.1
GO 1464 0 1 0 Hypothetialprotein (1) - C_unshiu_01645_mRNA_L.1
Grood1463 0 1 0 Hypothetcal protin (1) - unshi_01644_mRNA_3.1
Putaive polyproten (Aspartic protenase. Reverse transcripase domain
GFO041462 0 ! © everse transeriptase, ribonuclease H) (1) [1PRO00477) (1) - C_unshin_01643_mRNA_2.1
GO 1461 0 1 0 Hypothetialprtein (1) - C_unshiu_01641_mRNA 9.1
Leucine-richrepest domain, L domain-
o v like [IPR032675] (1); Leucine-rich repeat
GO0 1460 0 1 0 (R replotk s famiyproten - prol b 10005412 IPROOIG 1] (1) Levcine-ichrepest- - C_unshiu_01640_mRNA_L1
- ¢ containing N-terminal, plant-type.
[IPROI3210] (1)
GF0041459 0 1 0 Hypothetical protein (1) Pentatricopeptide repeat [IPRO0288S] (1) - C_unshiu_01639_mRNA_3.1
Grooa 1458 0 1 0 Hypothetcalprotin (1) - C_unshiu_ 01638_mRNA 9.1
GrO041457 0 ! 0 Hypothetialprtein (1) . C_unshiu_01638_mRNA_8.1
GRO041456 0 1 0 Hypothetical protin (1) - C_unshiu_ 01638_mRNA_7.1
hioldependent biquii-specific protease
activity [GO:0004843
moleculr_function] (1) mracelblar .
Grantiass 0 I [T E— GO-000562 celllr_componen] (1 PP C12 b byl C i 01638 mRNA 6.1
ubiquitin-dependent protein catabolic terminal hydrolase ¢
process [GO:000651 1 biological_process]
P B .  ypothercl prein (1) nucleic acid binding [GO:0003676 Ribonuclease Hi-like domain [IPROI2337) _ i 01635 mENA 21
‘molecular_function] (1) [
GrO41453 0 i 0 Hypothetcalprotin (1) . C_unshiu_ 01638_mRNA_1L1
GO0 1452 0 1 0 Hypothetialprtein (1) - C_unshiu_ 01638_mRNA_10.1
GRo0a14s1 0 1 0 Hypotheticalprotein (1) - C_unshiu_01637_mRNA_9.1
GRO041450 0 ! 0 Hypothetialprtein (1) . C_unshia_01637_mRNA_8.1
. is (G 5 Aspartic peptidase domain [IPR021109]
T paigpe (1) Reverse rnserptse doman
GRO04149 0 1 0 Hypothetcalprotin (1) : (IPRO0G4T7) (1) Retropepsins - C_unshin_ 01637_mRNA_S.1
e oy 1% IPROISO61) (1) Pptiase A2
meleeutar_function] retrovirus, catalytic [IPRO0I995] (1)
Cytokinin riboside S-monophosphte
GO0 1448 0 1 R . C_unshiu_01637_mRNA_3.1
GO 1447 0 1 0 Hypothetialprtein (1) - C_unshiu_ 01637_mRNA_10.1
GRO0s1446 0 1 0 Hypotheticalprotein (1) - C_unshiu_01637_mRNA_L1
phosphatidylinosiol-3-phosphate
biosynthetic process [GO:0036092
bioloical_process] (1); phosphoric cster - SAC domain [IPRO02013] (1)
GO 1445 0 1 0 16000425 hosphoinosiide phosphatase SAC, - C_unshiu_01633_mRNA 3.1
nolecular_function] (1); vacuole plants [IPRO30213] (1)
organization [GO:0007033
bilogica_process] (1)
Retrotransposon gag dormsin .
GO0 1444 0 1 0 Hypothetialprotein (1) et C_unshiu_01632_mRNA 8.1
GRO01443 0 1 0 Hypothetcalprotin (1) - ~unshiu_01632_mRNA_7.1
GO0 1442 0 ! 0 Hypothetialprtein (1) . C_unshiu_01632_mRNA_6.1
GRO0a1441 0 1 0 Hypothetcalprotin (1) - C_unshiu_ 01632_mRNA_S.1
GO0 1440 0 1 0 Hypothetialprtein (1) - C_unshiu_ 01632 mRNA_I11
GRO041439 0 1 0 Hypothetcal protin (1) - unshi_01632_mRNA_L1
Cytochrome ¢ oxidase assembly protein
copperion binding [GO-0005507 CtaG/Cox! 1, donain [IPRO2347I] (1); .
GO0 1438 0 ! 0 Hypothetialprotein (1) e e e C_unshia_01631_mRNA_7.1
CtaGi/Cox11 [IPR0O07533] (1)
GRO041437 0 ! 0 Hypothetialprotein (1) . C_unshia_01631_mRNA_4.1
. Leucine-richrepeat doman, L domain-
GRO041436 0 i 0 Discase resistance proten (1) [ty C_unshiu_01630_mRNA 4.1
NB-ARC [IPRO02182] (1); AAA+
; e resisnce protein ADP binding [GO:0043531 ATPasc domain [IPR03593] (1; Poop i 0165 i
Gro41435 0 1 0 Discase resstance protein RPSs (1) 0y P IG0HY e wametas C_unshiu_01630_mRNA_3.1
ydrolase (IPRO27417) (1)
R0 0 1 0 Hypothetcalprotin (1) - C_unshiu_01629_mRNA_T.1
GRO041433 0 ! 0 Hypothetialprtein (1) . C_unshiu_01629_mRNA_4.1
GRO041432 0 1 0 Hypotheticalprotin (1) - C_unshiu_ 01629_mRNA_14.1
GO0 1431 0 1 0 Hypothetcalprotin (1) - C_unshiu_01629_mRNA_13.1
GRO01430 0 1 0 Hypotheticalprotin (1) - unshi_01628_mRNA_3.1
Aspartic peptidase domain [IPR021109]
(1 Peptidase family Al domain
proteolsis [GO:0006508 [IPRO33121) (1); Aspartic peptidsse Al
P B . B Y biological_process] (1; aspartc-type family [IPROOI4G1] (1): Xylanase i 01626 mRNA 61

pep I
molecular_function] (1)

inhibitor, C-terminal 100

itor, N-terminal
[IPRO32861] (1); Aspartic peptidase,
active site [IPRO01969] (1)
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Lcine s epeat domai, L domai-
e IPR032675) (1):Posn ks ke
domain [IPRO11009] (1); Leucine-rich
repeat, typical subtype [IPRO03S91] (1);
Conesnavin & i cighanase
ot g [GO.005515 domain IPROIS3201 (1) P e
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GRO041125 0 1 0 Hypothetcal protein (1) - C_unshia_01504_ mRNA_1.1
GFOO41124 0 1 0 Hypothetcal protein (1) - C_unshia 01503 mRNA 8.1
GRO0A1123 0 1 0 Hypothetcalprotin (1) - C_unshiu_ 01503 mRNA 5.1
GRO041122 0 1 0 0 e, conserved site [IPRO02173] (1); - C_unshiu_01503_mRNA 4.1
z Ribokinase-like [IPRO29056)] (1)
Grood1121 o 1 0 Hypothericalprotin (1) - C_unshiu_01503_mRNA_3.1
GRO041120 0 1 0 Hypothetcal protin (1) - C_unshiu_01503_mRNA_2.1
GFOO41119 0 1 0 Hypothetcal protein (1) - C_unshiu_01502_ mRNA 5.1
GROOAIIIS o 1 0 Cysteine proteinase inhibior (1) - C_unshiu_ 01502 mRNA_1.1
carbohydrate metabolic process.
. Photosynthesis sytem I assembly fctor
e onbong tcesoaimso 1" Yy Hen36-ke domain IPRO25203]
(1): Glycoside hydrolase, family 28
molecular_functon] (1); .
GrOO411IT 0 1 0 Hypothetcal protein (1) - ) [IPROGO743] (1) Pectin hyase fold - C_unshiu_01500_mRNA_4.1
pobslcturnase sy (GOWMGS0 (13530 (1), 7 e, CCHC
e g [PRODISTS] (1); Pectin yase
o foldvirlence fuctor [IPRO11050] (1)
GROOAII1G 0 1 0 Hypothetcalprotin (1) - C_unshiu_ 01499_mRNA 4.1
Grooa11s o 1 0 Hypothercalprotin (1) - C_unshiu_01498_mRNA_9.1
R4 0 1 0 Hypothetcal protin (1) - C_unshiu_01498_mRNA_S.1
GFOAI113 0 1 0 Hypothetical protein (1) - C_unshiu_01495_ mRNA 7.1
GROOAII12 0 1 0 Hypothetcalprotin (1) - C_unshiu_ 01498 mRNA 6.1
Grooa111 o 1 0 Hypothericalprotin (1) - C_unshiu_01498_mRNA_S.1
GRO0A1110 0 1 0 Hypothetcalprotin (1) - C_unshiu_01498_mRNA_10.1
GFO041109 0 1 0 Hypothetical protein (1) - C_unshiu_01498_ mRNA_1.1
Serinlthreonine-protin kinase, actve site
[GO0:0006468 :
biological_process] (1);proten kinase  specificy proten kinase, cataytic
Grood1108 o 1 0 0 [ domain [IPR002290] (1) LysM domain - C_unshiu_01497_mRNA_T.1
moleculr_function] (1); ATP binding  [IPRO1S392] (1); Protein kinase domain
I« 524 molecular_function] (1) :
domain [IPRO11009] (1)
e channel, TTM region.
R 0 ! O Hypotbetial proten (1) celllar_component] (1) putative phosphate [IPROOIS641 (1)~ Counshio 01493 mRNA 8L
Calcum permeable sress-gated cation
channel 1, N-terminal ransmern
GFOO41106 0 1 [ D ot (1) domain [IPRO32880] (1): Caleium- - C_unshiu 01495 mRNA 6.1
eompor dependent channel, TTM region, putative
phosphate [IPROO3S64] (1)
GRO041104 0 1 0 Hypothetcal protein (1) - C_unshia_01494 mRNA_2.1
wanseription from RNA polymerase I
promoter [GO:0006366.
biological_process] (1); DNA-dircted
. RNA polymerase Rpbl, domain |
RNA polymerase activity [GO:0003899
molcula_ uncrion] (1): DNA binding LR 0 0801 (11 RNA polinerase Rpbl,
Groosi0s o ! Jr—— (60003677 ok i (1 SRS IO (1N b 01492 nNA 5.1
transeription, DNA-emplated ; domain
O 0ot togit mcess] 1y, () RNA polymerse I, beptapepide
DNA-directed RNA polymerase I, core "eP<41- cukaryotic [IPROD06S4] (1)
complex [GO:0005665
celllar_component] (1)
GRO041102 0 1 0 Hypothetcal protein (1) - C_unshiu 01492 mRNA_6.1
zine ion binding [GO:0008270
‘molecular_function (1); nuceic acid y .
GRooa1101 0 1 0 Hypothetcalprotin (1) T lGoro00sers Zine fnger, CCHC-type [IPRODISTS] (1) C_unshia 01492 mRNA 2.1
molecular_function] (1)
Class 1 glutamine amidotransferase e
GRO041100 o 1 0 Putaive ranseriptonal regulator DI-1 (1) [IPRO29062] (1); DJ-1 [IPRO0G2ST] (1); - C_unshia 01491 mRNA 7.1
DI-1/Pipl [IPROV2SI8] (1)
Clas I glutamine amidotransferase-like
GF0041099 o 1 0 Hypothetcal protein (1) [IPRO29062] (1); DJ-1/Pfpl [IPROV2SI§] - C_unshiu_01491_mRNA_6.1
)
Leucinerich repeat, ypical subiype
[IPRO03S91] (1); Leucine-rich repeat
. ke prorein proteinbinding [GO:0005515 domain, L domain-Hke [IPRO32675] (1): _ e 01491 mRNA S
Gronsioo o ! O Receptorlike protein 33 (1) molecular_unction] (1) Leucing-rich repeat [IPRO0II1] (1)5 Cunshin 01491 mRNAS-1
Leucinerich repeat-contaning N-
terminal, planttype [IPRO13210] (1)
Clss 1 glutamine amidotransferase ke
GRO041097 0 1 0 Putaive ranseriptonal regulator DI-1 (1) [IPRO29062] (1); DJ-1 [IPRO0G2ST] (1); - C_unshiu_01491_ mRNA_10.1
DI-1/PipI [IPROV2S18] (1)
GRO04109 o 1 0 Hypothetcal protein (1) - C_unshiu_01490_mRNA_4.1
GRO041095 0 1 0 Ubiquitnthioesterase OTUI (1) - C_unshiu_ 01490_mRNA_3.1
GFO041094 0 1 0 Hypothetcal protein (1) - C_unshiu_01490_mRNA 2.1
y proten binding [GO:0005515 TRAF-like [IPRO0SOT4] (1); .
GFO041093 0 1 0 Hypothetcal protein (1) T oy AT T RA Soman (1RO02083] (1) C_unshiu_01489_mRNA_3.1
proten binding [GO:0005515 MATH/TRAF domin (IPRO02083] (1)
R0 ° ! © Hypothetical proten (1) molecular_function] (1) TRAF-like [IPROOSOT4] (1) Counshio 01489 mRNA_LL
Pyridoxal phosphate-dependent
catalytc activity [GO:0003824 transferase [IPRO1S424] (1); Pyridoral
R0l 0 ! O Hypotbetial proten (1) ‘molecular_function] (1) phosphate-dependent ransferase, major Cunshin_ 01485_mRNA_B.1
tegion, subdomain 1 [IPRO1S421] (1)
Aminotransferase, clas Uclassl
biosymhetic process [GO:00000s3 [PRUO4S39] (1) Pyridowal phosphate-
gl procea] (i iy ST e o,
GRO041090 0 1 o 0 100003 ¢ function] (1); X Py - C_unshiu_01488_mRNA_7.1
[SSr R phosphate-dependent transferase
160:0030176 moleculr function] 1y PRO1S424] (1); Pyridoxal phosphate-
& dependent transferase, major region,
subdomain 2 [IPRO1S422] (1)
Phosphoribosylglycinamide synthetase,
AT ATP. PRO20561] (1)
GFO041089 0 1 0 Hypothetcal protein (1) el cson) (1) A ol s idonins - C_unshiu_01488_mRNA 4.1
[IPROI3816] (1)
GRO041085 0 1 0 Hypothetcalprotin (1) e sl 1y ToRortosor - C_unshiu_ 01458_mRNA 3.1
GRO041087 0 1 0 Hypothericalprotin (1) - C_unshiu_01488_mRNA_1.1
GRO041086 0 1 0 Hypothetcal protin (1) - C_unshiu_ 01487_mRNA_S.1
GFOO41085 0 1 0 Hypothetical protein (1) - C_unshiu_01487_mRNA 7.1
GRO041084 0 1 0 Hypothetcalprotin (1) - C_unshiu_ 01456_mRNA 8.1
GRO041083 0 1 0 Hypothericalprotin (1) - C_unshiu_01486_mRNA_7.1
GRO041082 0 1 0 Hypothetcal protin (1) - C_unshiu_ 01486_mRNA_4.1
GFOO41081 0 1 0 Hypothetcal protein (1) - C_unshiu_01486_mRNA 3.1
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‘proteolysis [GO:0006508.
GFOO41080 0 1 0 0 ‘biological_process] (1); aspartic-type. Peptidase A2, retrovirus, catalytic C_unshiu_01486_mRNA_14.1
ot ncion) 1)
Groosiom 0 ! [I——p— - i 01486 kYA 121
zinc ion binding [GO:0008270
ollrfncion)(1): ke i ,
Grovsons . ! Jy——— . uon] i g, CHCype [PRIDISTS) (1) - CLumbi 01386 mRNA 11
‘molecular._function] (1)
DnaJ domain, conserved site [IPR018253]
Grovso . ! Jy——— (:Draddomin (IPROOI23) (1 Clss CLambi 01485 mRNA 3.1
(1PRO29062] (1)
Grovsors . ! Jy——— - CLumbi 01485 mRNA 3.1
Groonons o ! o Hypoteticl proten ) - Cambi 01484 mNA 3.1
Groosors 0 ! Pise—— - Cambi 01482 A 71
Groosors 0 ! 0 Hpothetst ot 1 Vs, N [PROVS4] ) - i 0148 .1
Grovsor: o ! e —— . Cambi 01482 mRNA_31
Groosort o ! i — - Cambi 01482 miNA 2.1
Groosom o ! piseT—— - Cambi 01481 mNA 4.1
Groosio0s 0 ! o Hypothets ot 1 - i O1481_mRNA 3.1
Grovsoss o ! o Hypoteicat protein ) . Cambi 01480 mRNA 91
\ NEARC [PRO2IE2) 1) oy
GROO41067 0 1 0y LR o dbcass resstanceproten. ADR Png [0 000351 contaning muckoside rphosphate - C_unshiu 01480_mRNA 8.1
meleeutr_function] ‘hydrolase [IPR027417] (1)
Groososs o ! Jre—— - Lt 01480 mRNA 101
oidorsdutse vy sting o he
S Ty, 1o
‘GF0041065 0 1 0 [IPRO01017] (1); Thiamin diphosphate- - C_unshiu_01479_mRNA_5.1
alpha, mitochondrial (1) molecular_function (1 metabolic binding fold [IPR029061] (1)
process [GO:0008152 biological_process] ®
0
o dinrzaion sy s ke donsin (PROL2337)
GFO041064 0 1 0 Hypothetical protein (1) G molecular_function] (1); 1),y o, C.terminal dimerisation domain - C_unshiu_01479_mRNA 4.1
ek scdndng G000 (T e
‘molecular_function] (1)
Retransoson g dorsin )
Grooso6s o ! [r—— Reocmpoann b 01478 nRNA 8.1
Grooaion2 0 ! o pothets ot 1 - i 01478 A 7.1
Grovsoet . ! Jtes—— Penscopepide e (PRUGE8SS 1) - Cambi 01478 mRNA 3.1
Groososn o ! P — . Cambi 01478 mNA 2.1
GFO041059 0 1 o femanicopephde (1K) repeat proten Pentatricopeptide repeat [IPRO028SS] (1) - C_unshiu_01478_mRNA_12.1
Grooaioss 0 ! Y ——— - C i 01475 nRNA 1.1
Putaive peturcopepie e oo . o
Groosos? o ! o P pipepis Penstckopepide rps [PRONZSS] (1) C_umbi 01478 mRNA 101
Groososs o ' o Hypoteicl protein) - CLambi 01478 nRNA 11
Groososs 0 ! o Hypothets ot 1 L0G iy 1RO 1100} 1) - i 01477_mRNA 3.1
Grovsoss o ! o Hypoteicat protein ) . Cambi 01477 mRNA 21
ancpion, DN Acpncd
[GO:0006351 biological_process] (1);
DNA binding [GO:0007677 DNA it RNA poterss,page- .
Grovsoss . ! Jy——— DAL (COMT s et CLambi 01476 mRNA 61
RNA s iy (GO000399
‘molecular_function] (1)
Grooaos2 o ! J—— - Lt 01476 A 5.1
e conpe il ot iy
i «_function] (1); € Subunit 111 domain .
Grovsost . ! Jy——— (Goso1s0n2 mokcur Cpoceome o . CLambi 01476 mRNA 3.1
e, compone] 1)
Grovsoso . ' Jy——— . CLambi 01476 mRNA 2.1
Groosos o ! e — - Cambi 01476 mRNA L1
Groososn 0 ! pise—— - Cambi 01475 nRNA 8.1
Groosios7 o ! o pothets ot 1 Pk domsin (PRO0S5021 (1) - i 01475 A 31
L. epent domi, L doan
Groososs o ! 0 Recporlk proten 7 1) Leuecrichrpear CLambi 01475 nNA 2.1
Groososs o | Jr—— - C i 01473 A 8.1
Groosioss . ! o pothetst ot 1 - i 01473 mRNA_61
Grovsoss . ! o Hypoteict rotein ) . Cambi 01472 mRNA_S1
Groosos: o ! Jiee— - Cambi 01473 mNA 3.1
; Dorinof koo inton DUF1985 . .
Grooitoa o ! o Hpothets ot 1 ok Lot 01473 A 21
el coniingcompound
ol roces [GO000015
bkl roce] (1 2.5 xoniclve Rbonulse ke domsin (PROLZ3S)
Grooso o ! o » | (135 ool domin - C b 01472 mRNA 71
ol fincton] (1 i act (IPRO02562 (1)
b [GO.000270
‘molecular.function] (1)
Grooso o ! 01D subdonsin,putative oo 2 (1) PG proshaas IPROGS655 ) - C_ambi 01472 mNA 6.1
Groosons 0 ! Jrive——— - Cambi 01472 nNA 21
Groosioz7 . ! 0 pothets ot 1 - Cambi 01472 mRNA LI
peudriin s sty
GO-0009982 ol funtn] (1
i  Tn
GFO041036 0 1 LAY o ‘biological_process] (1); RNA binding  [IPR001406] (1); Pscudouridine synthase - C_unshiu_01471_mRNA_3.1
[GO:0003723 molecular_function] (1); 1, TruA, C-terminal [IPR020095] (1)
oo sy [GO0001522
ol roces] ()
Groosons o ' Jr—— . b 01470_nNA .1
Groosons o ! Jise—— - Cambi 01469 nRNA 61
o biding [GO:005506
‘molecular_function] (1); heme binding
[GO:0020037 molecular_fanction] (1);
oxdaton educionproces (G005 14
Grovsons . ! 0 Cyosom: P50y 71 (1) el proce] (1 ansosietse  Ctochome PSD [PRODIZE) ) - CLambi 01469 mRNA 3.1
ek ackng on s door,
i edtionof ol
o GO0016705
okl fncion) 1)
‘oxidation-reduction process [GO:0055114
‘biological_process] (1); oxidoreductase
iy g on s donors, i
oo etionof e
Groosose o ! . n Coosons PisO IR0 (1) - b 01469 A .1
ol fnton]) (1 e biding
1GO:020037 ol fnin] (1
o o iding [GO:005400
‘molecular_function] (1)
Groosion 0 ! J—— - i 01466_nRNA_6.1
Grovsox o ! o Hypoteict rotein ) . i 01466_mRNA 3.1
Groosozs o ! o ypoteticl protein ) - Cambi 01466_nNA 2.1
Groosozs 0 ! pise—— - Cambi 01466 nRNA 11
Groosiozr . ! o pothetst ot 1 - st 01465 mRNA 31
e cid g (GO000376
Grovsozs . ! [YERE——" sl i) (1) o o b, g, CCHC-ype IPROOITS)1) - CLumbi 01465 mRNA 2.1
[GO:0008270 molecular_function] (1)
Groosoas o ' Jr—— . Lt 01465_nNA L1
Groosozs 0 ! Jise—— - Cambi 01463 mRNA 8.1
Grooaon o ! o ypothetst ot 1 - i 01463 mRNA_61
Grovsoz: o ! Je—— . Cambi 01462 mRNA_S1
sglionof s, DNA-
Lcnphied (60006355 .
Groosoas o ! Jy—— A [COMESS g NAC i ROOSAI 1) . C_umbi 01463 YA 121
[GO:0003677 molecular_function] (1)
T —,
Grooso o ! [r—— Lo et - Lt 01463 mRNA 11
Levcinerih epeat domai, L domain- )
Grovsors o ! Jy——— Lot e - CLambi 01462 mRNA L1
eoeindimeszmion vy
Do diion Yy Kol ke doi [ERO123)
Groosors o ! Jy—— (0:RAT, Cemil dmerion o - b 01462 mRNA 5.1
ek scdndng G000 (T e
‘molecular_function] (1)
Groosor? o ' Jr—— . C_umbi 01462 mRNA 11
Groosons 0 ! pise—— - Cumbi 01462 mRNA 131
Grooaios o ! o Hypothetst ot 1 - i 01462 mRNA_12.
Grovsors o ! o Hypoteicat protein ) . Cumbi 01462 mRNA 11
Groosons o ! i — - Cambi 01462 mRNA L1
Groosorz 0 ! o Hypoteicl proten ) - Camti 01461 nRNA 3.1
Grooston 0 ! o ypotsist prten 1) - i 1461_mRNA 2.1
'WD40 repeat [IPRO01680] (1); WD40-
o 5 procinbinding [GO0005515 repatcontaing dori [PROUTSRG] i ot
GFO041010 0 ! 0 Protein TSSC1 (1) molecular_function] (1) (1); WDO/YVTN repeat-like-containing C_unshia_01461_mRNA_I.1
domain [IPRO15943] (1)
st ctor actviy, eqence
it DN bding (GO.000700
‘molecular_function] (1; regulation of e .
crtonn 0 ! o —— o DA B st IS i 0140 i 71
(GO:0006355 biological_process] (1);
e i DNA b
[GO:0043565 molecular_function] (1)
Groosons o ! Jr—— . CLumbi 01460_mNA .1
Grooson 0 ! pise—— - Cambi 01460 mRNA 31
Groosions o ! 0 Hypothets ot 1 - i 1460 A 2.1
Grovsons o ! o Hypoteicat protein ) . Cambi 01460_mRNA L1
T —,
Groosons o ! [r— Lo et b 01459 nRNA 2.1
Prtinofnkoown fntion DUF3, )
Grovsons o ! [LTT T —— i CLumbi 01458 mRNA 5.1
ki gt 1PRO0210] (1 Ak
GFO041002 0 1 0 Hypothetical protein (1) proten binding [GO:0003515 C_unshiu_01458_mRNA_11

‘molecular_f

ion] (1)

repeat-containing domain [IPR020683]
0l
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‘magnesium ion y
molecular_function] (1); erpene synthase [IPR0D1906] (1); Terpene synthase,

ativiy [GO0010333 meta-binding domai (IPROOSG30] (1
Groosioot o ! 0 Sesquitrpens syifuse (1) moleular function] (1): s activiy  Terpenoid eylasesprotin . C_unshia 01457 mRNA 5.1
X r_function] (1); toroid
etabolicproces [GO:0008152 [IPRO0SS30] (1) soprenoid syase
bioogical proces] (1) domain [IPRO0RS49] (1)
Gro041000 o ! 0 Hyposhercal protein (1) . CLunshia 01457 mRNA 41
Gro040999 o ! 0 Hypatherical protein (1) . Cunshi 01456 mRNA 7.1
Groo4099s o ! 0 Hypatterical protein (1) - Cumshi 01456 _mRNA 2.1
0040997 o ) 0 Hypashercl proein (1) - Cunsti 01455 mRNA 6.1
Gro040996 o ! 0 Hyposhercl protein (1) . Cunshi 01455 mRNA 5.1
Gro04099s o ! 0 Hypatherical protein (1) . Cumshi 01455 mRNA 4.1
Gro040994 o ! 0 Hypattetical protein (1) - CLumshi 01454 mRNA 4.1
Gro040993 o ! 0 Hypotheical proein (1) - Cunstio 01454 mRNA 3.1
resultion of crpon DNA™ i fger, Switpe (PROVTS27) (1)
Gro040992 o ! 0 Hyposhercal protein (1) e o g 20 G, PN PRO0GS64) 1) - CLunshia 01453 mRNA 2.1
[GO:0008270 molecular_function] (1) 117 PAR fumily [IPRO31052] (1)
Leucin.rich repeat domain, L domain-
like [IPR032675] (1); Leucine-rich repeat,
ypialsubtype IPROG3S91] (1) MULE
LRR recepor ke seineeonine.  proten binding (GO.0005515 ransposase domin (IPROIS289) (1)
GFO040991 0 ! © protein kinase FLS2 (1) ‘molecular._function] (1) Leucine-rich repeat [IPROOI61] (1)~ C_unshiu_01453_mRNA_L.{
FARI DNA binding domain [IPR004330]
(1 Leucine-rih epea-contiing N-
Texminal,plant ype (IPROTS210] (1)
; Protcin SUPPRESSOR OF -1, Leucin.ric rpeat domai, L domain- .
GrO0409% 0 ! © CONSTITUTIVE 1 (1) like [IPR032675] (1) C_unshiv_01452_mRNA_6.1
Protein SUPPRESSOR OF -1, Leucin-rich epeat doman, L domain-
GFO0409%9 0 ! 0 'CONSTITUTIVE 1 (1) like [IPRO32675] (1) Conshin 01452 mRNA_4.1
Grooso9ss o ! 0 Hypastetical protein (1) - C_umshi 01451 _mRNA 6.1

phosphotransferase activiy, alcobol group

as acceptor [GO:0016773

GRO040987 0 1 0 Hypothetical protein (1) ‘molecular_function] (1): carbohydrate
metabolic process [GO:0005975
biological_process] (1)
‘phosphotransferase actvity, lcobol group
as acceptor [GO:0016773

GFO040986 0 1 0 Hypothetical protein (1) ‘molecular_function] (1: carbobydrate
‘metabolic process [GO:0005975
biological process] (1)

Carbohydrate kinase, FGGY, C-terminal

Erisst et C_unshiu_01450_mRNA 8.1

Carbohydrate kinase, FGGY, conserved

site [IPROIS4S3] (1) C_unshiu_01450_mRNA_6.1

Pt binding [GO:0005515 Leucine-rich repeat domain, L domain-

GFO040985 0 1 0 Hypothetical protein (1) Tolerule fuion] (1) like [IPRO32675] (1); Leucine-rich repeat - C_unshiu_01450_mRNA 3.1
[IPROOI611] (1)
GRO040984 0 1 0 Hypothetieal protein (1) ‘“y;"‘"“ detectylase domain [FROZ3S01] *_unshiu_01449_mRNA 3.1

Ctokininboside S-monaphosphate Cytokinin riboside S-monophosphate

GEO040983 0 1 phosphoribohydrolase LOG [IPR005269] - C_unshiu_01449_mRNA_1.1
phosphoribohydolas (1) (1) LOG family [IPRO31100] (1)

GFO040952 0 1 0 Hypothetical protein (1) - C_unshiu_01448_mRNA 8.1
GFO040981 0 1 0 Hypothetical protein (1) - C_unshiu_01448_mRNA 7.1
GFO040980 0 1 0 Hypothetieal protein (1) - C_unshiu_01448_mRNA_6.1
GEO040979 0 1 0 Hypothetical protein (1) - C_unshiu_01448_mRNA 4.1

Leucine-rich repeat domain, L domain-

like [IPRO32675] (1); P-loop contaning

ADP binding [GO:0043531 nucleoside triphosphate hydrolase ¢

GEO040978 0 1 0 Disease resistance protein (1) e cion (1) PRosT417) (1, NARC (IPRO02182) C_unshiu_01448_mRNA_1.1

(1): AAA* ATPase domain [IPRO03593]

o
GEO040977 0 1 0 Hypothetical protein (1) ::‘:L‘Ef‘;j“‘m‘j::‘:f] romosere Ribomueleaso H-like domin [PROIZS37) | C_unshiu_01446_mRNA_6.1
GFO040976 0 1 0 Hypothetical protein (1) - C_unshiu_01446_mRNA 2.1

P-loop containing nucleoside triphosphate

hydrolase [IPRO27417] (1); NB-ARC

ADP binding [GO:0043531 [IPROO2182] (1); Domain of urknown

GR00I0975 ° ! © Hypothetical proten (1) ‘molecular_function] (1) function DUFI98S [IPROIS410] (1), ~ Coamshin 01445 mRNA_.1

Leucine-rich repeat domain, L domain-

ke [IPRO32675] (1)

. DYW domain [IPRO32867] (1;
o 7ine on binding [GO:0008270 .
P N | o Penaticopeptde repest-contaiing family "% O MU AN L pentatricopepide repeat (IPRO028SS) (1) i 01445 mRNA 41
protein (1) etratricopeptide-lke helical domain

1GO:0005515 molecuae_function] (1) L EHEOERS

GFO040973 0 1 0 Hypothetical protein (1) - C_unshiu_01445_mRNA 2.1
DNA damage checkpoint [GO:0000077
biological_process] (1); checkpoint clamp

GFO040972 0 1 0 Hus! domain-containing protein (1) complex [GO:0030896
cellular_componen] (1); DNA repair
[GO:0006281 biological_process] (1)

Checkpoint protein Hus1 Mec3 .
[IPROOTIS0] (1) - C_unshiu_01445_mRNA_10.1

Bulb-type lectin domain [IPROD1480] (1);

arcouses 0 . - e fOkaGORSH AN ot PRI ()5 .ot 144 01
,

GFO040968 0 1 0 Hypothetical protein (1) v - C_unshiu_01444_mRNA_1.1

P-loop containing nucleoside triphosphate
ydrolase (IPRO27417] (1); AAA+

. Discase resistance protein (CC-NBS-LRR. ADP binding [GO:0043531 ATPasc domain [IPRO03593] (1); NB- S— .
Grona0%67 0 ! © clas) amily protein (1) molecular_function] (1) ARC [IPRO2182] (1); Leucine-rich ~ Cunshin 01443 mRNA_S.1
repeat domain, L domain-like
[IPRO32675] (1)
GFO040966 0 1 0 Hypothetical protein (1) - C_unshiu_01443_mRNA 7.1
GFO040965 0 1 0 Hypothetical protein (1) - C_unshiu_01443_mRNA 4.1
Leucine-rich repeat domain, L domain-
GFO040964 0 1 0 Phosphoprotein phosphatase isoform 1 (1) e [1PR032676) (1) C_unshiu_01443_mRNA 2.1
oxidation-reduction process [GO:0055114
biological_process] (1); oxidoreductase
activity [GO:0016491 Ribonucleotide reductase-elated
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GFO040795 0 1 0 Hypothetical protein (1) - C_unshiu_01372_mRNA 4.1
GFO40794 0 1 0 Hypothetcal protein (1) - C_unshiu 01372 mRNA 3.1
GrO040793 0 1 0 Hypothetieal protein (1) - unshiu_01372_mRNA_L1
GFO040792 0 1 0 Hypothetcal protein (1) - C_unshiu_01370_mRNA 8.1
Ubiquitin-conjugating enzyme/RWD- ke
[IPROI6135] (1); Ubiguitin-conjugating
GEO040791 0 1 0 Ubiquitin-conjugaring enzyme E2 N (1) enzyme, active ste [IPRO23313] (1); - C_unshiu_01369_mRNA_S.1
Ubiquitn-conjugating enzyme E2
[IPRO0OGOSI (1)
GFO40790 0 1 0 Hypothetcal protein (1) - C_unshiu_01368_ mRNA 2.1
GFO40789 0 1 0TAPA21 proein, expressd (1) el process (1) TAPA2 ke protein [IPROOTS041 (1) - C_unshiu 01368 mRNA_1.1
Gro0788 0 1 0 Hypothetical protein (1) - C_unshiu_01367_mRNA_9.1
1n080 complex [GO:0031011 Nuckar factor related to kappa-B-binding,
GEO040787 0 1 0 Hypothetical protein (1) e componen] (1 Mo PRGOS (1) - C_unshiu_01367_mRNA_6.1
GFO40786 0 1 0 Hypothetcal protein (1) - C_unshia 01367 mRNA 5.1
) Domain of unknown function DUF4283 ¢
GrOA0785 0 1 0 Hypothetcal protein (1) omosesss 1y C_unshiu 01367 mRNA 3.1
zinc fon binding [GO:0008270 Donin of unknown function DUF659
‘molecular_function] (1); protein [IPROO70211 (1); Ribonuclease H-ike
¥ dimerization activity [GO:0046983  domain [IPROI2337] (1); Zine finger, — R
GRO0A07EY o ! O HAT transposon superfamily (1) molecular_function] (1); nucleic acid  GRF-type [IPRO10666] (1); HAT, C- Cunshin 01367 mRNA_IL1
binding [GO:0003676 inal dimerisation domain
molecular_function] (1) [IPROCS906] (1)
oxidoreductase actvity [GO:0016491  Redoxin [IPROI3740] (1); Thioredoxin- .
GFO40783 0 1 0Type Il peroxiredoxin (1) e ) e oot 1) C_unshiu_0136_mRNA_5.1
PH domain-like [IPROT1993] (1);
Pleckstrin homology domain [IPRO01849]
(1); Ankyrin repeat-containing domain
GFO0782 0 1 0 Gtpase: C_unshia 01366 mRNA_1.1
activating protein AGD3 (1) molecular_function] (1) (AH) domain/BAR domain [IPR027267) uskin_01366_mRNA.
(1): Ankyrin repeat [IPRO02110] (1)¢
Protein kinase- ke domain [IPRO11009]
GFO40781 0 1 0 Hypothetcal protein (1) - C_unshiu_01365_mRNA_8.1
crouro o . Nk it e, i) TSRS COMESTS | Koo s don (F01227) P ——
Reverse transeriptase 7ine-binding domain .
GEO040779 0 1 0 Ribonuelease H protein, putaive (1) Hnnonsost) () - C_unshiu_01365_mRNA_6.1
GFO040778 0 1 0 Hypothetical protein (1) - C_unshiu_01365_mRNA 5.1
GFO40777 0 1 0 Hypothetcal protein (1) - C_unshiu 01365 mRNA_1.1
Heat shock protein 70KD, peptide-binding
domain [IPR029047] (1); Heat shack
GFO40776 0 1 0 Hypothetcal protein (1) protcin 70KD, C-terminal domain - C_unshiu 01364 mRNA 3.1

[IPRO29048] (1); Heat shock protein 70
family IPRO13126] (1)
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Teme binding [GO:0020037
‘molecular_function] (1); iron ion binding
[GO:0005506 molecular_functon] (1)
oxidaton-reduction process [GO:0055114 Cytochrome P450 [IPRODI125] (1);
GFO040775 0 1 0 Cytochrome Paso (1) biologial process] (1); oxidoreductase  Cytochrome P4S0, conserved site - C_unshiu 01364 mRNA 2.1
activity, acting on paired dorrs, with [IPROIT972] (1)
incorporation or reduction of molecular
Oxygen [GO0016705
molecular_function] (1)
oxidoreductase acivity, actng on paired
donors, with incorporation o redution of X
e e T 205 Cpochrome Pas0, E-ciss, group 1
[IPROG2401] (1); Cytochrome P4S0,
‘molecular_function] (1); oxidation- Lonserved st [1PRO1797] (1, D
GF0040774 0 1 0 n  Domamn C_unshiu_01363_mRNA_1.1
iological process] (1) onon binding OO ntion DUFISKS
[GO:0005506 molecular_fanction] (1); LWM 1 ﬂ‘ ‘I" Ytochrome P43
‘heme binding [GO:0020037 L 10
‘molecular_function] (1)
Gro040773 0 1 0 Hypothetcal protein (1) - C_unshiu_01360_mRNA_8.1
Putative RNA-dirccted DNA polymerase Reverse transriptase zinc-binding dorain
GRO00772 0 1 oy it - C_unshiu_ 01360_mRNA_S.1
GRO0A0771 0 1 0 Hypothercalprotin (1) - C_unshiu_ 01360_mRNA 3.1
Gro040770 o 1 0 Hypotheticalprotein (1) - C_unshiu_01360_mRNA 2.1
GRO040769 0 1 0 Hypotheticalprotin (1) - C_unshiu_ 01360_mRNA_L1
GFOO0768 0 1 0 Hypothetical protein (1) - C_unshiu_01359_mRNA 9.1
P-loop containing nuceoside trphosphate
i} hydrolase [IPRO27417] (1); AAA+
ATPase activity [GO:0016857 ATPase domain [IPR003593] (1); ABC
molecular_functon] (1);catalytie actviy ¢
transporter-like [IPRO03439] (1): ABC
(GO:0003824 molecula_functon] (1);
trchalose metabolic process [GO:0005991 ISPt conserved site [IPRO17§71]
GF0040767 0 1 0 Hypothetical protein (1) (1); Six-hairpin glycosidase-like - C_unshiu_01359_mRNA 8.1
biologial_process] (); ATP binding | Soctipi heonidise fhe
[G0-0005524 mofeeular_ function] (1);  IPROVS928] (1); Glyoside hydrolase,
8 L " family 37, conserved st [IPRO18232)
alpha.alphi rehalase activity -transporter extension domain
(G0:0004555 molecular_function] (1) [1PR032781] (1); Glycoside hydrolase,
family 37 (IPRO0I661] (1)
hydrolse activy, acting on carbon-
‘nitrogen (but not peptide) bonds
[GO:0016810 molecular_function] (1;  NADIGMP synthase (IPR022310] (1)
hydrolyzing)  Carbos (IPRO03010]
activity [GOI003952 (1): Rossmannlike alpha/beta/alpha
GRO040766 0 1 0 yPomiogen hydolse B PN ot fncion (1) NAD sandwih fold [IPRO14729] (1): NAD(+) - C_unshiu 01359 mRNA 6.1
b G0:0009433 0 1 (1): Gltamine-
biological process] (1): ATP binding  dependent NADY() synthetase
[GO:0005524 molecular_function] (1): ~ [IPRO14445] (1)
nitrogen compound metabolic process
[GO:0006807 biological_process] (1)
Ran GTPase binding [GO:0008536
molecula_functon] (1); protei
ransporter actiity [GO:0008565 Armadillo-like helical [[PRO11959] (1:
molecular_function] (1); intracellular Importin-beta, N-terminal domain
Gro040765 0 1 0 Importn subunit beta (1) protein transport [GO:0006886 [IPROOI494] (1); Importin subunitbeta-1, - C_unshiu 0
biologial process] (1); binding plants [IPR027140] (1): Amadill-type
[GO:0005488 molecular_function] (1):  fold [IPR016024] (1)
uclcocytoplasmic transport
[GO:0006913 biological_process] (1)
metabolic [GO:00081 ,
. rogense T1C 32,1 Pological_process] (1); oxidoreductase  SDR [IPRO02198] (1): Glucose/ibiol - .
GRO00764 0 1 0 Shortchan dehydrogenase TIC 2(1) - IR oo Sehyhogenaee (1PR0047 (1 - C_unshiu_01359_mRNA_10.1
‘molecular_function] (1) NAD(P)-binding domain [IPRO16040] (1)
GRO040763 0 1 0 Hypothetical protein (1) - C_unshiu_ 01359_mRNA_L1
GRO040762 0 1 0 Hypothetcal protin (1) - C_unshiu_ 01358_mRNA_4.1
GFO0761 0 1 0 Hypothetcal protein (1) - C_unshiu 01357 mRNA 8.1
nucieosome [GO:0000786
celuar_componen] (1; protein Histone-fokd [IPRO09072] (1); Histone
GRO040760 0 1 0 Histone H3 (1) heterodimerization actvity [GO:0046982 H3/CENP-A [IPR000164] (1); Histone - C_unshiu 01357 mRNA 6.1
molecular_function] (1); DNA binding  H2A/H2B/H3 [IPRO07125] (1)
[GO:0003677 molecular_function] (1)
GF0040759 0 1 0 Hypothetical protein (1) Viral movement protein [IPR028919] (1) - C_unshiu_01357_mRNA 2.1
Proteinase inhibitor 13, Kunitzlegume
GRS 0 ! 0 y e 0 ycty IPROZIGOL (1 Kz iior STI- - € iy 01357 mRNA 101
! like [IPROT1065] (1)
GrononsT N . 0 ypotheiat proein (1) nucleic acid binding [GO:0003676 Ribonuclease H-like domain [IPROI2337) i 0135 miNA 31
molecula_function] (1) I
GFO040756 0 1 0 Hypothetcal protein (1) - C_unshiu_01356_mRNA 2.1
GRO040755 0 1 0 Hypothetcalprotin (1) - C_unshiu 01355 mRNA 4.1
Gro040754 0 1 0 Fasciclin-like AGP 15 family protein (1) FASI domain [IPRO0OTS2] (1) - C_unshiu 01354 mRNA 9.1
protein binding (GO:0005515
molecular_functon] (1); membrane
x conserved i
GF0040753 0 1 0 1 [IPRO06012] (1); Target SNARE coiled- - C_unshiu_01354_ mRNA 4.1
i Uprocess] (1); " i )
SNAP receptor activity [GO:0003484
‘molecular_function] (1)
GRO040752 0 1 0 Hypothetcal protein (1) - C_unshiu 01354 mRNA 3.1
GF0040751 0 1 0 Ubiquitin thioesterase OTU (1) - C_unshiu_01352_mRNA 4.1
GFo040750 0 1 0 Hypothetcal protein (1) - *unshiu_01351_mRNA 7.1
GRO040749 0 1 0 Hypothetcalprotin (1) - C_unshiu_ 01351_mRNA_6.1
GFOO0738 0 1 0 Hypothetical protein (1) - C_unshiu_01351_mRNA_11
Glutathione S-transirase, N-terminal
eminal [IPRO0404S] (1); Glutathione S-
GF0040747 0 1 0 transferase, C-terminal-like [IPRO10987] - C_unshiu_01350_mRNA 8.1
domainprotein (1) moleculr_function] (1) (1); Thioredoxin-like fold [IPR012336]
[l
Leucine-rich repeat [IPRO0II1] (1)5
protein binding [GO:0005515 Leucine-rich repeat domain, L domain-
GFO040746 0 ! 0 Hypothetical protein (1) ‘molecular_function] (1) like [IPR032675] (1); Uncharacterised C_unshin_01350_mRNA_6.1
protein family UPF0274 [IPRO07451] (1)
GFO0040745 0 1 0 Hypothetical protein (1) Leucine rich repeat domain, L domain- C_unshiu_01350_mRNA 4.1
et o like [IPRO32675] (1) e
Domain of unknown function DUF239
Gro40744 0 1 0 TRNA-splicingligase RecB (1) [IPRO04314] (1); Domain of wnknown - C_unshiu_01348_mRNA_4.1
functon DUF4409 [IPRO25521] (1)
Protein of unknown function DUF247,
GRO040743 0 1 0 Hypotheticalprotin (1) T ot C_unshiu_ 01348_mRNA_10.1
. Leucine-rich repeat-containing N- .
Gro40742 0 1 0 Hypothetcalprotein (1) e ko1 s101 (1) C_unshiu_01348_mRNA_1.1
GRO040741 0 1 0 Hypothetcal protin (1) Viral movement protein [IPRO28919] (1) - C_unshiu_01347_mRNA_6.1
GFOO40740 0 1 0 Hypothetical protein (1) - C_unshiu 01347 mRNA 5.1
GRO040739 o 1 0 Hypothetcalprotin (1) Viral movement protein [IPRO28919] (1) - C_unshiu_ 01347_mRNA 3.1
Gro040738 0 1 0 Hypothetcal protein (1) - unshiu_01347_mRNA_1.1
GRO040737 0 1 0 Hypotheticalprotin (1) - C_unshiu_01346_mRNA_L1
GFO40736 0 1 0 Hypothetcal protein (1) - C_unshiu_01344_mRNA 9.1
Zinc knuckle CX2CXAHXAC
GF0040735 0 1 0 Hypothetical protein (1) [1PR025836] (1); Domain of unknown - C_unshiu_01344_mRNA_2.1
function DUF4283 [IPRO25558] (1)
Gro040734 0 1 0 Hypothetcal protein (1) - "unshi_01344_mRNA_13.1
regulation of transeription, DNA-
GRO040733 0 1 0 Hypothetcalprotin (1) templaed [GO:0006355 FHYYFARI fanily (PRO3I052](1) - C_unshiu_ 01344_mRNA_ILL
biological_process] (1)
vegulation o ranseripton, DNA- FHYYFARI fanily IPRO31052] (15
GFO40732 0 1 0 Hypothetcal protein (1) templated [GO:0006355 FARI DNA binding domain [IPR004330] - C_unshiu_01344_mRNA_10.1
biological_process] (1) )
GRO0A0731 0 1 0 Hypothetcalprotin (1) - C_unshiu 01344_mRNA_1.1
GFo040730 0 1 0 Hypothetcal protein (1) Viral movement protein [IPR028919] (1) - C_unshiu_01343_mRNA_9.1
GRO040729 0 1 0 Hypothetcal protin (1) - C_unshiu_01343_mRNA_T.1
GFO40728 0 1 0 Hypothetcal protein (1) Viral moverment protein [IPRO28919] (1) - C_unshiu_01343_ mRNA_14.1
GRO00727 0 1 0 Hypothetcalprotin (1) - C_unshiu_ 01343 mRNA_12.1
Gro040726 0 1 0 Hypothetcal protein (1) - C_unshiu_01343_mRNA_10.1
GRO040725 0 1 0 Hypothetical protin (1) - C_unshiu_01342_mRNA_9.1
GFO40724 0 1 0 Hypothetcal protein (1) - C_unshiu 01342 mRNA 8.1
. Tether conaining UBX dormain for : oo 0132
GRO00723 0 1 O Gy — C_unshiu_01342_ mRNA_11
GRO040722 0 1 0 Hypothetical protin (1) - C_unshiu_ 01341_mRNA_LI
GFoa0721 0 1 0 Hypothetical protein (1) - C_unshiu_01340_mRNA_4.1
GRO040720 0 1 0 Hypothetcalprotin (1) - C_unshiu_ 01340_mRNA 3.1
Grood0719 0 1 0 Hypothetcal protein (1) - C_unshiu_01340_mRNA 2.1
GRO0071S 0 1 0 Hypothetcal protin (1) - C_unshiu_01340_mRNA_L1
I K [IPROO4087] (1);
molecular_finction] (1); RNA binding  Phosphoribosylaminoimidazole
GF0040717 0 1 0 Hy 1 (GO lecular_function] (1); 'de carboxylkase Purk: domain [IPRO0031] - C_unshiu_01339_mRNA_7.1
novo' e |
[GO:0006189 biological_process] (1) [IPRO0408S] (1)
GRO040716 0 1 0 Hypothetcalprotin (1) - C_unshiu_01339_mRNA_6.1
nucleic I« Zine fnger, BED-ype [ 10
GFOO40715 0 1 0 Hypothetcal protein (1) ‘molecular_function] (1): DNA binding  Ribonuclease H.like domain [IPRO12337] - C_unshiu_01339_ mRNA 5.1
[GO:0003677 molecular_fonction] (1)~ (1)
zine ion binding [GO:0008270
GRO040714 0 1 0 Zine knuckle family protein (1) molecular function] (1): muceic cid. 74, yer, CCHC-type [IPRODISTS] (1) - C_unshiu_01339_mRNA 4.1
inc knuckle family protein e o0sere inc finger, e umshiv_01339_mRNA
molecular_function] (1)
GRO00713 o 1 0 Hypothetcalprotin (1) - C_unshiu_ 01339_mRNA 2.1
serine-type endopepidase activty
[GO:0004252 molecular_function] (1):  Peptidase S1. PA clan [IPR00S003] (1):
GF0040712 0 1 0 Putative protease Do-like 14 (1) lysis [GO:0( PDZ 1L 3] (1); Peptidase - C_unshiu_01339_mRNA_1.1
‘biological_process] (1); protein binding ~ S1C [IPR0O01940] (1)
[GO:000S515 molecular_functon] (1)
eystine-type peptdase acivty
[GO:0008234 molecular_function] (1):  Ulp! protease family, C-terminal catalytic _
GFo0711 0 1 0 Hypothetcal protein (1) o 10008505 03t (1) C_unshia 01338 mRNA 7.1
‘biological_process] (1)
e acid binding [GO:0003676
GF0040710 0 1 0 Hypothetical protein (1) molecular_function] (1); zinc ion binding ~ Zinc finger, CCHC-type [IPRO0IS78] (1) - C_unshiu_01338_mRNA_6.1
[GO:0008270 molecular_function] (1)
Gro040709 0 1 0 Hypothetcalprotein (1) - *unshi_01338_mRNA 5.1
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Grood070s o 1 0 Hypothetcal protein (1) B C_unshiu_01338_mRNA 2.1
e mac acd e fnger, CCHC-type [PRODISTS) (1)
GRO040707 0 1 0 Hypothetcalprotin (1) = o Reverse transcriptase domin - C_unshiu_ 01338_mRNA_LI
binding [GO:0003676 oot
molecular_function] (1)
DNA-binding pscudobarel domain
y [IPRO15300] (1); B3 DNA binding
GRO040706 0 1 0 Hypothetcal protein (1) DNA bt 003577 domain [IPROO3340] (1); Proteinof - C_unshiu_01337_mRNA_11
molecular_functon] (1) unknown funetion DUFI313
[IPRO09741] (1)
Groo40705 0 1 0 Hypothetical protein (1) - C_unshiu_01336_mRNA 5.1
Reverse transcriptase domain
GRO040704 0 1 0 Hypothetcal protein (1) i - C_unshiu_01336_mRNA 2.1
GRO040703 0 1 0 Hypothetcalprotin (1) - C_unshiu_01336_mRNA_10.1
. spothetical protin Pre-mRNA-splicing factor 19 C i 01335
GRO040702 0 1 0 Hypothetcalprotin (1) Trmororsms - C_unshiu_ 01335_mRNA_3.1
PETE repeat [IPRODI330] (1) Terpenoid
meleonlar_finctior] alpha toroid [IPRO0SO30] (1)
GRO040700 0 1 0 Hypothetcalprotin (1) - C_unshiu 01334_mRNA 2.1
GFO040699 0 1 0 Hypothetcal protein (1) - C_unshiu_01333_mRNA_7.1
GFO040698 0 1 0 Hypotheticalprotin (1) - C_unshiu_01333_mRNA_S.1
GFO040697 0 1 0 Hypothetical protein (1) - C_unshiu_01333_mRNA 3.1
GRO040696 0 1 0 Hypothetcalprotin (1) - C_unshiu_ 01333_mRNA 2.1
GFO040695 0 1 0 Hypothetcal protein (1) - C_unshiu_01333_mRNA_L1
GRO040694 0 1 0 Hypothetcal protin (1) - C_unshiu_01332_mRNA_9.1
GFO40693 0 1 0 Hypothetcal protein (1) - C_unshiu 01332 mRNA 8.1
GRO040692 0 1 0 Hypothetcalprotin (1) - C_unshiu_ 01332 mRNA 7.1
GFO040691 0 1 0 Hypothetcal protein (1) - C_unshiu_01332_mRNA_6.1
GFO040690 0 1 0 Hypotheticalprotin (1) - C_unshiu_01331_mRNA_T.1
GFO040689 0 1 0 Hypothetical protein (1) - C_unshiu_01331_mRNA_11
GRO040685 o 1 0 Hypothercalprotin (1) - C_unshiu_ 01330_mRNA 6.1
Donain unknown unction DUF295 ¢
GRO040687 0 1 0 Hypothetcalprotin (1) st C_unshiu_01329_mRNA_LI
oxidaton-reduction process [GO:0055114
biological_process] (1); metal on binding ¢
GRO040686 0 1 0 Hypothetcal protin (1) [GO:0046872 molecular_function] (1), 5 eroNide dismutase, coppe'zine C_unshiu_01327_mRNA_4.1
binding domain (IPROO1424 (1)
superoxide metabolic process
[GO:0006801 bilogical_process] (1)
GRO00685 0 1 0 Hypothetcal protein (1) - *_unshiu_01327_mRNA 3.1
GRO006%4 0 1 0 Hypothetical protin (1) - C_unshiu_01327_mRNA_LI
tidase activity
[GO:0008234 molecular_function] (1);  Ulpl protease uily, C-terminal catalytc
GRO040683 0 1 0 Hypothetcalprotin (1) [Scnaivim i (1 - C_unshiu_ 01326_mRNA_S.1
biological_proces] (1)
GRO00682 0 1 0 Hypothetcal protein (1) - C_unshiu_01326_mRNA_4.1
GRO0A0G81 0 1 0 Hypothercalprotin (1) - C_unshiu_ 01326_mRNA 2.1
EEIGUEHBPI N-terminal domain ¢
GFO040680 0 1 0 Hypothetcalprotin (1) Horotoase) (o) C_unshin_01325_mRNA_9.1
y MULE transposase domain [IPRO18289]
e O acid (1 Zine fnger, PMZtype [IPROD6S64]
GFO040679 0 1 0 Putative muDR iy transposase-fk (1) o eloR) (10 UEKIE 96y Zin nger, SWIM-ype IPRO0TS27) - C_unshiu_01325_mRNA_2.1
e (1) Zine finger, CCHC-type [IPRODISTS]
molccular function] (1) s
heme binding [GO:0020037
molecular_function] (1);response to
oxidarive sress [GO:0006979 Haem peroxidase, plant fungalbacterial
biological_process] (1);perosidase  [IPR002016] (1): Plant perosidase.
aromioers 0 ! 0 " I [IPRO0OS23] (1); Hacm peronidase Conshin 01324 mRNA_L1
molecular_function] (1); oxidation- [IPRO10255] (1)
veduction process [GO:00S51 1
biologcal_process] (1)
Gro040677 0 1 0 Hypothetical protein (1) - C_unshiu_01323_mRNA_8.1
Donain of unknown function DUF4005
GRO040676 0 1 0 Hypothetcalprotin (1) [IPRO25064] (1);Gag-polypepide of - C_unshiu_01323_mRNA_T.1
LTR copia-type [IPRO29472] (1)
GFO040675 0 1 0 Hypothetcal protein (1) - C_unshiu 01323 mRNA_6.1
GRO00674 0 1 0 Hypothetcalprotin (1) - C_unshiu_ 01323 mRNA 5.1
P N . 0 Hypotheiat prosein (1) nucleic acid binding [GOA0003676 Ribonuclease Holike domain [IPROI2337) i 01325 miNA 101
molecular_function] (1) I
GFO40672 0 1 0 Hypothetcal protein (1) - C_unshiu 01322 mRNA 8.1
GRO0A0671 0 1 0 Hypothetcalprotin (1) - C_unshiu_ 01322 mRNA 5.1
Retroransposon gag domain ¢
GFO040670 0 1 0 Hypothetcalprotin (1) vt - C_unshiu 01322 mRNA_3.1
oxidation-reduction process [GO:0055114
bioloical_process] (1; peroxidase  Haem peroxidase [IPRO10255] ()5
activity [GO:0004601 Perovidase,actve it [IPROI9794] (1);
GFO00669 0 1 0 Peroxidase 4 (1) ol frton) (1 epense o Pt poonids IPROOOE3) 1 e - C_unshiu 01322 mRNA_11
oxidative sress [GO:000697 peroxidase, plan fungalbacteral
biological_process] (1): heme binding  [IPROD2016] (1)
[GO:0020037 molecular._functon] (1)
aspartic-type endopeptidase acivty
LGO:0004190 molecular_function] (157, fyger, CCHC-type (PROOISTS) (1)
zineion binding [GO:0008270 Viral movement protein (IPRO28919) (1)
GRO040668 0 1 0 Hypothetcalprotin (1) molcula_ uncron) (1) protolysis ) ot proten 1R - C_unshiu_01321_mRNA_S.1
GO BHN i oo (1), s e e
muclic acid binding [GO:0003676
molecular_function] (1)
GRO00667 o 1 0 Hypothericalprotin (1) - C_unshiu_01321_mRNA_4.1
Glyoralase/Blcomyein resistance
 Desscaton-induced 1VOC superfamily Doy doysess .
GRO040666 0 1 Dl it e e - C_unshiu_01320_mRNA_9.1
[IPRO25870] (1)
GFO040665 0 1 0 Hypothetcalprotin (1) - C_unshiu_ 01320_mRNA_S.1
Grovioes 0 ! Ptbogensi e i Gy Thuumain (PRO01538] 1) - C i 01320 A 5.1
GFO040663 o 1 0 Hypothetcalprotein (1) - C_unshiu 01320 mRNA_I3.1
Heat shock protcin 70KD, C-terminal
domain [IPRO200S] (1): Heat shock
protein 70 family (IPRO13126] (1; Heat
GRO040662 0 1 0 Heat shock protein 70 (1) Shock protein 70, conserved site - C_unshiu_ 01320 mRNA_1.1
[IPROISISI] (1); Heat shock protein
OKD, peptide-binding domain
[IPRO29047] (1)
GRO0A0661 0 1 0 Hypothetcal protein (1) - C_unshiu_01319_mRNA 8.1
GRO040660 o 1 0 Hypothetcalprotin (1) - C_unshiu_ 01319_mRNA 6.1
e (G NB-ARC [IPRO2182] (1) P-loop
GFO040659 o 1 0 Discase resistance proten (1) o containing nucleoside triphosphate - C_unshiu_01319_mRNA_1.1
& ydrolase [IPRO27417) (1)
Leucine.rich repeat domain, L domain-
1000055 like [IPRO3267] (1); Leucin-rich
GRO00658 0 1 o Disease resbtance fumly proein LRR. - prosenbinding (GO:0005515 at-containing N-terminal, plant-type - C_unshiu_01318_mRNA_I3.1
iy protein (1) molecular_functon] (1) [IPRO13210] (1); Leucine-rich repeat
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GRO00640 0 1 0 Hypothetcal protein (1) it ot FAD-binding domain (IPRO0293S] (1) C_unshiu 01309_mRNA 3.1
GFO040639 0 1 0 Hypothetcalprotin (1) - C_unshiu_01309_mRNA_2.1
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[GO:0005525 molecular_function] (1); (1, P-1o0P conaining nueleoside
Gruososns 0 ' [p—p— : & " iphsphite s IPRO417 1), - s 01284 mRNA_17.1
ol GTPase medied Sl
sl GThse el S ST st Koo
‘biological_process] (1) [IPRO035791 (1)
Domain of unknown incion DUFEZ83 .
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GO0547 0 i 0 Hypothetialprotein (1) . CLunshiu_01274_mRNA_3.1
Winged helix-tum-helx DNA-binding
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bilogical_process] (1)
GEO040509 0 ! 0 Hypothetialprotein (1) . C_unshiu_01259_mRNA_7.1
GO0508 0 ! 0 Hypothetialprotein (1) . CLunshiu_01259_mRNA_6.1
; ol roren muelcc acid binding [GO0003676 Ribonucease Holke domain [IPRO12337] _ i 01259 i
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o000z 0 ! 0 Hypothetialprotein (1) . C_unshia_01258_mRNA_13.1
Winged helixcturn-helix DNA-bindin
domain (IPROI1991] (1)s Leucine-rich N
GOnd0s01 0 i 0 Hypothetialprotein (1) e C_unshiu_01238_mRNA_I1.1
[IPRO32675] (1)
GO00500 0 i 0 Hypothetialprotein (1) E C_unshiu_01238_mRNA_10.1
Gro0i0499 o 1 0 Hypothetialprtein (1) - C_unshiu_01257_mRNA 9.1
oxoreducise achty [0O0N”! Thisole biosynhetc cnayme Thid iy
GFO040498. 0 1 0 Thiazole biosynthetic enzyme (1) molecular_function (1; oxidation- [IPR002922] (1); FAD/NAD(P)-binding - C_unshiu_01257_mRNA_1.1
reduction process [GO:00SS1 14 rron2s:
omin IPRO23753] (1)
biologial_process] (1)
Grovd0ie7 o ! 0 Hypothetical proein (1) - C_unshiu_01256_mRNA_7.1
GRO00496 0 ! 0 Hypothetialprtein (1) . C_unshiu_01256_mRNA_6.1
GRO0I0495 0 ! 0 Hypothetialprotein (1) . CLunshiu_01236_mRNA_5.1
GroDi0494 0 1 0 Hypothetialprotein (1) - C_unshiu_01256_mRNA 4.1
Bulb-type lectin domain [IPR001480] (1);
00005 Serine-treoninelyrosin-proten kiase
ATP binding [GO:0005524 catalytic domain [IPRO01245] (1
molecular_function] (1); protein Serine/threonine/dual specificity protein
‘phosphorylation [GO:0006468 specificity p
Cysteine-rich RLK (Receptor-like kinase) biological_process] (1); protein kinase: Kinase, catalytic domain [IPR002290]
GFO040493 0 1 o . d (1); Serine/threonine-protein kinase, - C_unshiu_01256_mRNA_2.1
protein (1) activity [GO:0004672 Serne treonin-proten i
molecular_function] (1); protein active sie 271] (1); S-locus
! g receptor kinase, C-terminal [IPRO21820]
[GO:0004674 molecular_fanction] (1) 11p011009) (1; Protein kinase domain
1PRO0OT19) (1)
Grovi092 o ! 0 Hypothetical proein (1) - CLunshiu_01255_mRNA_S.1
GRO040491 0 ! 0 Hypothetialprtein (1) . C_unshia_01255_mRNA_4.1
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cleic " ferase [IPRO1S424] (1); Z
ol function] (1) bosymheie TS (1) Zic fnger,
(C-type [IPRODISTS] (1); Pyridoral
process [GO:0009038 biologial_process] 11" e
Tl ety (600003821 e dapeden s, o
GFO40490 0 1 0 Hypothetcal protein (1) e e ot region, subdomain | [IPRO1S421] (1): C_unshiu 01254 mRNA_6.1
- g Zinc finger. SWIM-type [IPRO0TS27] (1):
T e 0 v o i 20 e, PIZ-ype IPROOGS641 (1)
'L'Z”JL‘“URNU obcua "‘l:c':;'“]’:'”"‘g Aminotransferase, class IclassTl
[IPRO04S39] (1)
Stmal heat shock protein HSP20
[IPRO31107] (1); Alpha crystallHsp20 N
GFO40459 0 1 22,0 kDa class 1V heat shock proten (1) v Ro0s06t 1y mavaoe C_unshiu_01254_ mRNA_4.1
chaperone [IPROOSOTS] (1)
GFO0488 0 1 0 Hypothetcal protein (1) - C_unshiu 01254 mRNA_11
GFO0487 0 1 0 Hypothetcal protein (1) - C_unshia 01253 mRNA 5.1
GFO040486 0 1 0 Hypothetcal protein (1) - unshiu_01253_mRNA_4.1
GFOI048S 0 1 0 Hypothetical protein (1) - C_unshiu 01251 mRNA 9.1
GFO0484 0 1 0 Hypothetical protein (1) - C_unshiu_01251_ mRNA_6.1
GFO0483 0 1 0 Hypothetcal protein (1) - C_unshia 01251 mRNA 3.1
Gro40452 0 1 0 Hypothetical protein (1) - unshiu_01251_mRNA 2.1
GFO40481 0 1 0 Hypothetcalprotein (1) - C_unshiu_01251_ mRNA_10.1
GFO40450 0 1 0 Hypothetcal protein (1) - C_unshiu_01251_mRNA_1.1
GFO40479 0 1 0 Hypothetcal protein (1) - C_unshiu 01250 mRNA 9.1
GrO40478 0 1 0 Hypotheticalprotein (1) - unshiu_01250_mRNA_6.1
GFO040477 0 1 0 Hypothetcal protein (1) - C_unshiu_01250_mRNA_IL1
Spiiing factor motiF[IPRO0364S] (1):
PRP ke protein icine G Pre-mRNA processing fuctor 4 (PRP4)-
GFO40476 0 1 0 /U6 smallmucear PRE-Ake proten. kot spiing [GO.0008380 like [IPROI4906] (1): USU6 small - C_unshiu_01249_ mRNA 8.1
( lgical_process] (1) ‘uclar ribonucleoprotein Prpd
[IPRO27106] (1)
GFO40475 0 1 0 Hypothetcal protein (1) - C_unshiu_01249_ mRNA 3.1
GFO40474 0 1 0 Hypothetcal protein (1) - C_unshiu_01249_ mRNA_1.1
regulation of transeription, DNA-
templated [GO:0006355
biological process] (1): ore TFIIH
complex [GO:0000439
’ celllar_component] (1 Comichon [IPRO03377] (1): TFIIH
o0 ° ! O ERederved vesiles protein ERVI4 (1) 1616,0016020 cellular_component] (1);  subunit TTDATIS [IPROO9400] (1)~ Cunshi_01248_ mRNA_4.1
intracelular signal transcuction
[GO:00353556 biological_process] (1):
nucleotide-xcision repair [GO:0006289
biological_process] (1)
Gro40472 0 1 0 Hypothetical protein (1) - *_unshiu_01247_mRNA 4.1
GFO040471 0 1 0 Hypothetcal protein (1) - C_unshiu 01247 mRNA_12.1
U416 sl pucear eibonucieoprtein
Prp [IPRO27106] (1 o
WD-40 repeat [IPRO20472] (1);
uaue WDA0/YVTN repeatfike-containing
Groni0dT0 o ! © PRP.-lke proten (1) molecular_function] (1) domain [IPRO1S943] (1): WD40 repeat, ~ Cuushin_ 01247 mRNA_L1
conserved sie [IPRO19775] (1); WD40
repeat [IPROOIG80] (1); WD40-repeat-
containing domain [IPROI79%6] (1)
GFO40469 0 1 0 Hypothetcal protein (1) - C_unshiu 01246 mRNA 3.1
proteolysis [GO:0006508
biological process] (1): aspartic-type  Peptidase A2A, retrovius, cataltic N
GFOO0468 0 1 0 Hypothetcal protein (1) et ety [G00004150  [1FR00109%) (1) C_unshiu 01245 mRNA 8.1
molecular_function] (1)
GFOO40467 0 1 0 Hypothetcal protein (1) hevers trmcripase domain - C_unshiu 01245 mRNA 7.1
ottt [IPRO0OAT7] (1) i
GFO040466 0 1 0 Hypothetical protein (1) - C_unshiu 01245 mRNA 5.1
GFO0465 0 1 0 Hypothetcal protein (1) - C_unshiu 01245 mRNA 3.1
GFOO0464 0 1 0 Hypothetcal protein (1) - C_unshiu 01245 mRNA_14.1
GFO40463 0 1 0 Hypothetcal protein (1) - C_unshiu 01245 mRNA_13.1
) spothetical protein Retrotransposon gag domain . — RNA 12
GFO40462 0 1 0 Hypothetcal protein (1) froserss C_unshiu 01245 mRNA_12.1
GFO40461 0 1 0 Hypothetcal protein (1) - C_unshiu 01245 mRNA_1.1
GFO40460 0 1 0 Hypothetcal protein (1) - C_unshiu 01244 mRNA 2.1
GFO40459 0 1 0 Ankyrin repeat protein (1) PGG domain [IPRO26961] (1) - C_unshiu 01242 mRNA_IL1
GrOI0458 0 1 0 Hypothetcal protein (1) - C_unshiu 01241 mRNA 3.1
ot g [GO.005515 o nger KINGINVEPID e
GFOO404ST 0 1 0 Hypothetcal protein (1) ‘molecular_function](1): zne ion binding | 1 (1: Zine fnger, RING-type C_unshiu_01241_mRNA 2.1
[GO-0008270 molecular function] (1) [PROVIS:41] (1) Zine finger, RING-t5pe,
- conservedsite [IPROI7907] (1)
SPX domain-containing protein
cellular response to phosphate starvation
GFO40436 0 1 0 SPX domain gene 1. putative (1) § [IPRO31142] (1); SPX domain - C_unshiu_01240_mRNA 9.1
1600016036 bioogialprocess} 1) ORI (O
Rioicne ke donan 17012357
GFOA045S 0 1 0 Hypothetcal protein (1) e e ro00sero Domain of unknown function - C_unshiu_01240_ mRNA 5.1
- ¢ e [IPRO25558] (1)
GrO0454 0 1 0 Hypothetical protein (1) - C_unshiu_01240_mRNA_3.1
GFO0453 0 1 0 Hypothetcal protein (1) - C_unshiu_01240_mRNA_L1
GFO40452 0 1 0 Hypothetcal protein (1) - C_unshiu_01238_ mRNA 3.1
GFO40451 0 1 0 Hypothetcal protein (1) - C_unshiu 01237 mRNA 4.1
GFO40450 0 1 0 Hypothetical protein (1) - C_unshiu 01237 mRNA_ILI
GFO40449 0 1 0 Hypothetcalprotein (1) - C_unshiu_01236_mRNA_6.1
NB-ARC [IPRO02182] (1): Leucine-rich
ADP binding [GO:0043531 repeat IPRODIG1 100 Poop
GFO040448 0 1 0 Hypothetical protein (1) molecular_function] (1): protein binding r““,:;';"“:[:‘y“f{g;i;;‘]"“’l ,“ﬁ“;"md‘ C_unshiu_01236_mRNA_4.1
1GO:000S515 molecular_funcrion] (1) 125 FEREAL (AR
[IPRO32675] (1)
Gruoiossr 0 ' oy y oot st e Y SAC domain (1R002015 () - s 01236 nRNA .1
GFOO40446 0 1 0 Hypothetcal protein (1) - C_unshiu_01236_mRNA_1.1
GFO40445 0 1 0 Hypothetcal protein (1) - C_unshia 01235 mRNA_1.1
GrO0444 0 1 0 Hypothetcal protein (1) - unshiu 01234 mRNA_4.1
GFO40443 0 1 0 Hypothetcal protein (1) - C_unshiu 01234 mRNA 3.1
GFO40442 0 1 0 Hypothetical protein (1) - C_unshiu_01234_ mRNA 2.1
GFO0441 0 1 0 Hypothetcal protein (1) - C_unshia 01233 mRNA 7.1
signal transduction [GO:0007165 terieakin.| ecentor hom
GrO0440 0 1 0 Hypothetical protein (1) ological rocess (1 protei binding (LT ST nOE *_unshiu_01233_mRNA_6.1
[GO:0005315 molecular_function] (1) (¢
GFO40439 0 1 0 Hypothetcal protein (1) - C_unshiu 01233 mRNA 5.1
Putative WRKY transcription factor 19- Leucine-rich repeat domain, L domain-
GRO0I04Y 0 ! © ik protein (1) Tke [IPRO32675] (1) Coumshio 01233 mRNA_LL
Gro0437 0 1 0 Hypothetcalprotein (1) - C_unshiu_01231_mRNA_8.1
§ Ribonuclease Helike domain [IPRO12337)
GFO40436 0 1 0 Hypothetcal protein (1) e s (00676 (1): Domain of unknown funct - C_unshiu_01231_mRNA_7.1
moleculr_function DUF4283 [IPRO2555K] (1)
GFO0435 0 1 0 Hypothetcal protein (1) - C_unshiu_01231_mRNA_6.1
iron fon binding [GO:0005506
molecular_function] (1): heme binding
[GO:0020037 molecular_function] (1):
oxidation-reduction process [GO:0055114
GrOM0434 0 1 0 Hypothetcal protein (1) biolagical process] (1); oxidoreductase ~ Cytochrome P450 (IPROOII28] (1) - C_unshiu_01231_mRNA_S.1
actviy, acting on paired donors, with
incorporation or rduction of molecular
oxyen [GO00I6705
molecular_function] (1)
oxidoreductase activity. actng on paired
onors, with ncorporation o reducton of
e e oxidaon.  Coochiome DS, clss, o |
GRO040433 0 1 0 Cytochrome P4S0 (1) reduction process [GO:0035114 UPRO02401) (1); Cytochrome P4s0, C_unshiu_01231_mRNA 3.1
bilogical proces] (1) heme binding  coreered 1€ [IPROLOT (1)
TGOS ot fmcton] 1y, CYtoshrome P4SO (IPROOI128] (1)
iron ion binding [GO:0005306
moleculr_function] (1)
GFO0432 0 1 0 Hypothetcal protein (1) - C_unshiu 01231 mRNA_13.1
Gron0431 0 1 0 Hypothetcal protein (1) - unshiu_01231_mRNA_10.1
GFO40430 0 1 0 Hypothetcal protein (1) - C_unshiu_01230_mRNA_7.1
GFO40429 0 1 0 Hypothetical protein (1) - C_unshiu_01230_mRNA 6.1
E Signaltransduction response regulatr,
GF0040428 0 1 0 o ool [IPRO0ITS9] (1); Che~ - C_unshiu_01228_mRNA 2.1
ARR22 (1) 1GO:0000160 bioogical_process (1) eE R T
. s Glutathione S-transerase, C-terminal-tike
Grod0427 0 1 o Guhione Stansferase au T puative [IPRO10987] (1); Glutathione S- - C_unshiu 01228 mRNA_ILI
o transerase, C-terminal [IPR004046] (1)
GFO40426 0 1 0 Phytochrome interactng factor 1 (1) - C_unshiu 01228 mRNA_L1
cytokiness [GO:0000910
biological_process] (1); microtubule:
Microtubule associted profein, binding [GO:0008017 Microtubule-associated proten, .
RO040425 ° ! © MAPGS/ASE fumly protein (1) molkculr_function] (1); microtubule  MAP6S/Asel/PRC [IPRO07145] (1) Cunshin 01227 mRNA_9.1
eytoskeleton organization [GO:0000226
biological_process] (1)
nucleus [GO:0003634 Penatcopepide e [PROOASS 1
e cellular_component] (1):celleyele  Tetratricopeptide-like helcaldorn
GFO0424 0 1 O e i 3 (1) ST PRI (1 Cakaetnating ise - C_unshiu 01226 mRNA 6.1
erfamily protein, p ) prorcin binding [GO003S15. assembly factor MATI/TIb3 (IPRO0ASTS]
molecular_functon] (1)
transeription, DNA-ermplated
1GO:0006351 bilogkalroces] (1) DNA-dirted RNA plmers, el
GFO0423 0 1 0 DNA-dirccted RNA y o DNad baiin DA C_unshiu_01226_mRNA 4.1
-directe polymerase ( [GO:0003899 mnlccuhrjunclmn](!). directed RNA polymerase, phage-type ~-unshiu_01226_mRNA._{
DNA binding [GO:0003677 [IPRO020921 (1)
molecular_function] (1)
integral component of me
" porheticalprotein [GO-0016021 cllr component] (1) Nonaspani (TSI [PROO4240] (1) -~ R
GRO00422 o ! © Hypotheticalproten (1) 2inc ion binding [GO:0008270 DYW domain [IPRO32867] (1) Cunshin 01226 mRNA_3.1
moleculr_function] (1)
Groa0421 0 1 0 Hypothetcal protein (1) LysM dormain [IPRO18392] (1) - C_unshiu 01225 mRNA_L1
GFO40420 0 1 0 Integrase (1) i preiegasedomsin (IPRO2ST24] C_unshiu 01224 mRNA 6.1
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Sucrose-phosphate synthase (IPRODG380] -
GRO00419 o ! © Hypothedicalproten (1) (1): HAD-like domain [IPR023214] (1) C_unshia 01224 mRNA 3.1
GRO00415 0 1 0 Hypothetical protein (1) - C_unshiu 01223 mRNA 5.1
GRO00417 0 1 0 Hypothetcalprotin (1) - C_unshiu 01223 mRNA 2.1
GrO040416 0 1 0 Hypothetcalprotein (1) - *unshiu_01222_mRNA 8.1
y molecula_function] (1 meta SDR [IPRO02195] (1); Glucoscrbitol .
GrO040415 0 ! 0 Hypothetical protein (1) process [GO:0008152 hm\ng\cal |_process] dehydrogenase [IPR002347] (1): - C_unshiv_01221_mRNA,_8.1
I NAD(P)-binding domain [IPRO16040] (1)
GFO40414 0 1 0 Hypothetcal protein (1) - C_unshiu_01221_mRNA_11
GRO00413 0 1 0 Hypothetical protin (1) - C_unshiu_ 01220_mRNA_2.1
GFO40412 0 1 0 Hypothetcal protein (1) - C_unshiu_01219_mRNA 5.1
GRO0A0411 0 1 0 Hypothetcalprotin (1) - C_unshiu 01219_mRNA 4.1
GFO040410 0 1 0 Hypothetcalprotein (1) - C_unshiu_01219_mRNA 2.1
GFO040409 0 1 0 Hypotheticalprotin (1) - C_unshiu_01219_mRNA_IL1
GFOO40408 0 1 0 Hypothetical protein (1) - C_unshiu_01218_ mRNA 9.1
y Plantorganelle RNA recogrition domain .
Grood0407 0 1 0 Hypothetcal protein (1) Tomosiont s C_unshiu_01218_mRNA_7.1
heme binding [G0:0020037
‘molecular_function] (1; response to. ATPase, AAA-type, conserved site
oxidative sress [GO:0006979 [IPROV3960] (1);Haem peronidase
biological_process] (1); [IPRO10255] (1); Peprdase Mé1
‘metalloendoppidase activity [IPRO006A2] (1); AAA+ ATPase domain
- AT function] (1); Plant peroxidase: C_unshiv, o
GrO040406 0 ! 0 FTSH 2, chloroplastic (1) [1PRO0OS23] (1); - Cunshin 01218 mRNA_4.1
molcula. functon] (1) rotcoyss  planyfungalbacteral ooy
‘oxidation-reduction process [GO:0055114 hydrolase [IPR027417] (1); ATPm:.
biological_process] (1); ATP binding  AAA-type, core [IPRO03959] (1)
[GO:0005524 molecular_functon] (1)
GRO040405 0 1 0 Hypothericalprotin (1) masaay oy fircton PUF2E3 C_unshiu_01218_mRNA_12.1
GRO00404 0 1 0 Hypothetcal protin (1) - C_unshiu_01218_mRNA_L1
GFO40403 0 1 0 Hypothetcal protein (1) - C_unshiu_01217_mRNA 9.1
GRO00402 0 1 0 Hypothercalprotin (1) - C_unshiu 01217 mRNA 4.1
muclic acid binding [GO:0003676
Grooa0401 0 1 0 Hypothetical protein (1) molecular_function] (1) znc fon binding Zine fnger, CCHC-type (IPRODISTS] (1) - *unshiu_01217_mRNA 2.1
(GGO:0008270 molecular_functon] (1)
Cytokinin riboside 5-monophosphate )
GFO040400 0 1 e LOG family [IPRO31100] (1) - C_unshiu_01216_mRNA 8.1
y Retrotransposon gag domain .
GFo040399 o 1 0 Hypothetcalprotein (1) et - C_unshiu_01216_mRNA_6.1
GRO040398 0 1 0 Hypothetcalprotin (1) - C_unshiu_ 01216_mRNA_2.1
GFO040397 0 1 0 Hypothetical protein (1) - C_unshiu_01216_mRNA_IL1
GRO040396 0 1 0 Hypothercalprotin (1) - C_unshiu_01216_mRNA_10.1
GFO040395 0 1 0 Hypothetical protein (1) - C_unshiu_01215_mRNA_9.1
GRO040394 0 1 0 Hypothetical protin (1) - C_unshiu_01215_mRNA_S.1
GFO40393 0 1 0 Hypothetcal protein (1) - C_unshiu_01215_mRNA_4.1
GRO040392 0 1 0 Hypothercalprotin (1) - C_unshiu_ 01215_mRNA 3.1
Gro40391 0 1 0 Hypothetcal protein (1) - C_unshiu_01215_mRNA 2.1
GFO040390 0 1 0 Hypothetcal protin (1) - C_unshiu_01215_mRNA_10.1
Chloranphenicol scetyhransferase-ike
GRO00389 0 1 0 Hypothercalprotin (1) 1y C_unshiu 01214_mRNA 6.1
e biosynihetc process from serine
(G0:000653 biological_process] (15
Neterminal
GRO00385 0 1 0 Hypothercalprotin (1) 000, maleni sy (1 ToRO1OIA (1) C_unshiu 01214_mRNA 5.1
cytoplasm (GO:0005737
cellular_component] (1)
GFO40387 0 1 0 Hypothetcal protein (1) - C_unshiu_01214_ mRNA 4.1
GRO0A0386 0 1 0 Hypothercalprotin (1) - C_unshiu 01214_mRNA_1.1
Late embryogenesis abundant (LEA)
GRO00385 0 1 0 hydronyproline-rich glycoproten family, - C_unshiu_01213_mRNA_8.1
putative isoform 1 (1)
GRO003%4 0 1 0 Hypotheticalprotin (1) - C_unshiu_01213_mRNA_4.1
GFO40383 0 1 0 Hypothetcal protein (1) - C_unshiu_01213_mRNA 3.1
GRO00382 0 1 0 Hypothetcalprotin (1) - C_unshiu 01212_mRNA 8.1
GRO0A0381 0 1 0 Hypothericalprotin (1) - C_unshiu_01212_mRNA_I3.1
Mitochondrial subsrate solute carrier
GFO40380 0 1 0 Peroxisomal mermbrane carie protein (1) [IPROIS108] (1); Mitochondrial carir - C_unshiu_01212_ mRNA_10.1
domain [IPR023395] (1)
GRO040379 0 1 0 Hypothetcal protein (1) - C_unshiu_01212_ mRNA_1.1
Mo25-like [IPRO13878] (1); Armadillo-
GRO00378 0 1 0 Hypothetcalprotin (1) ‘::‘j"“"f‘;””f‘s:“” ke belical [IPRO11989] (1: Armaillo- - C_unshiu 01211 mRNA 7.1
olecular_function] ( ype old [IPROI6024] (1)
WSDI, C-terminal ¢
GRO040377 0 1 0 Hy ) ot e e ) C_unshiu_ 01211_mRNA_6.1
structural constient of rbosome
[GO:0003735 molecular_fanction] (1):
intracellular [GO:0005622
GRO00376 0 1 0 Hypothetcal protein (1) celllar_component] (1);ranslation  Ribosomal protcin L14 [IPROO2784] (1) - C_unshiu_01210_mRNA_7.1
[GO:0006412 biological_process] (1
‘ribosome [GO:0005840
cellular_component] (1)
Transiation protein SH3-fke domin
‘GF0040375 0 1 0 Hypothetical protein (1) [IPRO08991] (1); Ribosomal protein L2 - C_unshiu_01210_mRNA_6.1
domain 2 [IPRO14722] (1)
GRO00374 0 1 0 Hypothercalprotin (1) - C_unshiu_01210_mRNA 5.1
GRO040373 0 1 0 Hypothetcal protin (1) - C_unshiu_01209_mRNA_T.1
‘oxidation-reduction process [GO:0055114
‘biological_process] (1); oxidoreductase
activity, acting on paied donors, with
incorporation or reduction of molecular  Cytochrome P4SO [IPROOT128] (1):
‘GF0040372 0 1 0 Cytochrome P450 family protein (1) oxygen [GO:0016705 Cytochrome P450, E-class, group I - C_unshiu_01209_mRNA_6.1
molecular_function] (1);heme binding  [IPRO02401] (1)
(GO:0020037 moleculas_functon] (1;
iron on binding [GO:0005506
‘molecular_function] (1)
Cytokininriboside 5-monophosphate
Grovson 0 . o ki o 5 momoptphtc phosphorbonydrase LOG (IPR00S269] - _umshio 01209 mRNA_10.1
phosphoribohydrolase (1) (1): LOG family [IPRO31100] (1)
GFO040370 0 1 0 Hypothetcalprotin (1) - C_unshiu_ 01208_mRNA_T.1
Legume lectin domain [IPR001220] (1);
- 1o Concanavalin A-lke lectn/glucanase:
GRO040369 0 1 0 Lectin (1) g SO0 gomain IPRO13320] (1) Lectin - C_unshiu_ 01208_mRNA_2.1
molecular_finction) [IPRO16363] (1); Legume lectin, alpha
chain, conserved site [IPRO009SS] (1)
e ! P-loop containing nucleoside triphosphate
GrOA0368 0 1 0 Hypothetcal protein (1) hydrolase [IPRO27417] (1: Small GTPase - C_unshiu 01207 mRNA_6.1
biologieal process] (1): GTP binding (0 e iy (1pROO1S06] (1)
rGo 10005325 molecular_function] (1) %P
soml G tared spal Small GTPase superfamily (IPRO01806]
GF0040367 0 1 0 Hypothetical protein (1) ransduction [ (1); P-loop containing nucleoside - C_unshiu_01207_mRNA _4.1
biological_process] (1); GTP binding triphosphate hydrolase [IPR027417] (1)
[GO:0005525 molecular_fanction] (1) PP -
GRO040366 0 1 0 Hypothetcalprotin (1) - C_unshiu_01206_mRNA_3.1
S-adenosyl-L-methionine-dependent
‘GF0040365 0 1 0 Hypothetical protein (1), ’ . 29063) (1); SAM C_unshiu_01205_mRNA_5.1
'ypothetical protein: ‘molecular_function] (1) dependent carboxyl methyltransferase ~-unshiu_01205_mRNA.:
[IPR005299] (1)
GF0040364 0 1 0 Hypothetical protein (1), cucine-rich repeat domain, L domain- C_unshiu_01205_mRNA_1.1
wpotheticalprotem like [IPR032675] (1) 01 o
GFO040363 0 1 0 Hypothetical protein (1) Pentatricopeptide repeat [IPRO028SS] (1) - C_unshiu_01204_ mRNA_2.1
DNAliceted RNA polymerase activty
[GO:0003899 molecular_functon) (1);
DNA binding [GO:0003677 RNA polymerase Rpbl, domain *
‘molecular_function (1); polysaccharide LT R007081] (1); Protein kinase-|
GFO040362 0 1 0 Hypothetical protein (1) biding [GODB0RET ‘domain [IPR011009] (1): Wall-associated - C_unshiu_01203_mRNA 9.1
ol fincton] (1) cnsrpion, ST K, galactronabinding
DNA-templated [GO:0006351 lomain [IPRO25287]
biological_process] (1)
DNA binding [GO:0003677 AT-like transposase, RNase-H fold ¢
GRO0A0361 0 1 0 Hypothetcalprotin (1) o o C_unshiu_ 01203_mRNA_S.1
GFO40360 0 1 0 Hypothetical protein (1) - C_unshiu 01203 mRNA 7.1
Fo0t03s LRR receptor-ike kinase fmly protcin Leucine-rich repeat domain, L domain- e 01203 mRNA S
GRO00359 0 1 ogh [ty C_unshiu_01203_mRNA_S.1
» ucine-ich repeat domain, L domain-
nucleic acid binding [GO:0003676
GRO040358 0 1 0 Hypothetcalprotin (1) molcula_funcrion] (1): DNA ntgraon 'k [IPRO226751 (1) Rboruclase -tk C_unshiu_ 01203 mRNA_2.1
G0 0015074 st proseey 1y domain [IPROI2337] (1): Intcgrase,
talytic core [IPRO01S84] (1)
cysteine-type peptidase activity Ulvl protease family, C-terminal catalytic
(GO:0008234 molecular_function] (1);  domain [IPR003653] (1); Probable c
GRO040357 0 1 0 Hypothetcalprotin (1) e b o s s - C_unshiu_ 01201_mRNA_3.1
‘biological_process] (1) 10
pectinesterase actvity [GOI0030599
molecular_function] (1); cell wall
N . Pectinesterase, catalytic [IPRO00070] (1); c
GRO00356 0 1 0 0 s " ! - C_unshiu_01201_mRNA_1.1
biological_process] (1); cell wall Pectin lyase fod (IPROI2334) (1)
[GO:000S61 celular_component] (1)
Myotubularin family [IPRO30564] (1):
y A Myotubularin-fike phosphatase domain i 01199 mRNA S
GRO00355 0 1 0 Hypothetcal protein (1) [IPRO10369 (1); Protein-grosine C_unshiu_01199_mRNA_S.1
phosphatase-ike [IPRO29021] (1)
GRO0M0354 0 1 0 Hypothericalprotin (1) - C_unshiu_01199_mRNA_4.1
GRO040353 0 1 0 Hypothetcalprotin (1) - C_unshiu_01199_mRNA_2.1
GFO40352 0 1 0 Hypothetcal protein (1) - C_unshiu_01199_mRNA_12.1
GRO0A351 o 1 0 Hypothetcalprotin (1) - C_unshiu_ 01198_mRNA 9.1
GRO00350 0 1 0 Hypothetcalprotein (1) - unshiu_01198_mRNA_6.1
GRO040349 0 1 0 Hypothetcal protin (1) - C_unshiu_01198_mRNA_4.1
GFO40338 0 1 0 Hypothetcal protein (1) - C_unshiu 01198 mRNA 3.1
y proten binding [GO:0005515 TRAF-like [IPRO0SOT4] (1); .
GRO00347 0 1 0 Hypothetcal protein (1) VATHTRAR doman (1970020831 (1) C_unshiu_01197_mRNA_9.1

molecul_function] (1)
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 Ubiquiin carboxyHerminal hydrolse 12._protein binding [GO-0005315 MATHTRAF domain [IPROU2083] (15 -
GFO040346 0 Oy molecular_function] (1) TRAF-like [IPRO08974] (1) C_unshia_01197_mRNA_8.1
GRO040345 0 0 Hypothetcal protein (1) - C_unshiu_01197_mRNA 6.1
- drol MATH/TRAF domain [IPR0O02083] (1); ¢ unshiu i
GrO040344 0 Oy molecular_function] (1) TRAF-like [IPRO0SOT4] (1) C_unshiv_01197_mRNA_10-1
GRO040343 0 0 Hypothetcalprotin (1) - C_unshiu_01196_mRNA_14.1
GFO40342 0 0 Hypothetcal protein (1) - C_unshiu_01196_mRNA_12.1
GRO0A0341 o 0 Hypothetcalprotin (1) - C_unshiu_ 01195_mRNA 9.1
zine fon binding [GO:0008270
GFO040340 0 0 Hypothetieal protein (1) molecular fnction] (1):mucleic acd 7 e, Ul-type (PROOS604] (1) - unshiu_01195_mRNA 2.1
- ‘binding [GO:0003676 N - ) ¢ ) \
molecula_function] (1)
ransltion nttion fctor activity
Transiaton iniiation factor 3
GRO040339 0 O Transtaon i fctor -3 (1) (00000 soleclar mctond (1) (11295 1 Transtion nciion - C_unshiu_01195_mRNA_14.1
factor 3, C- 1
biological_process] (1) . u 1
ransltion ntation fctor act R
Gro40338 0 O Transation iniation factor I3 (1) 1000093743 moecuir | J’m};” [IPROOI2SS] (1); Transation intation - C_unshiu_01195_mRNA_I3.1
ranslational initation [( factor 3, N-terminal [IPRO19814] (1)
biological_process] (1)
Gro040337 0 0 Hypothetical protein (1) - C_unshiu_01195_mRNA_12.1
GFO40336 0 0 Hypothetcal protein (1) et pepidas domain (IPRO410%) C_unshiu_01194_ mRNA 9.1
GRO00335 0 0 Hypothetcal protein (1) - C_unshia 01194 mRNA 6.1
Grovi034 0 o Rerommgon ot e, T1- - € ushia 01194 mRNA 5.1
GFO40333 0 0 Hypothetical protein (1) - C_unshiu_01194_ mRNA 3.1
GRO00332 0 0 Hypothetcalprotin (1) - C_unshiu_ 01194_mRNA_1.1
Groa0331 0 0 Hypothetcal protein (1) - unshiu_01193_mRNA_S.1
e v oty Clleonfstlbene s, N-srmioal
[GO-0003824 moleculr_function] (1): L oor qorn c:.;l,:;;,‘;li.:;;ﬁ”
‘GF0040330 0 0 symbase, £ e " . C_unshiu_01193_mRNA_I.1
biological_process] (1; transferase Thiolase-like [IPRO16039] (1):
i Chakconeistilbene synthase, active site
[GO:0016746 nmlc‘cu\arjuncllﬂll]ﬂ) [IPROISOSS] (1)
GRO040329 0 0 Hypothetcal protein (1) - C_unshiu 01192 mRNA 5.1
GRO00328 0 0 Hypothercalprotin (1) - C_unshiu 01191_mRNA 9.1
Gilyeoside hydrolase, faily 3, N-terminal
carbohydrate metabolic process b
GO:00SST bl roes] (1 e “]""3‘;‘:1 (:a "”j:’g;’;;g‘;ﬂ
GF0040327 0 oL n l O-glycosyl )Gl y crmimal domain - C_unshiu_01191_mRNA_10.1
ﬁ:ﬁﬁ:ﬁﬁl‘ﬁﬁmﬁ” 1PR02692] (1 iorid o
& superfumly (IPROI7S3) (1)
GFO40326 0 0 Hypothetical protein (1) - C_unshiu 01159 mRNA 9.1
GRO00325 0 0 Hypothercalprotin (1) - C_unshiu_ 01159_mRNA 8.1
Gro40324 0 0 Hypothetical protein (1) - unshiu_01189_mRNA_11.1
GRO040323 0 0 Hypothetical protin (1) - C_unshiu_01139_mRNA_10.1
GFO40322 0 0 Hypothetcal protein (1) - C_unshiu 01188 mRNA 7.1
GRO0A0321 0 0 Hypothercalprotin (1) - C_unshiu_ 01157 mRNA 8.1
hydrolase activity [GO:0016757 e e DN e, el
GFO040320 0 0 TPR and ankyrin repeat-contaning 1 (1) molecular_function] (1): ATP binding | 101); Ploop coutinicg C_unshiu_01187_mRNA 7.1
000354 ol amcton (1 iclosile tiphosphae hydrolse
- [IPRO27417) (1)
Gro040319 0 0 Hypothetcal protein (1) - C_unshiu 01157 mRNA_6.1
GRO00318 0 0 Hypothetical protin (1) - C_unshiu_ 01187_mRNA_S.1
GRO00317 o 0 Hypothercalprotin (1) et peptdas domain IFRO2110%) C_unshiu 01157 mRNA 4.1
laop contaning nucleoside triphosphate
. A ATP binding [GO:0005524 hydrolase [IPRO27417] (1); UveD-ke i 01157 MRNA 2.
GF0040316 0 0 Hypothetical protein (1) molecular_function] (1) Helicase, ATP-binding domain C_unshiv_01187_mRNA, 2.1
[IPRO14016] (1)
GRO0A0315 0 0 Hypothericalprotin (1) - C_unshiu_01186_mRNA_9.1
vegulation o ranseripton, DNA-
templated [GO:0006355 Zine finger, CCHC-type [IPRODISTS] (1);
. ransposon-i " biological_process] (1); zinc fon binding  FHY3/FARI family [IPRO31052] (1); S— RNA 2
GrO040314 0 0 Transposon-like element Lyt2.0 DNA (1) 6, 0008270 molecular_function] (1); ~ Zine finger, SWIM-type [IPRO0TS27] (1); C_unshiu_OT186_mRNA_2.1
nuclec acid binding [GO:0003676  Zine finger, PMZ-type [IPRO6S64] (1)
‘molecular_function] (1)
GRO0A0313 o 0 Hypothetcalprotin (1) - C_unshiu 01155_mRNA 8.1
Leucine-rich repeat domain, L domain-
like [IPRO32675] e-ichrepeat,
typical subtype [ ] (1): Leucine- _
GFO040312 o o 2 ‘molecular_function] (1) ‘rich repeat-containing N-terminal, plant- C_unshiu_01185_mRNA_4.1
type (IPROI3210] (1); Leucine-rich repeat
(IPROOIG11] (1)
GFO0311 0 0 Hypothetical protein (1) - C_unshiu_01185_mRNA 3.1
GRO0A0310 o 0 Hypothetcalprotin (1) - C_unshiu_ 01134_mRNA 6.1
GFO040309 0 0 Hypothericalprotin (1) - C_unshiu_01183_mRNA_9.1
GFO040308 0 0 Hypotheticalprotin (1) C_unshiu_01183_mRNA_6.1
GFO40307 0 0 Hypothetical protein (1) Viral moverment protein (IPRO28919] (1) - C_unshiu 01182 mRNA 8.1
GRO040306 o 0 Hypothetcalprotin (1) - C_unshiu_ 01152 mRNA 5.1
zine ion binding [GO:0008270
molecular_unction] (1);aspartic-iype
endopeptidase actvity [GO:0004190  Peptidase A2A, retrovirus, catalytc
GFO040305 0 0 Hypothetical protein (1) ‘molecular_function] (1: nuclic acid  [IPROD1995] (1: Zie finger. CCHC-type - C_unshiu 01182 mRNA_10.1
‘binding [GO:0003676 [IPROOISTS] (1)
molecular_function] (1); proteolysis
[GO:0006508 biological_process] (1)
‘protein phosphorylation [GO:0006468
bioogical process] (1: rotein kinase  Wall-associated receptor kinase,
activity [GOI004672 alacturonan-binding
GF0040304 0 0 Hypothetical protein (1) ‘molecular_function] (1); ATP binding [1PR0O25287] (1); Protein kinase-like: - C_unshiu_01180_mRNA_8.1
[GO:0005524 molecular_funcion] (1);  domain [IPROT1009] (1); Protein kinase
polysaccharide binding [GO:0030247  domain [IPRO0OTIS) (1)
‘molecular_function] (1)
GRO040303 0 0 Hypothetical protein (1) - C_unshiu_01150_mRNA_6.1
GRO00302 o 0 Monosacharide transport protein (1) - C_unshiu_ 01150_mRNA 4.1
oonsongs  Walkassociaed receptor kinase,
Groouson 0 [ —p—" elactaride g [GOOSOZAT  cupoan indg domai E s 01130_mRNA L1
molecular_function] (1) [1PRO25287) (1)
GRO040300 0 0 Hypothetcalprotin (1) NAD(P)-binding domin [IPRO16040] (1) - C_unshiu_ 01179_mRNA 8.1
GFO040299 o 0 Hypothercalprotin (1) - C_unshiu 01179_mRNA 5.1
Zine knuekle CX2CXAHXAC ¢
GRO040298 0 0 Hypothetcalprotin (1) [t C_unshiu_01179_mRNA_2.1
GFO040297 0 0 Hypothetical protein (1) - C_unshiu_01178_mRNA 7.1
Leucine.rich repeat domain, L domain-
‘GF0040296 0 0 o [l 51 (1); L - C_unshiu_01178_mRNA_5.1
family protein, putative (1) molecular_function] (1) {IPRO0I6T1] (1)
GRO00295 0 0 Hypothetcalprotein (1) - C_unshiu_ 01178_mRNA_2.1
GRO040294 0 0 Hypothetcalprotin (1) - C_unshiu_01178_mRNA_L1
GFO40293 0 0 Hypothetcal protein (1) - C_unshiu_01177_mRNA 9.1
y GDP-ficose protein O-fucosyltranserase .
Gro040202 0 0 Hypotheticalprotein (1) Uesoissatin - C_unshiu_01177_mRNA_4.1
GRO00291 0 0 Hypothetcalprotin (1) - C_unshiu_01177_mRNA_3.1
Cyclic ucleotide-binding-like
[IPROIS490] (1); ReC-like jlly roll fold
GRO040290 o 0 Cyelic nuceotide-gated on chane 1 (1) DoRoterron by o ey o0 C_unshiu 01177_mRNA_2.1
‘binding domain [IPR000595] (1)
WDA0 repeat [IPROO1680] (1); WD40-
protin binding [GO:0005515 repeat-contining domain [IPROI7956]
GFO040289 0 0 Hypothetical protein (1) ‘molecular_function] (1) (1): WDS0/YVTN repeat-like-containing C_unshin_01175_mRNA_2.1
domain [IPRO15943] (1)
Gprotein coupled receptor signaling
pathway [GO:0007186
biological_process] (1); G-protein
beta/gamma-subunit complex binding oot (G
GO.0031683 malkcular fncton] (s 01471 et binding rcn G-
GRO040285 0 0 H I protei. o st 0 10 C_unshiu_01175_mRNA_1.1
Zinc fnger, FYVEPHD-ype
‘molecular_function] (1); gwnyl [IPROIT011] (1)
nucleotide binding [GO:00190¢
ol o) (1 ol e
activity [GOI004871
‘molecular_function] (1)
intracellular [GO:0005622
cellla_component] (1); GTP binding
[GO:0005525 moleculas_functon] (1;
intacelllar Rastype
process] (1): Ran GTPase
signaltransduction [GO:0007165 [IPRO02041] (1); Small GTPase
biological_process] (1); membrane  supertamily, Rab type [IPRO03579] (1)
N Y otcin domain
GRO00287 0 0 Ras-related protein RABDI (1) o Tt i oo PR005258] (el C_unshiu 01174 mRNA 8.1
transduction [GO:0007264 superfamily, Rho type [IPROO3STS] (1;
biologial process] (1): Sl GTPase superfamily (IPROD1S06]
e (1): P-
[GO:0006913 biological_process] (1);  triphosphate hydrolase [IPR027417] (1)
protein transport [GO:0015031
biological_process] (1); GTPase acivty
[GO:0003924 molecular_function] (1)
Reverse transeriptase zine-binding domain .
GRO040286 0 0 Hypothetcalprotin (1) ookt - C_unshiu_01174_mRNA_S.1
GFO40285 0 0 Hypothetcal protein (1) - C_unshiu_01174_ mRNA 2.1
GRO00284 0 0 Hypothetcalprotin (1) - C_unshiu_ 01174_mRNA_1.1
oxidoreductase ativty [GO0016491  NAD(P)-binding dormain [IPRO1G040]
‘molecular_function] (1); oxidation- « 1 GmES ke (PR011032] (1; Aobol
GRO00283 0 b 1GO:0055114 crminal [IPROI3149] - C_unshiu 01173_mRNA 6.1
ol e (o o g (15 Aol g oper
[GO:0008270 moleculae_function] (1) zin-type [IPRO02085] (1)
oxidation-reduction process [GO:0055114
biological process] (1: oxidoreductase  NAD(P)-binding domain IPRO16040]
GRO00282 0 0 0 (1): Akeohol dehydrogenase superfamily. - C_unshiu 01173_mRNA_4.1

‘molecular_function] (1): zin ion binding
[GO:0008270 molecular_function] (1)

zinc-type [IPRO020SS] (1)
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protein Kinase activty [GO000S672 iy kingge dormsin [IPROO0T19] (1)
molecular_function] (1 protein Protcin kinaselike domain [IPRO11009]
Groodons1 0 1 0 n - C_unshiu_01173_mRNA_L1
(1: Protei kinase, ATP biding site
ioloialprocss (1, ATP binding 1%
G0:0005524 moleculr_function] (1)
2ot o ko OISR 1
nuckie NA-
o080 0 i 0C2H2 type zin fngerprotin (1) ol o]y tal o i i o PROLORE] (D7 - CLunshin_01172_mRNA_5.1
[GOA0046872 moleculr_function] (1) finger, C2H2 [IPROOTOST] (1 NYN
domain, limkain-bl-type [IPRO21139] (1)
Go040279 0 ! 0 Hypothetialprotein (1) . C_unshia_01172_mRNA_4.1
N -~ Leucine-richrepeat doman, L domain-
o078 0 1 0 Discase rsistance RPS2ike protein (1) R C_unshiu_01172_mRNA 3.1
ribosome [GO:0005840
celular_component] (1) strctursl  Ribosornal potein L14 dormain
Grooa0277 0 1 0 N I - C_unshiu_01172_mRNA 2.1
moleculr_functon] (1) anslaion 14123 (PRO00215] (1)
(GO:0006412 bilogical_process] (1)
GRO0a0276 0 1 0 Hypothetialprotein (1) - C_unshio_01172_mRNA_I1.1
Grovdo7s 0 ! 0 G212 typ zin fngerprotin (1) - C_unshiu_01172_mRNA_10.1
Pectnesteras, catalytic IPRO00OTO] (1)
s o S
GrovdoTs o ! o 0 o 545 HotDog domain [IPRO20069] (1; Gag- CLunshiu_01171_mRNA_6.1
odica polmepieof TR i e
jologcal_process (1) ellwal A
1600005618 celular_component] (1) B2 Qn bbb
o073 0 1 0 Hypothetialprotein (1) - C_unshiu_01171_mRNA 3.1
Grovdor2 o ! 0 Hypotheticalprtein (1) - C_unshiu_01171_mRNA_2.1
regultion of transcription, DNA-
Grood071 0 ! 0 Hypothetialprotein (1) templated [GO:0006355 FHYSFARI faily [IPRO31052) (1) - C_unshia_01171_mRNA_L1
bilogicalprocess] (1)
heme binding [GO:0020037
molecular. functon] (1) rn fn binding
1GO0SS06 mokalar_fnion] (1) (L
oxdaton rdhction procss [GO0058114 310510 180 [PROO19 (1)
Grooa0270 0 1 0 Cytochrome P4S0 9343 (1) ilogical_process] (1) xioredutase O P, e o) C_unshin_01170_mRNA 5.1
aetivity.scting on pired donors, i ey sie 1PROI7972] (1)
incorporation or reduction of molecular
oxyEen [GO:0016703
moleculr function] (1)
Endonuclasclexonuclease phosphatase
Grovd0269 0 ! 0 Hypotheticalprtein (1) IPRO0SI3S] (1) Leucine-ich repeat 3 - C_unshiu_01170_mRNA_4.1
[PROTITIS) (1)
Grovd0268 0 ! 0 Hypothetialprtein (1) . C_unshia_01169_mRNA_7.1
Thioredoxinlike fold[IPROI2336] (1);
GrO040267 0 i 0 Hypothetialprotein (1) : crminal C_unshi_01169_mRNA 5.1
moleculr_functio] (1) R
GrOo0266 0 1 0 Hypothetialprtein (1) - C_unshi 01169 mRNA 1.1
Grovdozss 0 ! 0 Hypotheticalprtein (1) - C_unshiu_01168_mRNA 9.1
GO00264 0 ! 0 Hypothetialprtein (1) . C_unshia_01168_mRNA 8.1
Grood0263 0 i 0 Hypothetialprotein (1) . C_unshi_01168_mRNA_7.1
Grooa0262 0 ! 0 Hypothetialprtein (1) - C_unshi 01165 _mRNA 6.1
Grovdozs1 0 ! 0 Hypotheticalprtein (1) - C_unshia_01168_mRNA_S.1
GO040260 0 ! 0 Hypothetialprtein (1) . C_unshia_01168_mRNA 3.1
GOOI0259 0 i 0 Hypothetialprotein (1) . C_unshiu_01168_mRNA 2.1
pectinesterae ctvity (GO:0030599.  Pectinesierase, Asp actvesitc
moleculr_function] (1) ellwall [IPROS3131] (1) Pectinesteruse, catlytic
o058 0 i 0 P s6(1) b sid - C_unshi_01168_mRNA_14.1
o wall oo IGO o085 [PROI2SAI: et o
biologieal process] foinence fctor (IPROVI050] (1
Groa02s7 0 i 0 Hypothetialprotein (1) . C_unshi_01168_mRNA_13.1
Seringhrsonineprtein kinase, active site
protcin phosphoryhtion (GO:0004gs~ [1PRU0S271) (1): Rteotansposon gag
bilogial proces] (1) procin kinase o IPROOS21 (1
Groninse R . R Y . Serinfhreonine dual specifiiy protein i 0165 A 101
Kinase. ctalytic domain [IPRO02290
e ancton] (1) ATP M2 (1) Protci kinase doman [IPRO00710]
1600005524 molecla_function] (1) (ot s o [
[PROT1009] (1)
nuckic acd binding [GO:0003676
o055 0 i 0 Hypothetialprotein (1) moleculr_unction] (1): inc fon binding  Zinefnger, CCHC-type [IPRODISTS] (1) - C_unshi_01168_mRNA_L1
[GO:0008270 molecular_function] (1)
o024 0 1 0 Hypothetialprtein (1) - C_unshin 01167 mRNA 8.1
Grovdos3 o ! 0 Hypotheticalprtein (1) - C_unshiu_01167_mRNA_2.1
Grovd0252 0 ! 0 Hypothetialprtein (1) . C_unshiu_01167_mRNA_12.1
Grond02s1 0 ! 0 Hypothetialprotein (1) PUA ke domain (IPROISO4T] () - C_unshiu_01167_mRNA_L1
Groodo2s0 0 ! 0 Hypothetical proein (1) {pamsposon. EnSpmike [PRO0E2421 C_unshia_0116_mRNA_6.1
Transposase, MuDR. plant IPR004332]
(1 MULE transposase domain
aroiazes 0 : O P i iy st IS ICOWOETD  (SRCIRS, o 016 A2
o i) ) (IPRO0GS64] (1) Zine fnger SWIM-type
[1PRO0TS27) (1)
Groni024s o ! 0 Hypotheticalprotein (1) - C_unshio_0116_mRNA_LI
G027 0 ! 0 Hypothetialprtein (1) . C_unshiu_01165_mRNA_3.1
mcleus [GO0005634
celular_component] (1); uceotide
binding [GO:0000166
moleculr_unction] (1):regultion of  Nucleotide-binding lpha-beta plit
GO0d0246 0 1 0 Hypothetialprtein (1) ransription, DNA-templated domain [IPROI2677] (1); Transcription C_unshiu_01164_mRNA 9.1
[GO-0006355 bioogical_proces] (1);  ficor, K-bos (IPRO02487) (1)
ranscription ctor activy,sequence
specific DNA binding [GO0003700
moleculr_function] (1)
i Retrotransposon gag dormain .
o005 0 ! 0 Hypothetialprotein (1) e . C_unshia_01164_mRNA_7.1
GRO0I0244 0 i 0 Hypothetialprotein (1) . C_unshiu_01164_mRNA_6.1
GrO0a0243 0 ! 0 Hypothetialprtein (1) - C_unshiu_01164_mRNA 5.1
Grovionz 0 ! 0 Hypothetical proein (1) - C_unshiu_01164_mRNA_15.1
G001 0 ! 0 Hypothetialprtein (1) . C_unshiu_01164_mRNA_14.1
Ploop containing nucleoside rphosphate
GTP binding [GO:0003525 ydrolase [IPRO27417) (1); AIGL-type "
Grovi0z0 ° ! 0 Protein AIGH (1) molecular_unction] (1) suarine muckotide binding (G) doman Counshin 01164 mRNA_13.1
[1PRO0GTO3] (1)
AIG1-ype guarine nucleoide-binding
GTP binding [GO:0003525 (G) domin (IPROOGT03) (1); oop.
GRO040239 0 i 0 AIGH domincontining proin (1) A 00 et - C_unshiu_01164_mRNA_I1.1
hydrolase [PRO27417] (1)
N Leucine-richrepeat doman, L domain-
Grooa0238 0 1 0 Hypothetialprotein (1) [ty C_unshiu_01163_mRNA 9.1
awoy ) . P kg GOUISTS  Fhomcks o (OS] o o6 s o1
N O nose.. Gliose phospte deyogenase,
woleculr_fucton] (1:gucose NAD-bindin (IPRO22674] (1) Glucose-
phol o g (O
GF0040236 0 1 0 ] 5 moleouler.f “['G:')"WS’, 14 (1 NAD(P)-binding domain - C_unshiu_01163_mRNA 4.1
oo ROIGO) ;G bt
s [GO0GS bilogical_poces] 775 )
0}
Leacine-richrepeat domin, L domain-
s proeinbinding (GO:0005515 like [IPRO32675] (1) Leucinerich repst, .
GRood0235 0 ! 0 Receptor ke proten 33 (1) e L Ao ot C_unshia_01163_mRNA_3.1
richrepeat [IPROO1611] (1)
biological process] (1); oxkation- _ actie st [IPROI9796] (1);Glucose-6-
[GO:0055114 NAD-binding
arsnse o ' F— bkl (1 e IPRIE74 (1, Gl bt pp——
function] (1; G
NADP binding [GO:0030661 teminal (IPRO22675) (1): NAD(P)-
moleculr_functio] (1) binding domsin (IPROIG040] (1)
Leacine-rich repeat (IPROOT611] (15
Leucine-rich epeatcontaining N-
N e i et plan speic (1) PR binding [GO:0005515 teminal, planttype [IPROIS210] (1); -
Grooi02s3 ° ! O Lenine-rich repeat plant speife (0 oolcoar_function] (1) Leucine-richrepea, typical subiype C_unshia_01163_mRNA._10.1
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Grovions o ' [r——— - C ambi 01106 nNA 61
Grooso0z7 0 ! o Hypothetst ot 1 - Cansi 0106 nRNA 5.
Groviozs o ! o Hypoteicat protein ) . Cambi 01106 mRNA 3.1
Grovinas o ! i — . Cambi 01106 nNA 2.1
v hphesaion GO0 ey s doin P01 109]
T — iy (00000472 (D See o e
Grovinas o ! o ol o) 1 ATPbinding () - CLumbi 01105 mRNA 3.1
ekt epet dosin (1) ki cubtsdoman [PROD2ES) 1
[GO:0005524 molecular_function] (1);
Terricoppte e bl dorin
‘protein binding [GO:0005515 [1PRO11990] (1)
molecular_funetion] (1)
ghtaion e vy
60:0004602 ol funtin] (1
response to [GO:0006979 10
GFO040023 o ! 0 Ghutathione peroxidase (1) ‘biological_process] (1); oxidation- Thioredoxin-like fold [IPR0I2336] (1) C_unshiu_01105_mRNA_LI
reduction process [GO:0055114
gt proce) 1)
‘GF0040022 0 1 0 Hypothetical protein (1), Reverse transcriptase domain - C_unshiu_01104_mRNA_5.1
—— Rermo e i 01108 RN
Groosoon 0 | o Hpothets ot 1 - i 0108 nRNA 41
Grovionn o ! o Hypoteicat rotein ) . Cambi 01104 mRNA L1
Grovions o ! i — . Cumbi 01103 mRYA_101
Groviors o ! 0 Hypothtat proten 1 - Cambi 01103 mRNA 11
e HUBPRICOWONTS 111, it di
GFO040017 0 1 0 Hypothetical protein (1) d"mmm aeiviy lhO onisoss 5;1",'"'”[73%‘.'2‘; ]R;;w:\;ldezst ke - C_unshiu_01102_mRNA_8.1
molecular_function] (1 ¢
Levcin i epent o, dosin
Y like [IPR032675] (1); Leucine-rich repeat
arontons o : LR o s iy i i (G051 ARG (1) L s pens - Canstin 0102 mRNA 61
wolecular_function] ( containing N-terminal, plant-type.
o 210] (1
Grooiors o ' 0 Hypothtst proten 1 - Lt 01102 A 31
Groosons 0 ! 0 Hypothetst ot 1 - s 01102_mRNA L1
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FMN binding [GO:0010181
molecular_function] (1); oxidation-
veduction process [GO:0055114 ‘Aldolasetype TIM bareel [IPROI3785]
GRO040013 0 1 0 Hypothetcal protin (1) bioloical_process] It - C_unshiu_ 01101_mRNA_S.1
activity [GO:0016491 ‘oxidase, N-terminal [[PRO01155] (1)
nolecular_functon] (1);catalytie actviy
[GO:0003824 molecular_functon] (1)
GRo00012 0 1 0 Hypothetcal protin (1) - C_unshiu_01100_mRNA_9.1
GRO0A0011 0 1 0 Hypothetcal protin (1) - C_unshiu_ 01100_mRNA 8.1
GFO040010 o 1 0 Hypothetcalprotin (1) - C_unshiu_ 01100_mRNA 7.1
GRO040009 0 1 0 Hypothetcal protin (1) - C_unshiu_01100_mRNA_S.1
nucleic acid binding [GOA0003676
molecular_functon] (1); proteolysis  Aspartc pepidase domain IPRO21109]
[GO:0006508 biological_process] (1) (1: Zinc fnger, CCHC-type [IPRODISTS]
‘GF0040008 0 1 0 Hypothetical protein (1) zinc jon binding [GO:0008270 (1); Retropepsins [IPRO18061] (1); - C_unshiu_01100_mRNA_4.1
nolecular_function] (1;aspartc-type  Peptidase A2A, rerovirus, cataltic
endopepridase actvty [GO:0004190 [IPRO0IS9S] (1)
‘molecular._function] (1)
GRO040007 0 1 0 Hypothetcalprotin (1) - C_unshiu_ 01100_mRNA_26.1
GFO040006 0 1 0 Hypothetcalprotin (1) - C_unshiu_ 01100_mRNA_24.1
oxidation rduction process [GO:0055114
‘biological_process] (1); eytoplasm
e et (0 piyarorotte deyogensse domain
GRO040005 ° ! © dehydrogenase suburit PreA (1) molcur_function] (1) oxdoreducase [P (v Mo ope T Cunshin 01100 mRNA_23.1
activity, acting on the CH-CH group of el o
donors [GO:001627 molecular_functon]
GFO040004 0 1 0 Hypothetcalprotin (1) - C_unshiu_ 01100_mRNA_20.1
GFO040003 0 1 0 Hypothetcal protin (1) - unshi_01100_mRNA_19.1
GFO040002 0 1 0 Hypothetical protin (1) - C_unshiu_01100_mRNA_L1
zinefon binding [GO:0008270 Zinc fnger, SWIM-type [IPRO07S27) (1);
GRO040001 0 1 0 Hypothetcalprotin (1) el S e e Roosse C_unshiu_ 01099_mRNA_9.1
GFO040000 0 1 0 Hypothercalprotin (1) - C_unshiu 01099_mRNA 3.1
GF0039999 0 1 0 Hypothetcal protin (1) - ~_unshiu_01098_mRNA_7.1
GF0039995 0 1 0 Hypothetcalprotin (1) - C_unshiu_01098_mRNA_6.1
Leucinerich repeat domain, L dormai-
. like [IPRO32675] i
GR0039997 0 1 0 Phytosulfokine receptor (1) oo N il e spe C_unshiu_ 01097_mRNA_9.1
[IPRO13210] (1)
P-loop containing nuclcoside rphosphate
hydrolase [IPRO27417] (1);
GF0039996 0 1 0 COBW domsin-containing protein 1 (1) CobW/HypB/UreG domain [IPRO03495] - C_unshiu_ 01097_mRNA_S.1
(1: Cobalamin (vitamin B12) biosynthesis
‘CobW-like, C-terminal [IPRO11629] (1)
GR0039995 0 1 0 Hypothetcal protin (1) - ~unshiu_01097_mRNA_2.1
GF0039994 0 1 0 Hypothetical protin (1) - C_unshiu_01097_mRNA_12.1
F-bor associated domsin,type |
[IPRO06527] (1); F-box domain
 locus F-box protcin withthe fow allelic_ protei binding (GO:0005515 [IPRODTS10] (1) F-box associaed ¢
GF0039993 0 ! 9 cequence polymorphism 1-52 (1) molecular_function] (1) interaction domain [IPROI7451] (1); C_unshiy_01097_mRNA_L1.1
Galactose oxidasekelch,beta-propeller
[IPROT1043] (1)
eystine-type peptdase activ ——
S [GO:0008234 molecular_fanction] (1); Ulp! protcase family, C-t 1 catalyt o
GR0039992 0 1 0 Hypothetcalprotin (1) § molecul domain [IPROO3653] (1): High mobilty - C_unshiu_ 01097_mRNA_L1
proteolysis (GO:0006505 ‘group box domain [IPRO090T1] (1)
biological_process] (1)
GRO039991 0 1 0 Hypothetcalprotin (1) - ~_unshiu_01096_mRNA_9.1
GF0039990 0 1 0 Hypothetcal protin (1) - C_unshiu_ 01096_mRNA_4.1
GR0039989 o 1 0 Hypothetcalprotin (1) - C_unshiu_ 01096_mRNA_3.1
GRO039985 0 1 0 Hypothetcalprotin (1) - C_unshiu 01096 mRNA 2.1
metabolic process [GO:0008152 soprenoid synhase domin (IPRO0S949)
biological_process](1);lyase activity (1)s Terpenoid cyclases/protein
‘GF0039987 0 1 oL sy X function] (1); toroid - C_unshiu_01095_mRNA 9.1
pene sy i [IPRO0S930] (1); N
molecular_function] (1) teminal domain [IPROOIS06] (1)
GFO039986 o 1 0 Hypothetcalprotin (1) - C_unshiu 01095 mRNA 5.1
protein dimerization actviy
activy Retrotransposon gag domain
GFO039985 o 1 0 MADSO protein (1), 1GO0:0046983 molecular_function] (: 1pRos162] (1); Transeription fctor, - C_unshiu_ 01095_mRNA_4.1
DNA binding [GO:0003677 MADS-box [IPR002100] (1)
molecular_function] (1)
GRO09984 0 1 0 Hypothetcalprotin (1) - C_unshiu_01095_mRNA_L1
GFO039983 0 1 0 Hypothetcal protin (1) - C_unshiu_01094_mRNA_S.1
GRO0399%2 0 1 0 Hypothetcal protin (1) - C_unshiu_ 01094_mRNA_4.1
GRO039981 0 1 0 Hypothetcalprotin (1) e peptdase domiin [IPRO21107] C_unshiu_ 01094_mRNA_2.1
GF0039980 0 1 0 Hypothetcalprotin (1) - C_unshiu_01094_mRNA_12.1
GR0039979 0 1 0 Hypothetcalprotin (1) - C_unshiu_ 01093_mRNA_7.1
S-adenosyl-L-methionine-dependent
. methylransirase [IPRO29063] (1);
ol wonl dependent methyltransferase [IPR004159]
m
P-loap contaiing nuceoside riphosphate
. ADP biding [GO:0043531 ydrolase [IPRO27417) (1); NB-ARC
GF0039977 0 ! 0 Hypothetical protein (1) ‘molecular._function] (1) [IPRO02182] (1) Leucine-rich repeat C_unshin_01093_mRNA_2.1
domain, L domain-like [IPR032675] (1)
GRO039976 0 1 0 Hypothetcalprotin (1) - C_unshiu_ 01092_mRNA_9.1
GR0039975 0 1 0 Hypothetcalprotin (1) - C_unshiu 01092 mRNA 8.1
GRO0399T4 0 1 0 Hypothetcal protin (1) - unshi_01091_mRNA_6.1
GF0039973 0 1 0 Hypothetcalprotin (1) - C_unshiu_01091_mRNA_L1
‘magnesium jon binding [GO:0000287
nolecular_function] (1); lase activity  Terpene synthase, metabbinding domain
GRO039972 0 1 oy ) I ¢_function] (1; soprenoid sy C_unshiu_ 01090_mRNA_4.1
terpene synthase activity [GO:0010333  domain [IPRO08949] (1)
‘molecular_function] (1)
GRO039971 0 1 0 Hypothetcal protin (1) - C_unshiu_01089_mRNA_S.1
transporter activity [GO:0005215
molecular_functon] (1); transport N
GFO039970 0 1 0 Hy 1 | process] (1), Protoidependent oligopepride W - C_unshiu_01089_mRNA_7.1
‘membrane [GO:0016020° o ! !
cellular_component] (1)
Mo LT rettoclement reverse Domainof unknown function DUF4283
GF0039969 0 1 oL oo [IPRO25SSS] (1):; Reverse transeriptase - C_unshiu_01088_mRNA_1L1
ranscriptase-fike ( zinc-binding domain [IPRO26960] (1)
GRO039968 0 1 0 Hypothetcalprotin (1) - C_unshiu_ 01087_mRNA_6.1
CIpATB family (IPRO0I270] (1); Clp
A C-terminal [IPRO19489] (1);
ATPase, AAA-ype, core (IPRO03959]
y ; ATP binding (GO:0005524 (1): CpAVB, conserved st 1 .
GR0039967 0 1 0 Clpprotese ATP biding bt (1) 17 O G095 ronee s g C_unshiu_01086_mRNA_4.1
mucleoside triphosphate hydrolasc
[IPRO27417] (1); AAA+ ATPase domain
[1PRO03593] (1)
GRO039966 0 1 0 Hypothetcalprotin (1) - C_unshiu_ 01086_mRNA_3.1
y el prorein i ocid inding [GO:0003676 Ribonuclease H-lke domain [IPROI2337] _ i 01086
GFO039965 0 1 0 Hypothericalprotin (1) e o (1 o C_unshiu_01086_mRNA_IL1
GRO039964 0 1 0 Hypothetcalprotin (1) - C_unshiu_01085_mRNA_1L1
GR0039963 0 1 0 Hypothetcalprotin (1) - C_unshiu_ 01085_mRNA_1.1
GRO039962 o 1 0 Hypothetcalprotin (1) - C_unshiu_ 01084_mRNA 9.1
Leucineric repeat domain, L dormai- . .
GRO039961 0 1 0 Hypothetcalprotin (1) e Ui 1) C_unshiu_01084_mRNA_12.1
LRR and NB-ARC dormain discase cucine-rich repeat domain, L domain-
GF0039960 o ! o resistance protein (1) like [IPR032675] (1) Cuushin_ 01084 mRNA_LL1
Winged helx-tum-helix DNA-bind
GF0039959 0 1 0 Hypothetcalprotin (1) domain [IPROI1991] (1); RNA-binding - C_unshiu_01084_mRNA_L1
proten Lupus La [IPRO0G630] (1)
" Domain of unknown function DUF4218
GRO039955 0 1 0 Hypothetcalprotin (1) sy C_unshiu_ 01083_mRNA 8.1
GFO039957 o 1 0 Hypothetcalprotin (1) - C_unshiu_ 01083_mRNA 7.1
Iyase activity [GO0016829
N R NU——
GF0039956 0 1 [ y [IPRO05630] (1); Isoprenoid synthase - C_unshiu_01083_mRNA_1.1
m ‘molecular_function] (1); magnesium ion domain IPROS949] (1)
binding [GO:0000287
molecula_functon] (1)
GR0039955 0 1 0 Hypothetcal protin (1) - C_unshiu_ 01082_mRNA 8.1
g tical in o Frocess - C_unshiu 2_mi 2.
GRO039954 0 1 0 Hypothericalprotin (1) 00005075 moasiet sl (1) HPROTISATI (1 C_unshiu_01082_mRNA_2.1
GF0039953 0 1 0 Hypothetcalprotin (1) - C_unshiu_ 01082_mRNA_L1
GRO039952 0 1 0 Hypothetcalprotin (1) QL trmsposase domain (ITROIEZED] C_unshiu_ 01081_mRNA 4.1
Heme binding [GO:0020037
‘molecular_function] (1): iron ion binding
[GO:0005506 molecular._function] (1; ;
oidaon educion process [GO-0055114 C0hne PSD Bl o
GFO039951 0 1 0 Geraniol 10-hydroxylase-like biological process] : O P40, . C_unshiu_01081_mRNA_3.1
activity,acting on paired donors, with  COnSeTved sie [IPROI7972] (1);
incorporation or reduction of molecular Cytochrome P450 [IPROOI128] (1)
oxygen [GO0016705
molecula_functon] (1)
GRO039950 0 1 0 Hypothetcalprotin (1) - C_unshiu_ 01081_mRNA_2.1
y Cytokininriboside 5-monophosphate oo 01081
GF0039949 0 1 AN - C_unshiu_01081_mRNA_I0.1
Che-ike superfanily [IPROI1006] (1);
Graasonss 0 , ony y hosporly sl ECucion ST mion o s, - i 01080_nkNA 0.1
e IPRO0I789] (1)
vesicle-mediated transport [GO:0016192
biologial_process] (1 intracellar  -SNARE [IPROI098S) (1) Vesicle
GF0039947 o 1 0 Vesile transport v-SNARE 13 (1) protein transport [GO:0006886 wansport SNARE, N-terminal - C_unshiu_01080_mRNA_7.2
biological_process] (1) membrane [IPROO7T05] (1)
[GO:0016020 celular_component] (1)
GFO039946 0 1 0 Hypothetcalprotin (1) - C_unshiu_01079_mRNA_10.1
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Tetratrcopeptide-lik helical domain
[IPRO11990] (1); EF-hand domain pair
GRO039945 0 0 Hypothetcalprotin (1) [ [IPROT1992] (1); Tetratrcopeptide C_unshiu_ 01079_mRNA_1.1
- « repeat-containing domain [IPRO13026]
AT\ llar_functi 1 te Bulb-typ S
—— g ey Ecuranton] (DSDrE ke doai (IPROUSG09) (1)
GRO039944 0 0 Proten kinas-like domin [IPROT1009] - C_unshiu_ 01078_mRNA_7.1
familyprotein (1) iologicalrocess] (1) proein kinase (01 K e domain FECUN unshia 01078 mRNA
activity [GO:0004672 ”7’
molecular_uncton] (1)
. protin transport [GO:0015031 Vacuolar protein sorting-associated
GF0039943 0 0 Hypothetcal protein (1) Tt v (1 et - C_unshiu_01078_ mRNA_12.1
Concanavalin
GF0039942 0 0 Hypothetical protein (1) domain [IPRO13320] (1); Protcin kinase- - C_unshiu_01078_mRNA_10.1
like domain [IPRO11009] (1)
GF0039941 0 0 Hypothetcal protein (1) - C_unshiu_01077_mRNA 8.1
. P-loop containing nucleoside rphosphate
oy, micrtubuie | Irolase [IPRO27417) (1): Clponin
el unction) (D RFOUIE oy domuin 1PRO0171S] (1)
motor activity [( Kinesin-like protein [IPR027640] (1);
molecular_function] (1); microtubule- Mitochondrial carrier domain
GFO039940 0 0 Hypotheticalprotin (1) based movement [GO:0007018 o e e domin C_unshiu_ 01077_mRNA_S.1
pilogial proces] (1) proten MAE [1pR001752](1); Kiesin ot domain,
[0 moleculer ! nction] (1); conserved site [IPROI9821] (1);
microtubule binding [GO:0008017 Mitochondrial substrate/solute carrier
molecula_function] (1) s
ligase activity [GO:0016874
molecula_function] (1); iosynthetic
GF0039930 0 0 Hypothetcal protin (1) process [GO:00090S8 iologicalprocss] 1% 152° et ERREE) (1 e C_unshiu_ 01077_mRNA_12.1
(1): ATP binding [GO:0005524. Bgase, C-terminal
‘molecular_function] (1)
GFO03993% 0 0 Hypothetcalprotin (1) - C_unshiu_ 01077_mRNA_L1
GF0039937 0 0 Hypothetical protein (1) - C_unshiu_01076_mRNA 3.1
apoplas [GO:0045046
el componen] 1 ol ghean
rolowcal process] (1) terminal [IPRO10713] (1); Nucleotide-
e diphospho-s serase [IPRO0S069]
N activity [GO:0016762 (1): Glycoside hydrolase family 16
GF0039936 0 0 Hypothetcal protein (1) moleculr_function] (1) hydeolsse (1 EETe B BN I8 C_unshia_01075_ mRNA 7.1
e s ! lectn/glucanase domain [IPRO13320] (1):
P Sﬁlmm“] )y eelvall Glycoside hydrolase, iy 16, active site
[GO:0003618 cellular cnmpm\cnl] qay  [IPROOS2631 ()
carbohydrote metabolic
160005975 blagiel process] (1)
b dependentsyhtaseand IO process [GO00DRIS? \MP-binding enzyme C-terminal domain
GF0039935 0 o Putative AMP-dependent synthetase and oyt process] (1) catalytic activity ~ [IPRO25110] (1); AMP-dependent C_unshiu_01075_mRNA_16.1
© igase superfamily protein e (1) oty
nicotianamine synthase aciviy
GRO039934 o 0 Nicotianamine synthase (1) e o oneion) (10 Nioramaine sbas [IPRO0A298] 1) - C_unshiu 01075 mRNA_13.1
1GO:0030415 mk}gm Dm::&] 0]
carbohydrate metabolic Concanavalin A-Tike ectn/glucanase
Putative xyloglucan [GO:0005975 Iwologwcnl Fproccs] (1) donain [IPRO13320] (1) Glyconde
GF0039933 0 3 lyzing O-glycosyl hydrolase, family 16, active site - C_unshiu_01075_mRNA_L1
i) oo GODMSSS [IPROUS263] (1); Gycoside hydrolase
‘molecular_function] (1) family 16 [IPRO00757] (1)
duetion o Non-haem dioxygenase N-termis
oo 005114 L it
Gronos2 0 0 Gibbrein 2oxiase 21 Sl roce 1 ke [PRO2743) (1 E € s 01074 mRNA .1
ecotar funti T Oxoglutaratefiron-dependent dioxygenase
molecular_function [IPRO0S123] (1)
GF0039931 0 0 CWCI6 protein (1) ‘CWC16 protein [IPRO07590] (1) - C_unshiu_01074_mRNA_4.1
"““"‘ acid binding [GO-0003676 HAT, C-terminal dimerisation domain
G0 0 [ e—p—" el ictn] (o PRGOS0 (1) Kbl ke - € i 01073 mRNA 41
mu\ccuhrjm»cnuM [ domain (IFRO12337] (1)
GF0039929 0 0 Hypothetcal protein (1) QL rmsposasedomain (IPROISZD) C_unshiu 01073 mRNA 3.1
GFO039928 0 0 Hypothetcal protein (1) - C_unshiu 01072 mRNA 7.1
Groo3027 0 0 Hypothericalprotin (1) - C_unshiu 01072 mRNA_6.1
GFO039926 0 0 Hypothetical protin (1) - C_unshiu_01072_mRNA_3.1
GF0039925 0 0 Hypothetcal protein (1) - C_unshiu 01072 mRNA_10.1
oxidation-reduction pocess [GO:0055114
biologial process] (1); oxidoreductase
activiy, acting on paied donors, with
incorporation or reduction of molecular  Cytochrome PASO, conserved site
GFo039924 0 0 Cytochrome P4s0 71520 (1) oxygen [GODI6705 1PROIT972] (1) Cytochrome Paso - C_unshiu_01071_mRNA 8.1
molecular_function] (1);ron on binding [IPROOT128] (1)
[GO:0005506 molecular_fanction] (1):
‘heme binding [GO:0020037
molecular_unction] (1)
oxidoreductase ativy, acting on paired
onors, with ncorporation o reduction of
molecular oxygen [GO:0016705
molecula_function] (1); oxidaron-
GRO039923 0 0 0 1600 Cytochrome Pa50 | TR C_unshia_01071_mRNA_6.1
‘biological_process] (1); heme binding
[GO:0020037 molecular_function) (1);
iron on binding [GO:0005506
‘molecular_function] (1)
Groo 0 fI—r— Gog polpetits o LTR copi e i 0107_nRNA .
GRO039921 0 0 Hypothetcalprotin (1) - C_unshiu_01071_mRNA_4.1
GF0039920 0 0 Hypothetical protein (1) - C_unshiu_01071_mRNA 2.1
GRO039919 o 0 Hypothetcalprotin (1) - C_unshiu_ 01071_mRNA_1.1
ety (G000
y o Putative AMP-dependent synthetase and _ molecular_function] (1); et AMP-dependent synthetase lgase i 01070
GrO03991 0 hgne superfamily protein (1) process [GO:0008152 hm\og‘cn\‘pmcess] [1PRO0OST3] (1) C_unshiv_01070_mRNA,_3.1
m
Jaop contaning nucleoside triphosphate
‘hydrolase [IPR027417] (1); Dynamin-type
GF0039917 0 0 Hypothetcalprotin (1) moleculs_fnstion] (1 GTP biding [N W) O e S0 C_unshiu_01070_mRNA_12.1
1G0:00055325 molecular_functio] (1) Dynamin superfamily [IPR022812] (1);
Dynamin, GTPase domsin (IPRO0140I |
GF0039915. 0 0 Hypothetical protein (1) - C_unshiu_01069_mRNA_1.1
GRO039914 o 0 Histone demethylase UTY (1) - C_unshiu_ 01067_mRNA_9.1
zine ion binding [GO:0008270
"‘:“““"'f"‘"""“i ‘(']_’");5‘5""']‘;““ NAD(P)-binding domain [IPRO16040]
Graasoors 0 [ m—p—" e e () Akololdogense supestany, - C s 01067 mRNA 3.1
activity [GO:001649) zine-type [IPRO0208S] (1)
molecular_function] (1)
zine ion binding [GO:0008270 Alcohol dehydrogenase, zinc-type,
‘molecular_function] (1); oxidoreductase  conserved site [IPR002328] (1); Alcohol
. el protein activity [GO:0016491 dehydrogenase, N-terminal [IPROI3154]  unshin RNA 2
0039912 0 0 Hypothetieal protein (1) molecular_function] (1); oxidation- (1); Alcohol dehydrogenase superfamily, C_unshiu_01067_mRNA_2.1
veduetion process [GO:0055114 zinc-type [IPROO20SS] (1); GroES-like
biological_process] (1) [IPRO11032] (1)
vegultion o ranseripton, DNA-
» templated [GO:0006355 .
GF0039911 0 0 NAC domain-containing protein 42 (1) biological_process] (1); DNA binding NAC domain [IPR003441] (1) C_unshiu_01067_mRNA_12.1
[GO:0003677 molecular_unction] (1)
GRO039910 o 0 Hypothetcalprotin (1) - C_unshiu 01067 mRNA 111
GF0039909 0 0 Hypothercalprotin (1) - C_unshiu_01067_mRNA_10.1
Myb domain [IPR017930] (1):
Tuwo-component response regulator DA binding [GO:0003677 Homeodomainlik (IPRO09057] (1: .
GFO039908 0 O ARR14 (1) molecular_function] (1) SANT/Myb domain [IPRO0100S] (1): C_unshiu_01066_mRNA_15.1
Myb domain, plants [IPRO06447] (1)
Grooss907 0 0 Hypotetial prtsn (1) duetagy s e 1010 € i 01066 mRNA L1
metabolic process [GO:0008152
biological_process] (1) transferase  UDP-glucuronosy U .
GF0039906 o O Hypothetical protein (1) activity, transferring hexosyl groups glucosyltransferase [IPROﬂIZlZ] [0} C_unshiu_01065_mRNA_S.1
[GO:0016758 molecular_function] (1)
GF0039905 o 0 Hypothetcalprotin (1) - C_unshiu_ 01065_mRNA 2.1
ransferaseactvity, transfrring hos
groups [GO:0016758 molecular_ ﬁmumn] UDP-glucuronosyl/UDP-
F0039904 o 0 UDP-glycosylransicrs 83A1 (1) (1); metabolic process [GO:0008152 glucosyltransferase [IPR002213] (1) N C_unshiu_01065_mRNA_IL.I
biological_process] (1)
GFO039903 o 0 Hypothetcalprotin (1) - C_unshiu 01064_mRNA_1.1
protein kinase “"V"y [60:0004672 Serine-threonine/tyrosine-protein kinase
S n] (1); protein o
Gro039902 0 0 Hypotheticalprotein (1 caatic domsin [PRIDI251 1) Frocn - C_unshiu_01063_mRNA_4.1
ipothetical protein (1) Phesphorylation (G0:0006468 JERAT T —umshie 01063 mRNA S
biological_process] (1)
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transcription, DNA-templated DNA-dirccted RNA polymerase, RBP11-
[GO:0006351 biologial_ process] (1);  like dimerisaion domain [IPR009025]
. DNA-directed RNA pol apha DNAdirected RNA po ity (1); DNA-diected RN;
GRO039738 0 ! © subunit (1) - function] (1): 1262] (1): DNA- Conshin_ 01016 mRNA_4.1
protein dimerization activity directed RNA polymerase,
i 3 «_function] (1) [IPRO11263] (1)
ribosome [GO:0005840
celllar_component](1): ranshtion
— Ribosomal $11, conserved ste
[GO:0006412 biological_process] (1): '
PR N , N 1, chloroplastic ; L [IPROIS102] (1); Ribosormal proteinS11 s 01016 mRNA 3.1
0 [IPRODI971] (1): Ribosomal protein S11,
lla_component] (s srveara L0 (LN
constituent of rbosome [GO:0003735
molecular_function] (1)
transcription, DNA-temphated DNA-directed RNA polymerase, RBP11-
[GO-0006351 bioogical process] (1):  like dimerisaion dormain [IPR009025]
DNAditected RNA polymerase,alpha proten dimerization ativty (1); DNA-direted RNA polymerase, ¢
GF0039736 0 1 0 ey 04 Jeculr unction] (1) b-type (IPROLI263) (1 C_unshiu 01016 mRNA 2.1
DNA-directed RNA polymerase actvity  DNA-directed RNA polymerase,insrt
[GO:0003899 molecular_function] (1) domain [IPROT12621 (1)
GRO039735 0 1 0 Hypothericalprotin (1) - C_unshiu 01015 mRNA 9.1
Heat shock protein TOKD, peptid-binding
domain [IPRO29047] (1); Heat shock
protein 70 family [IPROI3126] (1); Heat
GFO039734 0 1 0 Heat shock protein 70 (1) Shock protein 70, conserved site - C_unshia 01015 mRNA 8.1
[IPROISISI] (1) Heat shock protein
70D, C-terminal domain [IPRO29045]
)
GF0039733 0 1 0 Hypothetcal protein (1) - C_unshiu 01015 mRNA 7.1
GRO039732 0 1 o Probablerctroclement pol poyprotein-. - C_unshia 01015 mRNA 6.1
puative (1) unshia_01013_mRNA.
iron fon binding [GO:0005506
molecular_function] (1); heme binding
[GO:0020037 molecular_functon] (1);
oxidation-reduction process [GO:0055114 Cytochrome P450, E-class, group |
GF0039731 0 1 0 Hypothetcal protein (1) biological process] (1); oxidoreductase  [IPR0D2401] (1): Cytochrome Pdso - C_unshiu 01015 mRNA 5.1
activity, acting on paired donors, with [IPRODI128] (1)
incorporaion or redution of molecular
oxygen [GO0DI6705
‘molecular_function] (1)
GFO039730 0 1 0 Hypothetical protein (1) Pentatricopepiide repeat [PRO02855] (1) - C_unshiu 01015 mRNA 2.1
Arabidopsis etrotransposon Orfl .
GF0039729 0 1 0 Hypothetcalprotein (1) rmoamr iy C_unshiu 01015 mRNA_10.1
Retrotransposon gag domain
[IPRO0S162] (1); Leucine-rich repeat
. 50:00055 [IPRO0II1] (1); rotein kinasc-ie
GRO039728 0 1 o pRR receptor-fike inase fnily protein_protein binding [GO:0005315 domain [IPRO11009] (1) Leucine-rich - C_unshia 01015 mRNA 1.1
) molecular_function] (1)
repeat domain, L domain-like
[IPRO32675] (1); Leucine-rch repeat,
typical subtype [IPRO03S91] (1)
GFo039727 0 1 0 Hypothetical protein (1) Thioredoxin-fike fold [IPROI2336] (1)~ - C_unshiu 01014 mRNA 8.1
GRO039726 0 1 0 Hypothericalprotin (1) - C_unshiu 01014 mRNA 2.1
e mac acd e fngr, CCHC-tye [PRUDISTS) (1)
GFO039725 0 1 0 Hypothetcalprotein (1) o (: Donin of unknown function DUF1985 - C_unshiu 01014 mRNA_14.1
e, [IPROIS410] (1)
molecular_function] (1)
GFO039724 0 1 0 Hypothetcalprotein (1) - C_unshiu 01014 mRNA_11
GF0039723 0 1 0 Hypothetical protein (1) - C_unshiu 01013 mRNA 8.1
- el protein NAD(P)-binding dormain [IPRO16040] C uashi i
GRO039722 0 1 0 Hypothericalprotin (1) 0808ty 1) C_unshiu 01013_mRNA 4.1
ribosome [GO:0005840
celllar_component] (1): ranshtion
GO0 g e (. Swrslprenia o2
GFo039721 0 1 L4y el GO0 o) (1) Taain e C_unshia 01013 mRNA 3.1
constituent of ibosome [GO:0003735  SH-like domain [IPRO0SO91) (1)
molecular_function] (1)
GF0039720 0 1 0 Hypothetcal protein (1) - C_unshiu_01013_ mRNA_IL1
GF0039719 0 1 0 Hypothetcal protein (1) - C_unshia_01010_mRNA 9.1
Gro03o7IS o 1 0 Hypothetical protein (1) - C_unshiu_01010_mRNA 8.1
GFO039717 0 1 0 Hypothetcal protein (1) - C_unshiu_01010_mRNA_7.1
GFO039716 0 1 0 Hypothetcal protein (1) - C_unshia_01010_mRNA 6.1
GFO039715 0 1 0 Hypothetcal protein (1) - C_unshia_01010_mRNA 5.1
GRO039714 0 1 0 Hypothetcal protein (1) - C_unshiu_01010_mRNA_4.1
GFO039713 0 1 0 Hypothetcal protein (1) - C_unshiu_01010_mRNA 3.1
GFO039712 0 1 0 Hypothetcal protein (1) - C_unshia_01010_mRNA 2.1
secondary ative sulft transmenbrane
transporter activty [GO:0008271
‘molecular_function] (1): sulft transport STAS domain [IPR002645] (1): Sulphate.
L process] (1) conserved site
integral component of membrane [IPROIS045] (1); SLC26ASulP
[GO:0016021 celulr_componen] (1):  transportr domain [IPRO11547] (1);
GFO039711 0 1 0 ) se-derived nuclease - C_unshiu_01010_mRNA_I11
celllar_component] (1);sulfte domain [IPRO27806] (1): Sulfate
transmermbrane transportr activiy  transporter 3.13.2 [IPRO30311] (1);
[GO:0015116 molecular_function] (1~ SLC26A/SulP transporter [IPRO01902]
transmersbrane transport [GO:0055085 (1)
biologial_process] (1; chloroplast
[GO:0009507 celular_component] (1)
GFO039710 0 1 0 Hypothetcal protein (1) - C_unshiu_01010_mRNA_10.1
Tolliteriukin-1 receptor homology
(TIR) domain [IPRO0O1S7] (1); Dynamin
GTPase effector [IPROO3130] (1:
in.rich repeat, typical subtype
signal transduction [GO:0007165 [IPRO03S91 (1); Leucine-rich repeat
biological_process] (1); ADP binding  domain, L domain-fke (IPRO32675] (1)
[GO:004353 1 molecular_function] (1: Winged helxturn-helix DNA-binding
. GTP binding [GO:0005525 domain [IPRO11991] (1: PH domain-like _
GR0039709 o !  Nematode resisance e proten (). ugjcular_funcion](1): proten binding — [IPRO11993] (1; P-loop containing Counshie 01010 mRNALL
50:00055 «_function] (1);
GTPase activity [GO:0003924 [IPRO27417] (1); GTPase effctor domain
molecular_function] (1) [IPRO20850)] (1); Leucine-rich repeat
[IPRODI6I1] (1); Pecksirn homolozy
omain [IPROOIS49) (1): Dynamin cental
domain [IPROOO3TS] (1): NB-ARC
[IPRO02182] (1)
Orotate phosphoribosyltranserase
nucieoside metabolic process
y e [IPRO23031] (1); Orotte phosphoribosyl
o [GO:0009116 bilogical_process] (): e domain IPROO446T) (1)
GFO039708 0 1 0 ey bt moteeonr focrnt i Phosphoribosyransirse domain - C_unshiu_01009_mRNA 8.1
[IPRO0OS36] (1):
pyrimidine ucleideiosymiheie process { RO (L
160:0006221 bioogical proces] () (LHIOrom
. Retrotransposon gag domain
GFO039707 0 1 0 Hypothetcal protein (1) ey - C_unshia_01009_mRNA 5.1
GF0039706 0 1 0 Hypothetcal protein (1) - C_unshiu_01009_mRNA_10.1
Gr0039705 o 1 0 Hypothetical protein (1) - C_unshiu_01007_mRNA_9.1
GF0039704 0 1 0 Hypothetcal protein (1) - C_unshiu_01007_mRNA 8.1
GF0039703 0 1 0 BURP domain-containing proten (1) BURP domain [IPROO4STS)] (1) - C_unshiu_01007_mRNA 6.1
GFO039702 0 1 0 BURP domain-contaning protein (1) BURP domain [IPRO04S73] (1) - C_unshia 01007 mRNA 2.1
NAD(P)-binding dormain [IPRO16040]
oxidoreductase ativity [GO0016491  (1); GroES-like [IPRO11032] (1): Protin
molecular_function] (1):oxidation- funknown function DUF677
GF0039701 0 1 0 ) 160:00: [IPRO0T749] (1): Alcohol dehydrogenase, - C_unshia_01006_mRNA_6.1
biologcal_process] (1):zinc fon binding  N-terminal [IPROI3154] (1) Aleohol
[GO:0008270 molecular_function] (1) dehydrogenase, 7ine-type, conserved ste
[IPRO02328] (1)
GF0039700 0 1 0 Hypothetcal protein (1) - C_unshiu_01006_mRNA_11
nucleic acid binding [GO:0003676 Zine finger, CCHC-type [IPRODISTS) (1):
GF0039699 0 1 0 Hypothetcal protein (1) ‘molecular_function] (1): zinc ion binding ~ Zine knuckle CX2CX4HXAC - C_unshia_01005_mRNA 9.1
[GO:0008270 molecular_funciion] (1) [IPRO25836] (1)
Gr003969% 0 1 0 Hypothetical protein (1) D ot unknown functon DUF283 C_unshiu_01005_mRNA 5.1
[IPRO2SSSK] (1)
. Endonucleaselexonucease/phosphatase
GF0039697 0 ! 0 Hemoperin (1) BRO0S139) (1) C_unshiu_01005_mRNA_4.1
GF0039696 0 1 0 Hypothetcal protein (1) - C_unshia 01005 mRNA 2.1
GF0039695 0 1 0 Hypothetcal protein (1) B
protein kinase activity [GO:0004672
‘molecular_function] (1); rotein Protein kinase domain [IPRO007I9] (1);
GRO039694 0 1 0 0 i Pr 1009] C_unshiu_01004_mRNA 8.1
biological process] (1): ATP binding (1)
[GO:0005524 molecular_function] (1)
ATP binding [GO:0005524
molecular_function] (1); coenzyme A
- Dephospho-CoA kinase [PR001977] (1;
P N , o Do Con ki iy | Bosnit s (GO0I9 o s 01004 mRNA 21
Kinase activity [GO:0004140 hydrolase [PRO27417] (1)
molecular_function] (1)
GF0039692 0 1 0 Hypothetcal protein (1) - C_unshiu_01004_ mRNA_1.1
GF0039691 0 1 0 Hypothetcal protein (1) - C_unshiu 01003 mRNA_13.1
sokini rboside S-monophoshat Cytokinn riboside S-monophosphate
GF0039690 0 1 o Gytokininriboside 3. menaphosphate phosphoribohydolase LOG [IPR00S269] - C_unshiu 01003 mRNA_11.1

phosphoribohydrolase (1)

(1): LOG family [IPRO31100] (1)
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i on binding [GO0008270
. R moleculr_fincion] (1) clecacid L . i 0100 i
0039689 0 ! 0 Hypotheticalprotein (1) e Zine finger, CCHC-type (IPRODISTS] (1) C_unshia_01003_mRNA_L1
molcula function] (1)
Domain ofunknown functon DUF4219 .
003968 o ! 0 Hypothetical proein (1) e C_unshiu_01002_mRNA_6.1
aronsses 0 : o Gokinnctosts 5 moophosii . i 0102 o 31
ddaton- process [GO:00551
biologial_process] (1; pentose- teminal (IPRO0G114] (1): -
) phosphate shun [GO-0006095 phosphogluconate dehydrogenase, domain
GFO039686 0 ! © Hypothetical proein (1) biologial proces](1): phosphogluconate 3 [IPRO12284] (1): -phosphogluconate ~ C_unshio_01001_mRNA.S:t
1
[GO:0004616 molecular_function] (1) [IPROUS927) (1)
ignal transduction [GO:0007165 )
GRO039685 0 ! 0 Hypothetialprotein (1) biological_process] (1) protin binding 1< Limereukin | receptor homology C_unshia_01001_mRNA_4.1
1GO:0005315 molecular._function] (1) (110 domain (PROGOIST) (1)
o096 o ! 0 Hypothetical proein (1) /et s 14 [PR02205%] C_unshiu_01001_mRNA_I1.1
AIG1-ype guanin nuclotide-binding
) . GIP binding [GO:0005525 (G) dommsin [IPROOGTO3] (1); P-loop. .
Gro039683 0 ! 0 Protein AIG (1) e e s C_unshia_01001_mRNA_L1
rolase IPRO27417) (1)
Grooes2 0 ! 0 Hypotheticalprtein (1) - C_unshiu_01000_mRNA_9.1
Groos6s1 o ! 0 Hypothetical proein (1) - C_unshiu_01000_mRNA 8.1
GRO039680 0 i 0 Hypothetialprotein (1) . C_unshiu_01000_mRNA_7.1
0039679 o ! 0 Hypothetical proein (1) - C_unshiu_01000_mRNA_6.1
GrooeTs o ! 0 Hypotheticalprtein (1) - C_unshia_01000_mRNA_S.1
0039677 o ! 0 Hypothetical proein (1) - C_unshiu_01000_mRNA_2.1
o097 o ! 0 Hypothetical proein (1) [ Zine finger, BED-ype [IPRO036S6] (1) - C_unshiu_01000_mRNA_I7.1
Gro0e7s o ! 0 Hypotheticalprtein (1) - C_unshiu_01000_mRNA_IS.1
00964 o ! 0 Hypothetical proein (1) - C_unshiu_01000_mRNA_13.1
GO039673 0 i 0 Hypothetialprotein (1) . C_unshiu_01000_mRNA_11.1
Gro0962 o ! 0 Hypothetical proein (1) - C_unshiu_01000_mRNA_10.1
weaose biosybetc process
; Lprocess] (1) .
GrooeT! 0 ! 0 Trehalose-phosphatase (1) s e C_unshiu_01000_mRNA_LI
molcular_ function] (1)
{ranslaton release fictoraciviy, odon ) .
e R domin 2 IPROSI1) 1) Pt
— ) : ks e s o i) o s er RELORE i oo i 1
subunit 13 1) GO:0005737 cellur. SR domain unshia
ransiatonal termintion (GO0006415 | 2o
Late-like IPR029064] (1
biologcal process] (1) L 10
0039669 o ! 0 Hypothetialprotein (1) . C_unshiu_00999_mRNA_12.1
Gro039668 0 ! 0 Hypothetical proein (1) Prolminelike domin [IPRO0SSO2] (1) - C_unshiu_00999_mRNA 1.1
Gro09667 0 ! 0 Hypotheticalprtein (1) - C_unshiu_0099%_mRNA_12.1
0039666 o ! 0 Monosacharde transport protein (1) - C_unshiu_ 00998 mRNA_10.1
beta-fructofuranosidase activity
GF0039665 0 | 0 n (600004564 molecular_function] (1): gy, g ctofuranosidase [IPRO21792] (1) - C_unshiu_00997_mRNA .1
[GO-0004575 molecular.function] (1)
s 32, Crtemminal
h“:‘d:;:‘:u’ rocen (1 L0003 1 1PRO13189] (1); Glycosyl hycrolase
e Ky 5 i RS9
moleculr function] (1) copperion 0250 Bdolse v bl
bining (GO0005507 Comealn &k e
o066t o ! 0 Hypothetical proein (1) molecula functon] (1); ydrolse ik C_unshiu 00997_mRNA_7.1
e ) e domsin IPROI3320] (1): Mulicopper
- hdrolzing oxidase, type | [IPRO0I117] (1)
‘molecular_function] (1;carbohydrate " sc. ype 2 [IPROI1706]
(1: Cupredoxin (IPRO08972] (1):
metabolic process [GO-0005975
bl o 100 Giycoside ydrolase,fumily 32
1PRO0I362] (1)
DNA binding [GO:0003677
molecular_function] (1) reguationof . .
0039663 o ! 0 Hypothetical proein (1) e o) 1 NAC domsin (IPRO03441] (1) . C_unshiu_ 00997_mRNA 3.1
[GO:0006335 bilogical_process] (1)
) Reverse transcipase, RNA-dependent
GRO039662 0 i 0 Hypothetialprotein (1) ottt C_unshiu_00996_mRNA_12.1
Gro03961 o ! 0 Hypothetical proein (1) - C_unshiu_00996_mRNA_11.1
protein deubiquiinstion [GO:0016579  Peptidase C19, ubiqutin carbory-
Groneeo R , o it it caotcmi Bl yroces] ok i (FR002%1 0 © st 00996 mRNA 11
[GO:0036459 molecular._funcion] (1) [IPRO28885] (1)
i ci binding [ Ribonuelease H-ike domsn [IPROI2337]
arouses 0 : S iy e, e () PR U Q0SS (R AR o 0585 A 92
& polymerase 11 IPROI3S20] (1)
" Domain ofunknown functon DUF4283
Gro039638 0 i 0 Hypothetialprotein (1) e C_unshiu_00995_mRNA 8.1
0039657 0 ! 0 Hypothetical proein (1) - C_unshiu 00995 _mRNA_7.1
arosess ) . P A 00w o o, e RS 1) - i g5 1
0039635 o ! 0 Hypothetialprtein (1) . C_unshiu_00995_mRNA_12.1
Gro0396s4 0 ! 0 Hypothetical proein (1) - C_unshiu_00994_mRNA_6.1
WRNA slicing, v splccosome
; [GO:0000398 bilogical_process] (1);  PRP1 spling fctor, Neerminal .
Gro096s3 0 ! 0 Hypotheticalprtein (1) [ b - C_unshiu_00994_mRNA_3.1
cellar_componen] (1)
Grooes2 0 ! 0 Hypotheticalprtein (1) - C_unshiu_00994_mRNA_2.1
o031 o ! 0 Hypothetical proein (1) - C_unshiu_ 00994 mRNA_14.1
GFO039650 0 i 0 Hypothetialprotein (1) . C_unshiu_00994_mRNA_13.1
o096 o ! 0 Hypothetical proein (1) - C_unshiu_00994_mRNA_12.1
Grooess o ! 0 Hypotheticalprtein (1) - unshio_00994_mRNA_11.1
ativ non- \
- } . e Tk e i s T
rascrptase molecular.fnetion B e
GRO039646 0 i 0 Hypothetialprotein (1) . C_unshiu_00992_mRNA_14.1
; el roren Retrotransposon gag dormsin . i 00991 i
o094 0 ! 0 Hypotheticalprtein (1) e CLunshia_00991_mRNA6.1
00964 o ! 0 Hypothetical proein (1) - C_unshiu_ 00991 _mRNA_4.1
NI-ARC [IPROO2152] (1); Arabidopsis
) ADP binding (GO:0043531 retrotransposon Orfl IPRO04312] (1): -
GF0039643 0 ! © Hypothetical proein (1) molecular.funetion] (1) loop contaiing nucleosde triphosphate C_unshio 00591 _mRNA_0.1
hydrolase [PRO27417] (1)
iguitindependent protcincsgbolc L
265 s o TP sy PSS 1G0T il poces] LSS
aronssez o ! e 0y prcmone sy s b (o U Coami 099 mRNA 4.1
s G0 incracing motirIPRO03903] (1)
aroo961 o ! 0 Hypothetical proein (1) - C_unshiu_ 00990_mRNA 3.1
GRO039640 0 i 0 Hypothetialprotein (1) . C_unshiu_00990_mRNA_11.1
Gro039639 0 ! 0 Hypothetical proein (1) - C_unshiu_00989_mRNA_IT.1
Grooess 0 ! 0 Hypotheticalprtein (1) - C_unshiu_00989_mRNA_12.1
009637 o ! 0 Hypothetical proein (1) - C_unshiu_ 0098 _mRNA 9.1
GRO039636 0 i 0 Hypothetialprotein (1) . C_unshiu_00988_mRNA_4.1
Gro0963s 0 ! 0 Hypothetical proein (1) - C_unshiu 00988 _mRNA 3.1
Leucine-rich repeat domain, L domain-
lke [IPRO32675] (1);P-loop containing
Putative discas esistance gene NBS- ADP binding [GO:0043531 nucleoside trphosphat hydrobse
GFO039634 0 ! © LRR fumil protein (1) molecular. funetion] (1) [IPRO27417] (1); AAA* ATPase domain C_unshis_00988_mRNA_17.1
IPRO03S93] (1); NB-ARC [IPRO02152]
Leucine.sch repest domain, L doman
Gro039633 o 1 0 Phosphoprotcin phosphatase (1) N C_unshiu_00988_mRNA_16.1
aro062 o ! 0 Hypothetical proein (1) - C_unshiu_00985_mRNA_14.1
o961 o ! 0 Hypothetical proein (1) . C_unshiu_ 00988 _mRNA_12.1
GRO039630 0 i 0 Hypothetialprotein (1) . C_unshiu_00988_mRNA_10.1
0039620 0 ! 0 Hypothetical proein (1) - C_unshiu_00986_mRNA_7.1
Gro0s62s 0 ! 0 Hypotheticalprtein (1) - unshia_00986_mRNA 6.1
START-like domain (IPRO23393] (1);
START domain [IPRO02913] (1):
003962 s - contining protein [IPROOIS49] C_unhin_00986_i
aro0627 0 ! 0 START domain-comaning protein 1) 17 " (001 e oo o ! C_unshiu_00986_mRNA_10.1
DUFI336 [IPRO0969] (1); PH domain-
ke IPROI1993] (1)
009626 o ! 0 Hypothetical proein (1) - C_unshia 00986 _mRNA_LLL
nsferingacyl G
aro0s2s o ! 0 Transerase familyproein (1) woups s domain (PRO23213] (1); Transtermse - C_unshiu_00983_mRNA 9.1
[GO:0016747 moleculr._function] (1) [IPROG3450] (1)
; forng syl
009624 o ! 0 Acybsugar acyhransirase 3 (1) groups other than aming-acyl goups domuin (IPRO23213) (1) Transorase. - C_unshiu_ 00983 _mRNA_8.1
[GO:0016747 moleculr_function] (1)~ [IPRO03450] (1)
0039623 o ! 0 Hypothetialprotein (1) E C_unshiu_00985_mRNA 6.1
Gro09622 0 ! 0 Hypothetical proein (1) - C_unshiu_00983_mRNA 5.1
o ) . bt o) kg GOUISTS Kk o (POZST) i g0y s 21
GRO039620 0 i 0 Hypothetialprotein (1) . C_unshiu_00983_mRNA_L1
0039619 0 ! 0 Hypothetical proein (1) - C_unshiu_00982_mRNA_9.1
Gro0s9s1s 0 ! 0 Hypotheical proein (1) - C_unshiu_00982_mRNA_4.1
aro03617 o ! 0 Hypothetical proein (1) . C_unshiu_ 00982 mRNA_12.1
GRO039616 0 i 0 Hypothetialprotein (1) . C_unshiu_00982_mRNA_11.1
Leucine-rich repeat domain, L domain-
like [IPRO32675) (1) Leucine rih repest
Gro0s9ts o 1 0 (R resplolk Knasefaiy proten provin b (0010005513 IPROOIG 1] (1); Leucinerichrepest- - C_unshiu_ 00982 mRNA_10.1
moleclar_fnetion contaning N-terminal, plat-type
[PROI3210] (1)
ks sgcoomgze Nk o
molecula uncton] (1) muckeoride 90 (PROI26771 (1)
003614 o ! 0 Hypothetical proein (1) S : recogniton motif2 (IPROOT201) (1; - C_unshiu_ 00981 _mRNA_8.1

binding [GO:0000166
‘molecular_function] (1)

RNA recognition moif domain
[IPRO00S04] (1)
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o061 o \ 0 Hypothetical proein (1) MULE transposase domain [IPROTS289) _ C_unshiu_ 00981 _mRNA_S.1
zic ion binding [GO-0008270 Zine fnger, PMZ-ype [IPRO0GS64] (1;
Groos12 o ! 0 Hypothetical proein (1) R T e e C_unshiu 00981 _mRNA_4.1
7in on binding [GO:0008270
e L T A p———
Gro039611 o ! o " ey ey (DS FHYSARI fmiy [IPRO310521 (1) - C_unshiu_00981_mRNA_10.1
nuclic acid binding [GO:0003676. 2 et CCHC-ype [IPRODISTS] (1)
molcula function] (1)
Gro039610 o ! 0 Hypothetialprtein (1) Reverse anscrpase domain - C_unshiu_00980_mRNA 8.1
potheticlprotein 1PROVOS77 (1) AT 07RO mRNA
GrO09609 0 ! 0 Hypotheticalprtein (1) - C_unshiu_00980_mRNA_7.1
0039608 o ! 0 Hypothetical proein (1) - C_unshiu_00980_mRNA_4.1
GRO039607 0 ! 0 Hypothetialprotein (1) . C_unshiu_00978_mRNA_13.1
Pype ATPase, phosphorylation sie
IPROIE303] (1);Ptype ATPase
[IPROOITS7] (1) P-ype ATPase,
metal o binding [GO-0046872 ransmermbrane domain (IPRO23298] (1);
molcula_functon](1;ntegral Cation-tansportng P-ype ATPase, C-
) Calciumtransporting ATPse 4, componentof membrane [GO:0016021  terminal IPRO0GOGS] (1): P-type
0039606 0 ! © cadoplasnic retilum-type (1) cellar component] (1) nuckeotide.  ATPase,cytoplasic domsin N : C_unshio 00978 mRNA.1.1
binding [GO:0000166 [1PRO23299] (1); Ptype ATPase, A
molcula function] (1) domsin IPRO0S250] (1) Caton-
ransporting P-type ATPase, Noterminal
[IPROO4O13] (1); HAD- ke dorsin
[PRO23214] (1)
GFO039605 0 i 0 Hypothetialprtein (1) . C_unshiu_00977_mRNA_8.1
Gro039604 o ! 0 Hypothetical proein (1) - C_unshiu_00977_mRNA_S.1
Gro0960s o ! 0 Hypotheticalprtein (1) - unshiu_00977_mRNA_3.1
0039602 o ! 0 Hypothetical proein (1) - C_unshiu_00977_mRNA_2.1
Donainof unknown fuction DUF4219
Gro039601 o ! 0 Hypothetical proein (1) s C_unshiu_00977_mRNA_15.1
Gro09600 o ! 0 Hypotheticalprtein (1) - C_unshiu_00977_mRNA_14.1
0039599 o ! 0 Hypothetical proein (1) - C_unshiu_00977_mRNA_LL
Nucleophil aminohydrolase, N-termial
. [IPRO29035) (1); Gutamine
GFO039598 0 i 0 Hypothetialprotein (1) e i . CLunshiu_00976_mRNA 9.1
1PROIT9321 (1)
Peptidase 8, subtlsi elated
Gro039s97 o ! 0 Hypothetialprotein (1) e - C_unshiu_00976_mRNA 7.1
Pepidase 8, subtlsi elated .
0039396 o ! 0 Hypothetical proein (1) e - C_unshiu_00976_mRNA_6.1
GFO039595 0 i 0 Hypothetialprotein (1) . CLunshiu_00976_mRNA_2.1
Leacine-rich repeat-containing N-
terminal,planttype [IPRO13210] (1)
) LRR receptorlke kinse family protein  proteinbiding [GO-0005515 Leucine rich epeat (IPROOIGH 1) (1)
(F0039594 o ! ) ‘molecular_function] (1) domain, L domain C_unshiu_00976_mRNA_I.1
ke [IPRO32675] (1): Leucinerich rpeat,
pical subtype (IPROO3591] (1)
arousss o . [T—— il batg (COMATS  Rbrcte ke o [ERULZST) [epr—
Gro039s92 o ! 0 Hypothetical proein (1) - C_unshiu 00974 mRNA 9.1
e p Y g o 008731
Gro0ws91 0 ! 0 Lysosomat Pro-Xan cboryppitase (1 {006 melcl Ay 0 (P05 - C_unshia_00974_mRNA_S.1
Siologcal process] (1)
proteolysis[GO:0006508
. biological proces] (1) serinc-iype Alpha/Beta hydrolas fold [IPRO290SS] i 0097 MRNA 2
009590 o ! 0 Lysosomal peptdase aciviy [GO:000823 (1) Peptdase 528 [IPROOSTS8) (1) - unshia_ 00574_mRNA 2.1
molcula_ functon] (1)
Leacine-rich repea, typicalsubiype
{IPRO03S91] (1) Leucinerih repest
LRR receptor-ike kinse fumily protein proten binding [GO:0003515 doman, L domainlke IPRO3267] (1)
GFO039589 0 ! ) molecular. funetion] (1) Leacinc-richrepeat [IPROO161 1] (1 C_unshiv_00574_mRNA_I1.1
Leucine-rich epeat-conaining N-
erminal, plant ype (IPROL3210] (1)
Probable transposas, Pta En/Spim, plant _
Gro039s3s o ! 0 Hypothetical proein (1) e C_unshiu 00974_mRNA_LL
Gro0s9ss7 o ! 0 Hypothetical proein (1) - C_unshia_00973_mRNA_12.1
003986 o ! 0 Hypothetical proein (1) - C_unshiu_00972_mRNA 9.1
Retrtransposon gag domain .
Gro039sss o ! 0 Hypothetical proein (1) o C_unshiu 00972 mRNA_8.1
Gog-polypepide of LTR copi-type .
aro0s9sy o ! 0 Hypothetical proein (1) s C_unshiu_ 00972_mRNA_6.1
regulation of ransription, DNA-
GrO039583 0 i 0 Hypothetialprotein (1) templated [GO:0006355 FHYSFARI famiy [IPRO31052] (1) - CLunshiu_00972_mRNA_5.1
bilogical process] (1)
Groos9ss2 o ! 0 Hypothetical proein (1) - C_unshia 00972 mRNA 2.1
Groos9ss1 o ! 0 Hypothetical proein (1) - C_unshia_00972_mRNA_I1.1
0039380 o ! 0 Hypothetical proein (1) - C_unshiu_00972_mRNA_10.1
GFO039579 0 ! 0 Hypothetialprotein (1) . C_unshiu_00971_mRNA_18.1
Gro039s78 0 ! 0 Hypothetical proein (1) - C_unshiu_00971_mRNA_16.1
GroowsT o ! 0 Hypotheticalprtein (1) - ~unshiu_00971_mRNA_15.1
0039576 o ! 0 Hypothetical proein (1) - C_unshiu_00970_mRNA_8.1
GRO039575 0 ! 0 Hypothetialprotein (1) . C_unshiu_00970_mRNA_7.1
Gro039s74 0 ! 0 Hypothetical proein (1) - C_unshiu_00970_mRNA 5.1
003973 0 ! 0 Hypotheticalprtein (1) - unshia_00970_mRNA 4.1
GF0039572 0 1 0 Hypothetical protein (1) (']’;"i‘mm"' En/Spm-lke (IPR004242) C_unshiu_00970_mRNA 3.1
GRO0395T1 0 1 0 Hypothetialprotein (1) - C_unshiu_00970_mRNA_I5.1
Gro0s9s70 0 ! 0 Hypothetical proein (1) - C_unshiu_00970_mRNA_17.1
0039369 0 ! 0 Hypothetical proein (1) - C_unshiu_ 00970_mRNA_1S.1
GRO039568 0 ! 0 Hypothetialprotein (1) . C_unshiu_00970_mRNA_14.1
003967 o ! 0 Hypothetical proein (1) - C_unshiu_00970_mRNA_12.1
Gro039s66 0 ! 0 Hypotheticalprtein (1) - ~unshiu_00970_mRNA_10.1
aro0396s o ! 0 Hypothetical proein (1) - C_unshiu_00970_mRNA_LL
GRO039564 0 ! 0 Hypothetialprotein (1) . C_unshiu_00969_mRNA 4.1
Gro03963 o ! 0 Hypothetical proein (1) - C_unshiu_00969_mRNA_3.1
Groos9se2 0 ! 0 Hypotheticalprtein (1) - unshia_00969_mRNA_L1
pu— o : R — il batg (COMNTS  Rboche ke o [EROZST) PSp——
: - Cullnrepeatlike-conaiing domain .
GRS 0 ! 0 Hypotheticalprotein (1) e C_unshiu_00968_mRNA_4.1
ATPase iy AAA domai-containing
0039559 o ! 0 Hypothetical proein (1) protein 3, doman of unksown function. - C_unshiu_ 00968_mRNA_I1.1
DUF3S23 [IPRO21911] (1)
Gro039s38 o ! 0 Hypothetical proein (1) L s domain (PROE26] C_unshiu_00965_mRNA_10.1
cysteinc-ype peptidase acivy
; el ororein 1GO-0008234 molecular.function] (1;  Ulpl protesse fuiy, C-terminal cataltic_ i 00965 i
Gro0s9ss7 0 ! 0 Hypothetical proein (1) [ e 1 C_unshiu_00968_mRNA_L1
Siologcal.process] (1)
Gro0s9ss6 0 ! 0 Hypothetical proein (1) - C_unshiu_00967_mRNA_L1
003933 o ! 0 Hypothetical proein (1) - C_unshiu_00966_mRNA_9.1
Cyokininrboside S-monophosphate .
Gro039ss4 0 1 AN LOG family [IPRO31100] (1) C_unshiu 00964_mRNA_9.1
Gro0s9ssy 0 ! 0 Hypotheical proein (1) - C_unshiu_00964_mRNA_3.1
aro0s9ss2 o ! 0 Hypothetical proein (1) - C_unshiu_00964_mRNA 2.1
Regultor of nonsense-mediated decay,
nuckeotide inding [GO:0000166 UPF3 (IPRO0SI120] (1); Nuckotide-
Gro039ss1 0 1 0 MADS-bos protin MADSS (1) e s 0 1 e E C_unshiu_ 00964_mRNA_IL1
1PRO12677] (1)
AIG1-ype guarine nucleoide-binding
) TP inding (GO:0005525 (G) domain (IPROVG703] (1; Ploop
0039550 o ! O Protein AIGL () molecular.funetion] (1) contaning nuckcosidetrphosphate~ C_unshio 00964 mRNA_0.1
hydrolase [PRO27417 (1)
UviD-ike Helicas, ATP-binding dorain
) PR and anky At (IPRO14016] (1); -oop contaiing
0039349 0 ! © protein1 (1) molecular._funetion] (1) nuclcoside trphosphat hydrobse C_unshio_00963_mRNA.4.1
[1PRO27417] (1)
Gro039sa8 o ! 0 Hypothetialprotein (1) . C_unshiu_00963_mRNA_3.1
inoscolcataboll process [GO-0019310
bilogicalrocess] (1) iron fon binding
1GO-0005506 molecusr.funtion] (1):
) inositol oxygenase activity [GO:0050113 - i 00965
GroowseT 0 ! 0 Hypotheticalprtein (1) e e (OO0 sl oygenuse (PROVTZ8] (1) - C_unshiu_00963_mRNA_14.1
[GO:000S737 cehlar_component] (1):
oxidaton-reducton process [GO:0055 114
bilogical process] (1)
Gro039s46 o ! 0 Hypothetialprotein (1) . C_unshiu_00963_mRNA_13.1
Gro039sas 0 ! 0 Hypothetical proein (1) - C_unshiu_00963_mRNA_I1.1
Gro0s9sa4 0 ! 0 Hypothetical proein (1) - C_unshiu_00963_mRNA_L1
) Maletin-ike crbobydiate binding
GrO039543 0 i 0 Hypothetialprotein (1) i o . C_unshiu_00962_mRNA 4.1
Alpha crystallnHsp20 domain
Gro09s2 o ! 0 Hypothetical proein (1) [IPROO20GS] (1);HSP20-lke chapcrone - C_unshiu_00962_mRNA_14.1
IPROGSO7S) (1)
Groows1 0 ! 0 Hypotheticalprtein (1) - C_unshiu 00962_mRNA_13.1
J— o : 083 domnconaning 21 P GOOSS15 SIS dormi PR01452] (1) : sp——
Gro09s39 o ! 0 Hypothetical proein (1) - C_unshiu 00961 mRNA_3.1
Protin kinase domain IPRO00719] (1)
ot i (6005515 ot e doma (720100
mlculruncton] (); TP biding — (: eV s et dom
LRR recepor-ike kinae fnily protein (000005524 melecuar_function] (1), ¢ caravatin Acike ecinglocanase
aro0s9s3s 0 ! 0 proten kinase actviy [GO:0004672 C_unshiu_00960_mRNAS.1
) domain IPROI3320] (1) Tytosine-
molcula_funcion] (1);protein inase,active st [IPRO0S266]
pimonbntCoM0Ss 1 L
jologial_process] ( IPROI7441] (1) Leucine-ich repeat
1PROvI6I] (1)
009537 o ! 0 Monosacharde tranport protein (1) - C_unshiu_00959_mRNA_7.1
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Transposase, MuDR, plant [IPR004332]
Gronsis 0 ' [T—— Q) Loucine-rihrpen doman, L - umbiv 00959 mRNA 41
domsinke (PRO52675) (1
Grasss 0 I [ E—p—" . C i 0959 mRNA 101
Grsssa 0 ! [ T——— . i 9S8 mRNA 5.1
GRS 0 ! 0 ypothetat prrcin (1) - C s 095K mRNA 3.1
GhcerehydeErvos phosphe
deydogense iy (PRO20V1] (1)
oxdoreductase civky scing onthe_ Gheeradehyde 3ot
aldehyde or oxo group of donors, NAD or dehydrogenase, active site [IPR020830]
il il NAI plor [ : NAD(P)
0039332 0 ! © gehydrogenase 3, eytosolic (1) molecular_function] (1); oxidation- [IPRO16040] (1); Glyceraldehyde 3- unshiu_00957_mRNA_9.1
T6000ss114 o
‘biological_process] (1) domain [IPRO20829] (1); Glyceraldehyde
3-phosphate dehydrogenase, NAD(P)
biding doni IPRUZOR28) (1)
Grasss1 0 I [ e—p—" . C i 0957 RNA 4.1
Grssso 0 ! [ T——— . i 0957 mRNA_13.1
. Endonucesccxonuclscposphtase
‘GF0039529 0 1 0 Non-LTR reverse transcriptase (1) [IPRO0S135] (1); ke - C_unshiu_00957_mRNA_12.1
molecular_function] (1) domain [IPRO12337] (1)
\ Proci of unkown unton DUF247, .
Grasas 0 I 0 UPFO1 procin (1) e ko C i 0956 mRNA 131
Grasos2? 0 I [ m—p—" . € i 0936, mRNA 121
Graasosas 0 ! 0 Hspotetat procin (1) - C s 0936 mRNA LT
oS, Nl sbdonsin
[IPRO03338] (1); Aspartate
decarboxylase-like domain [IPR009010]
- 0 Ploop containing mceoside
Grasas 0 I 0 Calldvision cyle poven s ) ATP bndng (600005524 irposphte hydroe (IPRO27417] (1) - i 0955 RNA 5.1
molecular_function] (1) (CDC48 domain 2-like [IPRO29067] (1):
(CDC48, domain 2 [IPRO04201] (1):
ATPae, AAA-tpe, cor (IPROD39S9]
o
iransmenbran 110t [GO 0038085 ciaon spetail 1PRO1I701]
GF0039524. 0 1 0 Hypothetical protein (1) ological_process] (1); integral (1): Major facilitator superfamily domain - C_unshiu_00955_mRNA 6.1
component of emivane (GO 1021 (Mt Bl
cellular_component] (1)
transmenbran 110t [GO00SS08S i ciaon spetnil 1PRO1I701]
GF0039523 0 1 0 High-affinity nitrate transporter (1) ological_process] (1); integral (1): Major facilitator superfamily domain - C_unshiu_00955_mRNA 5.1
component of emivane (GO 1021 (Mt
cellular_component] (1)
. Mo fciator speamily domain
GF0039522 0 1 0 High-affinity nitrate transporter (1) [IPRO20846] (1) C_unshiu_00955_mRNA_3.1
Groowsz1 0 I [ —p—" E s 0955 mRNA 2.1
Grass 0 I [ m—p—" Polprenl kinse iy (IPRO32974] 1) - € i 0955 mRNA 121
Graasosio 0 I 0 Hspotetat e (1) E € s 0955 mRNA111
Groosis 0 ' [ e———" E s 00955 mRNA_10.1
Grassi7 0 I [ s—e—" . i 0954 RNA 9.1
Grssio 0 ! [ T——— . i 0954 mRNA 5.1
Graososis 0 ! 0/DAG procin,chorplasc (1) - C s 0954 mRNA 21
‘proteolysis [GO:0006508
. el protein biological_process] (1); cysteine-type  Ulpl protease family, C-terminal catalytic _ anshia o
GF0039514 0 1 0 Hypothetical protein (1) peptidase activity [GO:0008234 domain [IPRO03653] (1) umshio 00954 mRNA_LL
ol fucton] (1
Gronsia 0 I [ —p—" E s 0953 mRNA .1
Grassia 0 I [ s—e—" . i 0953 RNA 6.1
Gt 0 ! [ T——— . i 0953 mRNA 21
Grasosio 0 I 0 Hspotetat protcin (1) - C s 0953 mRNA 111
Groowsio 0 ' [ e———" E s 0953 mRNA_10.1
Grassis 0 I [ s—e—" . i 0953 RNA 11
Grasosen 0 ! [ T——— . i 0952 mRNA .1
Graasosos 0 I 0 Hspotetat prtcin (1) - C s 0952 mRNA 5.1
Gronsis 0 ' [ e———" E s 00952 mRNA 7.1
GRS 0 I [ Ts—e—" . i 0952 RNA 6.1
Proci of unknown uncton DUFS223
Graasosos 0 I 0 Hspotetat prorcin (1) [ € i 0952 mRNA 21
Grasin 0 ! o TS Wollma il s RNA Lipin Nt (PROVGST) (1) - C i 0951 RNA 71
Grasson 0 I [I—p— . € s 0981 mRNA 171
Graasosio 0 I 0 Hypotetat procin (1) E C ansi 09S1_nRNA_13.1
G 0 ! ol meniane inport e T2 T2k (IPROVI78) (1) . C i 0951 RNA 11
Lecine-ichepet domin, L dorin-
P binding like [IPR032675) (1); P-loop containing
Groosss . ! JT—— APt [GOOS3! ko o o - i 00950 mNA 7.1
meleear_funeton] [IPRO27417] (1): NB-ARC [IPR0O02182]
G 0 I [ —p—" . C i 0950 mRNA 6.1
Conbue resianceprotein,puatine Lecinesichepetdomin, L dorin-
Groos9io ! o Cepbue L ettt € s 0930 mRNA .1
. Lencin-ich epetdomin, L donin- .
Grassios 0 I [ E—p—" Lokt e C i 0950 mRNA 4.1
Grsion 0 I [ m—p—" . € i 0950 mRNA 21
Gronssio 0 I [ —— E o 0930 nRNA_10.1
Grunsion 0 ! [ e———" E i 00950 nRNA L
G0 0 I [ s——" . i 00949 RNA 6.1
G 0 ! [ T——— . i 0949 mRNA 21
, oot il raspon [GO0015743 T — i 0095
G 0 I [ —p— e rpor 1609 et s 00949_nRNA 111
Grasoiss 0 I o NS LRIR e dicas rstncs procn . C s 0948 mRNA 6.1
GroossaT 0 I 0 Hypotetat procin (1) E C s 0948 mRNA .1
Gronssss 0 ! [ e———" - s 00948 RNA .1
Grasoass 0 I [ s—e—" . i 0948 RNA_L1
Grsiss 0 ! [ T—— . i 0947 mRNA 0.1
Grosgis 0 I 0 ypotetat prorcin (1) E s 0946 mRNA 4.1
) odhtiat o irasmenbeane rspor [GO00S5085  Olgopeptide aspore, OPT ) i 00946
GFO039482 0 ! O Hypothetical protein (1) biological_process] (1) superfamily [IPROO4813] (1) C_unshia_00946_mRNA_I.1
proten st [GO01S031 SecYISECG-spa iy [PR00220)
Grasisi 0 I Pt asport rtsn SCcOl SNl prce 1 membrane (1):Sec st doman [PRO23201] - C i 0945 mRNA 4.1
o [G0:0016020 celular_component] (1) (1)
‘GF0039480 0 1 0 Putative DUF641 family protein-like (1) - C_unshiu_00945_mRNA_2.1
GFO039479 0 1 0 Hypothetical protein (1) - C_unshiu_00945_mRNA_13.1
’ Kunit iior ST1-ike (7R011065
Graars 0 ! 0 Kt typsin i (1) e ey iy (1):Polise nbitor 5, K kg - C s 0945 mRNA 121
rolecalar_function] [IPRO02160] (1)
Domain funknown finction DUF6H1
GroossaTT 0 I [ee———" o, C s 0945 mRNA L1
Gronars 0 ' [ —p—" - € s 00944 mRNA .1
Grasoirs 0 I [ s——" . i 0944 mRNA 211
Grsirs 0 ! [ T—— . s 0944 mRNA_19.1
GroossaTs 0 I 0 Hypotetat prorcin (1) E C ansi 0944nRNA_14.1
Gronara 0 I [ e———" E umhi 00944 mRNA_12.1
§ Do of ko icion DUFE253
Gt 0 I [ m—p—" Do of C s 0943 mRNA 4.1
Groan 0 I 0 spotetat prorcin (1) E € s 0942 nRNA_L1
G 0 I [ e———" E s 00941 nRNA .1
Grassiss 0 I [ Ts—e—" . i 0941 RNA 51
Grusois? 0 ! [ T——— . s 0941 mRNA 6.1
Groswics 0 I 0 ypotetat prrcin (1) - C anshi 0941_nRNA 5.1
Gronsass 0 I [ e———" E s 00941 mRNA .1
Grasist 0 I [ s—e—" . i 0941 nRNA_1S.1
Grasoiss 0 ! [ T——— . o 0941 mRNA 121
Groswic2 0 I 0 Hypothetat prrcin (1) - o 0941_nRNA_10.1
Grooisi 0 I [ e———" E umhi 00941 mRNA 11
5 5 Armadillo-like helical [IPRO11989] (1);
protcin bining [GO0005515
ARM.repes Tetriopepide et errcopetide ke sl donain .
R ’ ! O (EPRy ik protin soform 2 (1) e e 1y IPROIY0] (1 Armadilo-typerld Cunshin_00940_RNA.91
rolecalar_function] (IPRO16024] (1)
Grasoiso 0 I [ m—p—" MULE o domsin [PROS2I) C i 0939 mRNA 4.1
Gronswis 0 I 0ottt pocn 1) - € s 0939 nRNA 3.1
Gronsois? 0 I [ e———" E s 00938 mRNA 7.1
Grasiss 0 I [ s—e—" . i 0938 RNA 6.1
Grasoiss 0 I 0 Moosacaride rnsport prvcn (1 . i 0938 mRNA 3.1
Groosgis 0 I 0 Hypotetat prorcin (1) - s 0938 nRNA 21
Gronsiss 0 ! Je———" Riodinese e donsin (IFRODIT63] 1) - s 00937 mRNA .1
Grassisa 0 I [ s—e—" . i 0937 RNA 21
Lecineich epet domin, L dorin-
protcin binding [GO:0005515 like [IPR032675] (1); Protein kinase-like
domain IPROLI009] (1) Protin ks
ol fincton] (1 ATP binding 4074 1P
o IPROVO7IS) (1) Lecin-rch
LRR receptor-like kinase family protein 000003324 molecular_function] (1): L. ipRog1a11] (1); Serine-
GF0039451 0 1 %0 protein phosphorylation [GO:0006468 LR 0 RE e ™ C_unshiu_00936_mRNA_6.1
‘biological_process] (1; protein kinase main [1PR i Kinas
Sl o e IR0 ), P,
indig e (PROI741) 1
ol fuction] (1
Tyrosie prten ks, st s
[TPRO0S266] (1)
Conanmaln Ak ctighcanse
domain [IPRO13320] (1); Leucine-rich
ATP binding (GO0008524 atdonuin, L donin
‘molecular_function] (1; protein [IPRO32675] (1); Protein kinase-like
GFO039450 0 i 0 ‘L‘l:R receptor-like kinase family protein  phosphorylation [GO:0006468 domain [IPRO11009] (1); Protein kinasc C_unshiu_00936_mRNA 3.1

biologieal_process] (1):; proten kinase:
activity [GO:0004672
‘molecular_function] (1)

domain [IPRO0DTIO)] (1);
Pentatricopeptide repeat (IPR028SS] (1):
Tyrosine-protein kinase, acive site
[IPRO0S266] (1); Protein kinase, ATP
binding site [IPROI7441] (1)
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GR009449 0 0 Hypotheticalproten (1) B C_unshiu_00936_mRNA_20.1
GRO039448 0 0 Hypothetcalprotin (1) - C_unshiu_00936_mRNA_1L1
Dominof unknown function DUF4283
GRO039447 0 0 Hypothetcalprotin (1) sy C_unshiu_00936_mRNA_10.1
FERM/acyl-CoA-binding protein,
y fity-acyl elcal Ay i 00955
GR0039446 ° © Hypothetcalproten (1) nolecular_functon] (1) CoA-binding protein, ACBP (IPRO00SS2] ~ Cunshiu 00935 mRNAS.1
I
EF-hand domain (IPRO02048] (1)
Ankyrin repeat-contaning dorain
calcum fon binding [GO:0005509 [IPRO206S3] (1); EF-Hand I, calcum-
e biding B hand family rorein don] (1) ftty-acykCoA.binding site [PROIS247] (1) EF-hand
GFO039445 0 0 G onng B and ity procin L Goro0moe domain pair [IPRO11992] (1); - C_unshiu_00935_mRNA_8.1
molecula_functon] (1); proten binding  FERM/acyl-CoA-binding protin, 3-
[GO:0005515 moleeular_function] (1) helcal bundle [IPRO14352] (1) Acyl-
CoA-binding protein, ACBP [IPRO0OSS2
(1 Ankyrin repeat (IPROO2110] (1)
GRO039444 0 0 Hypotheticalprotin (1) - C_unshiu_00935_mRNA_T.1
FERMjacyl-CoA-binding protein,
ous fity-acyl-CoA binding [GO0000062  hellcalbundle [IPROI4352) (1) Acyl-
GRO039443 0 0 AcyCon biding protsin 2 soform 3 (1) 1 2 Con Pt | g o op Dot C_unshiu_00935_mRNA_10.1
I
Dominof unknown function DUF2431
GRO039442 0 0 Hypothercalprotin (1) sty C_unshiu 00934_mRNA 8.1
GRO039441 0 0 Hypothetcalprotin (1) - C_unshiu_00934_mRNA_T.1
Aspartic pepidase domain [IPRO21109]
GRO039440 0 0 Hypothetcal protin (1) (1) Leucine-rich repeat domain, L~ - C_unshiu_00934_mRNA_4.1
domain-ike [IPRO32675] (1)
GR0039430 0 0 Hypothetcalprotin (1) - C_unshiu_00934_mRNA_I.1
s (IPRO00OS3]
[GO0004013 molecular_function] (1: (1) S-adenosyl-L-homocystine .
GRO039438 0 0 n e C_unshiu 00934 mRNA_16.1
[GO:0006730 biological_process] (1) [IPROISSTS] (1)
GRO039437 0 0 Hypothercalprotin (1) - C_unshiu 00934 mRNA_15.1
Ribonuclease H-like superfarily protein Reverse transriptae 7inc-binding dormain .
GRO039436 0 o ookt - C_unshiu_00934_mRNA_14.1
GRO039435 o 0 Hypothetical protin (1) - C_unshiu_ 00932 mRNA_S.1
Leucinerich repeat domain, L dormain-
like [IPRO3267S] (1); Leucine.rih repes,
e i [ ypicalsubtype [IPROG3S91] (1); Leucine.
[ ich repeat 3 [IPROI1713] (1);
b { g Tollmerieukin-1 receptor homology
GRO039434 0 O TMV resisance protein N (1) ransduction [GO:0007165 N A C_unshiu_00931_mRNA 9.1
biologial_process] (1); ADP binding (1) S0
[GO-0043531 molecular_function] (1)~ 00482) (1 Leucinerieh repest
& [IPRODIG11] (1); P-loop containing
uclcoside triphosphate hydrolase
[IPRO27417] (1)
GR0039433 0 0 Hypothetcalprotin (1) - C_unshiu_00931_mRNA_S.1
GRO039432 0 0 Hypothetcal protin (1) - C_unshiu_ 00931_mRNA_3.1
DOISICOMS e iy, i ot
Groome . [eS——— s proces] () SIS g (PR3 ) T, - Lt 00930 mRNA 71
B ecdi, Ao () EnSpm-like [IPR004242] (1)
GRO039430 0 0 Hypothetcal protin (1) . C_unshiu 00930_mRNA 2.1
GFO039429 o 0 Hypothetialprtein (1) - C_unshiu 00929 mRNA 7.1
GRO09428 0 0 Hypothetcal protin (1) - C_unshiu_00928_mRNA_S.1
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Gronssss . ! Jy——— - CLumbi 00810 mRNA 61
Gronsoss o ! o Hypotetical protein ) - Cambi 00810_mRNA_S.1
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Serine/hreonine dual spcifcy protein
Kinase. ctalytic dommin [IPRO02290]
(1): Proten kinase, ATP binding site
- PROI741] 1 St reain proci
s,
el foon] 1 ks CS L Con )
GO038957 0 1 o LRR receprorfke kinas family protein i funcion] (1: protein Frotein kinsse domain (IPRO00719) (1: C_unshiu_00810_mRNA_3.1
m e ey s Concanavaln A-lik lctin/ghucanase
phorbonfaton COOMGISS e Somai (PROLSZ0 ) Levie
rloial s (15 DOy 7)) Lo i
ta molecular_fntion] (01 cpeer ypicalsubrype [IPRO03SO!] (1):
wcine.rich repeat domain, L domain-
lke [IPRO32675] (1): Protein kinse-lke
domain (IPROI1009] (1)
. Concanavaln A-lik lctn/ghcanase
GRO038956 0 1 0 Hypotheticalproein (1) P C_unshiu_00810_mRNA 2.1
GRO038955 0 1 0 Hypothetialprotein (1) - C_unshiu_00810_mRNA_L.1
moleculr_function] (1):polyamine  spermidinclputescin-binding protcin
ransport [GO:0015846 IPROOI138] (1): Leucine-rich repeat
GRO038954 0 1 0 Hypotheticalproein (1) bilogical process] (1) periplasmic space domain, L domain-fke [IPRO32675] (1; - C_unshiu_00309_mRNA 8.1
[GO:0042597 cellar_component] (1);  Leveineih repst,typical sbtype
polyamine binding [GO:0019808 IPROO3S91] (1) Leucine-ich repeat
molecular_functon] (1) [iPRO0IG1] (1)
. Aspartateghtamaturidylate kinase
GrO033953 0 1 0 Hypotheticalproein (1) it C_unshiu_00309_mRNA 3.1
Leucine-rich repeat domin, L domain-
lke [IPRO32675] (1): Lewcinerich rpeat,
. LRR receptor-ike serineveonine.  proten binding [GO:0005515 typical subtype (IPRO03391] (1; Leucine-
GRO038952 ° ! © proein kinsse GSOI (1) moleculr_functio] (1) richrepeat IPRO01611](1); Leucine-rich Coamshin 00509 mRNA_I1E
at-contining N-terminal. plant-ype
[IPROI3210] (1)
GRO038951 0 ! 0 Hypothetialprotein (1) Myblike domsin [IPROITSTT) (1) - C_unshia_00808_mRNA.6.1
potassium ion transport [GO:0006813
biological_process](1): sodium on
transport [GO:0006814
bilogicalroces] (1) negral CationH(4) exchanger CHX21/CHX23
GFO038950 0 1 0 Hypothetialprtein (1) e e 016021 PRss01 o3 1) C_unshiu_00808_mRNA 3.1
cellar_component] (1); monovaent
cstion:proton ntiporte ac
1GO.000545 metealar facton] (1
GRO038949 0 ! 0 Hypothetialprotein (1) . C_unshia_00808_mRNA 2.1
Cytokinin iboside S-monophosphite .
GRO3894S 0 1 A LOG family [IPRO31100] (1) C_unsiu 00307 mRNA 5.1
GRO038947 0 1 0 Hypotheticalprotein (1) - C_unshiu_00807_mRNA 4.1
metabolic process [GO:0008152
logcal proces (1 FORSUAT L e
transerus acivity, phosphotranseruses o
(GO:0016865 moleculr_funcrion](1; , IPROL0781(1:
N “ oy " Phosphogiycerate isphospholycerate
GRO038946 0 1 [ AN st e [FRIISS ) C_unshia_00807_mRNA_13.1
osphoglycerate matase | (IPRO0S952]
phosmhoghyeerale mutase bty (1: Histidine phosphatase superfmis
GO.004619 ol ucton] (e phosphatas sy
aieolytc proces [GO:0006096 IPRO29033]
biological_process] (1)
GRO038945 o 1 0 Hypotheticalproein (1) Cactin cenral domain [IPROISSI6] (1) - C_unshiu_00306_mRNA 3.1
; el ororein muelcc acid binding [GO0003676 Ribonucease Holke domain [IPRO12337] _ i 00805
GrO038944 0 1 0 Hypotheticalprotein (1) e C_unshiu_00305_mRNA 6.1
GRO038943 0 ! 0 Hypothetialprotein (1) . C_unshia_00805_mRNA_IS.1
GRO38942 0 1 0 Hypotheticalproein (1) . C_unshiu_00305_mRNA_14.1
core TFIIH complex [GO:0000439
celular_comporent] (1);nuceotide-
excision repai (GO:0006259
Grovssst . ! Jy——— biogs rocen] 1 AT deendere T TyrDton ftr THI s CLambi 00805 mRNA L1
DNA el iy (GO000403 L ¢
molccular_fu im
G0005t34 e component) 1
GrO038940 0 1 0 Hypothetialprotein (1) - C_unshiu_00804_mRNA_14.1
GRO038939 0 ! 0 Hypothetialprtein (1) . C_unshiu_00804_mRNA_L1
GRO038938 0 1 0 Hypotheticalproein (1) . C_unshiu_00303_mRNA 8.1
NB-ARC [IPRO21S2] (1); Poop
containing nucleoside triph
GRO038937 0 1 o dsaseesiance A b (0! hydrolase IPRO27417) (1: Leucine-rich - C_unshiu_00803_mRNA_7.1
o ol epeat doman, L domai-ke
[1PRO32675) (1)
GRO038936 0 i 0 Hypotheticalproein (1) . C_unshiu_00303_mRNA_6.1
GRO038935 0 ! 0 Hypothetialprotein (1) - C_unshiu_00303_mRNA_15.1
ADP binding [GO0045551 Haemperoxidase,plantungactril
UIPROL2016] 1 -bop onining
ol fncton] ()b g~ 10201611 e sonin
1GO:0020037 mleclar_fncton (1 Mol rnowiaie ke
response 0 axksivesrss 1600000979 [T (F N ARE BEROOS
GrO038934 0 1 0 Hypotheticalprotein (1) bilogial proces] (1) peroxidase () e PeroXdase IPROOOS| (1; C_unshiu_00303_mRNA_14.1
activty [GO:000460 - s
olecur fomcion] (1) oxidation.  (PROI9793] (1): Proxidase, ative sie
B S IPROI9794] (1);Haem peroxid:
ietutoalocss O IPRO10255] (1) Leucine-ic repest
el p domain, L domainlike (IPRO32675] (1)
GRO038933 0 ! 0 Hypothetialprotein (1) . C_unshia_00803_mRNA_12.1
GRO0389%2 0 1 0 Hypotheticalproein (1) . C_unshiu_00803_mRNA_11.1
; Revers transeripase, RNA-dependent .
Groosso31 0 1 0 Hypotheticalprotein (1) B o~ C_unshiu_00803_mRNA_L1
eSS
GRO038930 0 ! 0 Hypothetialprotein (1) moleculr_functon] (1); ATP binding por . C_unshiu_00802_mRNA_L1
[GO:0005524 moleculr_function] (1) ning nucleosdc riphosphate
s & ot PR (1
FERboh oty rics,
faty-acy-CoA binding [GO:0000062 el bundie [IPROIA352] (1); Acy- .
GRO038929 0 ! 0 Hypothetialprotein (1) e e tomesosi2) C_unshia_00801_mRNA_14.1
It
GRO038928 0 ! 0 Hypothetialprotein (1) . C_unshiu_00800_mRNA_7.1
GRO038927 o 1 0 Hypotheticalproein (1) . C_unshiu_00799_mRNA_11.1
GRO038926 0 1 0 Hypothetialprotein (1) - C_unshiu_00795_mRNA 8.1
Gro0sw2s 0 1 0 Hypotheticalprotein (1) - C_unshiu_00798_mRNA_6.1
regultion of transcripton, DNA-
templated [GO:0006355 . g
GRO038924 0 ! 0 Hypothetialprotein (1) e oA binng NAC domin IPRO03441) (1) . C_unshia_00798_mRNA_4.1
[GO:0003677 moleculr_function] (1)
GRO038923 0 ! 0 Hypothetialprotein (1) . C_unshia_00798_mRNA_3.1
Domain ofunknown functon DUF4219
Gro03s22 0 1 0 Hypothetialprotein (1) sl C_unshiu_00797_mRNA_14.1
Groosso21 0 1 0 Hypothetialprotein (1) - unshiu_00797_mRNA_10.1
GRO038920 0 ! 0 Hypothetialprtein (1) . C_unshiu_00796_mRNA_9.1
regultionof transeription, DNA-
e et TeTapepidedi helal domain
e I
Gransoio 0 ! 0 y leetla fnton) (05 o protein Ced [PRO3I101] (1) - i 00796_mRNA_7.1
- Tatatricopepide epeat-contaning
biologial_process] (1): Cde73 Pafl >
SR domain (IPROI3026] (1)
cellar_componert] (1)
GRS 0 ! 0 Hypothetialprtein (1) LOG fumily (IPRO31100] (1) - C_unshia_00796_mRNA_2.1
vegulaton ofransciption, DNA-
. ® MULE trnsposase domsn [IPROIS259]
GRO038917 0 i 0 Hypothetialprotein (1) el 001653 i A v C_unshiu_00796_mRNA_14.1
; el ororein Endonuclasclexonuclease phosphatase i 00796 i
Gro0se 0 1 0 Hypothetialprotein (1) 1PROOS135) (1) C_unshiu_00796_mRNA_13.1
GRO038915 0 ! 0 Hypothetialprotein (1) . C_unshia_00796_mRNA_11.1
GRO038914 o 1 0 Hypotheticalproein (1) . C_unshiu_00796_mRNA_10.1
AT r 10091
moleculr_function] (1) protein (1: Proten kinase domain [IPRO0OT19)
sors G i i (1) Bulbype
GRS 0 !  erineitreonine-proten kinase RLK1 (1) biologcal. Lpmoss) (i s (1; Serstireoninedal iy Coamshin 00795 mRNA 8.1
activty [GO: proten kinase, cataytic
ket cion 1) [1PRO02250] (1)
ATP binding [GO:000552¢
Gt lctin Swrocptorike ‘;:‘::;‘)":' '“""'“’ﬂ (Deproteinknase b i inase-like domain [IPRO11009]
Grooss9n2 0 1 O s RLKI (1) e om0 rten s e e doi P00075] - C_unshiu_00795_mRNA_7.1
phosphorylarion [GO:0006465
bilogica_process] (1)
GRO038911 0 1 0 Hypothetialprotein (1) - C_unsiu_00795_mRNA_15.1
GrO03910 0 1 0 Hypotheticalprotein (1) - C_unshiu_00795_mRNA_13.1
protein phosphoration [GO:000646
bilogical roces] (1) protein kinase  Protcin kinase domain [IPRO0O719] (1):
Gro038909 0 1 0 0 I Protcin kinaselike domain [IPROTI005] - CLunshiu_00795_mRNA_10.1
molecubr.function] (1); ATP binding (1)
[GO:0005524 moleculr_function] (1)
Gro038908 0 1 0 Hypotheticalprotein (1) - C_unshiu_00794_mRNA9.1
GRO038907 0 ! 0 Hypothetialprtein (1) . C_unshiu_00794_mRNA_L1
GRO038906 o 1 0 Hypotheticalproein (1) . C_unshiu_00793_mRNA_15.1
GRO038905 0 1 0 Hypothetialprotein (1) - C_unshia_00793_mRNA_11.1
000055 nkyrin repat-contaning domain
- 0 . A et iy i, v ) PSR g (G005 rRazoot O o e - i 0052 R 51
moleculr_function] (1) [
GRO038903 0 ! 0 Hypothetialprotein (1) . C_unshia_00792_mRNA_7.1
GRO038902 0 1 0 Hypotheticalproein (1) . C_unshiu_00792_mRNA_6.1
GrO038901 0 1 0 Hypothetialprotein (1) - C_unshiu_00792_mRNA 4.1
RNA-diccted DNA polymerase (Reverse Reverse transeipase domain .
GRO033900 0 1 o i . C_unshia_00792_mRNA_3.1
WDHOYVIN repeatlie-containing
Gronsss B . [ protein binding [GO:0005515 domain [IPRO15943] (1; WDAO-repeat- i 00792 mRNA 131

‘molecular_function] (1)

containing domain [IPROIT986] (1);
WD40 repeat [IPRO0IGS0] (1)
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WDA0 repeat [IPRO01680] (1): WD0-
repeat-containing domain (IPROI7986]
1): WDHO'YVIN repeat.like-containing
GFO038898 0 1 0 Hypothetical protein (1) proien bindine ‘C’O] 003315 domain [IPROI5943] (1): Leucine-rich C_unshiu_00792_ mRNA_12.1
et repeat [IPRODI6 1] (1); Leucine-rich
domain, L domain-like
[IPRO32675] (1)
P-loop containing nucleoside riphosphate
hydrolase [IPRO27417] (1); AAA-type .
GrO038897 0 1 0 Hypothetcalprotein (1) e i s TRy C_unshiu_00791_mRNA 8.1
" P-loop containing nucleoside trphosphate
GFO038896 0 1 0 Hypothetical protein (1) oo IPROST417] 1y - C_unshiu_00791_mRNA 2.1
GFO038895 0 1 0 Hypothetcal protein (1) - C_unshiu_00791_mRNA_12.1
Leucine-rich repeat domain, L domain- ¢
GFO038894 0 1 0 Hypothetcal protein (1) e oo 1) C_unshiu_00790_mRNA_16.1
GFO038893 0 1 0 Hypothetical protein (1) - C_unshiu_00790_mRNA_13.1
GFO038892 0 1 0 Hypothetcal protein (1) - C_unshiu_00790_mRNA_11.1
GFO038891 0 1 0 Hypothetieal protein (1) - C_unshiu_00790_mRNA_10.1
GFO038890 0 1 0 Hypothetcal protein (1) - C_unshiu_00790_mRNA_L1
metabolic process [GO:0008152
N biological_process] (1); transferase  UDP-glucuronosy/UDP-
GFO038859 0 1 0 Hypothetical protein (1) iy, ot oot troums e ransione [IRO02213] (1) C_unshiu_00789_mRNA .1
[GO:0016758 molecular_functon] (1)
Gronsssss N , 0 ispotherical rosein (1) e cid binding (GO000376 :z].)mudmcu.n.kc domain [IPROI2337) _ _ sty 00788_RNA_8.1
Groos? 0 ! oot i e iy Bl yps et dosin PRO0LSO] (1) - i 0078 mRNA 7.1
GFO038886 0 1 0 Hypothetcal protein (1) - C_unshia 00788 mRNA 5.1
GFO03888S 0 1 0 Hypothetcal protein (1) - C_unshia 00785 mRNA 3.1
Gro03sss 0 1 0 Hypothetieal protein (1) - C_unshiu_00788_mRNA_2.1
- DNA repair metalo-beta-lactamase fanily DNA repair metalo-beta-lactamase
GRO03SASS 0 ! © proten soform 4 (1) [IPRO11084] (1) : Counshie Q0785 mRNA_L01
protein phosphorylation [GO:0006468
biological_process] (1); rotein kinase  Protein kinase domain [IPR000719] (1):
GFO038852 0 1 0 ) Protein kinase-like domain [IPRO11009] - C_unshiu_00787_mRNA 8.1
molccular_function] (1); ATP binding (1)
[GO:0005524 molecular_function] (1)
Gro03sss1 0 1 0 Hypothetical proein (1) i s ke domain (P01 C_unshiu 00787 mRNA 5.1
protein phosphorylation [GO:0006468
biological_process] (1; protein kinase  Protein kinase domain [IPR000719] (1)
GFO038850 0 1 0 0 I 2 Protein kinase-like domain [IPROT1009] - C_unshiu 00787 mRNA 4.1
molecular_function] (1); ATP binding (1)
[GO:0005524 molecular_function] (1)
AT biodieg [G0:0005524 Serine/threonine/dul specifcity protein
molecular_functon] (1); rotein Kinase, catalytic domain [IPR002290]
GFO038879 0 1 0 Receptor protein kinase (1) W): P - C_unshiu_00787_mRNA 3.1
biological process] () rOIEI KIS [1pRo11009](1; Protein kinase domain
activity [ 2 [IPRO0OTI9] (1)
molecular_function] (1)
GrO038S78 0 1 0 Hypothetcalprotein (1) - C_unshiu 00787 mRNA 211
GFO038877 0 1 0 Hypothetical protein (1) - C_unshiu_00787_mRNA_20.1
. eal rotein ‘nuclec acid binding [GO:0003676 Ribonuclease Holike domain [IPROI2337] — .
GrO03sS76 0 1 0 Hypothetieal protein (1) o o (1) C_unshiu_00787_mRNA_14.1
ATP binding [GO:0005524
mollr. facton] (F I KIS s domin 1PRO0O7I91 (1)
GFO038875 0 1 0 Hypothetieal protein (1) et et (1) protein i s e dorwi (PRO1109] - C_unshiu_00787_mRNA_13.1
phosphorylaton [GO:0006468
biological process] (1)
Protein kinase, ATP binding ste
p— o . otpotetiprac() TP ndng GOOO21 i e s 007 21
& ¢ domain [IPRO11009] (1)
Protein kinase domain [IPRO00719] (1);
AT Pr It
molecular_function] (1): protein (1): Protein kinase, ATP binding site
BRASSINOSTEROID INSENSITIVE 1. phosphoryltion [GO:0006468 [IPRO17441] (1); Serinthreonine/dual .
GRO03ATS ° ! © associated receptor kinase 1, putativ (1) biological_proces] (1): proten kinase  specifcty proten kinase, catalyt - Cunshin_00787_mRNA_10.1
actvity [GO:0004672 domain [IPR002290] (1: Serine-
molecular_function] (1) sine-protein kinase catalytic
domain [IPROO1245) (1)
. Protein of unknown function DUF247, .
GFO038872 0 1 0 Hypothetieal protein (1) e [1R0081581 (1 C_unshiu_00787_mRNA_1.1
Transposase-associated domain
GEO038871 0 1 0 Putative transposable clement (1) [IPRO29480] (1); Transposon, En/Spm- - C_unshiu_00786_mRNA_6.1
like [IPRO04242] (1)
GFO038870 0 1 0 Zine knuckle family protein (1) - C_unshiu_00786_mRNA 5.1
GFO038869 0 1 0 Hypothetical protein (1) Retroviral spartyl protease [IFROI3242] _ C_unshiu_00786_mRNA_4.1
Groosss 0 ! 0 Hpottst ot (1) Remcarsposen g dorsin . C i 00786 mRNA 31
GFO038867 0 1 0 Hypothetical protein (1) - C_unshiu_00786_mRNA_10.1
GFO038866 0 1 0 Hypothetcal protein (1) ["“’;“'7: :;;‘;“]ff;"y“‘ esterase domain C_unshiu_00785_mRNA 2.1
GFO038865 0 1 0 Hypothetical protein (1) - C_unshiu_00785_mRNA_10.1
GFO038864 0 1 0 Hypothetcal protein (1) - C_unshiu 00784 mRNA 7.1
Groossses 0 ' oy y el o0y i i (OO0 ) - s 00784 RNA .1
GFO038862 0 1 0 Hypothetical protein (1) - C_unshiu_00784_mRNA_IT.1
Gro03ssol 0 1 0 Hypothetcal protein (1) - C_unshiu_00784_mRNA_12.1
GFO038S60 0 1 0 Hypothetieal protein (1) - C_unshiu_00783_mRNA_1.1
P-loop containing nucleoside triphosphate
Disease resstance protein (CC-NBS-LRR_ ADP binding [GO:0043531 hydrolase [IPRO27417] (1); NB-ARC .
(RO0388) ° ! class) family protein (1) molecular_function) (1) [IPROO21S2] (1); Leucine-rich repeat Cunshin_00762_mRNA_8.1
domain, L domain-like [IPRO32675)] (1)
G 0 ! 0 Hipotts ot (1) Endomcslesomclesspospiioe C i 00782 mRNA 7.1
von Willerand factr, 1
etbolc process GOoog1s2  UPRIZISS](1:Poop conining
Groosss? 0 ! 0 Hipottst ot (1) bilogial o] 1 cuyc ity Tackose epbophaebydolase € i 00782 mRNA 21
[GO:0003824 molecular_function] (1) 1y 1po01 44] (1 Copine [1PRO10734]
i)
P-loop containing nucleoside triphosphate
ADP binding [GO:0043531 hydrolase [IPRO27417] (1); NB-ARC ¢
GrOO38836 0 1 0 Hypothetcal protein (1) e Ay frtt C_unshiu_00782_ mRNA_10.1
domain, L domain-like [IPRO32675) (1)
GrO0388SS 0 1 0 Hypothetcal protein (1) - C_unshiu 00781 mRNA 8.1
GFO038854 0 1 0 Hypothetical protein (1) - C_unshiu_00781_mRNA_6.1
GFO0388S3 0 1 0 Hypothetcal protein (1) - C_unshia 00781 mRNA 5.1
GFO038852 0 1 0 Hypothetieal protein (1) - C_unshiu_00781_mRNA_I&.1
zinc fon binding [GO:0008270
molecular_function] (1); nucleic acid :
GrO038851 0 1 0 Hypothetcal protein (1) Do Gt Zine finger, CCHC-type [IPRODISTS) (1) - C_unshiu 00781 mRNA_13.1
moleculr_function] (1)
GFO038850 0 1 0 Hypothetcal protein (1) - C_unshiu_00781_mRNA_L1
GFO038849 0 1 0 Hypothetcal protein (1) ::L'fu“u"r"':"f"f‘?(f?“”“7“ Zine finger, SWIM-type [IPRO0TS27] (1) - C_unshia_00750_mRNA 9.1
- Leucine-rch repeat domain, L domain-
like [IPRO32675] (1); P-loop contaning
- 0 ! oottt A0 g (G0045531 et o e e o780, s 1
olecular_function] (] [IPR027417] (1); NB-ARC [IPR0O2182]
o
GFO038847 0 1 0 Hypothetical protein (1) - C_unshiu_00780_mRNA 3.1
Gro03ssas 0 1 0 Hypothetieal protein (1) - unshiu_00780_mRNA_2.1
GrO03884S 0 1 0 Hypothetcal protein (1) - C_unshiu_00780_mRNA_13.1
GFO038844 0 1 0 Hypothetical protein (1) - C_unshiu_00780_mRNA_12.1
Helicase superfumily 112, ATP-binding
nucleic acid binding [GO:0003676 domain [IPROI4001] (1): P-loop
" e contaning nucloside triphosphate
GFO038843 0 1 0 Hypothetical protein (1) ‘molecular_function] (1); ATP binding - C_unshiu_00780_mRNA_11.1
ydrolase (IPRO27417] (1);
[GO:0005524 molecular_function] (1) A EE0 R e domain
[IPRO11545] (1)
GrO038842 0 1 0 Hypothetcal protein (1) - C_unshiu_00779_mRNA_7.1
GFO038841 0 1 0 Hypothetical protein (1) - C_unshiu_00779_mRNA_6.1
. eal rotein DNA repair ¢ 2 protein FANCD2 i .
GrO03s840 0 1 0 Hypothetieal protein (1) oo hosen (1) {Pmosois; () "_unshiu_00779_mRNA_I3.1
Alpha 1. d-glycosylransferase domain
[IPROOT6S2] (1); Gyosyltransferase,
Gronsssso 0 ' o Lactogleeramide dabhar DXD sgarbinding mont IPROVSTT] - i 00779 nRNA 101
gelactosltranserase, puative (1) (1): Nucleotide-diphospho-sugar
transferases [IPRO29044] (1)
Jinc o binding [G GroES-like [IPRO11032] (1): Aleohol
uetion process [CO00Ss 14 [IPROV2OSS] (1): Poykeride sy,
Grunsssss 0 ! 0 Quinsoxdreeseprotin () TR o s . _anshi 00778 mRNA_L1
2 Alcohol dehydrogenase, N-terminal
N [IPROI3154] (1); NAD(P)-binding
molecular_functon] (1) domain [IPRO16040] (1)
GrO03883T 0 1 0 Hypothetcal protein (1) - C_unshiu_00777_mRNA_LL1
GFO038836 0 1 0 Hypothetical protein (1) LOG family [IPRO31100] (1) C_unshiu_00776_mRNA 9.1
GFO038835 0 1 0 Hypothetcal protein (1) - C_unshia_00776_mRNA 6.1
GFO038834 0 1 0 Hypothetieal protein (1) - C_unshiu_00776_mRNA_5.1
GrO038833 0 1 0 Hypothetcal protein (1) - C_unshiu_00776_mRNA 3.1
GFO038832 0 1 0 Hypothetical protein (1) - C_unshiu_00776_mRNA_12.1
Gro03s31 0 1 0 Hypothetcal protein (1) - C_unshiu_00776_mRNA_10.1
GrO038830 0 1 0 Hypothetieal protein (1) - C_unshiu_00775_mRNA_9.1
GrO038829 0 1 0 Hypothetcal protein (1) - C_unshiu_00775_mRNA 8.1
GFO038828 0 1 0 Hypothetical protein (1) - C_unshiu_00775_mRNA 4.1
Leucine-rich repeat domain, L domain-
like [IPR032675] (1): Dral dormain
GFO038827 0 1 0 Hypothetical protein (1) "'“:'“:’"dm"‘%fc’o] ?&“55‘5 [IPRO01623] (1): Dral domain. - C_unshiu_00775_mRNA 3.1
molecularfunction conserved sit [IPROIS253] (1); Leucine-
rich repeat [IPRO0I611] (1)
GFO038826 0 1 0 Hypothetical protein (1) - C_unshiu_00775_mRNA_12.1
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GrO038823, o 1 0 Hypothetical protin (1) - C_unshia_00775_mRNA_111
GRO038824 0 1 0 Hypothetcalprotin (1) - C_unshiu_00775_mRNA_10.1
phosphoric ster ydrolase ativty
. [GGO:0042575 molecular_function] (1); WY domain [IPR001202] (1); SAC
GFO038823 0 1 0 Hypothetical protein (1) e i 100065515 oo IoR02015] 11 C_unshiu_00774_mRNA 9.1
‘molecular_function] (1)
S f— Leucinerich repeat (IPROOIS11] (1)
GFO038822 0 1 0 : . cucine-rich repeat domain, L domain- - C_unshiu_00774_mRNA_8.1
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 Cytokini riboside S-moraphosphate ; , unshia_00691_mRNA_12.
arooses o ! [ LOG famiy IPRO31100] (1) E C_unshiu_ 00691_mRNA_12.1
o384 o ! 0 Hypothetical proein (1) E C_unshiu_ 00691 mRNA_10.1
ubiqutinproten transfeaseactivity  Zinc finger, C3HC4 RING-ype
- function] (1): in finger,
‘protein ubiquitination [GO-0016567 RING/FYVE/PHD-type [IPRO13083] (1);
. (COHCype 7inc finger RING/U-box. biologial_process] (1; zinc on binding  IBR domain IPRO02867) (1); Zinc finger, .
GFO038479 0 ! protein (1) [GO:0008270 molecular_function] (1), RING-type [IPROOI841] (1) Zine finger, ~ C_unshiu_00690_mRNA_4.1
metalon binding (GO-0046572 INGtype, conseved e IPROI7907]
molecular_function] (1); protein binding  (1); E3 ubiquitin ligase RBR family
[GO:0005515 molecular_function] (1)~ [IPR031127] (1)
1000004542 mleclr ncton (b 2% 1
molecular_fntion](1): {17 1S N GHspe
protein ubiquitination [GO:0016567 [IPRO01841] (1); E3 ubiquitin ligase RBR
aro03seTs 0 1 O RING 7inc finger proein, putaive (1) biologial_process] s oy i e ROR C_unshiu_00690_mRNA_3.1
(GOb008 o] (3 S ORI} e s,
zinc ion binding [GO:0008270 [
‘molecular_function] (1)
Putative S-adenosy-L-methionine-
‘methyltransferase activity [GO:0008168
GF0038477 J 1 0 Hypothetical protein (1) molecular_finction] (1) :ly:rnd:m methyltransferase [IPRO04159] - C_unshiu_00689_mRNA_8.1
J—— o . O postpnen ) e g GOt RS— . e 069 5041
Gro0ssaTs o ! 0 Hypothetical proein (1) E C_unshiu_00689_mRNA 3.1
Groosas o ! 0 Hypothetical proein (1) - C_unshiu_00689_mRNA_2.1
GrooTs 0 ! 0 Hypotheticalprtein (1) - C_unshiu_00689_mRNA_15.1
) Reverse transcripase domain
Groosan2 o ! 0 Hypothetical proein (1) e . C_unshiu_ 00689_mRNA_14.1
o047 o ! 0 Hypothetical proein (1) - C_umshiu_00689_mRNA_12.1
i sty GOWOGTS st s P00
Gro03s40 o 1 o Leucineieh epeat rotein Kinse BT o phoryaion [GO:0006465 (1) Protin kinase domein [PROOTIS] C_umshiu_ 00689_mRNA_10.1
‘protein, putative (1) (1); Serine-threonine/tyrosine-protein
biological process] (1); ATP binding G ot tic domain (IPROT245) (1)
[GO:0005524 moleculr._funtion] (1)
Gro03s46 o ! 0 Hypothetical proein (1) - C_unshiu_00688_mRNA_9.1
Groossaes 0 ! 0 Monosacharde transpor protein (1) - C_unshiu_0068%_mRNA_7.1
roo3sssT o ! 0 Hypothetical proein (1) - C_unshiu_00688_mRNA_4.1
Gro03s466 o ! 0 Hypothetical proein (1) . C_unshiu_00688_mRNA 3.1
Gro03sd6s 0 ! 0 Hypothetical proein (1) - C_unshiu_00688_mRNA_2.1
Gronsiss 0 ! 0 Hypotheticalprtein (1) - ~unshiu_0068%_mRNA_17.1
o033 o ! 0 Hypothetical proein (1) - C_unshiu_ 0068 _mRNA_12.1
Groo3sac2 o ! 0 Hypothetical proein (1) . C_unshiu_ 00688 _mRNA_10.1
; el rotein nuelic ucd binding [GO:0003676  Ribonuclase H-ke domain [IPROI2337] _ i 00657
Groossssl 0 \ 0 Hypothetical proein (1) e [0 o C_unshiu_00687_mRNA_S.1
Gro03s460 o ! 0 Hypothetical proein (1) - C_unshiu_ 00686_mRNA9.1
Prteinof unknown function DUF3464
Groo3sis o ! 0 Hypothetical proein (1) e C_unshiu_00686_mRNA 2.1
Gronsiss 0 ! 0 Hypotheticalprtein (1) - C_unshiu_00686_mRNA_I1.1
aroo3ges o ! 0 Hypothetical proein (1) - C_unshiu_ 00686_mRNA_10.1
GRO038456 0 1  Retrovirus-reated Pol polyprotein from B C_unshiu_00685_mRNA 7.1
transposon TNT 1-94 (1)
Gronssss 0 ! 0 Hypotheticalprtein (1) - C_unshiu_00685_mRNA_3.1
aroosest o ! 0 Hypothetical proein (1) - C_unshiu_ 00685 _mRNA_12.1
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Protein kinase domain (IPRO0D71] (1)
Malectinlke carbobydrat-bind
protin kinsse actvity [GO0004672 domain [IPRO2478] (1) Concanavalin
moleculr_function] (1): protein Aclke letin/ghcanase domain
GrOO384S3 0 1 o feceptorike protein kinase FERONIA i Protein ki - C_unshiu_00685_mRNA_IL1
o biological_process] (1): ATP binding ~ domain [IPRO11009] (1): Protein kinase,
[GO:0005524 molecular_function] (1) ATP binding site [IPROI7441] (1);
Serine-hreoninelyrosine-proten kinase:
catalytic domain [IPROOI245) (1)
i on binding [GO:0008270
‘molecular_function] (1); nucleic acid Alpha/Beta hydrolase fold [IPR029058]
. spothetcal roein binding [GO:0003676 (1: Zine finger, CCHC-type (IPRODISTS] i 00655
GFO038452 0 ! O Hypothetical protein (1) molecular_function] (1); lipid metabolic (1) Fungal lipase-like domain - C_unshiu_00683_mRNA_10.1
process [GO:0006629 biological_process] [IPR002921] (1)
)
Groossist 0 1 0 Hypotheticalprotein (1) - C_unshiu_006%4_mRNA_9.1
GR350 0 ! 0 Hypothetialprtein (1) . C_unshiu_00684_mRNA_S.1
GROO038449 0 1 0 Hypotheticalproein (1) . C_unshiu_00684_mRNA 4.1
Groossaas 0 1 0 Hypothetialprotein (1) e onl (1) Lipmiusm - C_unshiu_00684_mRNA 3.1
GRO038447 0 ! 0 Hypothetialprotein (1) . C_unshia_00684_mRNA_IS.1
Zine knuckle CX2CXAHNIC
GRO038446 0 1 0 Hypothetialprotein (1) ey - C_unshiu_00684_mRNA_12.1
Gro03sa4s 0 1 0 Hypotheticalprotein (1) - C_unshiu_00684_mRNA_I1.1
GRO038444 0 ! 0 Hypothetialprotein (1) . C_unshiu_00684_mRNA_L1
Groossas 0 1 0 Hypotheticalproein (1) . C_unshiu_00683_mRNA 0.1
Gro038442 0 1 0 Hypothetialprotein (1) - C_unshiu_00683_mRNA 5.1
Grooss1 o 1 0 Hypotheticalprotein (1) - C_unshiu_0068_mRNA 3.1
GRO038440 0 ! 0 Hypothetialprtein (1) . C_unshiu_00683_mRNA_I1.1
GRO38439 0 1 0 Hypotheticalproein (1) . C_unshiu_00682_mRNA_S.1
GRO038438 0 1 0 Hypotheticalprotein (1) - C_unshiu_00682_mRNA 2.1
Gro03s37 o 1 0 Hypotheticalprotein (1) - C_unshiu_00682_mRNA_13.1
GFO038436 0 1 0 Hypothetical protein (1) e tronsposase domain (IPROIE25) C_unshiu_00682_mRNA_1.1
voltge-gated potassium channel aciity
[GO:0005249 molecular_function] (1);
vacuolar membrane [GO00ST74
i mmr«n:m]lm el ‘Two pore domain potassium channcl,
Gro03s3s 0 1 0 Hypothetialprotein (1) -~ ; el plant IPRO31144] (1): Potasium channel - C_unshiu_00681_mRNA_7.1
potassiam ion homeostass [GO:0030007
domain (IPROI3099] (1)
bilogical process] (1);potassium ion
ransmembrane ransport [GO:0071505
‘biological_process] (1)
GRO038434 0 i 0 Hypotheticalproein (1) . C_unshiu_00681_mRNA 4.1
GRO038433 0 ! 0 Hypotheticalprotein (1) - C_unshiu_00681_mRNA 3.1
oxidoreductase activiy, acting o paied
donors, with ncorporation or reduction of
molecular oxygen [GO:0016705
moleculr_unction (1);oxidation-
GR35z 0 ! oy 0 Cytochrome P45O [IPROOTI2S] (1) - C_unshiu_00681_mRNA_19.1
bilogical process] (1) hem binding
[GO:0020037 molecular_fanction] (1);
ironfon binding (GO:0005506
moleculr_functon] (1)
GRO0383 1 0 1 0 Hypotheticalproein (1) . C_unshiu_00680_mRNA 5.1
GrO038430 0 1 0 Hypothetialprotein (1) s opronse Nermindt C_unshiu_00680_mRNA 4.1
GROO038429 0 1 0 Progesterone 5beta-reductase (1) NAD(P) binding domain IPRO16040] (1) - C_unshiu_00680_mRNA 3.1
GRO038428 0 1 0 Hypothetialprotein (1) - C_unshiu_00680_mRNA 20.1
< G Ploop conaining uckeoside rphosphate
Groossa27 0 ! 0 Truncated RB (1) o hydrolase [PRO27417] (1) NB-ARC - C_unshiu_00680_mRNA_19.1
! {PRo02152] (1)
GRO038426 0 ! 0 Hypothetialprotein (1) . C_unshia_00680_mRNA_16.1
response o wounding [GO0009611
. bological_process] (1):serine-ype  Proteinas inhibito 113 potato inhibitor |
GRO038425 0 1 0 Proteinase inibior (1) i bter s Hbsonoscs) . C_unshiu_00679_mRNA_15.1
[GO:0004867 molecular_function] (1)
GRO038424 0 i 0 Hypotheticalproein (1) . C_unshiu_00679_mRNA_14.1
Cwf19-like protin,C-terminaldomain 2
Gro03sa23 0 1 o[y ke it proten puative olorm [IPROOGTET] (1); Ce-lke, C-terminal - C_unshiu_00679_mRNA_13.1
domain-| (IPRO0G768) (1)
Groossa22 0 1 0 Hyeein proten (1) Hiyeein (IPROI619) (1) - C_unshiu_00678_mRNA_7.1
Grassazi 0 I [ m—p—" bl s, PakalSp. st C s 0678 mRNA 151
GRO038420 0 1 0 Hypothetialprotein (1) - C_unshiu_00678_mRNA_14.1
Grooss1o 0 1 0 Hypotheticalprotein (1) - C_unshiu_00678_mRNA_12.1
GRS 0 ! 0 Hypothetialprtein (1) . C_unshiu_00678_mRNA_I1.1
GROO38417 0 1 0 Hypotheticalproein (1) . C_unshiu_00678_mRNA_10.1
GRO038416 0 1 0 Hypothetialprotein (1) - C_unshiu_00677_mRNA 9.1
Arabidopsisretrotransposon Ol .
GR84S 0 ! 0 Hypothetialprotein (1) P C_unshiu_00677_mRNA_6.1
GRO3814 0 1 0 Hypotheticalproein (1) . C_unshiu_00677_mRNA 3.1
Gro03s413 0 1 0 Hypothetialprotein (1) - C_unsia_00677_mRNA_11.1
: CAL utcinducer sensor Harbinger ransposese-derived nuclase ¢ unshia 00676
GFO038412 o ! kinase/phosphatase cqsS isoform 1 (1) domain [IPR027806] (1) C_unshia_00676_mRNA_3.1
GRO0ssa1 0 i 0 Hypotheticalproein (1) . C_unshiu_00676_mRNA_15.1
; Amino acd ransporter, transmembrane .
Groosss10 o 1 0 Amino acid ransporter-fkeproten (1) o C_unshiu_00676_mRNA_14.1
GRO038409 0 ! 0 Hypothetialprtein (1) . C_unshiu_00675_mRNA_8.1
GROO38408 0 1 0 Hypotheticalproein (1) . C_unshiu_00675_mRNA 4.1
aminoacyl tRNA ligase actviy
1GO/0004812 mokclr foncto] (), Kotk et sndvich
ATP bindng (GO0005524 4 UIPROL91 (1) Aminonyh
. TRNA synthetase class 1 (C) family molecular_function] (1); nucleotide Smhetise slion 1o, anticodon binding . s
Groossor 0 1 o oot [IPROOSOSO] (1) Costeiny HRNA - C_unshiu_00675_mRNA_14.1
P e synthetase/mycothiol ligase [IPR024909]
‘molecular_function] (1); tRNA
(1) BRNA symihetases class | catayt
aminoaclaton forprotn rantaion % 41 et
[GO:0006415 bilogical_process] (1)
GROO38406 0 1 0 Hypotheticalproein (1) . C_unshiu_00675_mRNA_13.1
CysteinyHRNA synthetase/myeothiol
lgase IPRO24909] (1) IRNA symihetases
GROO38408 0 1 0 Hypotheticalproein (1) class . catalyticdomin [IPRO3267S] (1): - C_unshiu_00675_mRNA_12.1
Rossmann-lke alphabeta/alpha sandvie
fold [IPRO14729] (1)
GRO03R04 0 ! 0 Hypothetialprtein (1) . C_unshia_00675_mRNA_I1.1
protin dimerization activity
. [GO:0046983 moleculr_function](1;  Transipion fucor, MADS -box
o383 0 1 0 Hypotheticalproein (1) e oot o . C_unshiu_00675_mRNA_10.1
‘molecular_function] (1)
Go0ss02 0 i 0 Hypotheticalproein (1) . C_unshiu_00675_mRNA_1.1
Grovssol 0 1 0 Hypotheticalprotein (1) panpsson st domein - C_unshiu_00674_mRNA_6.1
GRO038400 0 ! 0 Hypothetialprotein (1) . C_unshiu_00674_mRNA_S.1
GRO038399 0 1 0 Hypotheticalproein (1) . C_unshiu_00674_mRNA 4.1
GRO038398 0 1 0 Hypothetialprotein (1) - C_unsiu_00674_mRNA_14.1
Gro0ss307 0 1 0 Hypotheticalprotein (1) - C_unshiu_00674_mRNA_12.1
GRO038396 0 ! 0 Hypothetialprtein (1) . C_unshiu_00674_mRNA_I1.1
GROO38395 0 1 0 Hypotheticalproein (1) . C_unshiu_00674_mRNA_10.1
GRO038394 0 1 0 Hypothetialprotein (1) - C_unshiu_00674_mRNA_L1
[GO00093 17 cella_component] (1);  N-terminal [IPROT1762] (1): Carboxyt
acetyl-CoA carboxylase activity transferase [IPR000022] (1); Chloroplast
e protein, choroplastic ;s «_unction] (15 . protin,Ce .
GFO038393 o ! Oy fatty acid biosynthetic process [IPRO04282] (1): Acetyl-CoA C_unshiu_00673_mRNA 9.1
[GO:0006633 bilogical_process] (1):  carborylase carbony ransforase,bet
intgral component of membrane: suburit [IPRODO438] (1); ClpPlerotonsse-
[GO:0016021 cella_componen] (1) ke domain [IPRO29045] (1)
ranscription, DNA-erplated DNA-dircted RNA polymerase,insert
[GO:0006351 biological_process] (1);  domain [IPRO11262] (1); DNA-directed
§ . DNA-dircted RNA po . : C_unshin_00673_m
GFO038392 o ! ORN: buit (1) [t ¢ function] (1):  [IPRO11263] (1): DNA-directed RNA C_unshiu_00673_mRNA._8.1
protein dimerization aciity polymerase, RBP1 1-like dimerisaton
[GO:0046983 molecular_function] (1) domain [IPR009025] (1)
translation [GO:0006412
logial proces] () SV i e et 11 (IPROOIST1 (1)
308 ribosomal protein S11, chloroplastic 000005622 cellular_component] (1: - pay oot 611 conserved site
GF0038391 0 1 0 y structural constituent of ribosome: N - C_unshiu_00673_mRNA_7.1
m [IPRO18102] (1); Ribosomal protein S11, - - - -
[GO:0003735 molecular_fanction] (1); bacterial-type [IPROI99S1] (1)
ribosome [GO-0005840 e
celular_componer] (1)
GRO038390 0 ! 0 Transltional actvatorgent (1) . C_unshiu_00673_mRNA_3.1
Domin ofunknown functon DUF4253
GRO038389 0 1 0 Hypothetialprotein (1) sy C_unshiu_00673_mRNA_19.1
High mobilty group box dommin .
GRS 0 ! 0 Hypothetialprotein (1) o . C_unshiu_00673_mRNA_16.1
eyscine-ype pepridase actviy
. [GO:0008234 moleculr_function] (1 Ulpl protease fmily, C-termina catalytc:
GRO038387 0 1 0 Hypotheticalproein (1) [Scnsaivim i (1) . C_unshiu_00673_mRNA_15.1
‘biological_process] (1)
e e ST p——
GFO038386 0 1 0 Hypothetical protein (1) molecular_function] (1): regulation of (1) 3 AR fumily [IPRO31052] (1); - C_unshiu_00673_mRNA_14.1
ranscripton, DNAtcrplated Zine finger, SWIM-type [IPRO0TS27] (1)
1GO:0006355 biological_process] (1) e o .
ribosome [GO-0005840
celular_componen] (1); (RNA binding
[GO:0019843 molecular_function] (1);
N intracellular [GO:0005622 R
GrO03s3S 0 1 0505 ribosomal proein 120 (1) e 1, alaon RPosomalprotcin L20 [IPROOSS13] 1) C_unshiu_00673_mRNA_13.1
[GO:0006412 biologicalprocess] (1):
Structural constituent of bosome
[GO:0003735 molecular_functior] (1)
GFO038384 0 1 0 Hypothetical protein (1) Reverse ranseriptase. RNA-dependent C_unshiu_00672_mRNA_5.1

DNA polymerase [IPROI3103] (1)
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Gro0IIE 0 1 0 Hypothetcal protein (1) - C_unshiu_00672_mRNA_13.1
GrO038382 0 1 0 Hypothetcal protein (1) - C_unshiu_00671_mRNA 9.1
protein binding [GO:0005515 TRAF-like [IPRO0SST4] (1)¢ .
GFO038381 0 1 0 Hypothetcal protein (1) o st (1) MATH/TRAF donain (ORA2083] 1) C_unshiu_00671_mRNA 4.1
protein binding [GO:0005515 TRAF-like IPRO0SO74] (1): ¢
GFO038380 0 1 0 Hypothetcal protein (1) T s AECTHLT A o (1002083 (1) C_unshiu_00671_mRNA 2.1
GFO038379 0 1 0 Hypothetical protein (1) - C_unshiu_00670_mRNA_14.1
. Retrotransposon protei, putaive, Retrotransposon gag domain - i .
G038 0 1 i st - C_unshiu_00670_mRNA_12.1
GrO038377 0 1 0 Hypothetcalprotein (1) - C_unshi_00669_ mRNA_6.1
Leucine-rich repeat-containing N-
terminal. planttype [IPRO13210] (1)
in.rich repeat [IPROO1611] (1):
nuclic acid binding [GO:0003676 Zine finger, CCHC-type [IPRODISTS] (1)
molecular_functon] (1);znc fon binding  Endonuclease/exonuclease/phosphatase
GFO038376 0 1 oy ) _function] (1~ [IPRO0S135] (1); Domain of unknown - C_unshi_00669_ mRNA_4.1
protein binding [GO:0005515 function DUF4283 [IPRO25538] (1):
molecular_function] (1) ucine-ich repeat domain, L domain-
like [IPRO32675] (1); roten kinase-like
domain [IPRO11009] (1): Leucine-rich
repeat,typial subtype [IPROO3S91] (1)
GFO03837S 0 1 0 Hypothetcal protein (1) - C_unshiu_00669_ mRNA 3.1
GFO038374 0 1 0 Hypothetical protein (1) - C_unshiu_00669_ mRNA 20.1
GFO038373 0 1 0 Hypothetcal protein (1) - C_unshiu 00669 mRNA_IS.1
. 000055 Tetratricopepide-Tike helical domain
G032 0 1 o Pentatricopepiide repeat-containing fmily proven binding [GO005315 (IPRO11990](1):; Pentaricopeptide repeat - C_unshia_00669_mRNA_10.1
protein (1) molecular_function] (1) Homoosass) 1)
GFO038371 0 1 0 Flavonoid 3.5 hydroxylase (1) - C_unshi_00668_mRNA_9.1
GFO038370 0 1 0 Hypothetical protein (1) - C_unshiu_00668_ mRNA 5.1
GFO038369 0 1 0 Hypothetcal protein (1) - C_unshiu 00668 mRNA 4.1
Gro03s36s 0 1 0 Hypothetical protein (1) - C_unshiu_00668_mRNA 2.1
" Reverse trnscriptase domain
GFO038367 0 1 0 Hypothetcal protein (1) i - C_unshiu_00668_mRNA_IS.1
GFO038366 0 1 0 Hypothetcal protein (1) - C_unshiu_00668_ mRNA_14.1
Gro03s36S 0 1 0 Hypothetical protein (1) - unshiu_00668_mRNA_I11
GFO038364 0 1 0 Hypothetcal protein (1) - C_unshi_00668_mRNA_11
GFO038363 0 1 0 Hypothetical protein (1) - C_unshiu_00667 mRNA_4.1
Polykeide cyclase/dehydrase
GFO038362 0 1 0 Abscisic acid receptor PYLS (1) [IPROI9SS7] (1); START-like domain - C_unshiu 00667 mRNA_16.1
[IPRO23393] (1)
Gro038361 0 1 0 Hypothetcal protein (1) oo, Bk 1PR0024] C_unshi 00667 mRNA_IL1
GFO038360 0 1 0 Hypothetcal protein (1) - C_unshiu_00665_mRNA 9.1
RNADN
[GO:0004523 molecular_function] (1); ~ [IPRO0S162] (1); Ribonuclease Hlike
GRO038339 0 ! O Hypotbetial proten (1) nuclic acid binding [GO:0003676 domain [IPROI2337] (1); Ribonuclease H C_uushin_ 00665 _mRNA_8.1
molecular_functon] (1) domain [IPRO02156] (1)
GFO038358 0 1 0 Hypothetcal protein (1) - C_unshiu 00665 mRNA_13.1
Gro03s3sT 0 1 0 Hypothetical protein (1) - C_unshiu_00665_mRNA_12.1
Glutathione S-transferase, N-terminal
[IPRO0404S] (1); Gluathione -
.  clas ghutathione S-rans protein binding [GO:0005515 transerase, C-terminab ke [IPROIO9ST]  unshin, 00665,
RO03sE6 0 ! O Phiclss ghtatbione S-ransferase (ool function] (1) (1) Gitathione Stransferase, C-erminal Cunshiv 00665 mRNA_ILT
[IPROG4046) (1); Thioredoxinlike fold
[IPRO12336] (1)
oxidation-reduction process [GO:0055114
bilogical_process] (1) OXOIGUUCIISe (L NADI
activity [GO:001649 xidase, N-terminal [IPROO1155] (1)
GrO0383SS 0 1 0 Hypothetcal protein (1) molecuss_fuction] (); EMN binding 0t S LR SO C_unshi_00664_ mRNA_12.1
1GO-0010181 molecular_funtion] 1): {101+ ¥ T el
cataltic actvity [GO:0003824
molecular_function] (1)
Gro03s3sH 0 1 0 Hypothetical protein (1) - C_unshiu_00663_mRNA 9.1
GrO0383SH 0 1 0 Hypothetcal protein (1) - C_unshi 00663 mRNA_6.1
GFO038352 0 1 0 Hypothetcal protein (1) - C_unshiu_00663_mRNA 4.1
GFO038351 0 1 0 Hypothetcal protein (1) - C_unshiu 00663 mRNA 3.1
GrO038350 0 1 0 Hypothericalprotin (1) - unshiv_00663_mRNA_I7.1
GFO038349 0 1 0 Hypothetcal protein (1) - C_unshi_00663_ mRNA_14.1
GFO038348 0 1 0 Hypothetcal protein (1) - C_unshiu 00663 mRNA_13.1
GFO038347 0 1 0 Hypothetcal protein (1) - C_unshiu 00663 mRNA_10.1
Gro03s3d6 0 1 0 Hypothercalprotin (1) - unshiu_00663_mRNA_1.1
Alpha/Beta hydrolase fold [IPRO29058]
GrO0I83SS 0 1 0 Monoglyceride lipase (1) : Serine aminopepridase, S C_unshi 00662 mRNA_25.1
[IPRO22742] (1)
Poly(ADP-ribose) polymerase, cataytic
protein ADP-ribosylation [GO:0006471  domain [IPROI2317] (1): WGR domain
GrO038344 0 1 0 Poly [ADP-ribose] polymerase (1) Sobgsl pocs] (NNADY ADE. - IPROUS) (5P o C_unshi 00662 mRNA_IT.1
molecular_function] (1) polymerase,regulatory domain
[IPROG4102] (1)
G033 0 1 0 Hypothericalprotin (1) - C_unshiu_00661_mRNA 8.1
GrO038342 0 1 0 Hypothetcal protein (1) - C_unshiu_00661_mRNA_6.1
P-ioop containing nucleoside riphosphate
. ydrolase [IPRO27417] (1): ATP-
GFO038341 0 1 0 Hypothetcal protein (1) i oA I U C_unshia_00661_mRNA 3.1
conserved sit [IPRO00629] (1)
GFO038340 0 1 0 Hypothetcal protein (1) - C_unshiu_00661_mRNA_10.1
GFO038339 0 1 0 Hypothetcal protein (1) - C_unshiu_00660_ mRNA_19.1
Armadilo-fike helial [IPRO11959] (1);
100
moleculr_function] (1); binding Leucine-rich repeat domain, L domain-
GrO038338 0 1 0 Hy )  function] (1:  like (IPRO32675] (1): Aypical Amm - C_unshiu_00660_mRNA_I.1
DNA binding [GO:0003677 repeat [IPRO32413] (1); Myb domain
molecular_function] (1) [IPROIT930] (1); Armadillo [IPR000225]
(1) Armadillo-type fold (IPRO16024] (1)
Zine finger, CCHC-type [IPRODISTS] (1)
2inc ion binding [GO:0008270 Zine knuekle CXCXAITXAC
" molecular_function] (1); ucleicacid  [IPRO25836] (1); Reverse transeriptase
GFO038337 0 1 0 Hypothetcal protein (1) [ e g domain PRG0060] e C_unshiu_00660_ mRNA_15.1
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It (GO:0003746 molecular_function] (15 (1) Ribo
posiive regulton of transatonal 900 2 (PROI4T22] (1; Translrion
R longtion tor FSA [IPRO0ISSA) (1)
e aosve Transation clongation ctor, IFSA C-
veguistion oftransational clongation T4l IPRO20189] (1)
[GO:0045901 bilogical_process] (1)
phosp
y [GO:0008081 molecular_function] (1):  domain [IPRO30395] (1) PLC-like i 00590 i
GRO0sTO% 0 ! 0 v . process [GO:0006629  phosphodiesterase, TIM beta/apha-brrel ~ C_unshin_00590_mRNA_L1
biological_process] (1) domain (IPROIT946] (1)
000055 Leucinerich repeat [IPRO01S11] (1)
p— 0 . oo o OSSR GOWSETS LU R i s05. s
moleculr_function] (1) e bRossem (1)
Proten kinas-like domin [IPROT1009]
(1: Alphbeta hyrolse old- |
AT Beta hydrols
‘molecular_function] (1) protein fold [IPRO2905] (1) Proten kimse:
phosphorylation [GO:0006468 domain [IPROOO71S) (1); .
GRO0T6 o ! © Hypothedicalproten (1) biological_process] (1); protein kinase  Serinethreonineldual specificy protein Canshia_00549_mRNA.6.1
activty [GO:0004672 Kinase, catalytic domain [IPRO02290]
moleculr_function] (1) (1 Protei kinse, ATP binding st
(IPROI7441) (1);Serine thrconine-proten
Kinase, active it [IPRO0S271) (1)
GR0037995 0 ! 0 Hypothetialprotein (1) . C_unshia_00589_mRNA_S.1
Homing endonuclease, LAGLIDADG
[IPROO4SG0] (1); Pentaricopeptide repeat
s coms A S
GRO03T9%4 0 1 0 PPR containing plant-ke protein (1) 5 o (IPROO3121] (1); SWIB dornain - C_unshiu_00589_mRNA_3.1
activty [GO:0004519 i :
et 1y (IPRO19835] (1); Homing endonuclease
& [IPRO27434] (1): Tetrtricopeptide-ike
elcaldomain [IPROT1990] (1)
zineion binding [GO-0008270 Zine finger, CCHC-type [IPRO0ISTS] (1):
moleculr_functon] (1): Zine fnger, SWIM-type [IPRO0TS27) (1);
7003 phosphatidyinostol binding Sorting nexin, C-temninal [IPROI3937] |
GFO037993 0 1 0 Sortingneincarbory-crmins protin (1) Dt O e e C_unshiu_00589_mRNA_13.1
I fnger, PMZ-type
molecular_functon] (1) [1PRO0GS63) (1)
GRO037992 0 ! 0 Hypothetialprotein (1) . C_unshiu_00S88_mRNA_9.1
GRO037991 o 1 0 Hypothetcalprotin (1) - C_unshiu_00S85_mRNA_17.1
awso o : o P Ao YA e . e U541
GRO03798 0 ! 0 Hypothetialprotein (1) . C_unshia_00S87_mRNA_8.1
GRO037985 o 1 0 Hypothetcal protin (1) - C_unshiu_ 00587_mRNA_S.1
GRO037987 0 1 0 Hypothetialprotein (1) - C_unshiu_00587_mRNA_I5.1
GrO037986 0 1 0 Hypotheticalprotein (1) - C_unshiu_00S87_mRNA_IL1
GRO037985 0 ! 0 Hypothetialprtein (1) . C_unshiu_00386_mRNA_19.1
GRO0379%4 o 1 0 Hypothetcal protin (1) - C_unshiu_00586_mRNA_I.1
GRO037983 0 1 0 Hypothetialprotein (1) - C_unshiu_00586_mRNA_17.1
Glutamine amidotransfrsse type 2
] domain [IPROI79321 (1: Nucleophike .
GRo0ToR2 0 1 0 Hypothetcalprotin (1) s e 551 C_unshiu_00586_mRNA_IS.I
i)
GRO0sTO81 0 1 0 Hypothetcalprotin (1) - _unshiu_00586_mRNA_I2.1
GRO037980 0 ! 0 Hypothetialprtein (1) . C_unshiu_00586_mRNA_L1
GRO037979 o 1 0 Hypothetcalprotin (1) - C_unshiu_00585_mRNA_31.1
; Putative WRKY transcription fctor 19 Leucinerich repeat domain, L domain- i 00585 mRNA 2
GRO03T9TS 0 1 o [ - C_unshiu_00585_mRNA_20.1
Leacine-richrepeat 3 [IPROT1713] (1)
Winged helx-turn-helix DNA-binding
donin [IPROI1991] (1 Leucine-rich
. ADP binding [GO:0043531 domin, L domain ke
GRO037977 0 i 0NBS tpe i restancepoten (1) e s 1) e e g C_unshiu_00585_mRNA_26.1
ucleoside triphosphate hydrolase
[IPRO27417) (1); NB-ARC [IPRO02152]
GRO03T9T6 0 1 0 Hypotheticalprotein (1) - C_unshiu_00585_mRNA_24.1
GR0037975 0 ! 0 Hypothetialprtein (1) . C_unshiu_00585_mRNA_23.1
GRO037974 o 1 0 Hypothetcalprotin (1) - C_unshiu_00585_mRNA_22.1
GrO037973 0 1 0 Hypothetialprtein (1) - C_unshiu_00S85_mRNA 2.1
GRo03ToT2 0 ! 0 Hypotheticalprotein (1) - C_unshiu_00585_mRNA_I9.1



T Num G colmenine NaminC Ui NummPArionaa Nore EJ TnterPro
“Ankyrin repeat (IPROO2110] (1): Gag-
. sl proten protein binding [GO:0005515 polypeptide of LTR copia-type i 00585
GRO03TOTI 0 1 0 Hypothercalprotin (1) T o ) (1 A ere C_unshiu_00585_mRNA_18.1
contaning domain [IPRO20683)] (1)
GRO03T970 0 1 0 Hypothericalprotin (1) - C_unshiu_00585_mRNA_16.1
EF-Hand 1, calcium-binding ste
Putaive caeiun-binding protein CML30 _caium fon binding [GO:0005509 [IPROI8247] (1); EF-hand domain .
GRO037969 ° ! °m molkcular_function] (1) [IPROG204S] (1); EF-hand domain pair Cunshin_00585_mRNA_I4.1
[IPROT1992] (1)
Leucinerich repeat domain, L domain-
GFO037968 0 1 o putive WRKY transcripton factor 19+ like [IPRO32675] (1: Leucine-rich epeat. - C_unshiu_00585_mRNA_IL1
ke protein (1) 3{IPROTITI3) (1)
GFO037967 0 1 0 Hypothetcal protein (1) - C_unshiu_00584_ mRNA 5.1
GFO037966 0 1 0 Hypothetcal protein (1) - C_unshiu_00584_ mRNA 4.1
GRO037965 0 1 0 Hypothericalprotin (1) - unshi_00584_mRNA_30.1
GFO037964 0 1 0 Hypothetcalprotein (1) - C_unshiu_00584_mRNA_20.1
GF0037963 0 1 0 Hypothetcal protein (1) - C_unshiu_00584_mRNA 25.1
GFO037962 0 1 0 Hypothetcal protein (1) - C_unshiu_00584_mRNA 27.1
GRO037961 0 1 0 Hypothericalprotin (1) - unshiu_00584_mRNA_25.1
GF0037960 0 1 0 Hypothetcal protein (1) - C_unshiu_00584_mRNA_23.1
GFO037959 0 1 0 Hypothetical protein (1) - C_unshiu_00584_mRNA 211
ranslation [GO:0006412
biological_process] (1) intracellular
[GO:0005622 celular_component] (1;
GFO037958 0 1 0 Hy ) ibosome [IPROOGS46] (1) - C_unshiu_00584_ mRNA_I7.1
[GO:0003735 molecular_function] (1):
rbosome [GO-0005540
celular_component] (1)
GFO037957 0 1 0 Hypothetcal protein (1) D o (1 E-box domain [IPROOIS10] (1) - C_unshiu_00584_ mRNA_IL1
structural constituent of ribosome
[GO:0003735 molecular_functon] (1):
intracelular [GO:0005622 Ribosomal protein L2 dormain 2
GRO03T956, 0 1 0 Hypothericalprotin (1) celuar_component](1); wanslation  [IPRO14722] (1); Ribosomal protein L14. - C_unshiu_00583_mRNA_4.1
[GO:0006412 bilogical process] (1): ~ [IPRO02784] (1)
rbosome [GO:0005840
celular_component] (1)
GFO037955 0 1 0 Hypothetcal protein (1) - C_unshia 00583 mRNA_1.1
GRO03T954 0 1 0 Hypothericalprotin (1) - C_unshiu_00582_ mRNA_9.1
GFO037953 0 1 0 Hypothetcal protein (1) - C_unshiu 00582 mRNA 8.1
GFO037952 0 1 0 Hypothetcal protein (1) - C_unshiu_00582_ mRNA_34.1
GFO037951 0 1 0 Hypothetcal protein (1) - C_unshiu 00582 mRNA 32.1
GRO037950 0 1 0 Hypothercalprotin (1) - C_unshiu_00582_mRNA_29.1
Domain of unknown function DUFS6,
cupin-3 [IPROOSST) (1); RiC-like . N
GFO037949 0 1 0 Hypotheticalprotein (1) e e TIRO1 O3 1y Rec ke C_unshiu 00582 mRNA 22.1
Jlly roll old [IPRO14710] (1)
GFO037948 0 1 0 Hypothetcal protein (1) - C_unshiu 00582 mRNA_12.1
GFO037947 0 1 0 Hypothetical protein (1) - C_unshiu_00582_ mRNA_10.1
[ Isopenicillin N 27443)
GFO037946 0 1 0 Hypothetcal protein (1) o omaat™  (1); Oxoglutaratlron-dependent - C_unshia 00582 mRNA_1.1
biological_process] (1) S0
Leucine-rich repeat domain, L domain-
tike [IPROY2675] (1); Leucinerih repeat,
protein binding [GO:0005515 typical subtype [IPRO03591] (1): Leucine.
GFO037945 0 1 0 Lecineriehrepeat, plan spciic (1) P e EOEAN g Nt o C_unshia_00581_mRNA 7.1
type [IPROI210] (1) Leucine-rich repent
[IPRO0I61] (1)
GFO037944 0 1 0 Hypothetcal protein (1) - C_unshiu_00581_mRNA_25.1
GF0037943 0 1 0 Hypothetical protein (1) - C_unshiu_00581_mRNA 211
. Cytokinin riboside S-monaphosphate i RN 2
GRO03T942 0 1 A - C_unshiu_00581_mRNA_20.1
" Lencine-rch repeat domain, L domain-
GF0037941 0 1 0 Hypothetcal protein (1) e imossem 1) C_unshiu_00581_mRNA 2.1
GFO037940 0 1 0 Hypothetcal protein (1) - C_unshiu 00581 mRNA_19.1
Leucinerich repeat domain, L domain- ¢
GF0037939 1 0 Hypothetcal protein (1) e oo 1) C_unshiu_00581_mRNA_13.1
GFO037938 0 1 0 rconaning proten.pive - C_unshia_00580_mRNA 7.1
GRO037937 0 1 0 Hypothericalprotin (1) - C_unshiu_00580_mRNA_22.1
GFO037936 0 1 0 Hypothetcal protein (1) - C_unshiu_00580_mRNA_20.1
GFO037935 0 1 0 Hypothetcal protein (1) A splingfctor SYE2 [IPRO132601 C_unshiu_00580_mRNA_13.1
GRO03T934 0 1 0 Hypothericalprotin (1) - C_unshiu_00579_mRNA 5.1
GFO037933 0 1 0 Hypothetcal protein (1) - C_unshiu_00579_mRNA_15.1
. Cytokinin rboside S'monophosphate
phosphoribohydrolise (150G family [IPRO31100] (1)

. R nucleic acid binding [GO:0003676 Ribonuclease Holike domain [IPROI2337] S— RNA S
GRO037931 0 1 0 Hypothercalprotin (1) e e o C_unshiu_00578_mRNA 5.1
GFO037930 0 1 0 Hypothetcal protein (1) - C_unshiu_00578_mRNA 3.1
GF0037929 0 1 0 Hypothetcal protein (1) - C_unshiu_00578_mRNA_I11

etabli proces [GO.0008152 NAD(P)-binding domain [IPRO16040]
) ot b et e (1) Glucose/rbiol dehycrogenase.
GFO037928 0 1 O e () wtivey (GO O0I68] [1PRO02347) (1) Sortchiin . C_unshiu_00578_mRNA_10.1
molecular_function] (1) dehydrogenascireductase SDR.
- [IPRO02195] (1)
PGG domain [IPRO26961 ) (1): Ankyrin
GFO037927 0 1 0 Ankyrinrepeatplanke protein (1) 110, DG EOBI0SS1S repeat-contaning domain [IPRO206K3] - C_unshia_00577_mRNA_4.1
molecularfunction] (1); Ankyrin repeat [IPRO02110] (1)
glyeolytic process [GO:0006096 furknown finction DUF676,
[t lipase-lie [IPROOT7S1] (1):
GFO037926 0 1 0 Serine esterase family protein (1) e i Phosphofiuctokinase domain C_unshiu_00577_mRNA 3.1
. [IPRO00023] (1); Alpha/Beta hydrolase
160:0003872 moleclar_ferion) (1 {I{EREEI 0 AN
GFO037925 0 1 0 Hypothetcal protein (1) - C_unshiu_00577_mRNA_13.1
GFO037924 0 1 0 F-box protein AISg07610 (1) - C_unshiu_00577_mRNA_10.1
GRO037923 0 1 0 Hypothercalprotin (1) - C_unshiu_00576_mRNA 26,1
GFO037922 0 1 0 Hypothetcal protein (1) - C_unshiu_00576_mRNA_22.1
Ankyrin repeat.containing domain
GF0037921 0 1 0 Ankyrin repeat protein (1) T oy 51 [IPRO20683] (1); Ankyrn repeat - C_unshiu_00576_mRNA 211
ottt [IPRO02110] (1)
zinc ion binding [GO:0008270
‘molecular_function] (1); nuceic acid . .
GFO037920 0 1 0 Hypothetcal protein (1) g [COA0366 Zine finger, CCHC-type [IPRODISTS] (1) C_unshia_00576_mRNA_19.1
molecular_functon] (1)
PGG domain [IPRO26961] (1): Ankyrin
GFO037919 0 1 0 Hypothetcal protein (1) [ repeat-contaning domain [IPRO20683] - C_unshiu_00576_mRNA_14.1
- ¢ (1)s Ankyrin repeat [IPRO02110] (1)
GROOITONS 0 1 0 Hypothericalprotin (1) - C_unshia_00576_mRNA_13.1
GrO037917 0 1 0 Hypothetcal protein (1) - C_unshiu_00576_mRNA_12.1
GFO037916 0 1 0 Hypothetcal protein (1) - C_unshia_00575_mRNA_4.1
Iyase activity [GO:0016829
. e 21 molecular_function] (1); terpene YU erpene gynhase, meta-binding domain
GFO037915 0 1 0 ! [IPRO0S630] (1) Isoprenoid synthase - C_unshiu_00575_mRNA_19.1
) moleculr_function] (1) magnssiumion LY L0 S
binding [GO:0000287
molecular_functon] (1)
metabolic process [GO:0008152 soprenoid synthase domain (IPRO08549]
biological_process] a: ynihase,
binding [GO:0000287 [IPRODISO6] (1); Terpene synthase,
GFO037914 0 1 0 Sesquiterpene synthase (1) - functon] (1): erpene synthase. metal-binding domain [IPR00S630] (1): - C_unshiu_00575_mRNA_IS.1
aciviy [GO:0010333 Terpenoid cyclasesiprotein
molecular_function] (1) yase actvity  prenyltransferase alpha-alpha toroid
[GO:0016829 molecular_function] (1) [IPRO0S930] (1)
GFO037913 0 1 0 Hypothetical protein (1) - C_unshiu_00574_ mRNA 9.1
regulation of transeription, DNA-
y templated [GO:0006355 .
GFO037912 0 1 O Noapical mersem fmilyproin (1) =70 R UIOAIE g NAC domain [PRO034411 1) C_unshiu_00574_ mRNA 8.1
[GO:0003677 molecular_function] (1)
GFo037911 0 1 0 Hypothetcal protein (1) - C_unshia_00574_ mRNA 6.1
DNA binding [GO:0003677
§ molecular_function] (1); egulation of . .
GROO3T9N0 0 1 0 Hypothetcal protein (1) e NAC domain [IPRO0341] (1) - C_unshiu_00574_mRNA_4.1
[GO:0006355 biological process] (1)
GRO037909 0 1 0 Hypothericalprotin (1) - C_unshiu_00574_mRNA_23.1
Gruosrons 0 ' [p——— ek acd g [GO000S66 - Ribnuclae ke domein [PROIZ337) _anshi 00874 mRNA_22.1
GFO037907 0 1 0 Hypothetcal protein (1) - C_unshiu_00574_ mRNA 211
GRO037906 0 1 0 Hypothercalprotin (1) - C_unshiu_00574_mRNA 2.1
GFO037905 0 1 0 Hypothetcal protein (1) - C_unshiu_00574_ mRNA_IT.1
Leucinerich epeat, ypical subiype
" LRR receptor-ike srinethrconine-  protein binding [GO:0005515 [IPRO03S91] (1); Leucine-rich repeat
GRO03TI08 o ! © proten kinase ERECTA (1) moleculr_function] (1) domain, L domain-lke IPRO32675] (1): Coumie 00T mRRAILE
Leucine-rich repeat [IPRO0IGI1] (1)
tegulation of transeription, DNA-
" templated [GO:0006355 .
GF0037903 0 1 O NAC domaincontiing prorcin 29 (1) (0SC IR g NAC domin IPRO03441) (1 - C_unshiu_00574_ mRNA_1.1
[GO:0003677 molecular_functon] (1)
GFO037902 0 1 0 Hypothetical protein (1) - C_unshia_00573_mRNA 9.1

y el protein zine ion binding [GO:0008270 Zine finger, PMZ-type [IPROOGS64] (1) _ i .
GRO0STO0L 0 ! O thpotherialproten (1) molecular_functon] (1) Zinc finger, SWIM-type [IPRO07S27) (1) Cunshia 00573 mRNAT.1
GF0037900 0 1 0 Hypothetcal protein (1) - C_unshiu_00573_mRNA_6.1
GFO037899 0 1 0 Hypothetical protein (1) - C_unshia_00573_mRNA 5.1
GFO037898 0 1 0 Hypothetcal protein (1) - C_unshiu_00573_mRNA 3.1

NADP binding [GO:0050661
molecular_function] (1); glucose-6-
¢ functon] (1): 0 5] (1): Glucose-6- .
GFO037897 0 1 oy ) Tcotsenn tprooraty - C_unshiu_00573_mRNA 2.1
biological_process] (1) glucose metabolic (1)
process [GO:0006006 biological_process]
)
GFO037896 0 1 0 Hypothetcal protein (1) - C_unshiu_00573_ mRNA_15.1
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GRO037895, o 1 0 Hypothetical protin (1) - C_unshiu_00573_mRNA_111
" Lencine-rch repeat domain, L domain-
GFO037894 0 1 0 Putaive disease resistance protein (1) [Pieeis C_unshia_00573_mRNA_11
(GO-0006465 1(1);
biological process] (1: rotein kinase  Protein kinase-like domain [IPROT1009]
GF0037893 0 1 0 ) (1) Serincihreonine dual specficity - C_unshiu_00571_mRNA 24.2
molecular_function] (1); ATP binding protein kinssc, catalytie domain
[GO:0005524 molecular_function] (1)~ [IPR002290] (1)
Heat shock protein 70kD, C-terminal
domain [IPRO2004S] (1): Heat shock
protein 70 family [IPROI3126] (1); Heat
GRO03T892 0 ! 0 Heat shock protein 70 (1) Shock protein 70, conserved site - C_unshiu_00571_mRNA 211
[IPROISISI] (1); Heat shock protein
OKD, peptide-binding domain
[IPRO29047] (1)
GFO037891 0 1 0 Hypothetcal protein (1) - C_unshia_00571_mRNA 2.1
Heatshock protein 70 fmily
[IPROI3126] (1):; Hea shock protein 70,
conserve sit [IPROISIST] (1) Heat
GFO037890 0 1 0 Heat shock protein 70 (1) shock protein T0KD. C-terminal domain - C_unshiu_00571_mRNA_19.1
[IPRO2904] (1);Heat shock protein
FOKD, peptide-binding domain
[IPRO29047] (1)
GFO037889 0 1 0 Hypothetcalprotein (1) - C_unshiu_00571_mRNA_IS.1
GFO037858 0 1 0 Hypothetcal protein (1) - C_unshiu_00571_mRNA_IT.1
Concanavalin A-like lectn/glucanase
domain IPROI3320] (1): Prtein kinase-
Hke domain [IPRO11009] (1): Protein
protein phosphorylation [GO:0006468  kinase domain [IPRO0OT19) (1); Serine-
biological_process] (1) potein kinase  threonine/tyrosine-protein inase catalytic
GFO037887 0 1 [t domain [IPROO1245) (1); - C_unshiu_00571_mRNA 1.1
il protein soform molecular_function] (1); ATP binding  Serineftreonine/dual speificty rotcin
[GO:0005524 molecula_functon] (1) Kinase, catalytic domain [IPR002290]
(1) Protein kinase, ATP binding ste
[IPRO17441] (1); Serine threonine-procin
Kinase,active site [IPRO0S271] (1)
GFO037886 0 1 0 Hypothetcal protin (1) - C_unshia_00570_ mRNA 6.1
Cysene Hisidin chC1 orin iy [GO.0047134 ol fncton] (12 08 o
GFO037885 0 1 E et o renon s 6000114 IFROLORN (1 ek ROL1424 - C_unshiu 00570 mRNA 5.1
biologial_process] (1)

. puative x domain - C_unshi m
Gro03TSS4 0 1 o e s (1 Fobox domain [IPROOIS10] (1) C_unshia 00570_mRNA_11.1
GFO037883 0 1 0 Hypothetcal protein (1) - C_unshiu_00570_ mRNA_1.1
GFO037882 0 1 0 Hypothetcal protein (1) - C_unshiu 00569 mRNA 8.1

Bifunctional inhibitor plant lpd transfer
GFO037881 0 1 0 Hypothetcal protein (1) proteinsced sorage helical domain C_unshiu 00569 mRNA_15.1
[IPRO16140] (1)
iron fon binding [GO:0005506
molecular_function] (1); heme binding
[GO:0020037 molecular_functon] (1):
:Z:ﬁyfcmnif.:;']“(ﬁ ﬁzm@w Cytochrome P450 [IPRO01128] (1);
GFO03TS80 0 1 0 Cytochrome P40 TI6B1 (1) reduction process [GO:0055114 Ctochxome PAS0, B-<leos [FRO0Z397) C_unshiu 00568 mRNA 8.1
biologial process] (1); oxidoreductase (1; CYioehrorme P40, conserved site
gieal process] (1) 1PROI7972] (1)
activiy, acting on paied donrs,with |
incorporation or reduction of molecular
oxygen (GO:0016705
molecular_functon] (1)
LG NB-ARC [IPROO212] (1): P-loop
GFO037879 0 1 0 Hypothetical protein (1) Am; m;am’: K:“ 004‘»‘53‘ containing nucleoside triphosphate - C_unshiu_00568_mRNA_6.1
molecular_functon] (1) hydrolase (IPRO27417] (1)
GrO037878 o 1 0 Hypothetcalprotein (1) - C_unshiu 00568 mRNA 5.1
Giyeoside hydrolase superfamily .
GFO037877 0 1 0 Hypothetcal protein (1) {BRO1T8S) (1) C_unshia 00568 mRNA 3.1
Myo-inositok1-phosphate synthase, ¢
GFO037876 o 1 0 Hypothetcal protein (1) AL ibe ko mosy - C_unshi 00568 mRNA 25.1
. NB.ARC [IPRO02182] (1): P-lop
GFO037875 0 1 0 Truncated RB (1) [ At contaning nucleoside triphosphate - C_unshiu_00568_ mRNA 24.1
molecular.function hydrolase [IPRO27417] (1)
‘muclic acid binding [GO:0003676
GFO037874 0 1 0 Hypothetcal protein (1) molecular_function] (1) zne fon binding ~ Zine finger, CCHC-type [IPRODISTS] (1) - C_unshia 00568 mRNA 2.1
[GO:0008270 molecular_furcion] (1)
GROO3TST3 0 1 0 Hypothercalprotin (1) - C_unshiu 00568_mRNA_13.1
GrO037872 o 1 0 Hypothetcal protein (1) - C_unshiu 00568 mRNA_1.1
GFO037871 0 1 0 Hypothetical protein (1) - C_unshiu 00567 mRNA_14.1
GFO037870 0 1 0 Hypothetical protein (1) - C_unshiu 00567 mRNA_10.1
nucleic acid binding [GO:0003676
GFO03TS69 0 1 0 Hypothercalprotin (1) molecular_function](1): ine ion binding _ Zine finger, CCHC-type [IPRODISTS] (1) - C_unshiu_00566_mRNA 4.1
[GO:0008270 molecular_function] (1)
proteindimerizaton ac
: Ribonuclease Holike domain [IPRO12337)
GFO037868 0 1 0 Hypothetcal protein (1) et e " (1 HAT, -t - C_unshi_00566_mRNA_15.1
molecular_function] (1) {irRos0eI
GrO037867 0 1 0 Hypothetcal protein (1) - C_unshi_00566_mRNA_12.1
arbosdrate metaboli Pectn yase fodinuence fator
P o L A
Grans7sss 0 ! o Pobgabcnonse, Gy GH2s 1) (0905973 bgal roces (1, (pnor233a] 1 Gconde o, - i 00565 mRNA 351
molecularfunction el repeat [IPR006626]
GFO037865 0 1 0 Hypothetcal protein (1) - C_unshi_00565_mRNA_32.1
GFO037864 0 1 0 Hypothetcal protein (1) - C_unshiu_00565_mRNA_30.1
GFO037863 0 1 0 Hypothetcal protein (1) - C_unshiu_00565_ mRNA 25.1
Gro03TS62 0 1 0 Hypothetical protein (1) - C_unshiu_00565_mRNA 26,1
GFo037861 0 1 0 Hypothetcal protein (1) - C_unshi_00565_mRNA_25.1
GFO037860 0 1 0 Hypothetcal protein (1) - C_unshiu_00565_mRNA_I3.1
GFO037859 0 1 0 Hypothetcal protein (1) - C_unshiu_00565_mRNA_10.1
Gro0TSS8 0 1 0 Hypothetical protein (1) - C_unshiu_00564_mRNA 8.1
GrO03785T 0 1 0 Hypothetcal protein (1) - C_unshiu 00564 mRNA_7.1
Donin of unknown function DUF4218
GFO037856 0 1 0 Hypothetcal protein (1) bRO25152] (1) C_unshiu 00564 mRNA 6.1
Gro0TSss 0 1 0 Hypothetical protein (1) - C_unshiu_00564_mRNA_23.1
GrO037854 0 1 0 Hypothetcal protein (1) - C_unshiu 00564 mRNA 2.1
GFO037853 0 1 0 Hypothetcal protein (1) - C_unshiu_00563_ mRNA 9.1
GFO037852 0 1 0 Hypothetcal protein (1) - C_unshiu_00563_ mRNA 22.1
GFO037851 0 1 0 Hypothetcal protein (1) etk domain [PROIO0] C_unshiu 00563 mRNA 2.1
GFO037850 0 1 0 Hypothetcal protein (1) - C_unshiu_00563_ mRNA_IT.1
GFO037849 0 1 0 Hypothetcal protein (1) - C_unshiu_00563_ mRNA_12.1
Gro0ITS a8 0 1 0 Hypothetical protein (1) - C_unshia 00563 mRNA_10.1
ENTH/VHS [IPRO0S942] (1); AP1SO N-
Phospholipid binding [GO:0005543  terminal homology (ANTH) domain .
GrO037847 0 1 0 Hypothetcal protein (1) D et ) it C_unshiu_00562_ mRNA_24.1
[IPRO13809] (1)
oxidation-reduction process [GO:0035114
bioloical_process] (1); oxidoreductase - FAD/NAD(P)-binding domain .
GFO037846 0 1 0 Oxidoreductse cleceoncamier (1) JLREELII ] iPRoTss) () - C_unshiu 00562 mRNA_11
moleculr_function] (1)
GrO037845 0 1 0 Hypothetcal protein (1) - C_unshiu_00561_mRNA_9.1
GFO037844 0 1 0 Hypothetcal protein (1) - C_unshiu_00561_mRNA 7.1
GFO037843 0 1 0 Hypothetcal protein (1) - C_unshia 00561 mRNA 5.1
Gro03Ts2 0 1 0 Hypothetical protein (1) - C_unshiu_00561_mRNA 4.1
5 enzyme I
GFO037841 0 1 0 Putative invertase inibior (1) - lRo06s0n (1) - C_unshia_00561_mRNA 3.1
GFO037840 0 1 0 Hypothetcal protein (1) - C_unshia 00561 mRNA 2.1
Gr003T39 0 1 0 Hypothetical protein (1) - C_unshiu_00561_mRNA_1.1
5 Protein of unknown function DUF716
GFO037838 0 1 0 Transmembrane protein 45B (1) NS TRo00006) (1 - C_unshiu 00560_mRNA 8.1
Tetratricopeptide-lke helcald
GFO037837 0 1 0 Hypothetcal protein (1) [ [IPROT1990] (1); Pntatricopeptide repeat - C_unshia_00560_ mRNA 7.1
- ¢ [1PRO02885] (1)
binding [GO:0005458
‘molecular_function] (1): phosphorylation
[GO:0016310 bological_process] (1);  Armadillo-like heica (IPROT1989] (1)
GFO037836 0 1 0 Hypothetcal protein (1) et RNA estabolic Kinase SMGL C_unshiu_00560_mRNA_4.1
[GO:0000184 bilogical_process] (1; ~ [IPRO16024] (1)
protein seinehreonine Kinase actviy
[GO:0004674 molecular_function] (1)
GFO037835 0 1 0 Hypothetcal protein (1) - C_unshiu_00560_mRNA 32.1
. DNA-binding pscudobarrel domain
GRO037834 0 1 0 Transeriptonal factor B3 (1) DA Diding 10677 [IPROIS300] (1); B3 DNA binding - C_unshiu_00560_mRNA_14.1
molecular_functon] (1) domain [IPRO03340] (1)
GFO037833 0 1 0 Hypothetcal protein (1) - C_unshiu_00559_mRNA_6.1
PGG domain [IPRO26961 ] (1): Ankyrin
GFO037832 0 1 0 Hypothetcal protein (1) repeat-contaning domain [IPRO206K3] - C_unshiu_00559_mRNA_12.1
o)
GFo037831 0 1 0 Hypothetcal protein (1) - C_unshia 00558 mRNA 8.1
GFO037830 0 1 0 Hypothetcal protein (1) Tmgosse MUDR.pn 1PROD 2 C_unshiu_00558_mRNA_7.1
protcolysis [GO:0006508
GFO037829 0 1 0 Hypothetcal protein (1) biological_process] (1):peptidse activity Peptidase C13, egumain [IPR001096] (1) - C_unshia_00558_mRNA_6.1
[GO:0008233 molecular_function] (1)
GFO03728 0 1 0 Hypothetcal protein (1) - C_unshia 00558 mRNA 4.1
Cytokininriboside 5-monaphosphate )
Gro037827 0 1 O oo - C_unshiu 00558 mRNA 2.1
GFO037826 0 1 0 Hypothetcal protein (1) - C_unshiu_00558_mRNA_IT.1
. Cytokinin riboside S'monophosphate
Groos7825 0 1 0o T phosphoribobydrolise LOG [IPRO05269] - C_unhiu_ 00558 _mRNA_16.1
pho (1):LOG family [IPRO31100] (1)
GRO037824 0 1 0 Hypothericalprotin (1) - C_unshiu_00558_mRNA_IS.1
GrO037823 0 1 0 Hypothetcal protein (1) - C_unshiu 00557 mRNA 8.1
GFO037822 0 1 0 Hypothetcal protein (1) Irnsposase associnted domain - C_unshiu 00557 mRNA 7.1

[1PRO29480] (1)
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Groosat 0 i 0 Hypothetial proein (1) B Canshi_00537_RNA 6.1
007820 o ! 0 Hypothetical proein (1) - C_unshiu_00557_mRNA_10.1
Zinc finger, SWIM-type (IPRO07527] (1)
. zinc ion binding [GO-0008270 MULE trasposase omain IPROIS289]
GroosTs1 o ! O DR iy ranpossesofom 1(1) i D44 (00 e ) C_unshiu_00557_mRNA_LL
n
GroosTsIs o ! 0 Hypothetialprotein (1) . C_unshiu_00536_mRNA_21.1
GroosTs17 0 ! 0 Hypothetical proein (1) - C_unshiu_00556_mRNA_20.1
GrooTsie o ! 0 Hypotheticalprtein (1) - C_unshiu_00536_mRNA_2.1
i on binding [GO:0008270
i molcula_function] (1) nucei acid :
aroosTsts o ! 0 Hypothetical proein (1) e Zin fnger, CCHC-ype [IPROOISTS] (1) - C_unshiu_ 00556_mRNA_IT.1
molecular fnetion] (1)
GRO037814 0 1 0 Hypothetical protein (1) :"')” LE transposase domain (IPROIS289) C_unshiu_00556_mRNA_11.1
. Domsin ofunknown functon DUF4253 . .
arooTsis 0 ! 0 Hypotheticalprtein (1) 1PRO25558] (1) C_unshia_00535_mRNA_S.1
arooTsi2 o ! 0 Hypothetical proein (1) - C_unshiu 00555 _mRNA_7.L
GRO037811 0 ! 0 Hypothetialprotein (1) . C_unshiu_00535_mRNA_6.1
. RNA-diected DNA polymerase (Reverse Reverse transcripase domain i 00555 i
GRO03TS10 o ! transeriptase) (1) (IPRO0G4T7] (1) - i 00533 mRNA_3.1
) § Donainof unknown funetion DUF4263
007809 o ! 0 Hypothetical proein (1) molcula functon] (1) zinc ion binding IPRO25558] () Zine finger, CCHC-type_ C_unshiu 00555 _mRNA 2.1
[GO-0005270 molecular_funtion] (1) LIPkeo 78] (1) Zic knckle
- CXACKAHNAC [IPRO2SS36)] (1)
aroosT808 o ! 0 Hypothetical proein (1) - C_unshiu_ 00555 _mRNA_ILI
protin dimerization actiity — .
GO:04GPES molcr oo (1 i 013397
arooT807 o ! oty 0 I (GO:0003676 - C_unshia_00555_mRNA_L1
(1) HAT, Crterminal dimeristion dormain
moeclar_fincion] (D DNA bindng 7L C e
[GO-0003677 molecular._funtio] (1)
0037806 o ! 0 Hypothetical proein (1) - C_unshiu_00554_mRNA_7.L
Retrtransposon gag domain .
Gro0sT805 o ! 0 Hypothetical proein (1) e C_unshiu_00554_mRNA_6.1
iron on binding (GO:0005506
moleculr_function] (1: heme binding
[GO-0020037 molecular._futio] (1)
oxidation-teduction proces [GO:0055 114 Cytochrome PAS0, E-class, group
GRO03TS04 0 ! 0 Cytochrome P450 (1) biological_process] (1); oxidoreductase  (IPRO02401] (1); Cytochrome P40 - C_unshiu_00554_mRNA_19.1
activity, acting on paird donors,with [IPROO1128] (1)
incorporation or reduction of molceular
oxyEen [GO0016705
molcular function] (1)
Single hybrid morif [IPROT1053] (1):
faty acid biosynthtic process Biotnipoylstachment IPROOOOS9] (1)
GO:0006633 bioogial_proses] (1);  ATP-grsp fold. subdomain 2
acayl [IPROI3S16) (1);
. [GO:0003989 molecular_function] (1 domain [IPRO11764] (1): Acsty-CoA
GEOO3TS03 0 ! © Hypothetical proein (1) ATP binding [GO:0005524 curboxylse, central domin [IPROIJS37] ~ C_unshin 00553 mRNA.20.1
molecular.funceion] (1) bioin (1: Rudiment sigle ybrid motit
I« IPROT1034] (1) Biotin-bind
molecuar._fnetion] (1) [IPROOISS2] (1) Biotincarboxylas. C-
terminal (IPRO0SA52] (1)
GroosTs02 o ! 0 Hypothetical proein (1) - C_unshia 00552 mRNA 8.1
oxidationteduction proces [GO-0055 114
biological_process](1; xidoreductase
activity (GO0016451 Ricske 2Fe-25] iron-sulphur domain
GrooT801 o ! 0 Hypothetical proein (1) ey 132 om 2 meosiro C_unshiu_00552_mRNA 20,1
cluster binding [GO:0051537
molcular function] (1)
regulation of ransription, DNA- FHYSIFARI fanily [IPRO31052] (1),
pra— 0 : o st s o iy o 5 CCEOES FAR! DNA b i [FRGO530 - i 0552 mRA 21
bilogical process] (1)
Groo3TI9 o ! 0 Hypothetical proein (1) - C_unshiu 00552 mRNA_16.1
et imboieg ot WDV e
GrooTI98 o ! 0 Hypotheticalprotein (1) molecular_function](1;prtein binding 4 [IPROISO43] (1); WDAOrepent- C_unshiu_00552_mRNA_14.1
e omoen] () oten S conaningdomain PROI796] (1) Zic
- figer, CCCILtype (IPROOSTL] (1)
phosphotrnsirase vy, aonol group (e Srene PG PO
e ’ ' ! " molecular funcion] (1) perved e (IPROO2173] (1) - Coamshi 0
- Ribokinase-lke [IPRO29056] (1)
regultion of transcripion, DNA- FHYSFARI fumily [IPRO31052] (1):
Gro0TI96 0 ! 0 Hypotheticalprotein (1) templated [GO:0006355 FARI DNA binding domain IPRO04330] - C_unshiu_00552_mRNA_L1
biologcal process] (1) i
aroosTros o ! 0 Hypothetical proein (1) - C_unshiu_00S51_mRNA_4.1
GRO037794 0 i 0 Hypothetialprotein (1) . C_unshiu_00531_mRNA_24.1
GFO037793 0 1 0 Hypothetieal protein (1) :’";’"“‘ kinase-like domain [IPRO11009] C_unshiu_00SS1_mRNA_12.1
aroosTro o ! 0 Hypothetical proein (1) - C_unshiu_ 00551 _mRNA_10.1
Proteinof unknown fnction DUFS94
GRO03T91 0 i 0 Hypothetialprotein (1) [IPROO7GSS) (1); Domain of unknown - C_unshiu_00550_mRNA_3.1
function DUF4220 [IPRO25315] (1)
o370 o ! 0 Hypothetical proein (1) - C_unshiu_00350_mRNA 2.1
§ Proten ofurknown furction DUF247, .
GRO03778 0 1 0 UPFOS81 proein (1) T C_unshia_00550_mRNA_I17.1
Prteinof unknown function DUF247,
GroosTTss o ! 0 Hypothetical proein (1) o C_unshiu_00550_mRNA_16.1
GRS 0 ! 0 Hypotheticalprtein (1) - C_unshiu_00548_mRNA_IS.1
proteindinerizaton ctivity .
. HAT, C-terminal dimerisaton domain
GFO037786 0 1 0 Hypothetical protein (1) LGO:0046083 molecular_function] (1;- 10006 (1); Ribonuclease Hlike - C_unshiu_00548_mRNA_13.1
ke acid binding (GO0003676 PRS00 (1) Koy
‘molecular_function] (1) >
aroosTrss o ! 0 Hypothetical proein (1) - C_unshiu_00547_mRNA 4.1
GRO037784 0 ! 0 Hypothetialprotein (1) . C_unshiu_00547_mRNA_2.1
GroosTTss 0 ! 0 Hypothetical proein (1) - C_unshiu_00547_mRNA_LLL
R 0 ! 0 Hypotheticalprtein (1) - ~unshiu_00545_mRNA_20.1
G o ' [ — o A COWOTI iy ORI ) - [p——
o070 o ! 0 Hypothetical proein (1) - C_unshiu_00545_mRNA_IS.1
GrooTTT o ! 0 Hypotheticalprtein (1) - CLunshiu_00544_mRNA_6.1
o7 o ! 0 Hypothetical proein (1) - C_unshiu 00584 mRNA 4.1
F-box assosated interaction dorain
. protein binding [GO:0005515 {IPROI7431] (1);F-box dommain
GEOosTTI? 0 ! 0 SFBBbeta protin (1) molecular.funetin] (1) [IPROOISI0] (1) F-box associated ~~~ C_unshio 0054 mRNA 3.1
domain, type | (IPRO0GS27] (1)
Non-haem diygenase N-erminal
GRO037776 0 1 0 ry:""' fm'?:‘ offlavanone.3- ‘domain [IPR026992] (1: Isopenicillin N - C_unshiu_00544_mRNA_12.1
rowsase symthasclke [IPRO27443] (1)
GRS 0 ! o Clalcone fvanone somerase family - C_unshiu_00544_mRNA_I1.1
protein (1) i 00544_RNA_
o7 o ! 0 Hypothetical proein (1) - C_unshiu_00543_mRNA 8.1
G037 0 ! 0 Hypothetialprotein (1) . CLunshiu_00543_mRNA 5.1
. Cytokinin riboside S-monophosphatc i 00585
GrooTIT2 0 ! [ - C_unshiu_00543_mRNA_3.1
y Ctokininnbosde S-monophosphate Reverse transcipase, RNA-dependent
GEOOsTTI 0 ! © phosphoribohydrolase (1) DNA polymerase [IPROI3103] (1) Counshia_00543_mRNA_2.1
o370 o ! 0 Hypothetical proein (1) - C_umshiu_00543_mRNA_IS.1
GRO0TI6 o ! 0 Hypotheticalprtein (1) - C_unshiu_00543_mRNA_17.1
aroosTIes o ! 0 Hypothetical proein (1) - C_unshiu_00543_mRNA_IG.1
GROO37767 0 ! 0 Hypothetialprotein (1) . C_unshiu_00543_mRNA_14.1
Gro0sTT66 o ! 0 Hypothetical proein (1) - C_umshiu_00543_mRNA_13.1
Ctokinin riboside S-monaphosphate ; b unshia_00543_m
aroosTIes o ! [ LOG famiy IPRO31100] (1) - C_unshiu_ 00543 mRNA_10.1
GRO037764 0 i 0 Hypothetialprotein (1) . C_unshiu_00542_mRNA_I1.1
Gro0sTI6s 0 ! 0 Hypothetical proein (1) - C_unshiu_00542_mRNA_LLL
GronTse o ! 0 Hypothetical proein (1) - C_unshiu_00541_mRNA_3.1
aroosTI6l o ! 0 Hypothetical proein (1) - C_unshiu_00S41_mRNA_ILI
GRO037760 0 ! 0 Hypothetialprotein (1) . C_unshiu_00540_mRNA 9.1
Gro0sTTS 0 ! 0 Hypothetical proein (1) - C_unshiu_00540_mRNA 4.1
aroosTTss o ! 0 Hypothetical proein (1) - C_unshiu_00540_mRNA_L1
arousTrsT o ! 0 Hypothetical proein (1) - C_unshiu_00539_mRNA 8.1
GRO037756 0 ! 0 Hypothetialprotein (1) . C_unshiu_00539_mRNA_7.1
ranserption rom RNA polymerase 11
promoter (GO:0006383
biological_process] (1); DNAireted F-bor asociated ntraction dornsin
RNA polymeraseactivity [GO:0003899 [IPRO17451] (1): DNA-irected RNA
F-box protcn nteration domin proten. moleular_funtin] (1): DNA binding_ polymcrse 1 suburit RPC
GroTss 0 ! R (GO:0003677 moleculr_function] ()5~ [IPRO0TSI1] (1); F-box asociaed  ~ C_unshia_00539_mRNA3.1
DNA-dircted RN 1 domain, type | Fobox
complex [GO:0003666 domain IPROVISI0] (1)
cellulr_component] (1): protein binding
0005515 molecular._funcion] (1)
GrooTse o ! 0 Hypotheticalprtein (1) - C_unshiu_ 00539_mRNA_I2.1
srine-type pepidase activty N
e ion) (1, APWBetd bdrlase ol [IPRO29058]
RS (1: Peptidase S9A, proyl olgopeptidase
b GO0 S
Gro0sTTSs o ! 0 0 sy scive i [PROODATI] (1): epise C_unshiu_ 00339_mRNA_10.1
e $9A, Neterminaldomain [IPR023302]
molecular_functon] (1) seine-ype :
) (1:Peptdase 9 proly olgopeptidase,
exopeptidas ativiy (GO:0070008 "
e e catalytc domain (IPROOI3TS] (1)
GrooTs2 o ! 0 Hypothetical proein (1) - C_unshiu_00539_mRNA_L1
GroosTIs1 o ! 0 Hypothetical proein (1) - C_unshiu_00S34_mRNA_6.1
GRO03750 0 ! 0 Hypothetialprotein (1) . C_unshiu_00S38_mRNA 3.1
Gro0sTI49 o ! 0 Hypothetical proein (1) - C_unshiu_00538_mRNA_16.1
GRS o ! 0 Hypothetical proein (1) - C_unshiu_00538_mRNA_15.1
aroosTra7 o ! 0 Hypothetical proein (1) - C_unshiu_00S38_mRNA_12.1
GRO037746 0 ! 0 Hypothetialprotein (1) . C_unshiu_00S38_mRNA_L1
GroosTTas 0 ! 0 Hypothetical proein (1) - C_unshiu_00537_mRNA_3.1
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‘ribosome [GO:0005840
cellular_component] (1); structural
constitient ofrbosome [GO:0003735
GRO03T44 0 1 0 Sl suburit ribosomal protein S7e (1) molecular_function] (1);nracellular  Ribosomal protein S7e [IPRO00SS4] (1) - C_unshiu_00537_mRNA_12.1
[GO:0005622 cellular_component] (1);
ranslation (GO:0006412
biologial_process] (1)
GRO037743 0 ! 0 Hypothetialprotein (1) . C_unshiu_00S37_mRNA_L1
GRO03TI2 0 1 0 Hypothetcalprotin (1) - C_unshiu_ 00536_mRNA_9.1
GRO03 741 0 1 0 Hypothetialprotein (1) - C_unshiu_00536_mRNA 8.1
GRO0THO 0 1 0 Hypothetcalprotin (1) - C_unshiu_00536_mRNA_T.1
Gruox7s 0 ' o Utk st comporen Co e . s 00836 mRNA .1
GRO037I38 0 1 0 Hypothetialprtein (1) - C_unshiu_00536_mRNA 3.1
GRO0TTT 0 1 0 Hypothetcal protin (1) - C_unshiu_00536_mRNA_22.1
GRO037736 0 1 0 Hypothetical protin (1) s o Zinc fnger, BED-type [IPROO36S6] (1) - C_unshin_00536_mRNA_21.1
GrO03713S 0 1 0 Hypothetialprotein (1) - C_unshiu_00536_mRNA_16.1
Je— o . R — ekl GOWOETO R ke G (P02 p—
GrO037733 0 i 0 Hypothetcalprotin (1) . C_unshiu_00536_mRNA_13.1
R332 0 1 0 Hypothetialprtein (1) - C_unshiu_00536_mRNA_11.1
GRO0STT31 0 1 0 Hypothetcal protin (1) - ~unshiu_00536_mRNA_I0.1
GRO037730 0 ! 0 Hypothetialprtein (1) . C_unshiu_00535_mRNA_L1
aspartic-type endopeptidase acivity
N [GO:0004190 molecular_function] (1); /P peptidase, actve ste
GRO037720 0 1 0 Hypotheticalprotin (1) [IPRO0I969] (1); Aspartic peptidsse. - C_unshiu_00534_mRNA_14.1
proteolysis [GO:0006508
domain [IPRO21109] (1)
‘biological_process] (1)
proteinkinsse C-ativating G-protein
1k
[GO:0007205 bmlug\cul process] (1) [lPRM756] ax Dmuy’glyk:wl kinase,
GRO0TTE 0 1 0 Diseylglycerol Kinase (1) inase [IPRO01206] (1;NAD - C_unshiu_00533_mRNA_24.1
moleela function) (1 dmc)]glyceml iR
kinase activity [GO:000414: [1PRO16064] (1)
‘molecular_function] (1)
Gro0sT27 0 1 0 Hypothetialprotein (1) - C_unshiu_00533_mRNA_23.1
GRo03TT26 0 1 0 Hypothetcal protin (1) - C_unshiu_00533_mRNA_I0.1
GRS 0 ! 0 Hypothetialprtein (1) . C_unshiu_00532_mRNA_17.1
GRO037I24 0 1 0 Hypothetcalprotin (1) - C_unshiu_00532_mRNA_L1
Gro0sTs 0 1 0 Hypothetialprotein (1) - C_unshiu_00531_mRNA 9.1
GrooT22 0 1 0 Hypothetcal protin (1) - ~unshiu_0031_mRNA_S.1
. Giyoside hydrolase superfmily
GRo03T1 0 1 0 Hypothetcalprotin (1) oorsea - C_unshiu_00531_mRNA_25.1
GRO03T20 0 1 0 Hypothetialprotein (1) - C_unshiu_00531_mRNA_14.1
GRO0TTIO 0 1 0 Hypothetcal protin (1) - C_unshiu_00531_mRNA_I3.1
GRS 0 ! 0 Hypothetialprtein (1) . C_unshia_00531_mRNA_10.1
GRO03717 0 1 0 Hypothetcalprotin (1) - C_unshiu_00530_mRNA_9.1
GRO037I16 0 1 0 Hypothetialprotein (1) - C_unshiu_00530_mRNA 8.1
Proten of unknown function DUF247, .
GR0377IS 0 1 0 DUF247 domain proten (1) T C_unshiu_00530_mRNA_7.1
Protin ofurknown functon DUF247,
GRO03TI14 0 1 0 Hypothetialprotein (1) o Rt C_unshiu_00530_mRNA 6.1
GRo03TTI3 0 1 0 Hypothetcalprotin (1) - C_unshiu_00530_mRNA_S.1
R0z 0 ! 0 Hypothetialprtein (1) . C_unshiu_00530_mRNA_I1.1
Domsin ofunknown functon DUF4253
GRoo3TI1 0 1 0 Hypothetialprotein (1) sy C_unshiu_00530_mRNA_10.1
GRO0TTI0 0 1 0 Hypothetcalprotin (1) - C_unshiu_00530_mRNA_L1
GRO037709 0 ! 0 Putaive retroclement ol polyproten (1) . C_unshiu_00529_mRNA_9.1
DI-1 [IPRO0G287) (1) Clas 1 ghutamine
GruosTros 0 ' o G htamie amidorsfire e it e [PR029062) 1), - C i 00529 mRNA 7.1
superfamily protein soform DJ-1/Pfpl [IPRO02818] (1)
Gro037I07 0 1 0 Hypothetialprotein (1) - C_unshiu_00529_mRNA 6.1
GRO03TTO6 0 1 0 Hypothetcalprotin (1) - unshi_00529_mRNA_S.1
Leucinerich repeat-contaning N-
tmie oty [FRO12101

il 5 receptor-like kinas L na - C_unshiu mF

0037705 0 ! O LRR receptor-like kinase (1) molecular_function] (1) Leucine-ricrepeat domin, 1 .mm.m, C_unshiu_00529_mRNA_3.1
lke [IPRO32675) (1): Leucine.rich reest,
ypical subtype [IPRO03591] (1)

; Retrotransposon gag domain . ,
GRO0TTOH 0 1 0 Hypothetcalprotin (1) s - C_unshiu_00529_mRNA_25.1
GRO037703 0 ! 0 Hypothetialprotein (1) . C_unshiu_00529_mRNA_22.1
GRO037702 o 1 0 Hypothetical protin (1) - C_unshiu_00529_mRNA_19.1

Reverse transeriptse, RNA-deper
DNA polymerase IPROI3103] (1): Clss
GRO037701 0 1 0 Hypothetcal protin (1) 1 glutamine amidotransfrase-ike - C_unshiu_00529_mRNA_I.1
[1PR029062] (1); DJ-1/Pfpl [IPRO02818]
Reverse transeipase, RNA-dependent
} DNA polymerase [IPROI3103] (1);
GRO037700 0 ! 0 Hypothetialprotein (1) e e L0001 Leucine-richrepest doman, L domain- - C_unshiu_00529_mRNA_17.1
molecular_function] like [IPR032675] (1; Leucine-rich repeat
[IPRO0IG1] (1)
Domsin ofunkrown functon DUF4253
GF0037699 0 1 0 Hypothetical protein (1 rpRo2: s C_unshiu_00529_mRNA_13.1
il Iypothetical protein (1) Endonuclease/exonuckease/phosphatase “unshiu_00529_mRNA_{
[1PRO0S135] (1)
DI-UPip! (IPROV2S1] (1: Class |
GRO03T69% 0 ! 0 Putaive transcriptional regulator DI-1 (1) Jutamine amidotransferase- ke . C_unshiu_00529_mRNA_10.1
[1PR0O29062] (1)
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GRO03TITS 0 1 0 Hypothetcal protin (1) - C_unshiu_ 00433_mRNA_21.1
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GRO037067 0 1 0 Hypothetialprtein (1) - C_unshiu_00417_mRNA_L1
regultion of transcripton, DNA-
; el ororein emplated [GO:0006355 — . i 00416
GrO037066 0 1 0 Hypothetcalprotin (1) N bining A domsin (PRO034411 1 ~_unshiu_00416_mRNA_S.1
[GO:0003677 moleculr_function] (1)
GRO03T065 0 1 0 Hypothetcalprotin (1) - C_unshiu_00416_mRNA_6.1
protin dimerization act .
" HAT, C-terminal dimerisation domain
GFO037064 0 1 0 Hypothetical protein (1) [GO:0046983 molecular_function] (1): 03006 (1); Ribonuclease Holike - C_unshiu_00416_mRNA_4.1
ki scid binding (GO0003T6 O (1) K
molecular_function] (1) -
regulaton oftranscription, DNA-
templated [GO:0006355
; el ororein bilogical rocess] (1); DNA-ermplated  Transerption fctor TFIIB [IPROOOSI2] i 00416
GrO037063 0 ! 0 Hypothetcalprotin (1) e ot 11 C_unshiu_00416_mRNA_37.1
biological_process] (1); zic on binding
[GO:0008270 moleculr_function] (1)
regultion of transcripton, DNA-
templated [GO:0006355
. biological_process] (1;zinc on binding  Transcipion factor TFIIB [IPRO0OS12]
GROO37062 0 i 0 Hypothetialprotein (1) e e e C_unshiu_00416_mRNA_36.1
DNA-templted tramsription nitation
1GO:0006352 biological_process] (1)
regultion of transcripton, DNA- Zine finger, PMZ-spe [IPRO06S641 (1:
; Protein FARI-RELATED SEQUENCE 9 temmplted [G0:0006355 MULE transposase domain [IPROIS289] . .
Gro0Tos! o ! ) iological_process] (1) znc ion binding (1: Zine finger, SWIM-ype [IPRO07S27) CLunshia_00416_mRNA_25.1
[GO0008270 molecular_funcrion] (1)~ (1): FHY3/FARI famiy (IPRO31052] (1)
GrO037060 0 1 0 Hypothetcalprotin (1) - C_unshiu_00416_mRNA_12.1
GFO037059 0 ! 0 Hypothetialprtein (1) . C_unshiu_00416_mRNA_10.1
GRO037058 0 i 0 Hypothetialprotein (1) . CLunshiu_00415_mRNA 9.1
GO037057 0 1 0 Hypothetialprotein (1) - C_unshiu_00415_mRNA 6.1
GrO037056 0 ! 0 Hypothetialprotein (1) - C_unshiu_00415_mRNA_4.1
) Ankyri repea [IPRO02110] (1); Ankyrin
GRO037055 0 ! 0 Ankyrinrepest protin (1) protein binding [GO:000515 . C_unshia_00415_mRNA_3.1

‘molecular_function] (1)

repea-containing domain (IPRO20683]
0



T Nem G celemenie NaminC Unshiu Namin Piiionan Nore o Trfre
Winged helx-turm-helix DNA-binding
‘domain [IPRO11991] (1); P-loop.
GRO037054 0 1 0 Hypothetcalprotin (1) e ! containing mucleoside riphosphate - C_unshiu_00415_mRNA_14.1
olecular_function] ( hydrolase [IPR027417] (1); NB-ARC
[IPRO02182] (1)
GRO037053 0 1 0 Hypothetcalprotin (1) - C_unshiu_00415_mRNA_12.1
Gro037052 0 1 0 Hypothetcalprotein (1) - C_unshiu_00415_mRNA_1.1
P N . o Hspothetal proein (1) nucleic acid binding [GO:0003676 Ribonuclease Holike domin [PROI2337) _ i 00414 mRNA 0.1
‘molecular_function] (1 o
¢ 1 (1);
molecular_functon] (1); proten Proten kinas-like domin [IPROT1009)
GF0037050 0 1 0 Kinase ULK3 (1) specificity - C_unshiu_00414_mRNA 8.1
biological_process] (1); ATP binding  protein kinas, catalytic. domain
[GO:0005524 molecular_function] (1)~ [IPRO02290)] (1)
GFO037049 0 1 0 Hypothetical protein (1) - C_unshiu_00414_mRNA 20.1
zine fon binding [GO:0008270 Zinc fnger, RINGFYVEPHD-ype
‘GF0037048 0 1 0 RING-H2 finger protein ATL78 (1) ‘molecular_function] (1; protein binding  [IPRO13083] (1); Zine finger, RING-type - C_unshiu_00414_mRNA_24.1
[GO:0005515 molecular_function] (1) [IPRODIS41] (1)
ATP binding [GO:000552¢
molecular_functon] (1); protein Serinthreonine-protin kinase, actve site
GFO037047 o ! © Hypothetical protein (1) ‘biological_process] (1); protein kinase  domain [IPRO11009] (1); Protein kinase C_unshiu_00414_mRNA_20.1
activity [GO:0004672 ‘domain [IPR000TI9] (1)
molecula_function] (1)
Leucine-rich repeat domain, L domain-
. like [IPRO3267] i
GFO037046 0 1 0 Hypothetcal protein (1) oo N il e C_unshiu_00414_mRNA_19.1
[IPRO13210] (1)
GFO037045 0 1 0 Hypothetical protein (1) - C_unshiu_ 00414_mRNA_IT.1
GRO037044 0 1 0 Hypothercalprotin (1) - C_unshiu_ 00414_mRNA_1.1
GF0037043 0 1 0 Hypothetical protein (1) - C_unshiu_00413_mRNA_9.1
" Probable transposase, Pta/En'Spr, plant
GFO037042 0 1 0 Hypothetical protein (1) s - C_unshia_00413_mRNA_6.1
GRO037041 0 1 0 Hypothercalprotin (1) - C_unshiu_ 00413_mRNA 3.1
Protein of unknown function DUF247, ¢
GRO037040 0 1 0 Hypothetcalprotin (1) S C_unshiu_ 00413_mRNA_25.1
GFO037039 0 1 0 Hypothetcal protein (1) - C_unshiu_ 00413_mRNA_IT.1
GRO037038 0 1 0 Hypothetcalprotin (1) - C_unshiu_00413_mRNA_16.1
GF0037037 0 1 0 Hypothetical protein (1) - C_unshiu_00413_mRNA_I3.1
GRO03T036 0 1 0 Hypothercal protin (1) - C_unshiu_00413_mRNA_12.1
Proten of unknown function DUFS4
GRO037035 0 1 0 Protein FAM63A (1) s C_unshiu_ 00412_mRNA 7.1
GF0037034 0 1 0 Hypothetical protein (1) - C_unshiu_00412_mRNA_4.1
GRO037033 0 1 0 Hypotherical protin (1) - C_unshiu_00412_mRNA_3.1
uckeus [GO:0005634
celllar_component] (1); developmental - §
GRo03T032 0 1 0 Hypothetcalprotin (1) proces [GO:0032502 biologial_proces] oy coma [IPROWSTTL(1): Growth- C_unshiu_00412_mRNA_28.1
(1): transcription, DNA-templated regulating fctor [ 1M
[GO:0006351 bilogical_process] (1)
nucleus [GO0005634
cellular_component](1): ATP binding
[GO:0005524 molecular_fanction] (1);
[GO:003: 5 i . QLQ
GFO037031 0 1 0 Hypothetcalprotein (1) biological process] (1): transciption,  [IPRO14978] (1); Growth-regulating - C_unshiu 00412 mRNA 27.1
DNA-emplated [GO:0006351 factor [IPRO31137] (1)
‘biological_process] (1); regulation of
ranseription, DNA-emplated
[GO:0006355 biological_process] (1)
GFO037030 0 1 0 Hypothetcal protein (1) - C_unshiu 00412 mRNA_IS.1
GRO037029 0 1 0 Hypothetcalprotin (1) - C_unshiu 00411 mRNA 25.1
Gro037028 o 1 0 Hypothetical protein (1) - C_unshiu 00411 mRNA 211
ransmembrane transport [GO:00S5085
bilogcal process) () ransmembrane o o, sugar rnspotrike
GFO037027 0 1 0 Phosphate transporter (1) ransporter activity [GO:002 [IPRO0S828] (1); Major fcilitator - " unshiu_00411_mRNA_16.1
molecular_function (1; ntegral superfamily domain [IPR020846] (1)
component of membrane [GO:0016021  *UPermIY:
cellular_component] (1)

. R Endonucleaselexonuclease phosphatase i 00410
GRO037026 o 1 0 Hypothetical protein (1) [IPROOS135] (1) C_unshiu_00410_mRNA_9.1
GRO037025 0 1 0 Hypothetcalprotin (1) - C_unshiu_ 00410_mRNA_3.1
GRO037024 0 1 0 Hypothetcalprotin (1) e o Zine fnger, BED-type [IPROO3656] (1) - C_unshiu_00410_ mRNA 211
GRO037023 o 1 0 Hypothetcalprotein (1) - C_unshiu_00410_mRNA_20.1
GRo037022 0 1 0 Hypothetical protin (1) - C_unshiu_00410_mRNA_I.1
GFO037021 0 1 0 Hypothetcal protein (1) - C_unshiu_00410_mRNA_16.1

y Pepiidase M20, dimerisation domain .

GF0037020 o 1 0 Hypothetcalprotein (1) Tomes iy - C_unshiu_00410_mRNA_IS.1
. nucleic acid binding [GO:0003676 DNARNA-binding protein Alba-like
GFO037019 0 1 0 Hypothetcal protein (1) et (1 paooorrs) () - C_unshiu_00410_mRNA_14.1
GROO3T018 0 1 0 Hypothercalprotin (1) - C_unshiu_00410_mRNA_12.1
Ankyrin repeat-contaning dorain
[IPR0O20683] (1); PGG domain
GRoo37017 0 1 0 Hypothetcalprotin (1) [ [IPRO26961] (1); Ankyrin repeat - C_unshiu_00410_ mRNA 111
. « [IPRO02110] (1); Reverse transcriptase
zinc-binding domain IPRO26960] (1)
ndonuceasclexonuclease/phosphatase
GF0037016 0 1 0 DNAse I-like superfamily protein (1) [IPRO0S5135] (1); Reverse transcriptase - C_unshiu_00410_mRNA_10.1
domain [IPROOOAT7] (1)
oxidoreductase activy, acting on paired
donors, with incorporation o reduction of
‘ytochrome L 1(1):
molecular_function] (1); oxidation-
GF0037015 0 1 0 ey [GO:0055114 Cytochrome Wﬁ“'f"“sw"d site - C_unshiu_00410_mRNA_I.1
[IPRO17972] (1); Cytochrome P40, E- unshia_00410_mRNA
biologcal proces] (1 ron on binding L1101 (NGRS
[GO:0003506 molecular_function] (1); o .
heme binding [GO:0020037
molecula_function] (1)
aspartictype endopepidase acivty
[GO:0004190 molecular_fanction] (1):
zine ion binding [GO:0008270 Zine finger, CCHC-type [IPRO0ISTS] (1);
GFO037014 o 1 0 Hypothetcalprotein (1) molecular_functon] (1): roteolysis  Aspartc pepidase,active site - C_unshiu_00409_mRNA_26.1
[GO:0006508 biological_process] (1~ [IPRODI969] (1)
uclei acid binding [GO:0003676
‘molecular_function] (1)
ATP binding [GO:0005524
molecular_functon] (1; proteolyss
arosi0n3 0 ! o ol ot I PSS {00030 oo proces] (1 Pepidse M1 [IPROOOS2I 1) - C s 00409 nRNA 211
chloroplasty metalloendopeptidase activity
[GO:0004222 molecular_functon] (1)
GFO037012 0 1 0 Hypothetcal protein (1) - C_unshiu_00409_mRNA_16.1
GRO03T011 0 1 0 Hypothetcalprotin (1) - C_unshiu_00409_ mRNA_13.1
GROO3T010 o 1 0 Hypothericalprotin (1) - C_unshiu_00408_mRNA_8.1
GFO037009 0 1 0 Hypothetcalprotin (1) - C_unshiu_00408_mRNA_7.1
GFO037008 0 1 0 Hypothetcal protein (1) - C_unshiu_00408_mRNA 20.1
‘GF0037007 0 1 0 Hypothetical protein (1) Nodulin-like [[PRO10658] (1) - C_unshiu_00408_mRNA_27.1
GF0037006 o 1 0 Hypothetcal protein (1) - C_unshiu_00408_mRNA_25.1
GRO037005 0 1 0 Hypothetcal protin (1) - C_unshiu_00408_mRNA_24.1
GFO037004 0 1 0 Hypothetcal protein (1) - C_unshiu_00408_mRNA 22.1
GRO037003 0 1 0 Hypothetcalprotin (1) - C_unshiu_00408_mRNA 211
‘multiceluar organismal development
[GO:0007275 biological_process] (1);
tegulation of transeription, DNA-
. templaed [GO:0006355 AP2-lke ethylene-responsive trancription .
GRO037002 0 1 0 Hypothetcalprotin (1) e e amerpion. o ety Y - C_unshiu_00408_mRNA_20.1
i, sequence-specific DNA
binding [GO:0003700
molecula_function] (1)
GRO037001 0 1 0 Hypothetcalprotin (1) - C_unshiu_ 00408_mRNA 2.1
GFO037000 o 1 0 Hypothericalprotin (1) - C_unshiu_00408_mRNA_IS.1
GRO036999 0 1 0 Hypothetcalprotin (1) - C_unshiu_00408_mRNA_IS.1
Reverse transcriptase domain
GRO036995 o 1 0 Hypothetcalprotin (1) ok - C_unshiu_00408_ mRNA_14.1
GRO036997 o 1 0 Hypothericalprotin (1) - C_unshiu_00408_mRNA_I3.1
GRO03699 0 1 0 Hypothetcalprotin (1) - C_unshiu_00407_mRNA_23.1
) ik
GFO036995 0 1 0 Hypothetcal protein (1) groups other than amino-acyl groups  domain [IPRO23213] (1): Transferase - C_unshiu_ 00406_mRNA_6.1
[GO:0016747 molecular_function] (1) [IPR003480] (1)
GRO036594 o 1 0 Hypothetcalprotin (1) - C_unshiu_ 00406_mRNA 4.1
Chloramphenicol acetylransferase-tike ¢
GRO036993 0 1 0 Hypothetcalprotin (1) s C_unshiu_00406_mRNA_3.1
Leucine-rich repeat domain, L domain-
. like [IPRO32675] inc-rich
GFO036992 0 1 0 Hypothetcal protein (1) oo N il e C_unshiu_00406_mRNA 20.1
[IPRO13210] (1)
GFO036991 0 1 0 Hypothetcal protein (1) - C_unshiu_00406_mRNA_27.1
GRO036590 0 1 0 Hypothetcalprotin (1) - C_unshiu_00406_mRNA 26.1
GRO036989 0 1 0 Hypothercalprotin (1) - C_unshiu_00406_mRNA_IL1
GRO036988 0 1 0 Hypothetcalprotin (1) - C_unshiu_00406_mRNA_10.1
eystcine-ype peptidase activiy
. [GO:0008234 molecular_function] (1);  Ulpl protease umily, C-terminal catalytc
GFO036987 0 1 0 Hypothetical protein (1) s 100006505 st (1) - C_unshiu_00406_mRNA_1.1
‘biological_process] (1)
GRO036986 0 1 0 Hypothetical protein (1) - C_unshiu_00405_mRNA 25.1

§ el prorein binding [GO:0005488 Armadilo-like helical [PRO11989] (1): i 00405 mRNA 2
GrO0369%3 0 ! O Hypothetieal protein (1) molecular_function] (1) Armadillo-type fold [IPRO16024] (1) C_unshiu_00403_mRNA_23.1
GRO0369%4 0 1 0 Hypothetcalprotin (1) - C_unshiu_00405_mRNA_22.1
GFO036983 0 1 0 Hypothetcal protein (1) - C_unshiu_00405_mRNA 211

. Putative E3 ubiquitin-protein ligase LIN-1 binding [GO:0005485. Armadillo-type fold [IPR016024] (1); ~ uashis 00405 mRNA, 2
Gro0369%82 0 ! Oy molecular_function] (1) Armadillo-like helical [IPROT1989] (1)~ C_unshiu_00403_mRNA_20.1
oo B . Eukaryotic trnsltion intation ctor 2, nuclec acid binding [GO:0003676 Ribonuclease Holike domin [PROI2337) _ i 00405 mENA 19,1

© putative (1

‘molecular_function] (1

(1; Piwi domain [IPRO03165] (1)



T Nem G celemenie NaminC Unshiu Namin Piiionan Nore o Trfre
Protein argonaute, N-terminal
- initiation factor 2c, [1PR032474] (1); PAZ domain C_unshi, 5. mi
Gro0369%0 0 !  putative (1) molecular_function] (1) [IPRO03100] (1); Argonaute, linker |~ C_unshiu_00403_mRNA_I8.1
donin [IPROLASI (1)
GRO0369T9 0 1 0 Hypothetcalprotin (1) - C_unshiu_00405_mRNA_IT.1
GRO036978 0 1 0 Hypothetcalprotin (1) - C_unshiu_00405_mRNA_14.1
Gag-polypeptide of LTR copia-type
GRO036977 o 1 0 Hypothetcalprotin (1) S C_unshiu_00405_mRNA_10.1
GRO036976 0 1 0 Hypothetcalprotin (1) - C_unshiu_00404_mRNA_4.1
Small heat shock protein HSP20
26.5 KDa heat shock protein, [IPRO3T107] (1); Alpha crysiallnHisp20 .
GFO036975 0 ! mitochondrial (1) domain [IPRO02068] (1): HSP20-lke C_unshiu_00404 mRNA_26.1
chaperone [IPROVSOTS] (1)
GRO0369T4 0 1 0 Hypothetcalprotin (1) - C_unshiu_00404_mRNA_25.1
GRO036973 0 1 0 Hypotheticalprotin (1) - C_unshiu_00404_mRNA_11.1
GRO036972 0 1 0 Hypothetcalprotin (1) - C_unshiu_ 00403 mRNA 7.1
i acid binding [GO:0003676  Ribonuclease H-fike domman [IPRO12337] .
GRO036971 0 1 0 Hypothetcalprotin (1) B TS o - C_unshiu_00403_mRNA_26.1
Alpha/Beta bydrolse fod [IPR0290SS]
Grsen 0 I [ m—p—" A bl poces [GO0006620. (1), gl s ke domain C i 0402 mRNA 151
rolosicelprocess] [IPRO02921] (1)
main of unknown fnction DUF4216.
sl sy, g bl 1pR02S312] (1 robabe rsposase
GFO036969 0 1 0 Hypothetical protein (1) sroups moeCHUOCHON pita/En/Spm, plant [IPRO042S2] (1): - C_unshiu_00402_mRNA_16.1
(1); metabolic process [GO:0008152
‘biological_process] (1) UDP-ghveuronosyfUDP.
slucosylransterase (PRO02213] (1)
Dominof unknown function DUF4371
GRO036968 0 1 0 Hypothetcalprotin (1) Uonosssort C_unshiu_ 00402 mRNA_14.1
GRO06967 0 1 0 Hypothetcalprotin (1) - _unshiu_00402_mRNA_L1
Graseoes 0 I o ok e 5 momopiphtc LG iy [1PROS110] (1) . C s 0401 mRNA 6.1
GRO036965 0 1 0 Hypothercalprotin (1) - C_unshiu_00401_mRNA 281
GRO06964 0 1 0 Hypothetcal protin (1) - C_unshiu_00401_mRNA_20.1
. nuclec acid binding [GO0003676  Ribonuclease Helike dormain [IPROI2337)
GRO036963 0 1 0 Hypothetical protin (1) et o - C_unshiu_00401_mRNA_10.1
GFO036962 0 1 0 Hypothetical protein (1) Plant self-incompatibilty S1 [IPRO10264] _ C_unshiu_00400_mRNA_5.1
pantoate-beta-alnine ligase activty
v Pantoate-beta-aanie ligase [IPRO03721]
GRO036961 0 1 opaNC (1) €GO-004592 molecular funcion) (05 (1), Rossmann ke aphaetaalpha - C_unshiu_00400_mRNA_25.1
FGO 0015040 bmfwumm (1) sendvich fold [IPROI4729] (1)
GRO036960 0 1 0 Hypothetcalprotin (1) - C_unshiu_00400_mRNA_23.1
Pusite e -t
P} L dey c
GRO036959 0 1 0 Pt mthyhransrse PMT2 (1) e e e ot C_unshiu_00399_mRNA_10.1
methyltransferase [[PR029063] (1)
GRO036958 0 1 0 Hypothetcalprotin (1) - C_unshiu_00399_mRNA_I.1
GRO036957 0 1 0 Hypothetcal protin (1) - C_unshiu_00398_mRNA_27.1
GRO036956 0 1 0 Hypothercalprotin (1) - C_unshiu_00398_mRNA_23.1
GRO036955 0 1 0 Hypothetcal protin (1) - C_unshiu_00398_mRNA_2.1
. Endonuclesselexonuclease/phosphatase
GRO036954 0 1 0 Hypothetical protin (1) s C_unshiu_00398_mRNA_10.1
GRO036953 0 1 0 Hypothetcalprotin (1) - C_unshiu 00398 mRNA_1.1
GRO06952 0 1 0 Hypotheticalprotin (1) - C_unshiu_00397_mRNA_T.1
. Ankyrin repeat-contaning dorain
GRO036951 0 1 0 Hypothetical protin (1) s - C_unshiu_00397_mRNA_20.1
GRO036950 0 1 0 Hypothetcalprotin (1) - C_unshiu_00397_mRNA_I5.1
GRO036949 0 1 0 Hypothetcal protin (1) .
GRO036945 0 1 0 Hypothetcalprotin (1) i s ke doman (IPROH00] C_unshiu_00396_mRNA_25.1
GRO036947 0 1 0 Hypothetcalprotin (1) - C_unshiu_00396_mRNA_20.1
Domin of unknown function DUFSSS
GRO036946 0 1 0 CASP-lke protein TF1 (1) (IPRO0G702] (1); Casparian strp - C_unshiu_00395_mRNA_21.1
membrane protein (IPRO06459] (1)
protein dimerizaton ac
Rbonuckas ik doai 178012557
GRO036945 0 1 0 Hypothetcalprotin (1) €GO-046o8 moleculr e (1) HAT, C-t - C_unshiu_00395_mRNA_1.1
‘molecular_function] (l) TRRO0E206] (1)
fegulation of transcrption, DNA-
y FARI DNA binding domain IPR004330] .
GRO036944 0 1 0 Hypothetcalprotin (1) templaed [GO:0006355 friwhorerasr C_unshiu_00395_mRNA_IL1
biological_process] (1)
oxidation-eduetion process [GO:0055114
el proces] (0 e RIS 1 o
GRO06943 0 1 0 Hypothetcal protin (1) nolecular_functon] (1; heme binding  Peroidase plantfungalbactera - C_unshiu_00394_mRNA_S.1
[G0:0020037 molecular_function] (1) [“ RO02016] (1); Plant ""““’““
response to oxidative stress [GO:0006979 (1PROCUS23] (1)
‘biological_process] (1)
permine biosynhetic process
. o S-adenosylmethionine decarboxylise
GO-0006597 bioogical process (1): O
GF0036942 0 1 0 Hy 1 e ymhetic pr Jq,  decarboryase, consened sice - C_unshiu_00394_mRNA_34.1
Lprces 00 iorsios (1
1GO-0004014 moleculr funcion] (1 decarboxylase, core [IPROI6067] (1)
spermidine biosynihetic process
600000295 bioogical process] (10§ aenosylmthionie decarborylase
GF0036941 0 1 0 Hypothetical protein (1) ;g‘;;:;m?;m;g;?;fgm] (@, [PRODIOSS] 1): S-adenosylmethionine - C_unshiu_00394_mRNA_33.1
adenosylmethionine decarboxylase activiry eCerb0RY1ase, core [IPROIG067] (1)
[GO:0004014 molecular_functon] (1)
GRO036540 0 1 0 Hypothetcal protin (1) BRCT domain IPRO0I3ST) (1) - C_unshiu_00394_mRNA_3.1
GRO036939 0 1 0 Hypothetcalprotin (1) - C_unshiu_ 00393_mRNA_S.1
GRO036938 o 1 0 Hypothetcalprotin (1) - C_unshiu_00393_mRNA_I7.1
GRO036937 0 1 0 Hypothetcal protin (1) - C_unshiu_00393_mRNA_I2.1
P-loop containing nucleoside rphosphate
ATP binding [GO:0005524 Iyl [P (1AM
GFO036936 0 1 0 Protein STARI (1) molecular_function] (1); ATPase activity ase domain [ 1(D;ABC *_unshiu_00393_mRNA_I1.1
[GO:0016857 molecular_function] (1) 27Perter-ke [IPRO03439] (1); ABC
& wansporter,conserved site [IPROITS71]
e acid binding [GO:0003676
GF0036935 0 1 0 Hypothetical protein (1) molecular_function] (1); zinc ion binding ~ Zinc finger, CCHC-type [IPRO0IS78] (1) - C_unshiu_00393_mRNA_I.1
[GO:0008270 molecular_function] (1)
GRo0I6on 0 1 0 Hypothetcalprotin (1) - ~unshiu_00392_mRNA_9.1
5 Zine knuckle CX2CXAHXAC
GRO036933 0 1 0 Hypothetcalprotin (1) ity - C_unshiu_ 00392_mRNA_7.1
GRO0369%2 o 1 0 Hypothetcalprotin (1) - C_unshiu 00392 mRNA 6.1
GRO036931 0 1 0 Hypothetical protin (1) - C_unshiu_00392_mRNA_40.1
GRO036930 0 1 0 Hypotheticalprotin (1) - C_unshin_00392_mRNA_3S.1
GRO036929 0 1 0 Hypotheticalprotin (1) - C_unshiu_00392_mRNA_36.1
— 0 " 0 Hypothetcal protein (1) mm.g ‘peptidase domain [IPR021109] C_unshiu_00392_mRNA_33.1
GRO036927 0 1 0 Hypothetcal protin (1) - C_unshiu_00392_mRNA_31.1
GRO036926 0 1 0 Hypothetcal protin (1) - C_unshiu_00392_mRNA_26.1
Myb domain [IPRO17930] (1):
GRO036925 0 1 0 Caldivision el Ske proein (1) P PO [E0NOTT Homeodomainike [IPRO0SOS7] (1, - C_unshiu 00392 mRNA 2.1
= ¢ SANT/Myb domain IPR001005] (1)
i acid binding [GO0003676
R0 0 1 0 Hypothetcalprotin (1) molecular_functon] (1);7ie fon binding Zinc finger, CCHC-type [IPRODISTS] (1) - C_unshiu_00392_mRNA_IS.1
(GGO:0008270 molecular_functon] (1)
nucleic acid binding [GOA0003676
GRO036923 0 1 0 Hypothetcalprotin (1) molecular_functon] (1);zinc fon binding Zine finger, CCHC-type [IPRODISTS] (1) - C_unshin_00392_mRNA_13.1
[GO:0008270 molecular_function] (1)
Pre-mRNA splicing fctor component
GRO036922 o 1 0 Hypothetcalprotin (1) e T er C_unshiu 00392 mRNA_1.1
Grooses21 0 1 0 Xyloglucan galactosyltransferase (1) Exostosi-like (IPRO04263] (1) - C_unshiu_00391_mRNA_S.1
GRO036920 0 1 0 Hypothetcalprotin (1) - C_unshiu_00391_mRNA_6.1
Proteinase ibibitor 3, Kunitzlegume
GRO036919 0 1 o H s o Aoy 1y [IPROD2IGO] (1) Kuniz iibior STI- - C_unshiu_00391_mRNA_23.1
fusction like [IPRO11065] (1)
LOG miy 1PRO1100 (1 Cyakinn
Cytokininrboside 5-monophosphate boside S-monophy .
GROSOIS 0 ! vhuwmnmhydmm m phosphoribohydrolase LOGIIPKDU5269] Cunshi_00391_mRNA 2.1
GRO036917 o 1 0 Hypothetcalprotin (1) - C_unshiu_00390_mRNA 5.1
Leucine.richrepeat-contaning N-
. il protein terminal, plant-type [IPROI3210] (1); c_unshiv, RN, 2
Gro0se9ne 0 1 0 Hypothericalprotin (1) e . T domeln C_unshiu_00390_mRNA_25.1
like [IPRO32675] (1)
Gro0se9ns 0 1 0 Hypotheticalprotein (1) - C_unshiu_00390_mRNA_I4.1
GRO036914 0 1 0 Hypothetcalprotin (1) - C_unshiu_00390_mRNA_12.1
proteolyss [GO:0006508
. biological_process] (1);cysteine-type. Ulpl protease fumily, C-terminal catalytc
GRO036913 0 1 0 Hypothetcal protin (1) it et e i (1 - C_unshiu_00389_mRNA_8.1
‘molecular_function] (1)
tegral component of membran HAD-like domain [IPR023214] (1); P-
iegralcomponentof OIS 4 ATPase (PROOITST) 1 P
Groen2 0 ! [ye——— 1600016021 el compenet] (1 AT, cytopasmic domsin X - € ushia 00389 mRNA 7.1
ks ndog (0 [IPRO23299] (1) P-tpe ATPase
meleeutar_function] transmembrane domain [IPR023298] (1)
GRO036911 0 1 0 Hypothetcalprotin (1) - C_unshiu_00389_mRNA_4.1
Reverse transcriptse zinc-binding domsin _
GRO036910 o 1 0 Hypothetcalprotin (1) i C_unshiu_00389_mRNA 3.1
GF0036909 0 1 0 Hypothetical protein (1) Reverse transcriptase zine-binding domain C_unshiu_00389_mRNA_16.1

[IPRO26960] (1)
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ATP binding [GO:0005524
‘molecular_function] (1: nuclic acid  PAZ dormain [IPRO03100] (1); Helcase,
binding [GO:0003676 C-teminal (IPRO01650] (1) Di
molecular_function] (1): RNA binding  dimerisation domain [IPRO05034] (1);
[GO:0003723 molecular_function] (1):  Helicase superfamily 112, ATP-binding
o RNA processing [GO:0006396 domain [IPRO14001] (1: Ribonuclease
GRO0620% 0 ! O Dicer-tke protein oforn 5 (1) biological_process] (1); protein binding 111 domain [IPRO00999] (1); C_uushin 00389 mRNA_L1
[GO:0005315 molecular_function] (1);  DEAD/DEAIH box helicase domain
sborucease ] iy [GOO04SES _ [IFROI1S5] (1) o consing
‘molecular_function] (1); endoribonuciease mucleoside triphosphate hycrolase
activity, producing S-phosphomonoesters. [IPRO27417] (1)
[GO:0016891 molecular_unction] (1)
GFO036907 0 1 0 Hypothetical protein (1) - C_unshiu_00388_mRNA 9.1
zinc ion binding [GO:0008270 Donin of unknown function DUF4283
‘molecular_function] (1); muclic acid  [IPRO25558] (1): Zinc knuckle
GFO036906 0 1 0 DUF4283 domain protein (1) g (O30 [ctimirp vty AN C_unshiu_00385_mRNA 311
molecular_function] (1) finger, CCHC-type IPRODISTS] (1)
GFO036905 0 1 0 Hypothetcal protein (1) - C_unshiu_00385_mRNA_30.1
GFO036904 0 1 0 Hypothetieal protein (1) - C_unshiu_00385_mRNA_22.1
Zine knuckle CX2CX4HXAC
y [IPRO25836] (1); Ribonuclease H-fke
Gr0036903 0 1 0 Hypothetieal protein (1) nueleieacid bindin (GO:0003676 2337) (1) Domainof - C_unshiu_00388_mRNA 2.1
molecular_functon] (1) Kknown function DUF42:

. sporhetical protein Clustered mitochondria protein, N- — R
GFO036902 0 1 0 Hypothetcal protein (1) it s8] C_unshiu 00387 mRNA 9.1
GEO036901 0 1 0 Hypothetical protein (1) - C_unshiu_00387_mRNA_6.1

Tetratrcopeptide repeat-containing.
domain [IPRO13026] (1);
GFO036900 0 1 0 Hypothetical protein (1) proten bindine I‘C’O] ?&“55‘5 Tetratrcopeptide repeat [IPRO19734] (1) - C_unshiu_00387_mRNA 4.1
molecular.function Tetratrcopeptide-like heical domain
[IPROTI990] (1)
GFO036899 0 1 0 Hypothetical protein (1) - C_unshiu_00387_mRNA_21.1
GFO036898 0 1 0 Hypothetcal protein (1) - C_unshiu_00387_mRNA 20.1
GFO036897 0 1 0 Hypothetieal protein (1) - C_unshiu_00387_mRNA_10.1
carbohydrate metabolic proce:
[GO:0005975 biological roces] (1) arbohydrate Kinsse, FGGY. con
GrO036896 0 1 0 0 Jeohol group t“e‘ﬁ"ﬁi‘;‘?;"‘“ﬂ oy ooy comened C_unshiu_00387_mRNA_I8.1
a5 acceptor [GOA016773
molecular_function] (1)
Leucine-rich repeat domain, L domain-
GrO036895 0 1 o LRR - ! 510 La - C_unshiu_00387_mRNA_I7.1
protein kinase GSOI (1) ‘molecular_function] (1) typical subtype (IPRO03S91] (1); Leucine
rich repeat (IPROO1611] (1)
GFO036894 0 1 0 Hypothetical protein (1) - C_unshiu_00387_mRNA_13.1
ubiquitinprotein ransferase actvity
1GO:0004842 molecla_onction] (0511 e iy 100
Gro036s03 o | o " eheopepide bt PRO247461 1) U b domin C unshin 00356 mRNA 25.1
[G0:0033926 molecular_functon] (1), LIPRO0S613] (1); Zine fing ) o .
protein ubiquitination [GO0016367 XN O/FYVEPHD-type [""m'm“] o
biological_process] (1)
GFO036892 0 1 0 Hypothetcal protein (1) ENTH/VHS [IPRO0S92] (1) C_unshiu_00386_mRNA 24.1
WDA0/YVTN repeat.fike-contaning
arams 0 ! oot ot mosiogtcomsis IS Lt 055 A 181
olecular_function] (] containing domain [IPRO17986] (1)
caio sty GO0 Ciprmomc i domsin (IPROZS0SS]
GF0036890 0 1 0 Carnitine racemase like proten (1) orocess LI0R008152 mmmwmcm] 0 Crotomse superfamily (IPROOI753] - C_unshiu_00386_mRNA_I1.1
BnoiCon dls omerse ol ke CHFcrlonss ke dorai [PRI29085)
GrO036s8 0 1 O ol (1) roces [GO.000152 bl roces) 1 < superfamily (IPROOI753] - C_unshiu_00386_mRNA_10.1
)
Reverse transeriptase domain
nuclec acid binding [GO:0003676
Gro06sss 0 1 0 Hypothetieal protein (1) ‘molecular_function] (1); 7inc ion binding Eiim;m::: Zine inger CCHC 0pe C_unshiu_00385_mRNA_25.1
160:0008270 molecular_funcion] (1~ (SRR ERE KUk
Gro036ssT 0 1 0 Hypothetical protein (1) - C_unshiu_00385_mRNA 22.1
GrOO36886 0 1 0 Hypothetcalprotein (1) - C_unshiu 00385 mRNA 211
GFO036885 0 1 0 Hypothetical protein (1) - C_unshiu_00385_mRNA_10.1
GFO036s84 0 1 0 Hypothetical protein (1) - C_unshiu 00385 mRNA_I7.1
Gro036ss3 0 1 0 Hypothetieal protein (1) - C_unshiu_00385_mRNA_I3.1
» Winged helix-tum-helix DNA-binding
slanal ansduction (000007165 domain [IPRO11991] (1); Tollinterkuin- .
GEO036882 0 1 0 Hypothetical protein (1) biological_process] (1); protein binding - C_unshiu_00384_mRNA_S.1
o (e 81 eceptorhomology (TIR) domain
i 913 molecula function] HPRoomsﬂU
i dioxygenase N-
B Gomai IPRo26992 (1 I:uvrmullm N
Groosess) 0 1 0 Gibberellin 20 oxidase (1) ot symthase-fike [IPRO27443] (1); - C_unshiu_00384_mRNA_12.1
edion proces Groghtamisron-dependensdoygenmse
ologial process] (1) [IPRO0S123] (1)
GrO036s50 0 1 0 Hypothetieal protein (1) - C_unshiu_00383_mRNA_7.1
GFO036879 0 1 0 Hypothetcal protein (1) - C_unshiu_00383_mRNA_6.1
GFO036878 0 1 0 Hypothetical protein (1) - C_unshiu_00383_mRNA 3.1
Gro036s77 0 1 0 Pectin acetylsterase (1) i a1y IPRobsocs; () - C_unshiu_00383_mRNA_28.1
zinc fon binding [GO:0008270
molecular_function] (1); nucleic acid . )
GEO036876 0 1 0 Hypothetical protein (1) g [GO000%676 Zine finger, CCHC-type [IPRODISTS] (1) - C_unshiu_00383_mRNA_22.1
molecular_function] (1)
§ Caleium-transporting P-type ATPase, N-
GrO03687S 0 1 0 Hypothetcal protein (1) colmoduln ;‘"“"l"‘“}[((’l‘: 0003316 terminal autoinhibitory domain - C_unshiu_00383_mRNA 2.1
molecular funetion [IPRO24750] (1)
Caleiumtransporting P-type ATPase, N-
GFO036874 0 1 0 Hypothetical protein (1) cilmoduln bindine ‘fﬁ 00316 terminal autoinhibitory domain - C_unshiu_00383_mRNA_12.1
folecular funetorn [IPRO24750] (1)
. eal rotein nuclec acid binding [GO:0003676 Ribonuclease Helike domain [IPRO12337] _ — .
GFO036873 0 1 0 Hypothetieal protein (1) o o C_unshiu_00383_mRNA_I1.1
Protein kinase domain [IPRO00719] (1:
Lo Pt ks e domsin (P01 109]
(1);S-rec
biological_process] (1); protein
ooy e
bolgest o] (1 e ke eoninep
Gtype lestin Sreceptorfike activiy (GO [IPRO0S271] (1); Serine theonine dual
GronsesT2 o ! © Serineltheconine-protein kinase (1) molecular mm.m 1) protein pecilicty proten kinase, entaytic - Cunshi_00352_ mRNA_8.1
3 P o km‘m iy domain [IPR002290] (1); S-locus
alycoprotein domain [IPROODSSS) (1):
1G00DMGTs ke fncn] ;A
molecular_function] (1) Bulbtyn
- Serine-threonine/tyrosine-protein kinase:
cataltic domain [IPRO01245) (1)
Chloramphenicol acetylransferase-like
GFO036871 0 1 0 Hypothetical protein (1) oo GPROZ321 ) C_unshiu_00382_mRNA_10.1
transferase activity,transferring acyl  Transferase [IPRO034S0] (1)
GrO036s70 0 1 0 0} roups y a C_unshiu_00382_mRNA_I8.1
[GO:0016747 molecular_function] (1) domain [IPRO23213] (1)
At PRO0719] (1):
molcuar_unction] (1:protinkinase  Proten ki e domain [IPRO11009]
. eal rotein activity [GO:000467. (1); Protein kinase, ATP binding site s 00382
«ronseses o ! O Hypothetcal protein (1) molcula_fincton] (1) protein [IPROI7441] (1); Serine/threonine/dual Cunshiv 00382 mRNAILT
specificty p . cataytic
biological_process] (1) domain [IPR002290] (1)
fatty-acyl-CoA reductase (alcohol- .
GFO036s68 0 1 0 0 I (koA reducuse IPRO6053] C_unshiu 00381 mRNA 4.1
molecular_functon] (1)
cysteine-type peptidase activ
. il protein [GO-0008234 molecular_function] (1);  Ulpl protease family, C-erminal cataytic - .
Gro036seT 0 1 0 Hypothetical protein (1) oretolyss 60006508 domin (PRO03S3] (1) C_unshiu_00381_mRNA_1.1
biological process] (1)
Gro036s6s 0 1 0 Hypothetieal protein (1) - "_unshiu_00380_mRNA_4.1
GrO036s6S 0 1 0 Hypothetcal protein (1) - C_unshi_00380_mRNA 22.1
GFO036864 0 1 0 Hypothetical protein (1) - C_unshiu_00380_mRNA_10.1
. Retrotransposon protei, putaive, i .
Gro036s63 0 1 [ - C_unshiu_00380_mRNA_I7.1
GrO036862 0 1 0 Hypothetcal protein (1) - C_unshiu_00379_mRNA 8.1
metal ion binding [GO:0046872
. molecular_function] (1): metal ion Heavy metal.ssociated domain, HMA
GFoO3esol 0 1 0 Hypothetical protein (1) ot 10050001 [Ro06121] (1) C_unshiu_00379_mRNA 3.1
biological_process] (1)
GFO036860 0 1 0 Hypothetical protein (1) - C_unshiu_00379_mRNA_25.1
GFO036859 0 1 0 Hypothetcal protein (1) - C_unshia_00379_mRNA 2.1
Gro0esss 0 1 0 Hypothetical protein (1) - C_unshiu_00379_mRNA_10.1
GrO0368ST 0 1 0 Hypothetcalprotein (1) - C_unshiu_00379_mRNA_IS.1
GFO036856 0 1 0 Hypothetical protein (1) - C_unshiu_00379_mRNA_I.1
. Domain of unknown function DUF1985 .
Grooesss 0 1 0 Hypothetical protein (1) TeROIS4101 () C_unshiu_00379_mRNA_16.1
GrOO368SH 0 1 0 Hypothetcal protein (1) - C_unshiu_00379_mRNA_IL1
RNADNA Rybrid ribonuclease 9CtViOY g ciease Holike domain [IPRO12337)
GFOO36853 0 1 0 taiive, Ty “funeton] (5 1) Ribonuclease H domain [IPR002156] - C_unshiu_00379_mRNA_10.1
mu\:whrjumllm\] 0}
GFO036852 0 1 0 Monosacharide transport protein (1) - C_unshiu_00378_mRNA .1
GFoo3esst 0 1 0 Hypothetcal protein (1) - C_unshia 00378 mRNA 7.1
GrO036850 0 1 0 Hypothetieal protein (1) - "_unshiu_00378_mRNA_4.1
GFO036849 0 1 0 Hypothetcal protein (1) - C_unshiu_00378_mRNA_35.1
GFO036848 0 1 0 Hypothetical protein (1) - C_unshiu_00378_mRNA_31.1
RNA-directed DNA polymerase (Reverse. P/ €740 [‘“: e i Inearase,catalytc core [IPROOISS4) (1):
GRO036847 0 1 0 transeriptase), Ribonuckease H, putative b:::-i;;? Gor0003t L) e ac Ribonuclease H-like domain [IPRO12337] - C_unshiu_00378_mRNA_20.1
o mo\ebuhrj\mcuon J m o
GFO036846 0 1 0 Hypothetcal protein (1) - C_unshiu_00378_mRNA_25.1
PGG domain [IPR026961] (1); Ankyrin
GFO036845 0 1 0 Ankyrin repeat family protein (1) C_unshiu_00378_mRNA_23.1

repeat-containing domain IPRO20683] -
0}



T NemwC coemenie NamwC oy NeminPialn o o ToterPre
Domin ofunknown functon DUF371
GRo068H4 0 1 0 Hypothetcalprotin (1) (IPRO25395) (1) Zin finger, TTF-type - ~_unshiu_00378_mRNA_22.1
[1PRO0GSS0] (1)
GRO036843 0 ! 0 Hypothetialprotein (1) . C_unshia_00378_mRNA_2.1
o068z 0 1 0 Hypothetialprotein (1) et peptdas domain IFRO2110%) C_unshiu_00378_mRNA_19.1
GRo036841 0 1 0 Hypothetcalprotin (1) - C_unshiu_00378_mRNA_IS.1
Proten kinase domain (IPROO07IS) (1),
Leucine-rich repest, typcal subtype
IPRO03SO1] (1); Leucine-rich repeat
domin, L domainike [IPRO32675] (1);
AT 3010005 P 1009]
moleculr_function] (1): protein 1): Concanavain A-ike ecingucanase
phosphoryition [GO:0006465 domain(IPROI3320] (1) Leucne-rich
Grosasi0 ° ! © Hypothetial protein (1) biological_process] (1); proten kinase  repcat-contaiing N-terminal, plant-type C_unshin_00378_mRNA.14.1
activiy [GO:0004672 (IPRO13210] (1); Proten kinase, ATP
moleculr. function] (1) binding st [PRO17441] (1);
{hrsonine-protin kinase, active it
[IPRO0S271] (1);Serine thconinedusl
cifcity proten kinas, cataltic
domain (IPR002290] (1)
. Ribonuclase Helike supertamily protein Reverse transcipase zinc-binding domain |
GRO036839 0 1 of e et . C_unshiu_00378_mRNA_13.1
Ribonuclase Helie domain PRO12337]
aronsesss o . [r— e st (G0000%76 (S . p—
olecular_unction] [IPRO04242] (1)
GRO036837 0 1 0 Hypothetcalprotin (1) - C_unshiu_00377_mRNA_9.1
G066 0 ! 0 Hypothetialprtein (1) . C_unshiu_00377_mRNA_8.1
GRO036835 o 1 0 Hypothetical protin (1) - C_unshiu_00377_mRNA_43.1
; Putaive RNAdircted DNA polymersse Reverse transeriptase domain .
GRO06s3 0 1 o i - C_unshiu_00377_mRNA_36.1
GRO036833 0 ! 0 Hypothetialprotein (1) . C_unshia_00377_mRNA_31.1
GRO036832 o 1 0 Hypothetcalprotin (1) - C_unshiu_00377_mRNA_28.1
Gronsess 1 0 ! 0 Hypothetialprtein (1) - C_unshiu_00377_mRNA_27.1
Groosess0 o 1 0 Hypothetcal protin (1) - C_unshiu_00377_mRNA_25.1
zineion binding [GO-0008270
molecula_function] (1); nuclec acid :
GRO036829 0 ! 0 Hypothetialprotein (1) B Zinc finger, CCHC-type IPROOISTS] (1) - C_unshia_00377_mRNA_24.1
moleculr_function] (1)
GRO06s28 0 ! 0 Hypothetialprotein (1) . C_unshiu_00377_mRNA_23.1
GRO036827 0 1 0 Hypothetcal protin (1) - C_unshiu_00377_mRNA_21.1
GRO036826 0 ! 0 Hypothetialprtein (1) - C_unshiu_00377_mRNA_I5.1
GRO06825 0 1 0 Hypothetcal protin (1) - C_unshiu_00377_mRNA_I3.1
GRO036s24 0 ! 0 Hypothetialprtein (1) . C_unshia_00376_mRNA_17.1
GRO036823 o 1 0 Hypothetcalprotin (1) - C_unshiu_00375_mRNA_30.1
Gro0ses22 0 1 0 Hypothetialprotein (1) - C_unshiu_00375_mRNA_28.1
Zine knuckle CX2CXAITXAC .
GRo0es21 0 ! 0 Hypothetialprotein (1) e . C_unshiu_00375_mRNA_27.1
CysMet metabolism, pyridoral
ridoxalphosphate bindin
1001003017 el fcion) 1, Pt dependet enme
GRO036820 0 1 0 Hypothetcalprotin (1) 3 " [IPRO00277) (1); Pyridoxal phosphate- - C_unshiu_00375_mRNA_25.1
astalytic activity [GO:0003824 rRotoz77) (1
ey ependent transferas, mor region,
! subdomain | [IPROISA21] (1)
GRO036819 0 ! 0 Hypothetialprtein (1) . C_unshia_00375_mRNA_24.1
GRO036815 0 1 0 Hypothetcalprotin (1) - C_unshiu_00375_mRNA_23.1
GRO036817 0 ! 0 Hypothetialprtein (1) - C_unshiu_00375_mRNA 2.1
GRO036816 0 1 0 Hypothetcal protin (1) - C_unshiu_00375_mRNA_I3.1
GRO036815 0 1 0 Hypothetcalprotin (1) molecular_functon] (1);zic fon binding _[IPRO0O477] (1); Zine finger, CCHC-ype - C_unshiu_00374_mRNA_T.1
[GO:0008270 molecular_function] (1) [IPRODISTS] (1)
GRO036s14 0 i 0 Hypothetcal protin (1) . C_unshiu_ 00374_mRNA_6.1
; Diphihamide synhesis DPHI/DPH2 .
Grooses13 0 1 0 Dipthamide biosynthsisprotein 2 (1) e C_unshiu_00374_mRNA_45.1
GRSz 0 ! 0 Hypothetialprotein (1) . C_unshiu_00374_mRNA_40.1
GRO036511 0 1 0 Hypothetcalprotin (1) - C_unshiu_00374_mRNA_30.1
GRO036s10 0 1 0 Hypothetialprotein (1) - C_unshiu_00374_mRNA_38.1
GRO036309 0 1 0 Hypothetcal protin (1) - C_unshiu_00374_mRNA_30.1
GRO036808 0 ! 0 Hypothetialprtein (1) . C_unshiu_00374_mRNA_3.1
GRO036807 0 1 0 Hypotheticalprotin (1) - C_unshiu_ 00374_mRNA_2.1
GRO036806 0 1 0 Hypothetialprotein (1) - C_unshiu_00374_mRNA_17.1
GRO036805 0 1 0 Hypothetcal protin (1) - C_unshiu_00374_mRNA_I4.1
GRO036s04 0 ! 0 Hypothetialprtein (1) . C_unshia_00374_mRNA_13.1
GRO036803 o 1 0 Hypotheticalprotin (1) - C_unshiu_00374_mRNA_11.1
AIG1-type gusnine ncleotide-biding
GTP binding [GO:0005525 (G) domin [IPROOG703] (1) P-loop
Gro036sz 0 1 0 Hypothetialprotein (1) o) e ot C_unshiu_00373_mRNA 5.1
hydrolase (IPRO27417] (1)
Gronsesol 0 1 0 Hypothetialprtein (1) - C_unshiu_00373_mRNA_34.1
GRO036300 0 1 0 Hypothetcal protin (1) - unshia_00373_mRNA_33.1
G067 0 ! 0 Hypothetialprtein (1) . C_unshiu_00373_mRNA_31.1
GRO036798 0 1 0 Hypothetical protin (1) - C_unshiu_00373_mRNA_27.1
GRO036797 0 1 0 Hypothetcalprotin (1) - C_unshiu_00373_mRNA_26.1
GRO036796 0 1 0 Hypothetcalprotin (1) - unshia_00373_mRNA_24.1
AIG-type guanine muclotide-binding
R GTP binding [GO:0005525 (G donin [IPROOGTO3] (1) P-loop i 00375
GRO036793 o ! 0 GIP binding prtein (1) moleculr_function] (1) contaning nucoside triphosphate Canshia_00373_mRNA._IS.1
hydrolase [IPRO27417] (1)
AIG-type guanine muclotide-binding
ot ALG GTP binding [GO:0005525 (G donin (IPROOGTO3] (1) P-loop i 00375
GRO06To4 o ! 0 Protein AIGH (1) moleculr_function] (1) contaning nuckoside triphosphate Canshia_00373_mRNA_IS.1
hydrolase [IPRO27417] (1)
GRO036793 0 ! 0 Hypothetialprotein (1) . C_unshiu_00372_mRNA_4.1
GRO036792 0 1 0 Hypotheticalprotin (1) - C_unshiu_00372_mRNA_23.1
Gro03e01 0 1 0 Hypothetialprotein (1) - C_unshiu_00372_mRNA_20.1
GRO036790 0 1 0 Hypothetcalprotin (1) - C_unshiu_00372_mRNA_2.1
N Proten of unknown function DUF247,
GRO036789 0 1 0 Hypotheticalprotin (1) T ot C_unshiu_00372_mRNA_IS.1
Protin kinase domain IPRO0G71] (1):
gy GO0pics T K o 12011009)
biological_process] (1; proten kinase (s Srinerconine-protin kinasc,
Gro0sa7ss 0 1 0 0 I e e RO () C_unshia_00372_mRNA_IS.1
Serinethreoninedual spcifcy protein
moleculr.function] (1: ATP binding i cayric domain [1PR002290]
(GO0003524 molecular_fntion) ().} scrine.hreonine tyosine-protein
kinase catalytic domin (IPRODI24S] (1)
Leucinerichrepeat [IPRO0IH1] (1)
Serinethreonine dual specficity protein
Kinase. ctalytic domain [IPROV2290
aay .
‘molecular_function] (1): protein active st [IPROOS271] (1) Prtein
. i kinase, ATP [PROI7441] (15
GRO036787 0 1 o LR receprortke Kinase il RO opical proces) (1:proeinkinase  Concanavalln A-lke lectnglocanase - C_unshiu_00372_mRNA_L1
o activty [GO:0004672 domin IPROI3320 (1): Prtein kinase-
‘molecular_function] (1); ATP binding  fke domain [IPRO1009] (1); Leucine-
[GGO:0005524 molecular_function] (1) ich repeat domain, L domain-Tike
(IPRO32675] (1); Leucine-rih repeat,
typical subtype [IPRO03591] (1): Protein
kinase domain [IPRO0O719] (1)
scetylglucosaminghransfease actviy
; el ororein g ~fanction] (1): iy 14 . i 00371 MRNA S
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‘biological_process] (1)
Peptidase umily AT domain (IPRO33121]
(1: Anmadil-type fold (IPRO16024] (15
y  Pumilio homology 1PRO33133]
[GO:0004190 molecular_function] (1);  (1); Aspartic peptidase domain
binding [GO:0005385 (IPRO21109) (1); Pumili RNA-binding
GRO036466 0 0 Aspartic proteinase ke protein2 (1) molecular_function] (1); RNA binding  repeat (IPRO01313] (1; Asprtic . C_unshiu_00321_mRNA_20.1
[GO:0003723 molecular_function] (1):  peptidase Al family [IPROOI461] (1);
s GO Neterminal
‘biological_process] (1) [1PRO32861] (1); Xylanase. -
Leeminal (IPRO709 (1 Armadill i
‘helical [IPRO11989] (1)
GRO036465 0 0 Hypothetialprotein (1) . C_unshiu_00321_mRNA_13.1
GRO036464 o 0 Hypothetcal protin (1) - C_unshiu_00320_mRNA_3.1
metabolic process [GO:0008152
bioloical_process] (1) transferase DP-ghucuronosy U1 N
GF0036463 o © Hypothetical protein (1) activity, transferring hexosyl groups gluw:yllnmkr«:& [IPROﬂIZl}] m C_unshiy_00320_mRNA_23.1
[GO:0016758 molecular_function] (1)
o366 0 0 Hypothetialprotein (1) - C_unshiu_00320_mRNA 211
Gronseds! 0 0 Hypothetialprotein (1) - C_unshiu_00320_mRNA_I4.1
GRO036460 0 0 Hypothetialprtein (1) . C_unshiu_00320_mRNA_10.1
GRO036459 o 0 Hypothetcal protin (1) - C_unshiu_00319_mRNA_3.1
y e b roten s o iy (CORO0NSS  Coosin RO 1 i 00319 mRNA
Gro03645% 0 0 Basic blue protein (1) molecular_function] wtocyanin domain [IPR003245] (1) unshiu_00319_mRNA_29.1
GRO036457 0 0 Hypothetialprotein (1) . C_unshiu_00319_mRNA_21.1
GRO036456 o 0 Hypothetical protin (1) - C_unshiu_00319_mRNA_19.1
oman Tetratricopeptide-ik heical dormin
GFO036455 0 bty B eeutar fomeion [IPRO11990] (1); Pentatricopeptide repeat - C_unshiu_00319_mRNA_15.1
‘containing protein (1) wlecular_function] (1) [1PROO2885) (1)
GF0036454 0 0 Hypothetical protein (1) Pentatricopeptide repeat [IPRO028SS] (1) - C_unshiu_00319_mRNA_14.1
) Penaiopeide pe (PROGEESS (1)
GRO036453 0 0 Hypothetialprotein (1) e e [0S Tetmatricopeptide-ike heial domain C_unshiu_00319_mRNA_12.1
moleculr_function] e
ino acid transporter, transmermbrane.
. amino acid ransmembrane transport domain [IPROI3057 (1);
GFO036452 o O Lysine histidine transporter 1 (1) [GO:0003333 biological_process] (1) Tryptophan/tyrosin permease - C_unshiu_00318_mRNA_2.1
[IPROIS227] (1)
 Noelee acid-binding, OB-fold-ikeprocin el S1 domain [IPR0O3029] (1): N
GF0036451 o nu!«m\ 2 ‘molecular_function] (1) acid-binding, OB-fold [IPR012340] (1) C_unshiu_00318_mRNA_L.I
rich repeat domain, L
. B i like [IPR032675] (1): P-loop containing
Groosesso 0  Disee resanc protin (CC-NBS-LRR ADP indg (60008331 ckoside rphosphate e - i 00317 mRNA 7.1
class) family prote wolecular_function] ( [IPRO27417) (1); NB-ARC [IPR002182]
GRO036449 0 0 Hypothetialprotein (1) - C_unshiu_00317_mRNA_27.1
methylransferase activity [GO:0008168  S-adenosyhL-methionine-dependent
. eal rotein ‘molecular_f ethyliransferase (IPRO290631 (1, eustin, mRNA 2
Gro036445 0 0 Hypothetieal protein (1) process [GO:0008152 biological_process] Methyhransferase type 11 [IPRO13216] unshiu_00317_mRNA_21.1
M
GrO036447 0 0 Hypothetcalprotin (1) - C_unshiu_00317_mRNA_2.1
GRO036446 0 0 Hypothetialprtein (1) . C_unshiu_00317_mRNA_19.1
GRO036445 o 0 Hypothetcalprotin (1) - C_unshiu_00317_mRNA_IS.1
GRO036444 0 0 Hypothetialprtein (1) - C_unshiu_00317_mRNA_16.1
posase-associated domain ‘
GRO036443 0 0 Hypothetialprotein (1) i . C_unshiu_00317_mRNA_IS.1
GRO036442 0 0 Hypothetcalprotin (1) - C_unshiu_00317_mRNA_14.1
GRO036441 0 0 Hypothetialprtein (1) - C_unshiu_00317_mRNA_13.1
Dominof unknown unction DUF1336 . N
GRO036440 0 0 Hypothetialprotein (1) oo, C_unshiu_00317_mRNA_12.1
GRO036430 0 0 Hypothetcalprotin (1) - C_unshiu_00317_mRNA_1L1
; Discase resistance protcin RPS?2, putative Leucinerich repeat domain, L domain- i 00317 i
Gro0363s 0 o [ C_unshiu_00317_mRNA_I0.1
GRO036437 0 0 Hypothetialprotein (1) . C_unshiu_00316_mRNA_8.1
GRO036436 0 0 Hypotheticalprotin (1) - C_unshiu_00316_mRNA_7.1
; el ororein el acid binding [GO0003676 Ribonucease Holke domain [IPRO12337] _ i 00316,
Gro03643s 0 0 Hypothetcalprotin (1) a0 o C_unshiu_00316_mRNA_3.1
GRO036434 0 0 Hypothetialprotein (1) . C_unshia_00316_mRNA_23.1
. 53 DNA binding domain (IPRO03340]
GRO036433 0 0 Hypotheticalprotin (1) e (1: DNA-binding pseudobarrel dormain C_unshiu_00316_mRNA_22.1
felecular-funeton [IPROIS300] (1)
10:0055114
Sooghtanie GOG) mdFel) ol proce](y ovdortrne 4R [PRUZ692 1) pnicilin
GF0036432 0 0 dependent oxygenase superfamily protein _activity [GO:0016491 synthase-like [ 100 - C_unshiu_00316_mRNA _21.1
m molecur._funtion] (1) on on binding (0Pl N snihase [PRO422E3) (1:
e () onjon' oglutartefron-dependent dioxygenise
160.05506 mtealar_fucton] (1 A
Ribonuclease H-like domain [IPRO12337]
‘nucleic acid binding [GO:0003676 (U3 C.
GRO036431 0 O Hypothetical protein (1) molecular_function] (1 Endonuclease/exonuclease/phosphatase C_unshia_00316_mRNA 2.1
[1PRO0S135] (1)
. Gog:polypeptide of LTR copi-type
GRO036430 0 0 Hypotheticalprotin (1) s C_unshiu_00316_mRNA_19.1
NADP-dependent oxidoreductase domsin
process [GO:0055114 ) (1); Aldofketo reductase,
) PH-depends biological_process] conserved it [IPROISIT0] (1);
GFO036429 0 9 like protein (1) activity [GO:0016491 Aldorketo reductase [IPRO20471] (1); C_unshiy_00316_mRNA_I7.1
- function] (1) ‘Aldofketo reductaslpotassum chamel
subunt beta [IPRO0T395] (1)
GRO036428 0 0 Hypothetialprtein (1) . C_unshia_00316_mRNA_16.1
Terpenoid yclasesprotein
i oroid
Terpene cyclase/mutase farily member  molecular_function] (1);nramolecular  [IPROOS930] (1); PFTE fepeat .
R0 0 ol ! [ C_unshia_00316_mRNA_14.1
‘molecular._function] (1) [IPRO18333] (1); Squalene cyclasc, N-
terminal IIPKDTGW] (]
P-loap nucleoside triphosphate hydrolase oo contaning nucleoside triphosphate . )
GFO036426 0 O cuperfamily protein (1) l\vdm\au [IPRO27417] (1) - C_unshiu_00316_mRNA_12.1
Protin kinase domain IPRO0G719] (1):
[ c lin A
molecular_function] (1); protein domain [IPRO13320] (1); Protein kinase-
Gro0sens 0 0 n i like domain IPROT1009] (1; Protein C_unshiu_00315_mRNA_31.1
biological_process] (1); ATP binding  kinase, ATP binding ste [IPRO17441] (1)
[GO:000524 moleculr_function] (1) Kinase
catalytic domain [IPR001245] (1)
¥l i ty
GF0036424 0 0 Hypothetical protein (1) groups other than amino-acyl groups domain [IPR023213] (1); Transferase - C_unshiu_00315_mRNA_29.1
[GO:0016747 molecular_function] (1)~ [TPRO03480] (1)
ocnryme A ransi 1«
Gronses2s 0 aroups s domain (PRO23213] (1) Transterme - C_unshiu_00315_mRNA_28.1
hydroxycinmamoyiranseras (1) [GO:0016747 moleculr_function] (1)~ (IPRO03480) (1)
R0z 0 0 Hypothetialprtein (1) . C_unshiu_00315_mRNA_22.1
GRoO036421 0 0 Hypotheticalprotin (1) - C_unshiu_00315_mRNA_10.1
GRO036420 0 0 Hypothetialprotein (1) - C_unshiu_00315_mRNA_L.1
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<yioplasm [GO:0005737
celular_component) (1) nuceus
1600005034 el componen] (1) Armadilo [IPR00025](1): Aol
e ot ey 1GOOI i el 1PRO1198] (1 Aol
GFO036419 0 0 Tmportin subunit alpha (1) ! (D:pr PO iype fold [IPRO16024] (1); Importin- - C_unshiu_00314_mRNA_22.1
into nucles [GO:0006606
alpha, importin-beta-binding domin
biologcal proces] (1 protin biing 1 DI
[GO:0005515 molecular_fanction] (1);
binding [GO:0005455
molecula_function] (1)
. ke Wallassociaed receptor kinase,
Gro361s o ol e i alacturonan-binding dormain . C_unshiu_00314_mRNA_15.1
¢ molecular_function [1PRO25287) (1)
GRO036417 0 0 Hypothetcal protein (1) - C_unshiu_00314_mRNA_10.1
GRO036416 0 0 Hypothercalprotin (1) - C_unshiu_00314_mRNA_1.1
Dynamintype guanine nuclotide-binding
(G) domain [IPRO30381] (1): Dynamin
‘superfamily [IPR022812] (1); Leucine-
ich repeat,typical subtype [IPRO03S91]
e binding [GO0005515 : Leucine.rich repeat domain, L
protem binding ‘domain-like [IPR032675] (1) Leucine-
GFO036415 0 0 Hypothetical protein (1) ‘molecular_function] (1; GTP binding. - C_unshiu_00313_mRNA 8.2
(GO:0005525 molecular_function)] (1) ich repeat 3 [IPRO11713] (1); Leucine-
L > ! rich repeat [IPRO0I611] (1); Pleckstrin
Homology domain [IPRO0ISA9] (1): PH
‘domain-like [IPRO11993] (1); P-loop.
‘containing nucleoside triphosphate
hydrolase [IPRO27417] (1)
GRO036414 o 0 Hypothetcal protein (1) - C_unshiu 00313 mRNA 26.1
GRO036413 0 0 Hypothercalprotin (1) - C_unshiu_00313_mRNA 20.1
Gro036412 0 0 Hypothetcal protein (1) - unshiu_00313_mRNA_19.1
GRO036411 0 0 Hypotherical protin (1) - C_unshiu_00313_mRNA_I3.1
o ’
Jiskdtateriivis [IPRO16461] (1); O-methyltransferase,
GFO036410 0 0 Caffic acid 3-0-methylransferase (1) - oo0osi7y iy 2 (PROOIOTT] (1) S-adenosyb L - C_unshiu 00313 mRNA_IL1
R ‘methionine-dependent methylzansferase
felecular funetion [IPRO29063] (1)
GRO036409 0 0 Hypothetcal protin (1) - C_unshiu_00313_mRNA_10.1
GFO036408 0 0 Hypothetcal protein (1) - C_unshiu 00313 mRNA 1.1
drug ransmembrane transport
(GO:0006855 biological_process] (15
catalytc activity [GO:0003824
T eotoapy T AMP-dependent syt gase
e yh fur [IPRO0OST3] (1); Multi antimicrobial
molecular_function] (1); g
) (IPROG252S] (1): AMP-
GRO036407 0 0 0 p - C_unshiu 00312 mRNA 36.1
[GO-0015238 molecular function (1), £n4ing nzyme C-terminal domain
5 s: [IPRO25110] (1); AMP-binding,
metabolic process [GO:0008152 e sy (o
biologial process] (1; membrane g
[GO:0016020 celular_componen] (1):
transmembranc transport [GO:0055085
‘biological_process] (1)
Protein kinase domain [IPR000719] (1):
Protein kinase-like domain [IPRO11009]
protein phosphorylation [GO:0006468  (1); Coneanavalin A-like letinghicanase
Putstive sernefn cinkinase POlogical process](1); potein kinase  domain [IPRO13320] (1):
GFO036406 0 0 Cap e e IOIEEISE acrviy [GOM004672 threonine-protein kinase, active ste - C_unshiu_00312_mRNA 24.1
e molccular_function] (1); ATP binding ~ [IPRO0S271] (1):; Protein kinase, ATP
[GO:0005524 molecular_function] (1) binding site [PRO17441] (1); Serine-
thrconineyrosine-protein kinase catalytic
domain [IPRO01245] (1)
GRO036405 0 0 Hypothercalprotin (1) - C_unshiu 00312 mRNA 211
[ 100
- ical in molecular_function] (1); calcium ion EH domain [IPRO00261] (1); EF-hand C_unshi 2. mF
GrO036404 0 0 Hypothetieal protein (1) binding [GO:0005509 ‘domain [IPR002048] (1); EF-Hand 1, C_unshiu_00312_mRNA_I3.1
molecula_function] (1) caliumbinding site [IPROIS247] (1)
integral component of membrane
GFO036403 0 0 Hypothetical protein (1) 1G0:0016021 celllar_companent] (1; 260) - C_unshiu 00312 mRNA_1.1
biological_process] (1)
GRO036402 0 0 Protein ARABIDILLO ke prosen (1 711 P40 10306 Fbox o) - C_unshiu_ 00311_mRNA_6.1
RNA-DNA hybrid ribonuclease activity 21" 112¢%> CCHC-type [IPRODISTS] (1);
Zine knuckle CX2CXAHXAC
[GO:0004523 molecular_fanction] (1);
Zine ion binding [GO:0008270 [IPRO25836] (1); Ribonuclease H domain
GRO036401 0 0 Hypothetical protein (1) N e acid IPRO02IS6] (1) Ribomuclease ke - C_unshiu 00311 mRNA 27.1
el ncton] (DSescd o, (1PRO12537) (1) Domain of
s, fnton (1) unknown function DUF4283
melecular funeton [IPRO25SS8] (1)
GRO036400 o 0 Hypothercalprotin (1) - C_unshiu 00311 mRNA 211
GRO036399 0 0 Hypothericalprotin (1) - *unshiu_00311_mRNA_16.1
GRO036398 0 0 Hypothetical protin (1) - C_unshiu_ 00310_mRNA_S.1
Proten of unknown function DUF247,
GRO036397 o 0 Hypothetcal protein (1) 0041581 (1) C_unshiu 00310, mRNA 20.1
" Protein of unknown function DUF247, ¢
GFO036396 0 0 UPFOS81 protein (1) o ib0s158) 1) C_unshiu 00310 mRNA 27.1
Retrotransposon gag domain .
GRO036395 o 0 Hypothercalprotin (1) i C_unshiu 00310, mRNA 25.1
GRO036394 0 0 Hypothercalprotin (1) - C_unshiu_00310_mRNA_24.1
GRO036393 0 0 Hypothetcalprotin (1) - C_unshiu_00309_mRNA_30.1
Endonuclesselexonuclease phosphatse
it [IPROOS135] (1); I-like:
P N ( P RNA-drstod DNA pomeriss ol in] (1 NASDNA o IPROZE7) ) R . i 00309 miNA 271
‘molecular._function] (1) [IPR026960] (1); Ribonuclease H domain
[IPRO02156] (1)
i ocid binding [GO:0003676 Zin finger, CCHC-type [IPRODISTS] (1;
GFO036391 0 0 Hypothetical protein (1) tmolecular_function] (1); zinc ion binding  Domain of unknown function DUF4219 C_unshiu_00309_mRNA_21.1
[GO:0008270 moleculas_function] (1) [IPRO25314] (1)
GRO036390 0 0 Hypothetcalprotin (1) - C_unshiu_00309_mRNA_10.1
GFO036389 0 0 Hypothetcal protein (1) - C_unshia_00309_ mRNA_1.1
GRO036385 0 0 Hypothetcalprotin (1) - C_unshiu_00308_mRNA 9.1
Endonucleaselexonuclease/phosphatase
RNA-DNA bybrid ibonuclease activity  [IPRO0S135] (1); Ribonuclease H-lk
GRO036387 0 0 Hypothetcal protein (1) ch: 10004523 molccular_function] (1):  domain [IPRO12337] (1): Reverse ._sashin_ 00308_1RNA_8.1
molecular_function] (1) [IPRO26960) (1); Ribonuclease H domain
[IPRO02156] (1)
GFO036386 0 0 Hypothetcal protein (1) - C_unshia_00308_ mRNA 7.1
GRO036385 0 0 Hypothetcalprotin (1) - C_unshiu_00308_mRNA 5.1
GRO036384 0 0 Hypothetcal protein (1) - *unshiu_00308_mRNA 4.1
GRO036383 0 0 Hypothetcalprotin (1) - C_unshiu_00308_mRNA_31.1
GFO036382 0 0 Hypothetcal protein (1) - C_unshiu_00308_ mRNA 23.1
‘phosphatase actvity [GO:0016791  Protei-tyrosine phosphatase, activ site
molecular_unction] (1);proten tyrosine  [IPRO16130] (1); Myotubularn-like
) hosph I (IPRO10369] (1)¢
GRO036381 0 0 Hypothetical protein (1) ‘molecular_function] (1); Myotubularin family [IPRO3064] (1); C_unshi_00308_mRNA_I8.1
dephosphorylation [GO:0016311 Protein-tyrosine phosphatase-like:
‘biological_process] (1) [1PRO29021] (1)
Retrotransposon gag domain
[IPRO0S162] (1); c
GRO036380 0 0 Hypothetcalprotin (1) e ki C_unshiu_00308_mRNA_16.1
(IPROO1048] (1)
GRO036379 0 0 Hypothetcalprotin (1) - C_unshiu_00308_mRNA_IS.1
GFO036378 0 0 Hypothetcal protein (1) - C_unshiu_00308_ mRNA_I11
GRO036377 0 0 Hypothetcalprotin (1) - C_unshiu_00307_ mRNA 3.1
ansporter actiity [GO0005215 roto dependen lgopptide
‘molecular_function] (1); membrane ratsportes iy LPRDOBL0] (1
GF0036376 0 0 m x wnsporter family o . C_unshiu_00307_mRNA_32.1
[y Major failator superfanily domain
biological_process] (1) [IPRO20846] (1)
GRO036375 0 0 Hypothetcalprotin (1) - C_unshiu_00307_mRNA 2.1
2inc ion binding [GO:0008270 DYW donain [IPRO32867] (1); ¢
GFO036374 0 0 Hypothetical protein (1) molecular_function] (1) Pentatricopeptide repeat [IPR00288S] (1) ~ C_unshiu_00307_mRNA_I7.1
GRO036373 0 0 Hypothetical protein (1) - C_unshia_00307_ mRNA_1.1
. eal rotein i [IPROI3766] (1), — .
Gro036372 0 O Hypothetieal protein (1) biological_process] (1) Thioredoxin-like fold [IPR012336] (1) C_unshiv_00306_mRNA,_7.1
GRO036371 o 0 Cellular muclei acid-binding protein (1) et pepidas domain (IPRO110%) C_unshia_00306_mRNA 3.1
y A Retrotransposon gag domain : i 00306 mRNA 2
GRO036370 0 0 Hypothetcal protein (1) it C_unshiu_00306_mRNA 2.1
GRO036369 0 0 Hypothetcalprotin (1) - C_unshiu_00306_mRNA_L1
GFO036368 0 0 Hypothetcal protein (1) - C_unshiu_00305_mRNA_30.1
y amerintion factor Puraiha Purine-rich clement binding protein fumily _ - unshia 00305 mRNA 2
GRO036367 0 0 Transeription factor Pur-apha 1 (1) Ipmoneess) ) C_unshiu_00305_mRNA_29.1
adenylte inase activty [GO:0004017
molecular_function] (1); integral
component of membrane [GO:0016021 P-loop containing nucleoside triphosphate
celllar_component] (1): nucleobase-  hydrolase [IPRO27417) (1): Adenylte
P (! ] (1)
[GO:0006139 biological_process] (1) Nonaspanin (TM9SF) [IPR004240] (1);
GRO03636 0 o 0 ki i 5 - C_unshiu_00305_mRNA_25.1
activity [GO:0019205 [IPRO18962] (1); Adenylte kinase, active
‘molecular_function] (1); site lid domain [IPRO07862] (1);
phosphate UMP-CMP kinase:
group as aceeptor [GO:0016776 [IPRO0OSS0) (1)
molecular_function] (1; ATP binding
[GO:0005524 molecular_function] (1)
GRO036365 o 0 Hypothercalprotin (1) - C_unshiu_00305_mRNA_I7.1
P-loop containing nuceoside rphosphate
. Bs.Lgg ADP binding [GO:0043531 hycrolase [IPRO27417] (1) Leucine-ich
Grooseses 0 o Dt ebtance proten (CCNBS-LER e uncion (1 protein i repcat [PROO1G11] (1 NB-ARC - st 00304 mRNA 9.1
o [GO:0005515 molecular_function] (1) [IPRO02182] (1); Leucine-rich repeat
domain, L domain-ike [IPRO32675] (1)
GRO036363 0 0 Hypothetcalprotin (1) - C_unshiu_00304_mRNA 8.1
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“Armadilo-type fold (IPROT6024] (1);
y bindiog [GO:0005488 ‘Amadillo [IPRO0022S] (1); Atypical Arm .
Gronsesz 0 1 0 Hypothetcalprotin (1) moleculr_funcion] () proseinbinding 10 [YSCO0RES (5 Ao A C_unshiu_00304_mRNA_6.1
160:0005515 moleclar_fnction] (1) [0} FERCA A
binding [GO:0005485 Amadillo-ike helcal [IPRO1 1985 (1);
Gronses1 0 1 0 Hypothetcalprotin (1) molecular_function] (1; proten binding  Armadillo (IPRO00225] (1); Armadillo- - C_unshiu_00304_mRNA_30.1
[GO:000S515 molecular_function] (1) type fold [IPRO16024] (1)
GRO036360 0 1 0 Hypothetcalprotin (1) - C_unshiu_00304_mRNA_20.1
binding [GO:0005485 Amadillo-type old [IPRO16024] (1;
GRO036359 0 1 0 Importinsuburit alpha (1) ‘molecular_function] (1) protein binding  Armadilo [IPRO00225] (1); Armadilo- - C_unshiu_00304_mRNA_25.1
[GO:000S515 molecular_function] (1) ke helcal [IPRO1 1989 (1)
ucin.rich repeat domain, L domain-
. like [IPRO32675] (1); -oop containing
. proten binding (600005515 nucleoside triphosphte hydrolase
GRO036358 o 1 0 D resstnce protsin RPS2 (1) okl fncton)(); ADP inding 1SS plosphe ele C_unshiu_00304_mRNA_27.1
[GO0S3L molecur_functiond (0o 1] (1; NB-ARC [IPRO02182]
. Potato DNA for copia-lke transposable Reverse transcriptase, RNA-dependent
GRO036357 0 ! © clemen (1) DNA polymerase [IPROI3103] (1) Cunshin_00304_mRNA._25.1
GRO036356 0 1 0 Hypothetcalprotin (1) - C_unshiu_00304_mRNA_24.1
Gro0sess o 1 0 Hypothetcal protin (1) - C_unshiu_00304_mRNA_22.1
Groosess . ! o ypoteiat roten 1) sl ki [GO000NTS bl 1k dorsia RO i 0304 A 211
GRO036353 0 1 0 Hypothetcalprotin (1) - C_unshiu_00304_mRNA_I7.1
G P-loop containing nuclcoside riphosphate
GRo0s63s2 0 1 0 Hypothetcalprotin (1) ADP binding (00- 03531 hydrolase [IPRO27417] (1); NB-ARC ~_unshiu_00304_mRNA_I.1
molecular_function] (1) it
GRO036351 o 1 0 Hypothetcalprotin (1) - C_unshiu_00304_mRNA_14.1
Anmadilo-like heical (IPROT1989] (1)
. binding [GO:0005458 ‘Amadillo [IPRO0022S] (1) Atypical Arm
GRO036350 0 1 0 Importinsuburit alpha (1) okl fnction) (s prosinbiding o010 (EEAEE Q) Aomiel e C_unshiu_00304_mRNA_1L1
[GO:0005515 molecular_function] (1) ¢ Iy ipRoteons) (1)
GRO036349 0 1 0 Hypotheticalprotin (1) . C_unshiu_00304_mRNA_10.1
GRO036345 0 1 0 Hypothetcalprotin (1) - C_unshiu_00304_mRNA_1.1
magnesium ion ransport [GO00IS693 431 e gomain [1PRO23214] (1) P-
iologleal_process] (1); ntegral type ATPase, transmembrane domain
GRO036347 0 1 o Celetum ransporting A Pase . pasma - component of membrane [GO0016021 11pR023208] (1): Ptype ATPase: - C_unshiu 00303 mRNA_15.1
‘membrane-type-Tke protein (1) ellar_companen] (1 magnesin- - [ERESZN P e AT
importing ATPase actviy [GO:001 5444 T :
molecula_function] (1) subfamily 15 [IPROV61S) (1)
ransmembrane transport [GO:0055085
bilogical process] (1) antporter activity
[GO:0015207 molecula_functon] (1)
drug ransmerbrane ansportrsctvity (L .
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aroo3so3n o ! 0 Hypothetical proein (1) - C_unshiu 00243 mRNA_19.1
GRO035930 0 ! 0 Hypothetialprotein (1) . C_unshiu_00243_mRNA_16.1
Proop contining nuckcoside triphosphate
Groo3so2 o ! 0 Hypothetical proein (1) o ydrolase [IPRO27417] (1), NB-ARC - C_umshiu 00243 mRNA_1S.1
olecalar_function] ( [PRO02152] (1)
ranseras activity, transfring hxosy
thocyunidi y molecular_function] UDP-glacuronosy UDP-
GRosns 0 ! °m (1) meabolc process [GO0003152  glacosyransierase (IPROVZ213] (1) C_unshin_00243_mRNA_14.1
biologcal process] (1)
Proop contining nuckcoside triphosphate
Groo3so27 o ! 0 Hypothetical proein (1) o hydrolase [IPRO27417) (1); NB-ARC C_umshiu 00243 mRNA_12.1
olecalar_function] ( [PRO02152] (1)
ar003s926 o ! 0 Hypothetical proein (1) Tongone DR s [PRO0352] © i 00262 A 91
Gro03sozs o ! 0 Hypothetialprotein (1) . C_unshiu_00242_mRNA_5.1
zinc ion binding [GO:0008270
Groo3so24 o ! 0 Hypothetialprtein (1) moleculafnction] (1 mucleic K074, e, CCHCype [IPROOISTS] (1) - C_umshiu_ 00242 mRNA_30.1
ispothetical protein e ine finger, CCHC-ype _unshia 00242 mRNA_30.
molecular. functon] (1)
aroossons 0 ! o Cytokinn riboside 5-monophosphate LOG fumily (IPRO31100] (1) - C_unshiu_00242_mRNA_26.1

‘phosphoribohydrolase (1)



T Num G colmenine NaminC Ui NummPArionaa Nore EJ TnterPro
Groo3s922 o 1 0 Hypothetcal protein (1) B C_unshiu_00242_ mRNA_27.1
Gro03s921 0 1 0 Hypothetcal protein (1) - C_unshiu 00242 mRNA 26.1
GF0035920 0 1 0 Hypothetcal protein (1) Viral movernent protein [IPRO28919] (1) - C_unshiu_00242_ mRNA 23.1
GFO035919 0 1 0 Hypothetcal protein (1) - C_unshia 00242 mRNA 2.1
GRO0ISONS 0 1 0 Hypothetcal protein (1) .
GFO035917 0 1 0 Hypothetical protein (1) s o Zine finger. BED-type [IPRO03656] (1) - C_unshiu 00242 mRNA_14.1
GFO03S916 0 1 0 Hypothetcal protein (1) - C_unshiu_00242_ mRNA_13.1
GRO035915 0 1 0 Synaptonemal complex protein 2 (1) - unshiu_00241_mRNA_4.1
GFO03SO14 0 1 0 Hypothetcal protein (1) - C_unshiu_00241_mRNA_25.1
GFO035913 0 1 0 Hypothetcal protein (1) - C_unshiu_00241_mRNA 2.1
GFO03S912 0 1 0 Hypothetical protein (1) Pentatricopeptide repeat [IPRO02SSS] (1) - C_unshiu 00241 mRNA_IT.1
Gro03so11 0 1 0 Hypothetcal protein (1) - unshiu_00240_mRNA_6.1
GFO03S910 0 1 0 Hypothetcal protein (1) - C_unshiu_00240_mRNA 211
GF0035909 0 1 0 Hypothetcal protein (1) - C_unshiu_00240_mRNA 2.1
GFO035908 0 1 0 Hypothetcal protein (1) - C_unshiu_00240_ mRNA_IT.1
Donin of unknown function DUF4283
. eal rotein [IPRO25558] (1); - ushin .
Gro03se07 0 1 0 Hypothetcal protein (1) o s hosphatce C_unshiu_00240_mRNA_14.1
[IPROOS135] (1)
GFo035906 0 1 0 Hypothetcal protein (1) - C_unshiu_00239_mRNA_38.1
GFO035905 0 1 0 Hypothetcal protein (1) - C_unshiu_00239_mRNA_37.1
GFO035904 0 1 0 Hypothetcal protein (1) - C_unshiu_00239_mRNA 32.1
olase aciv ing O-glscasy] GEOSIdE hydrolase superfamily
i Corsonasan e O e 1pROI78S3) 1) Giconide hydolse
GF0035903 0 1 0 Lysosomal beta ghucosidase (1) ‘molecular_function] (1) carbohydrare 271 3 C-terminal domain (1PR002772] C_unshiu_00239_ mRNA 2.1
metabolic process [GO:0005975 (L) Glymosids bydolase family 3
bologieal ® [IPRO268921 (1); Gycoside hydrolase,
fologieal_process] family 3, Noterminal (IPROO1764] (1)
Squamons cell carcinoms antigen RNA processing [GO:000639%6 HAT (Half:A-TPR) repeat [IPRO03107)
Gronssnn . ! Sl o iy biogeat proces) () prtein biing (1) Trarcopepe Ak e o - CLumbi 00239 mRNA 131
renized by [GO:0005515 molecular_function] (1) [IPRO11990] (1)
VIN repeat.like.contaning.
GFO035901 0 1 0 Hypothetcal protein (1) T oy 51 domain [IPROI5943] (1): WDAO0-repeat- - C_unshiu_00239_ mRNA_1.1
etion] containing domain [IPRO17956] (1)
GFO035900 0 1 0 Hypothetcal protein (1) - C_unshiu 00238 mRNA 34.1
Gro03s899 0 1 0 Hypothetcal protein (1) - C_unshiu_00237_mRNA_8.1
P 16
[GO:0005975 biological_process] (1);  [IPRO0OTST] (1); Concanavalin A-lke
GRO03S898 0 1 0 0 3320] (1); - C_unshiu_00237_mRNA_43.1
iy Iy 16, actve ste
molecular_function] (1) [IPRO0S263] (1)
DNA binding [GO:0003677
. A molecular_function] (1); egulation of - comin ) - .
GRO03S89T 0 1 0 Hypothetcal protein (1) e NAC domain [IPRO0341] (1) C_unshiu_00237_mRNA_42.1
[GO:0006355 biological process] (1)
Gro03s96 0 1 0 Hypothetcal protein (1) - C_unshiu_00237_mRNA_36.1
. Polynucleotidyl ransferase, Ribonuclease Reverse transcriptase zinc-binding domain o
GFO035895 0 1 oo it - C_unshiu_00237_mRNA 3.1
terpenoid biosynihetic process P-loop containing nucleoside triphosphate
[GO:0016114 bioogical_process] (1);  hydrolase [IPRO27417] (1); Small GTP-
GTP binding [GO:0005525 binding protein domain [LPRO0S225) (1):
molecular_function] (1): intracellular  Small GTPase superfamily. ARF type
[60:0005622 celular_component] (1);  [IPRO24156] (1); Thiamin diphosphtc-
GFO035894 0 1 0 Hypothetcal protein (1) Soal O e modiscd sigul g fd (pRo20061] (11 C_unshiu 00237 mRNA 26.1
transducton [GO:0007264 Deoxyxylulose-5-phosphate synthase:
biological process] (1); 1-deoxy-D-  [IPR00S477] (1): Small GTPase
sylulose-S-phosphate synthase actvity  superfamily. ARF/SAR type [IPRO066$9]
[GO:0008661 molecular_function] (1) (1)
“Thiamin diphosphate-binding fold
[IPRO29061] (1); Transketolase binding
i 1 (1: CCT domain
GFO035893 0 1 0 Hypothetcal protein (1) B et foton] (1) ERDIONE] (I e, C_unshiu 00237 mRNA 25.1
pyrimidine-binding domain [IPRO0S475]
GFO035892 0 1 0 Hypothetcal protein (1) - C_unshiu 00237 mRNA 2.1
GFO035891 0 1 0 Hypothetcal protein (1) - C_unshiu 00237 mRNA_19.1
Recepor, ligand binding region
GRO03S5890 0 1 0 Hypothetcal protein (1) [IPROOIS2S] (1); Periplasmic binding - unshiu_00237_mRNA_17.1
proteinlie | [IPRO28082] (1)
G-protein coupled receptor activiy
E:Sg’::‘i‘m;:ﬁ“r“"';:;‘“‘;"] W5 GrcR, family 3 [IPRO0O337] (1):
Groossp o : Jr—— GOMIGO sl compone] (1 rtr Tomd b regon C i 00237 A 141
G-protein coupled receptor signaling ; Periplas
o proteinlie | [IPRO28082] (1)
biological_process] (1)
Gronssss N , oG o e Gnk2-homologous domain [IPR002902] s 00236 mRNA .1
zine fon binding [GO:0008270 NAD(P)-binding domain [IPRO16040)
molecular_functon] (1):oxidation-
y kel double bond i (1); Aleohol dehydrogenase superfarily,
GFO03S88T 0 1 Chremteont il e raductase 7P IPROG208S] (1): Aeohol C_unshiu_00236_mRNA 7.1
i oot dehydrogenase, C-terminal (PRO13149]
e ety 1y (1):GroES- ke [IPRO11032] (1)
GFO03S886 0 1 0 Hypothetcal protein (1) - C_unshia_00236_mRNA 5.1
GFO03S88S 0 1 0 Hypothetcal protein (1) - C_unshiu_00236_mRNA_44.1
018 e el Ribouclas Helk domsin IPRO12337)
GRO03SS84 o 1 0 Hypothetcal protein (1) [ 0 Rl H o (PRI156) - C_unshiu_00236_mRNA_4.1
molecular_function] (1)
GrO0ISSSS 0 1 0 Hypothetcal protein (1) “Transposase, MuDR, plant [IPRO04332] C_unshiu_00236_mRNA_14.1
GFO03S882 0 1 0 Hypothetcal protein (1) - C_unshiu_00236_mRNA_13.1
GFO03sss1 0 1 0 Hypothetcal protein (1) - C_unshiu_00236_ mRNA_12.1
00004650 family 28
§ molecular_function] (1); carbohydrate  [IPRO0D743] (1); Pectn yase fold .
GrO03S880 o 1 0 o [0 [IPROI2334] (1); Pectin yase C_unshiu_00236_mRNA_1.1
biologial_process] (1) foldviruence factor (IPRO1050] (1)
GRO03S8TD o 1 0 Hypothercalprotin (1) - C_unshiu_00235_mRNA_35.1
cystcine-ype peptidase acivity
[GO-0008234 molecular_function] (1; Ulpl protease family, C-erminal cataytic .
GrO03SK7 0 1 0 Hypothetcal protein (1) ot a6 boesos gt (1 - C_unshiu_00235_mRNA_34.1
biological_process] (1)
nucleic acid binding [GOA0003676 Zine finger, CCHC-type IPRODISTS) (1)
GrO03S87T 0 1 0 Putative muDR family transposase- ke (1) molecular_function] (1): zinc ion binding ~ Zinc finger, SWIM.type [IPRO07S27) (1): - C_unshiu_00235_mRNA_33.1
[GO:0008270 molecular_function] (1) Zinc fnger, PMZ-type [IPRO06364] (1)
DNA binding [GO:0003677 Mye-type, bsic helix-loop-heli (SHLH)
Basic helicloop-helix DNA-binding  molecular_functon] (1):; protein domain [IPRO11598] (1); Achacte-seute ¢
GFO03S876 0 1 o P { o tor i Lmorse6) C_unshiu_00235_mRNA 311
molecular_function] (1)
3 regulation of transcription, DNA-
Protein FARI-RELATED SEQUENCE 3 y FARI DNA binding domain [IPRO04330] . N
o 0 ! ) remplated [GO0000385 (1): FHY3/FARI family [IPRO31052] (1) ~ Cunshin_00235_mRNA_12.1
biological_process] (1)

GFO03S874 0 1 0 Hypothetcal protein (1) - C_unshiu_00234_mRNA 34.1
GFO03S873 0 1 0 Hypothetcal protein (1) - C_unshia 00234 mRNA 3.1
y . membrane il proein (1) €8 COmporentof membrane i . - R
GrO03S872 0 1 0 GNSSURS mermbane iy prosen (1) [ESEIEORIE OIS ELO family [1PROG2076) 1) C_unshiu_00234_ mRNA_26.1
GFO035871 0 1 0 Hypothetcal protein (1) - C_unshiu_00234_mRNA_19.1

Ribosomal protein S9. bacteralplastid
rbosome [GO:0005840 oy oo prten 53
s . cellular_component] (1); sructural ot
P— N , 305 ribosomalprtein 9, chloroplasic  Sorme<o . [IPRO14721] (1); Ribosomal protein S5 i 00254 mRNA 161
o molecular_functon] (1); translaion omin 2-ype fold [ o
- : Ribosomal protein S9 [IPRO00754] (1):
[GO:0006412 bilogical_process] (). piposomal protcin 59, conserved st
[IPRO20574] (1)
. Protein of unknown function DUFI754,
GFO035869 0 1 0 FAM32A proten (1) e oor s (1 C_unshia 00233 mRNA 9.1
Gro03sses 0 1 0 Hypothetcal protein (1) Viral movement protein [IPR028919] (1) - C_unshiu_00233_mRNA_S.1
GrO03S86T 0 1 0 Hypothetcal protein (1) - C_unshiu_00233_ mRNA 3.1
transmersbrane transport [GO:0055085  Oligopeptide transporter, OPT .
GFO035866 0 1 0 YELLOW STRIPE e | soform 31 it (o Sermuniy OPROASIS) 1) C_unshiu 00233 mRNA 20.1
GRO03S865 0 1 0 Hypothetcal protein (1) - C_unshiu_00233_mRNA_24.1
— ATPase, AAA-type, core IPRO03959]
GFO03S864 0 1 0 Hypothetcal protein (1) e oy (1): -loop contaiing nucleoside - C_unshiu 00233 mRNA_IL1
moleculr_function riphosphate hycrolase [IPRO27417] (1)
GFO035863 0 1 0 Hypothetical protein (1) - C_unshiu 00232 mRNA 8.1
Leucine-rich repeat-containing N-
terminal, planttype IPRO13210) (1)
. hydrolase actviy, acting on ester bonds  GDSL lpaseleserase [IPROO1087) (1): .
GRO03sHe o ! © GDSL esteraselpase EXL3 (1) [GO:0016788 molecular_function] (1) SGNH hydrolase-type estrase domain Cunshin_00232_mRNA_4.1
[IPROI3830 (1); Leucine-rich repeat
domain, L domain-Hke (IPRO32675] (1)
e g L0 0seTe Ribonuclease Helike domain [IPRO12337)
Gro03ss61 0 1 0 Hypothetcal protein (1) molecular_functon] (1) procein (1); HAT. C-terminal - C_unshiu 00232 mRNA_32.1
molecular_function] (1) 1PRO0S061 ()
GFO03S860 0 1 0 Hypothetcal protein (1) - C_unshiu 00232 mRNA 3.1
GFO03S859 0 1 0 Hypothetical protein (1) - C_unshiu 00232 mRNA 23.1
GFO03S8S8 0 1 0 Hypothetcal protein (1) - C_unshiu_00232_ mRNA 22.1
Leucine-rich repeat domain, L domain-
¢ receptor-ike kina: 51 (1) L . C_unshiu_00232_ mRNA 2
ro03ssT o ! O LRR receptorfike kinase (1) molecular_unction] (1) ypical subtype [IPRO03S91] (1); Leucine- Cumshiv 00232 mRNA_2.1
rich repeat (IPROO1611] (1)
GRO03S8S6 0 1 0 Hypothetcalprotein (1) - *unshiu_00232_mRNA_IS.1
GrO0IS8SS 0 1 0 Hypothetcal protein (1) - C_unshiu 00232 mRNA_16.1
GFO03S8s4 0 1 0 Hypothetical protein (1) - C_unshiu 00232 mRNA_15.1
GFO03S8S3 0 1 0 Hypothetcal protein (1) - C_unshiu 00232 mRNA_13.1
s852 Donain of unknown function DUF4219 . N
GrO03S8S2 0 1 0 Hypothetcal protein (1) omosesri oy C_unshiu 00232 mRNA_12.1
icotianamine transporcr transmersbrane transport [GO:0055085  Oligopeptide transporter, OPT . -
GFo03sss1 0 1 0 Metalnicot rmsporier YSL3 (1) Crmuniy OPROASIS) (1) C_unshiu_00231_ mRNA 47.1
GRO03S850 0 1 0 Hypothetcal protein (1) - C_unshiu_00231_mRNA_42.1
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«;xx;}amnl-rcduclmn plv‘wccsxdlﬁg‘ W‘SSI 14 Aldehyde oxiduse/xanthine
GFO035849 0 1 0 0 vological_process] (1); oxidoreductase oy ‘molybdopterin binding - C_unshiu_00231_mRNA_35.1
e i 0 PR
o o
L?‘Lfil?m'.fﬁf ) clectron caier 2F¢2STbinding [IPROO2SSS] (1): 2Fc-
GFO035848 0 1 0 n [GC 28 ferredoxin-type iron-sulfur binding C_unshiu_00231_mRNA_34.1
e TR OB g
e o1 i AR (PRI
‘molecular_function] (1); metal ion binding.
[GO:0046872 molecular_function] (1)
aronss 0 | ——— : e ——
3[IPROIITI3] (1)
fr— 0 | O e o) : ep—
P ——
‘GF0035841 0 1 0 Hypothetical protein (1) like [IPR032675] (1); Protein of unknown - C_unshiu_00231_mRNA_22.1
Fetion o) 109
fra— 0 | otpotetiprac() : e
. e PRI oo e N
domain [IPRO02068] (1)
NB-ARC [IPR002182] (1); P-loop
Gronssis? . ! [T ST— ADp e (G0 e IPRGR7A17] (0 avcne i - CLantin 0020 A 611
[1PRO32675] (1)
aronsis 0 | P Lo P ———
— 0 | otpotetipraci() : I ——
[ T——
. s zinc fon binding [GO:0008270 ‘Transposase, MuDR, plant [IPR004332]  unshin o
oo o . — soe oot [0 e o enamen pe—
it
aronss 0 | ——— : P
- 0 . O tpaei roin ) St D
Jr— 0 | P — : e —
Granssias 0 ' 0 Matuse R (1) RNA OGS [CO0MIT i X 1R020957) 1) . s 00230 nRNA_17.1
Jr— 0 . P : p——
aronssn 0 | - : o100 mRNALI
T ——
oo
molecular_function] (1); protein kinase  (1); Serine/threonine/dual spe ity
GrO03s819 0 ! O inase (1) molecular_function] (1): protein [1PR002290] (1); Serine/threonine-protein ~ C_unshiu_00229_mRNA_9.1
it
arossas 0 | O e o) . e p——
ol ficton] (1) rvin KIS e i domsin (1PRO11005)
Grsssi7 0 I [ E—p—" T (1Pt e doma 1PRO00719] - C i 00229 mRNA 411
phosphorylation [GO:0006468 o
‘biological_process] (1)
molecular_function] (1) protein Protein kinase domain [IPR000719] (1);
p— o . — o oo pe—
‘molecular._function] (1)
koo OO e o i ke
GFO035815 0 1 0 1y catalytic domain [PROO1245] (1) Protein C_unshiu_00229_mRNA_30.1
kinase domain [IPRO00719] (1); Protein - - - -
molecular_function] (1); ATP binding kinase-like domain [IPROT1009] (1)
o Wbt
e molecuar_funtion] (1) protein Kinase i (0R000719) (1)
p— 0 . oKt SOOI s Tt a9 Fpr——
‘phosphorylation [GO:0006468 ¢
‘biological_process] (1)
GFO03S813 0 1 0 Hypothetical protein (1) Alpha/Beta hydrolase fold [IPRO290SS) C_unshiu_00229_mRNA_22.1
‘molecular_function] (1); microtubule-  P-loop containing nucleoside triphosphate
sed movement [GO:0007018 ‘hydrolase [IPR027417] (1); Kinesin-like
- o . — il eos ( mroubls ok BRG] (Koo - pe—
‘molecular_function] (1); ATP binding  domain, conserved site [IPRO19821] (1)
[GO:0005524 molccular_function] (1)
aronsio . O Fpaei roin ) i : D
- 0 | otpotetiprac() et p——
aronsss 0 . e proin ) : o t027 A 21
arossss 0 | P ——— : P —
ey b
‘GF0035801 0 1 0 Hypothetical protein (1) . 5 domain [IPR003653] (1); Domain of - C_unshiu_00227_mRNA_16.1
biological_process] (1) unknown inction DUFINS
i
fra— 0 | otpotettprac() : oo 0027 21
arosern 0 | P ——— : Jep—
aronsrs 0 . e pron ) : o to25 A1
arosers 0 | P ——— : P
arosr 0 . e proin ) : i t025 A1
arosen 0 | P ——— : oot A9
aronens 0 | P : e
are 0 | F— : e
o i G0 07
. apical meristem farmil in molecular_function] (1); regulation of - domain N C unshi, 5 mi
GFO03S783 0 1 0 Noapical mersem fmilyproin (1) 2RO (L NAC domain [IPRO03441] (1) C_unshiu_00225_mRNA_6.1
o s g ] )
[GO:0003677 molecular_function] (1)
arones 0 | ——— : Jep—
[GO:0006355 biological_process] (1)
arones 0 | O gl o) . Fep——
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‘Scyl{acylcarrer-protein] desaurase
activiy [GO10045300
molecularfunction] (1) ONIORAUCIISE gL relted
aetivity [GO:0016491 [IPRO12348] (1); Ferritin-like superfamily
GRO035773 0 1 0 Hypothetcalprotin (1) molecula_functon] (1); oxidation- 3481 (1) - C_unshiu_00225_mRNA_14.1
[IPROOO07S] (1): Fattyacid desaturase,
reduction process [GO:0055114 [R SRS
biological_process] (1); faty acid wpe?
‘metabolic process [GO-0006631
biologieal_process] (1)
GRO035772 0 1 0 Hypothetcalprotin (1) ELMO dormin [IPROVGS 6] (1) - C_unshiu_ 00225_mRNA_L1
GRO03S771 0 1 0 Hypothetcalprotin (1) - C_unshiu_00224_ mRNA_42.1
P N . 0 ypotheiat proein (1) nucleic acid binding [GOA0003676 Ribonuclease H-like domain [IPROI2337) i 00224 miNA 411
molecula_function] (1) I
GFO035769 0 1 0 Hypothetcal protein (1) - C_unshiu_00224_ mRNA 3.1
GRO03S768 0 1 0 Hypothercalprotin (1) - C_unshiu_00224_ mRNA 36.1
GRO03S767 0 1 0 Hypothercalprotin (1) - C_unshiu_00224_ mRNA_IS.1
GRO035766 0 1 0 Hypothetcalprotin (1) - C_unshin_00224_mRNA_10.1
Ribosomal protein L25/GIn-(RNA
. i thetase, anti-cod .
GRO035765 0 1 0 508 ribosoml proten L25 (1) e e 2, © C_unshiu_00223_mRNA_35.1
‘beta domain [IPRO20057] (1)
Late embryogenesis sbundant Immunoglobulin-ike fold IPROI37S3]
GRO035764 0 1 0 hydroxyprolinerich elycofamily protein, (1) Late embryogenesis abundant proten, - C_unshiu 00223 mRNA 32.1
putative (1) LEA-14 [IPRO04S64] (1)
GF0035763 0 1 0 Hypothetical protein (1) Pentatricopeptide repeat [IPRO0288S] (1) - C_unshiu_00223_mRNA_3.1
Gro03s762 0 1 0 Hypothetcal protein (1) - C_unshiu_00223_mRNA_25.1
GRO03ST61 0 1 0 Hypotheticalprotin (1) - C_unshiu_00223_mRNA_12.1
DNA binding [GO:0003677 Homeabox KN domain [IPRO0SA22] (1);
. molecular_function] (1); regulation of  Homeodomain-lke IPRO090ST] (1) N
GRO035760 o 1 0 BEL -k homeodomsinprotein 7 (1) o=t elor) () e B st 1 - C_unshiu_ 00223_mRNA_L1
[GO:0006355 biological_process] (1) Homeobox domain [IPRO01356] (1)
protein dimerization activity
. MADS-bos transerption factor fmily  [GO:0046983 molecular_function] (1);  Transcrption factor, MADS-box N
GFO035759 0 ! O protein (1) DNA binding [GO:0003677 [1PR002100] (1) - C_unshin_00222_mRNA_26.1
‘molecular_function] (1)
GRO035758 0 1 0 Hypothetcal protein (1) - C_unshiu 00222 mRNA 24.1
N Putative discase resistance RPP13-fike Leucine-rich repeat domain, L domain- i 00222
GRO035757 0 1 O [rstisisbienty C_unshiu 00222 mRNA_1.1
— Chaperonin Cp60TCP-1 family
GFO03STS6 0 1 0 Hypothetcal protein (1) e [IPRO02423] (1); GroEL-like equatorial - C_unshiu_00221_mRNA_49.1
melecular_function] domain [IPRO27413] (1)
transport [GO:0006810
Maior intrinsic protein, conserved sitc
. biological_process] (1); membrane [IPR022357) (1); Aquaporin-like .
GRO035755 0 1 0 Tonoplast ) 2 C_unshiu_ 00221_mRNA_4.1
[IPRO23271] (1): Mai I
ransporter actiity [GO0005215 R 1)
‘molecular_function] (1) -
GRO03s754 0 1 0 Hypothetcalprotin (1) - C_unshiu_00221_mRNA_30.1
GFO038753 0 1 0 Hypothetcal protein (1) - C_unshiu_00221_mRNA_27.1
GRO03s752 o 1 0 Hypothercalprotin (1) - C_unshiu 00221 mRNA 22.1
‘metabolic process [GO:0008152
GRO03S751 0 1 0 Hypothetcal protein (1) biological_process] (1) catalytic activity Tsochorismatase-like (IPRODUSGS] (1) - C_unshiu_00221_mRNA_16.1
[GO:0003824 molecular_functon] (1)
GRO035750 0 1 0 Hypothetcalprotin (1) - C_unshiu 00220_mRNA_9.1
transmembran transport [GO:0055085
‘biological_process] (1); membrane.
[GO:0016020 celular_componen] (1):
drug transmembrane ransporte activity
GF0035749 0 1 0 MATE effux family protein 4, [GO:0015238 molecular_fanction] (1); Ml antimicrobial extrusion protein C_unshiu_00220_mRNA 28.1
ipe I 5
molecular_functon] (1); drug
ransmembrane transport [GO:0006855
‘biological_process] (1)
GRO03574S 0 1 0 Hypothetical protein (1) - C_unshiu_00220_mRNA_21.1
GRO03747 0 1 0 Hypothetical protin (1) Pentatricopepride repeat IPRO02885] (1) - C_unshiu_ 00220_mRNA_L1
GFO03S746 0 1 0 Hypothetcal protein (1) - C_unshiu_00219_mRNA 7.1
GRO035745 0 1 0 Hypothetcalprotin (1) - C_unshiu_00219_mRNA 5.1
Gro03S744 0 1 0 Hypothetcal protein (1) - unshiu_00219_mRNA_19.1
GRO035743 0 1 0 Hypotheticalprotin (1) - C_unshiu_00219_mRNA_I7.1
Retrotransposon gag domain .
GROo3s742 0 1 0 Hypothetcalprotin (1) i C_unshiu_00219_mRNA_16.1
Gro03s7a1 0 1 0 Hypothetcal protein (1) - C_unshiu_00219_mRNA_IS.1
GRO035740 0 1 0 Hypothetcal protin (1) - C_unshiu_00219_mRNA_12.1
GFO035739 0 1 0 Hypothetcal protein (1) - C_unshiu_00219_mRNA_IL1
GRO035738 o 1 0 Hypothercalprotin (1) - C_unshiu_00219_mRNA_1.1
Gro03s737 0 1 0 Hypothetcal protein (1) - C_unshiu_00218_mRNA_48.1
GRO035736 0 1 0 Hypothetcalprotin (1) - C_unshiu_00218_mRNA_47.1
GFO03S735 0 1 0 Hypothetcal protein (1) - C_unshiu_00218_mRNA_45.1
GRO035734 o 1 0 Hypothetcalprotin (1) - C_unshiu 00218_mRNA 4.1
Pectin lyase fold/virulence factor
Gro03s733 0 1 0 Hypothetcalprotein (1) [IPROTI0SO] (1); Pectin yase fold - C_unshiu_00218_mRNA_35.1
[IPRO12334] (1)
GRO03s732 0 1 0 Hypothetcalprotin (1) - C_unshiu_00218_mRNA_30.1
GFO038731 0 1 0 Hypothetcal protein (1) - C_unshiu_00218_mRNA 211
y el protein metaljon binding [GO:0046872 STp— : - .
GRO035730 0 1 0 Hypothetcalprotein (1) e o Zinc finger, CCCH-type [IPRO0OS71] (1) *unshiu_00218_mRNA_16.1
Grass7 0 I 0 Ausininduced protcin 1941 om0 4 (GO0 Sl vy RNAIPROUSET61 1) - € s 0218 mRNA 101
GRO035728 o 1 0 Hypothercalprotin (1) - C_unshiu_00217_mRNA_47.1
Gro03s727 0 1 0 Hypothetcal protein (1) - C_unshiu_00217_mRNA_46.1
GRO035726 0 1 0 Hypothetcalprotin (1) - C_unshiu_00217_mRNA_45.1
GFO03S725 0 1 0 Hypothetcal protein (1) - C_unshiu_00217_mRNA_44.1
GRO035724 o 1 0 Hypothetcalprotin (1) - C_unshiu_00217_mRNA_40.1
Gro03s723 0 1 0 Hypothetcalprotein (1) - C_unshiu_00217_mRNA_37.1
protein binding [GO:0005515 Ankyrin repeat [IPROO2110] (1; Tify
domain [IPRO10399] (1):
‘molecular_function] (1); chlorophyllase
e COICOLITOCI, conserved site
GF0035722 0 1 0 Hypothetical protein (1) [IPROIS467] (1); Alpha/Beta hydrolase - C_unshiu_00217_mRNA_31.1
molecular_funceion] (1): chiorophyl 17X 01T] (1 Al teta b
catabolic process [GO:0015996 fold [IPRO290SS] (1); Chlorophyllase.
e [IPROIT395] (1); Ankyrin repeat-
fological process] (1) containing domain [IPRO20683] (1)
protein binding [GO:0005515 SKPUBTBPOZ domain [IPROI1333]
GRoo3s721 o 1 0 Hypothetcalprotin (1) e sl 1y O BTB07 dom LIR0002101 (1) C_unshiu_00217_mRNA 30.1
protei seinehreanine phosphatase
activiy [GOI0004722 Proten kinas-like domin [IPROT1009)
‘molecular_function] (1: protein (1): PPM-type phosphatase domain .
GFO035720 o ! 0 CMGC protein kinase (1) dephosphorylation [GO:0006470 [IPRO01932] (1); Protein phosphatase 2C C_unshiy_00217_mRNA_28.1
biological_process] (1) catalytic activity ~fumily [IPRO1S655] (1)
[GO:0003824 molecular_functon] (1)
ATP binding [GO:0005524
molecular_function] (1); protein
" Protein kinase domain [IPRO00719] (1;
GF0035719 0 1 0 Hypothetical protein (1) phosphorylation [GO:0006468 Protein kinase-like domain [IPRO11009] - C_unshiu_00217_mRNA_27.1
biologcalprocess] (1) proten kinase
activity [GO:0004672 ¢
‘molecular_function] (1)
Gro03sTIS 0 1 0 Hypothetcal protein (1) - C_unshiu_00217_mRNA_IS.1
Ptype ATPase, transmembrane domain
e g O i
GroossTi7 o ! o Hpothets ot 1 ol nton] (1) e AT, N sermin [PROVHLS] - i 0217_mRNA_16.1
o (1) (1) Pype ATPase, A domain
molecular_function] (IPRO0R250] (1)
GRO03S716 0 1 0 Hypothetcalprotin (1) {perticpepidas domain (IPRO2110%) C_unshiu_00217_mRNA_IS.1
GRO035715 0 1 0 Hypothetcal protein (1) - C_unshiu_00216_mRNA_40.1
i protein L14 conserved site
biologial process] (1):structural [IPRO19972] (1); Ribosorma protein L14
GFO035714. 0 1 0 1y domain [IPR023571] (1); PGG domain - C_unshiu_00216_mRNA_34.1
molecular_function] (1); ribosome [1PR0O26961] (1); Ribosomal protein
R 0 ! 0 " st e N DS S VLD domain [IBROISSS () - C s 00216, mRNA 311
GRO03s712 o 1 0 Hypothetcalprotin (1) - C_unshiu_00216_mRNA 25.1
Leucinerich repeat-contaning N-
terminal, planttype [IPRO13210] (1):
GROO3ST711 o 1 0 Hypothetcalprotin (1) T r om0y Leucine 0 naw; - C_unshiu_00216_mRNA 23.1
Leucine-rich repeat domain, L domain-
like [IPRO32675] (1)
. il protein DNA binding [GO:0003677 e finger. BED . R S— .
GRO03S710 0 1 0 Hypothetcal protein (1) o Zine finger, BED-type [IPRO03656) (1) C_unshiu_00216_mRNA_16.1
‘myosin complex [GO:0016459 Myosin head, motor domain [IPR01609]
cellular_component] (1); ATP binding  (1); Myosin, N-terminal, SH3-like
GRO035709 0 1 0 Myosin heavy chain (1) [GO:0005524 molecular_function] (1~ [IPRO04009] (1); P-loop containing - C_unshiu_00216_mRNA_1.1
I«
‘molecular_function] (1) [IPRO27417] (1)
GRO035708 0 1 0 Hypothetcal protein (1) - C_unshiu_00215_mRNA_S4.1
nucleotide binding [GO:0000166 Nucleotide-binding alpha-beta plait
Heterogeneous nuclear ribonucleoprotein molecular_function] (1); nueleie acid domain [IPROI2677] (1); RNA
Groo3s707 0 1 0 e protein moleeulr feton) (1) tecognition motif domain,cukaryote - C_unshiu_00215_mRNA_S0.1
w (1) [IPRO03954] (1); RNA recogaition mi
melecular_function] domain [IPRO00504] (1)
GRO035706 0 1 0 Hypothetcalprotein (1) - ~unshiu_00215_mRNA_4.1
GRO035705 0 1 0 Hypothetcalprotin (1) - C_unshiu_00215_mRNA_33.1
GFO03S704 0 1 0 Hypothetical protein (1) - C_unshiu_00215_mRNA_14.1
GRO03S5703 o 1 0 Hypothetcalprotin (1) - C_unshiu_00214_mRNA_55.1
Gro03sT02 0 1 0 Hypothericalprotin (1) - unshiv_00214_mRNA_S3.1
GRO03S701 0 1 0 Hypothetcalprotin (1) - C_unshiu_00214_mRNA_S2.1
GFO035700 0 1 0 Hypothetical protein (1) - C_unshiu_00214_mRNA_49.1
GRO035699 o 1 0 Hypothetcalprotin (1) - C_unshiu_00214_mRNA_42.1
GRO035698 0 1 0 Hypothericalprotin (1) - unshiu_00214_mRNA_4.1
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iron ion bindng [GO:0005306
‘molecular_function] (1: heme binding
[GO:0020037 molecular._function] (1); ;
oxidation-rduction process [GO:0055114 (SR, Bl roun
GF0035697 0 1 0 Cytochrome P450 8381 (1) biological_process] (1); oxidoreductase | 101 rome P40, C_unshiu_00213_mRNA_6.1
activity,acting on paired donors, with  COnSeTved sie [IPROI7972] (1);
incorporatin or reduction f molkcular YOS PAS0 (IPRO0I128] (1)
oxygen [GO0016705
molecuar_functon] (1)
eystcine-ype peptid Ulpl protease family, C-erminal catalytic
GFO035696 0 1 0 Hypothetcal protein (1) [(GO008298 oot function] (1): - domain [IIRAN6S3) (13 00 C_unshiu_00213_mRNA_59.1
‘biological_process] (1) [lPRDIS“ﬂ] [0}
Serinetreonine-protein kinase, active site
[IPROGS271] (1); EGF-type
i mpugos iy she
(IPRO00152] (1); EGF-like domai
e g [IPRO007421 (1) Seietreonnedal
protein binding ity protein kinase, catalytic
Lo ‘l”t"‘;j‘;gg';‘ﬂ"'g‘ﬂ"'"“”“l D5 domain [IPRO02290] (1): EGF-like
GFO0035695 0 1 0 Wall-associated receptor kinase 2 (1) molecular_function] (1); protein f::;:"c' 7:::&;’:;::: ;l::mmn a; C_unshiu_00213_mRNA_51.1
otein kinase domain
DLl () OO {101 (1, otk
cotar funt T ‘domain [IPRO11009] (1); EGF-like:
meleeular_function] calcium-binding, conscrved site:
[IPROIS097)] (1); EGF-like, conserved
site [IPRO13032] (1): Concanavalin A-like
lectn/glucanase domain [IPROI3320] (1)
GFO035694 0 1 0 Hypothetical protein (1) - C_unshiu 00213 mRNA 4.1
GFO035693 0 1 0 Hypothetical protein (1) - C_unshiu_00213_mRNA_47.1
GFO035692 0 1 0 Hypothetcal protein (1) - C_unshiu 00213 mRNA_46.1
¢ Isopenicillin N synth: PRO27443]
Grunsseon 0 ' o amioecopropane -cubosghic - melecd fwcton] (Dsonaion () oveginararondepnden - _anshi 00213 mRNA_43.1
bilogieal procees (1) dioxygenase [IPRO0S123] (1)
MULE transposase dorain [IPRO15289]
(1); Isopenicillin N synthase-li
[IPR027443] (1); Non-haem dioxygenase c
GFO035690 0 1 0 Hypothetcalprotein (1) N e oatbo e - C_unshiu 00213 mRNA 411
FARI DNA binding domain [IPR0O4330]
ing (G Myb domain [IPRO17930] (1)
GRO035689 o 1 0 Hypotheticalprotein (1) o Homeodomainlike (IPRO0S0S7] (1); - C_unshiu 00213 mRNA_25.1
. SANT/Myb domain [IPRO0100S] (1)
Zine knuekle CX2CX4HXAC
GFO03S688 0 1 0 Hypothetcal protein (1) [IPRO25836] (1); Domain of unknown - C_unshiu 00213 mRNA 2.1
function DUF4283 [IPRO25558] (1)
GFO03S687 0 1 0 Hypothetcal protein (1) - C_unshiu 00212 mRNA 3.1
GFO03S686 0 1 0 Hypothetcal protein (1) - C_unshiu 00212 mRNA 29.1
GRO03S685 0 1 0 Hypothetical protein (1) - C_unshiu_00212_mRNA_19.1
GrO03S684 0 1 0 Hypothetcal protein (1) - C_unshiu 00212 mRNA_I7.1
 Retrotransposon protin, puttive, Reverse transeriptase, RNA-dependent
GFO035683 o ! uw\umr:d(l) DNA polymerase [IPROI3103] (1) C_unshiy_00212_mRNA_16.1
. pothetical protein Chroma domain [IPRO23750] (1); . — R
GFO033682 ! O Hypothetical protein (1) Chromo domain-like [IPRO16197] (1) C_unshi_00211_mRNA 8.1
GFO035681 0 1 0 Hypothetcal protein (1) - C_unshiu 00211 mRNA 30.1
GFO035680 0 1 0 Hypothetical protein (1) - C_unshiu 00211 mRNA_I7.1
rotein seri Jnine kinase activi Bulb-type lectin domum[lPRﬂﬂNXﬂ](l).
Gronsser 0 I [ —p—" e i o Kiowe S0 S s s s, E s 00210 mRNA 391
. 1PRO21520] (1)
GFO03S678 0 1 0 Hypothetcalprotein (1) - C_unshiu_00210_ mRNA 3.1
GFO035677 0 1 0 Hypothetcal protein (1) - C_unshiu_00210_ mRNA 32.1
GFO035676 0 1 0 Hypothetcal protein (1) - C_unshiu_00210_ mRNA 27.1
GrO03S675 0 1 0 Hypothetical protein (1) - C_unshiu_00210_mRNA 26.1
GrO03S674 0 1 0 Hypothetcalprotein (1) - C_unshiu 00209 mRNA 39.1
‘binding [GO:0005488
molecular_function] (1): ATP hydrolysis
;:;g;j ot o [GONIS iy ld 180160241
GFO035673 0 1 0 0 routional Ao ke helieal IBRO1 19891 (1: C_unshiu 00209 mRNA 32.1
mm.mm [GO:0046961 s, V] comples, subuni
molecular_function] (1); vacuolar proton- LTROP%081 ()
transporting V-type ATPase, V1 domain
1600000221 cellular_component] (1)
DYW domain [IPRO32867] (1):
zin fon binding [GO:0008270 ©
P— N | o Penaricopeptide repest-contaiing iy "L LM (OO0 L pentatricopepride repat (IPRO02SSS) (1) i 00209 mRNA 281
© protein (1) 00005515 oo oty Tettatricopcptide i helaldomsin
. [IPROT1990] (1)
ibosome [GO:0005540
cellular_component] (1);sructural  Alpha/Beta hydrolase fold [IPRO290SS]
‘GF0035671 0 1 14e (1) 1[IPRO0IOTI] - C_unshiu_00209_mRNA_23.1
molecular_function] (1) ranslaion (1)
[GO:0006312 biological process] (1)
Putative S-adenosyhL methionine-
. TS bed RN: O:0008168  dependent methyltransferase [IPRO04159] o
GFO035670 o ! 0::uu=|vc=(|) ‘molecular_function] (1) (1 S-adenosyl-L-methionine-dependent C_unshi_00209 mRNA_{1.1
methyltransferase [PR029063] (1)
GFO035669 0 1 0 Hypothetcal protein (1) - C_unshia 00208 mRNA 6.1
To encade a PR protein, Belongs to the
GFO03S668 0 1 0 plant thionin fumily with the following - C_unshia 00208 mRNA 5.1
tmembers:, putative (1)
e (G BAT-like transposase, RNase-H fold
GRO035667 o 1 0 Hypothetcalprotein (1) o [IPRO25525] (1); Leucine-rich repeat - *_unshi_00208_mRNA_39.1
. domain, L domain-ike [IPRO32675] (1)
Pepridase M16, C-terminal [IPRO07863]
Gronssess 0 ' [p—p— meclon g [GO6872 ;e 0 o 1PRO1I23) - s 00208 nRNA 3.1
& )
GFO035665 0 1 0 Hypothetcal protein (1) - C_unshiu 00208 mRNA 32.1
GFO035664 0 1 0 Hypothetcal protein (1) - C_unshiu 00208 mRNA 311
GRO035663 0 1 0 Hypothercalprotin (1) - C_unshiu_00208_mRNA_30.1
Coenzyme A f | Transterase (IPROO3450] (1)
GFO03S662 0 1 0 shikimate quinate ‘groups other than amino-acyl groups  Chloramphenicol acetylransferase-like - C_unshiu_00208_ mRNA_25.1
hydroxycinnamoyiransferase (1) [GO:0016747 molecular_function] (1) domain [IPRO23213] (1)
GFO035661 0 1 0 Hypothetcal protein (1) - C_unshiu 00208 mRNA_I7.1
GFO035660 0 1 0 F-box/LRR-repeat profein A3gS8900 (1) - C_unshiu_00208_ mRNA_16.1
GRO035659 o 1 0 Hypothetcalprotin (1) - C_unshiu_00208_mRNA_13.1
GFO03S658 0 1 0 Hypothetcal protein (1) - C_unshiu_00208_ mRNA_12.1
GFO03S657 0 1 0 Hypothetcal protein (1) - C_unshiu_00207_ mRNA_4.1
GFO035636 0 1 0 Hypothetcal protein (1) - C_unshiu_00207_mRNA 30.1
GrO03s6ss o 1 0 Hypothericalprotin (1) - C_unshiu_00207_mRNA_22.1
GFO03S654 0 1 0 Hypothetcal protein (1) - C_unshiu_00207_mRNA_20.1
GFO035653 0 1 0 Hypothetcal protein (1) - C_unshiu_00207_ mRNA 2.1
DNA binding [GO:0003677
e ] (L APYERF domi IPRUOIST1 ()
GFO03S652 0 1 0 Hypothetcal protein (1) binding [GO:0003700 DNA biding domain [IPROIGITT) (1), C_unshiu_00207_ mRNA_IS.1
‘molecular_function) (1);regulation of  DOMain Of unknown function DUF4371
transcription, DNA-templated IPRO2535811)
[GO:0006355 biological_process] (1)
e acig e fner, CCHC-tye [PRODISTS) (1)
Gro03s651 o 1 0 Hypothetcalprotein (1) i Gorooners Zine knuekle CX2CXAHXAC - C_unshiu_00207_mRNA_12.1
molecur. fncion] (1) 1PRO25536) (1)
Endonucleaselexonuclease/phosphatase ¢
GFO03S650 0 1 0 Hypothetcal protein (1) oo C_unshiu 00207 mRNA_IL1
GFO035649 0 1 0 Hypothetcal protein (1) - C_unshiu_00207_ mRNA_10.1
GFO03S648 0 1 0 Hypothetcal protein (1) - C_unshia 00207 mRNA_1.1
GRO03564T o 1 0 Hypothetcal protein (1) B
carbohydrate metabolic process
[GO:0005975 biological_process] (1:
GFO03S646 0 1 0 Endoglucanase (1) moleculr_funtion] (1) hydroase 1RO (1) Sochapi heosdase C_unshiu_00206_mRNA_45.1
activity, hydrolyzing O-glycosyl LIPROT2341] (1); Six-hairpin glycosidase-
. ol like [IPRO0S92S] (1)
compounds (GO:0004553
‘molecular._function] (1)
transeription, DNA-ermplated
(GO0006331 Biological process] (1); o ' .
GFO035645 0 1 0 Phantastica (1) nucleus [GO:0005634 Protein fough sheath 2IASYMMETRIC C_unshiu_00206_mRNA_10.1
celluar_component] (1) leaf formation  LEAVES! [IPRO31055] (1)
[GO:0010338 bilogical_process] (1)
GFO03S644 0 1 0 Hypothetcal protein (1) - C_unshiu 00205 mRNA 5.1
GFO035643 0 1 0 Hypothetcal protein (1) e peptdas domain IFRO2110%) C_unshiu 00205 mRNA 4.1
> o Protein of unknown function DUF247, .
GFO03S642 0 1 0 UPFOS81 protein (1) s io0s158) 1) C_unshiu_00205_mRNA_39.1
Protein of unknown function DUF247,
GFO03S641 0 1 0 UPFO4SI1 proten (1) T TiRo04 T8 (1 C_unshiu 00205 mRNA 3.1
GRO035640 0 1 0 Hypothercalprotin (1) - C_unshiu_00205_mRNA_37.1
GFO03S639 0 1 0 Hypothetcal protein (1) - C_unshiu_00205_mRNA_25.1
GFO03S638 0 1 0 Hypothetical protein (1) - C_unshia 00205 mRNA 2.1
oxidoreductase activity [GO:0016491  Cucose/ribiol dehydrogenase
[PR002347) ) St
e } . St il g, bl o) (il L ot 20 i 71
putative ‘v‘r;unx rolowtetl proeess] riproo1os) 1y, NADAP) -binding
domain [IPRO16040] (1)
GFO035636 0 1 0 Bystin (1) Bystin [IPRO07955] (1) - C_unshiu_00204_ mRNA 4.2
GFO033635 0 1 0 Hypothetcal protein (1) - C_unshiu_00204_ mRNA 25.1
GRO035634 0 1 0 Hypothericalprotin (1) - C_unshiu_00204_ mRNA_IS.1
GFO03S633 0 1 0 Hypothetcal protein (1) - C_unshiu_00204_ mRNA_13.1
GFO035632 0 1 0 Hypothetical protein (1) - C_unshia 00203 mRNA 7.1
. el protein Retrotransposon gag domain : - .
GRO03S631 0 1 0 Hypothetcal protein (1) et C_unshiu_00203_mRNA_6.1
GFO03S630 0 1 0 Hypothetcal protein (1) - C_unshiu 00203 mRNA 5.1
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Grovse 0 i Py e——r— - ot 00207 A 01
Gromseas o ! o Hypoteicat protein ) . b 00202 mRNA 381
Gronsear o ! o Hypoteticl protein ) - b 00202 A 3.1
Gronsezs o ! pise—— - ot 00203 A 281
Grovseas . ! o ypotsist rotein 1) - i 0203 mRNA_13.1
‘ '
o . ! N s T ] (TN R i (P05 i 0202 1
molecular_function (1) domain [IPRO26960] (1)
Gronseas . ! Jy——— - CLambi 00202 mRNA 1
Gronsezz o ! i — - Cambi 00202 A 3.1
Gronsez1 0 ! Piser—— - Cumti 00202 A 2.1
Gronsen . ! o ypotsist rotein 1) - i 00202 A 2.1
Gronsers o ! o i et 13400 o1 Penapepid psa (PROOIGHS 1) - C i 00202 mRNA 11
Gronsers o | o Hypoteicl rotein ) - C b 00202 A 11
Grovsor? . ! o ypoteist rotein 1) - i 00201 A5
Gronsots . ! o Hypoteicat protein ) . Cambi 0201 mRNA 211
Gronsers o ! o Hypoteticl proten ) - Cumbi 00201 mRNA 201
Groosets o ! Pise—— - Cumti 0201 A 171
Gronsora . ! o ypotesist rtein 1) - i 00201 mRNA 161
GF0035612 0 1 0 Ribonuclease H protein, putative (1) Reverse transcriptase zinc-binding domain _ C_unshiu_00201_mRNA_13.1
[IPRO26960] (1)
Gronsen1 o ! [r— - C_umti 0201 A 121
e . ! IEe— Lot e o L o CLumbi 00200 mRNA 351
Gronss o ! Jr—— . C_umbi 00200 mRNA 31
Grooens . , LSt ) iy o ) ot 00200 A 11
Gronsatr . ! Je— - CLumbi 00200 mRNA 281
Gronsons o ! i — L0G iy R0 110] 1) Cumbi 00200 mRNA 271
Grovsens 0 ! o Hypoteicl protein ) - Cumti 00200 A 231
ke cd g [GON0ST0 Zine ke CXACKAHNIC
Grovss . ! J——— el union) (1) s o g IPRO3583] (1. e Tngr, CCHC-y i 00200_nRNA 19,1
G0.000270 ol o] (1) LPRI0ISTS) (1)
mtochontin et nembrane
o ! ' © e s TN 1) v i o miohonr it () s (oA
[GO:0030150 biological_process] (1)
Gronsenn . ! Jy——— el i [GO000T5 - onulse I e domiy FRO1Z537) CLumbi 00200 mRNA 11
J— N \ 0 Hypotbetical proten (1) ::::\;:E;:dmmmndu\g (GO:0003676 :z].)bam.clmcu.nkc domain [IPROI2337] _ C_unshin_00199_mRNA_46.1
Grovsan . ! J—— - i 00199 mRNA 41
Gronss . ! 0 ypoteicat protein ) Penscopepide e (PRUGE8S5 1) - Cambi 00199 mRNA 3.1
reltionof ascrpion, DNA- \
arusss o . [—— i ot FARI DXA i o 00850 i 001 351
— 0 | e — st sl i (PROSSH P —
Gronssos . ! Jy——— - CLumbi 00199 mRNA 311
Gronssos o ! o Hypoteticl proten ) . Cumbi 00199 A 211
Gronsos o ! pise—— - Cambi 00198 A 9.1
. ! o ypoteist rten 1) - i 00198 A8
o ! o Hypoteicat rotein ) . Cambi 00198 mRNA_71
o ! o Hypoteticl proten ) . Cambi 00198 A5
o ! Pise—— - Cumbi 00198 A 331
. ! o ypoteist roten 1) - i 00198 mRNA 2.1
Gromssss o ! o Hypoteicat protein ) . Cumbi 00198 mRNA 291
arousss 0 : I — e G COMOGTS Kbk ks s IFOI3ET) P ——
Grovssss . | J—— - i 00198 mRNA 251
Gromssss o ! o Hypoteicat rotein ) . Cumbi 00198 mRNA 241
Gronssss o ! o Hypotetical proten ) . Cumbi 00198 mRNA 101
Gronsssa o ! pise—— - Cambi 00198 nRNA 11
Gromsswe . ! Jiee—— - i 00197_nA_7.1
Gronsssi o ! oapa) o o g 600001270 v g P ope OGS 1 b 00197_nNA 5.1
Gronsswo o | [r———— - C_ambi 00197 A .1
Grovssro . ! o Hypoteict rotin) - i 00197 mRNA 341
Gronssrs o ! o Hypoteict protein ) . Cambi 00197 A 331
RNA binding [GO:0003723
ol ficion) 10
ooty (o7t SO g,
Gronss77 o ! 0 N ™% bl s CLambi 00197 A 3.1
‘biological_process] (1); metal ion binding [IPR009145] (1); O-methyltransferase, - - - -
LG o3 ol o] (1 B2 (PREOET 1 2 s
U2AF [GO:0089701 celiular_component) CCCH-Pe [IPRO0OSTI (1)
[l
RS —
aronssso 0 ! FT— o g (GOS1S o IPROIS3R) (1 Wit et - CLami 0019 kA 212
- oo domsin (PRDL7986) )
aronssrs . ! Jy—— - CLumbi 00197 A 19,1
Gronssrs o ! o Hypoteticl proten ) L0G iy R0 110] 1) Cumbi 00197 mRNA 1.1
Grovss7s . ! [——— Gog ot ofLTR copi e i 00197_nRNA 11
Gronssr2 . ! Jy——— - CLumbi 00197 mRNA 131
Gronss7i o ! o Hypotetical proten ) . Cambi 00197 A 121
Gronsso o ! piee—— - Cumbi 00197 mRNA 11
oo tinding o A (PROIZSS)
(0 Rbosome g o A domi
— o . O o Ay R GO PR25791 11 K ooy s 30157 k01
oo i o . comericd
e IR0 (1)
Gronsses o ! Jy—— . b 00196 A 39,1
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[GO:0008270 molecular_functon] (1)
0 1 0 Hypothetcalprotin (1) - C_unshia_00171_mRNA_2.1
0 ! 0 Hypothetialprtein (1) . C_unshia_00171_mRNA_13.1
0 1 0 Hypothetcal protin (1) - C_unshiu_ 00171_mRNA_L1
0 1 0 Hypothetialprtein (1) - C_unshiu_00170_mRNA 4.1
Gro0as3s2 0 1 0 Hypothetcal protin (1) - C_unshiu_00170_mRNA_25.1
GRO0s3s1 0 ! 0 Hypothetialprtein (1) . C_unshia_00170_mRNA_23.1
Ankytin repeat (IPRO02110] (1) PGG.
GRO03S380 0 i O NF-Kappa-B inibitor cactus (1) e L1 domain [IPRO26961] (1); Ankyri repeat- - C_unshiu_00170_mRNA_20.1
moleeutr_function] containing domain [IPR020683] (1)
ine.rih rept domain, L domsin-
like [IPR032675] (1); Leucine-rich
GR350 0 1 0 Hypothetialprotein (1) T e e C_unshiu_00169_mRNA_36.1
{IPRO13210] (1)
GRO03STS 0 1 0 Hypothetialprotein (1) - C_unshiu_00169_mRNA_33.1
GRO03S3TT 0 1 0 Hypothetcal protin (1) - C_unshiu_00169_mRNA_3.1
GRO03SIT6 0 ! 0 Hypothetialprtein (1) . C_unshiu_00169_mRNA_24.1
GRO035375 0 1 0 Hypotheticalprotin (1) - C_unshiu_00169_mRNA_19.1
GF0035374 0 1 0 Myocardin (1) - C_unshiu_00169_mRNA_14.1
GFO035373 0 1 0 Hypothetical protein (1) (s domain [IPRO5724) C_unshiu_00169_mRNA_10.1
GRO035372 0 1 0 Hypothetcal protin (1) - C_unshiu_ 00168_mRNA_4.1
GF0035371 0 1 0 Maternal effect embryo arrest protein (1) - C_unshiu_00168_mRNA_17.1
GF0035370 0 1 0 Hypothetical protein (1) LOG family [PRO31100] (1) - C_unshiu_00167_mRNA_25.1
G336 0 ! 0 Hypothetialprtein (1) . C_unshiu_00167_mRNA_19.1
GRO03S368 0 ! 0 Retrotransposon gag proein (1) . C_unshiu_00167_mRNA_14.1
Zine knuckle CX2CXAITXAC
{IPRO25836] (1); Rbonuclesse H-lke
GRO035367 0 1 0 Hypothetcalprotin (1) T g (0003676 domin IPROI2337) (); Domainof - C_unshiu_0016_mRNA_S0.1
moleeutr_function] unknown function DUF4283
[1PRO25558) (1)
phospholipid-ransocating ATPase
activity [GO:0004012
moleculr._function] (1) metal on binding
[GO:0046§72 moleculr_function] (1;  Ptype ATPase, C-terminal IPR032630]
‘magnesium fon binding [GO:0000287 (1); P-type ATPase [IPRO0IS7] (1);P-
molecular_function] (1); integral type ATPasc, subfamily IV [IPR006539]
Gro3si66 0 1 0 Hypothetcalprotin (1) component of membrane (GO:0016021 (13 HAD-like domain (PRO23214] (1; - C_unshiu_0016_mRNA_31.1
cellar_component] (1):phospholipid  Pype ATPase, N-terminal {IPRO32631]
ransport [GO:001501. 1) Ptype ATPase, A domsin
‘biological_process] (1); nucleotide [1PRO08250] (1)
binding [GO:000016
moleculr.function] (1); ATP binding
[GO:0003524 molecular_function] (1)
RNA helcase, DEAD-box type, @ ot
(IPRO14014] (1):; Helicae supertamiy
12, ATP-bining domain [IPROI4001T]
I :
GRO03s365 0 1 0 Eukaryoric intation ictor 4A-10 (1) molecular_function] (1); ATP binding  DEAD-boy, conserved site IPRO00629] - C_unshiu_0016_mRNA_28.1
GO:000524 moleculr_function] (1) (1) P-loop contaning muckoside
wiphosphate hycrolase [IPRO27417] (15
DEADIDEAH bor helcasc domain
[IPRO11S45] (1)
deosome COMROTS Linker histone HI/HS, domnsin H15
el componen] (Dl ol AT domsin
- ¢ [IPRO0100S] (1); Winged helix-turn-helix N
GRO03S5364 0 1 0 DNA binding [GO:0003677 B oo - C_unshiu_00166_mRNA_27.2
nolecular_functon] (1); nucleosome T ootss, (1 ish
by (G000 Homeodonsinlke [IPR009S7) (1) My
biological_process] (1) omain o
uceus [GO:0005634
cellular_component] (1); ATPase activity von Willerand fctor, type A
GRO035363 0 1 0 Hypothetcalprotin (1) [GO:0016857 molecular_function] (1);  [IPRO02035] (1); Midasin [IPROI2099] - C_unshiu_0016_mRNA_13.1
rbosomal large subunit ssembly i)
[GO:0000027 biological_process] (1)
Mitochondrial carrer domain
GRO03s362 0 1 0 Hypothetcalprotin (1) [IPR023395] (1); Mitochondril - C_unshiu_0016_mRNA_1L1
‘substrate/solute carrier [IPROI8108] (1)
SGNH hydrolase-typ esterase domain
Gronsaol o ! 0GDSL et 5 1) Pls sty g on b (pg015830) (1) DS s re - b 00166 mNA L1
§ polecular-finetion [IPRODI087] (1)
GRO035360 0 1 0 Hypothetialprotein (1) - C_unshiu_00165_mRNA 3.1
. spothetcal proein Gag-polypeptide of LTR copia-type i 00165
GRO03S359 0 ! 0 Hypothetialprotein (1) e C_unshia_00165_mRNA_25.1
GRO035358 0 1 0 Hypotheticalprotin (1) - C_unshiu_00165_mRNA_23.1
GrO035357 0 1 0 Hypothetialprtein (1) - C_unshiu_00165_mRNA 2.1
000055 Ankyrn repeat-contaning domsin
arossss 0 . A el e potcin () Plem i (00005515 rRazoot O i e - i 00165 R 101
moleculr_function] (1) OIS
) Walkassociated receptor kinase,
GrO03s355 0 ! 0 Hypothetialprotein (1) Do g [GOUS047 . acturonan-binding domain . C_unshiu_00165_mRNA_I8.1
molecularfunction] [1PRO25287] (1)
GRO03S354 0 i 0 Hypothetcalprotin (1) . C_unshiu_00165_mRNA_14.1
Wall associated receptor kinase,
Groo3s3s 0 1 0 1 - C_unshiu_00165_mRNA_13.1
nolecula_functon] (1) e o
Protein kinase domain [IPR000719] (1);
Walkassociated receptor kimase,
iation [GO:0006468 g
bioloical_process] (1); proten kinase ~[IPRO25287] (1); rotein inase-like
activity [GO:0004672 domain [IPROT1009] (1);
Grossisz 0 1 0 Hypothetcalprotin (1) nolecular_functon] (1); polysaccharide  Serinethreonine/dual speeificiy protein - C_unshiu_00165_mRNA_I2.1
binding [GO:0030247 inase, catalytic domain IPR002290]
‘molecular_function] (1); ATP binding (1) Serine/threonine-protein kinase,
[GO:0005524 molecular_function] (1) active site [IPRO0S271] (1); Serine-
sine-protein kinase catalytc
domain (IPRO01245] (1)
. spothetcal roein Gag-polypeptide of LTR copia-type i 00165
GRSt 0 ! 0 Hypothetcalprotin (1) st C_unshiu_00165_mRNA_1L1
AT s
molecular_function] (1); protein Leucine-rich repeat domain, L domain-
GFO035350 o ! O Hypothetical protein (1) biological_process] (1);protein kinase  domain [IPROI1009] (1; - C_unshiu_00164 mRNA_45.1
activty [GO:0004672 crinehrconin:protein kingse,scive site
‘molecular_function] (1) [1PRO0S271] (1)
MULE trnsposase domsn [IPROIS259]
y storike tan zinc fon binding [GO:0008270 (1): Zin finger, PMZ-type [IPRO06564] — .
Gro03sH0 0 1 0 Muttorlike ransposase (1) rolecular. function] (1) (1% Transposase, MuDR, pant C_unshiu_00164_mRNA_44.1
IPRO04332] (1)
proteolysis [GO:0006508 funknown function DUF1985
GFO03S348 0 1 0 Hypothetical protein (1) ‘biological_process] (1); eysteine-type EPRDIS““] (1); Ulp! proteasc family, C_unshiu_00164_mRNA_43.1
molecular_function] (1) m
. spothetcal roein zineion binding [GO:0008270 Zine fnger, PMZ-type [IPRO0GS64] (1); i 00164
GF0035347 0 ! O Hypothetical protein (1) molecular_function] (1) Zine finger, SWIM-type [IPR007527] (1) C_unshiu_00164 mRNA_39.1
GRO03S346 0 i 0 Hypothetcalprotin (1) . C_unshiu_00164_mRNA_36.1
; Domin of unknown function DUF4219
GRo03s34S 0 1 0 Hypothetcalprotin (1) o ~_unshiu_00164_mRNA_30.1
protein dimerization activity Ribonuclease H-like domain [PRO12337)
GFO035344 o 1 0 Hypotheticalprotein (1) [ "‘“’““"“‘*"'"“"“J”" (1); HAT, C-terminal - C_unshiu_00164_mRNA_I1.1
‘molecular_function] (1) URRO0E206) (1)
. Reverse transcipase zinc-binding domain
GO03s343 0 1 0 Hypothetcalprotin (1) it - C_unshiu_00163_mRNA_44.1
Tetrapepide transporter, OPT Lispt
port [GO:0055085 : Oligopeptide
GFo035342 o ! 0 Oligopeptide transporter 4 (1) ‘biological_process] (1) transporter, OPT superfamily Cunshiu_00163_mRNA_4.1
[IPROO4813] (1)
GRSl 0 1 0 Hypothetialprotein (1) - C_unshiu_00163_mRNA 2.1
Gronssi0 0 1 0 Hypothetialprotein (1) - C_unshiu_00163_mRNA_IS.1
GRO03S339 0 ! 0 Hypothetialprtein (1) . C_unshiu_00162_mRNA_7.1
Protein ofurknown functon DUF604
‘GF0035338 0 1 0 Hypothetical protein (1) [IPRO0G740] (1) C_unshiu_00162_mRNA_38.1
Gro03s337 0 1 0 Hypothetcalprotin (1) - C_unshiu_00162_mRNA_26.1
. Reverse transcipase zinc-binding domain
GRO03S336 0 i 0 Hypothetialprotein (1) e et . C_unshiu_00162_mRNA_15.1
Phosphatidylnositol N-
‘GF0035335 0 1 0 Hypothetical protein (1) acetylglicosaminyltransferase subunit Y - C_unshiu_00162_mRNA_12.1
(IPRO29164] (1)
R0 0 1 0 Hypothetcalprotin (1) - C_unshiu_00161_mRNA_40.1
GRO03S333 0 ! 0 Hypothetialprtein (1) . C_unshiu_00161_mRNA_32.1
GRO035332 o 1 0 Hypothetcalprotin (1) - C_unshiu_00161_mRNA_26.1
GRo03s331 0 1 0 Hypothetialprtein (1) - C_unshiu_00161_mRNA_23.1
Gro03s330 0 1 0 Hypothetialprotein (1) - C_unshiu_00161_mRNA_21.1
G039 0 ! 0 Hypothetialprtein (1) . C_unshia_00161_mRNA_IS.1
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GRO035328 o 1 0 Hypothetical protin (1) - C_unshiu_00161_mRNA_1.1
GRO03s5327 0 1 0 Hypothetcalprotin (1) LOG fanily IPRO31100] (1) - C_unshiu_00160_mRNA_21.1
GRO035326 0 1 0 Hypothetcal protin (1) - C_unshiu 00160 mRNA 2.1
DNA-cmpated transerpt Rho termination factor, N-terminal
GRO03S325 0 1 0 ) e m oo - C_unshiu_00160_mRNA_16.1
GRO035324 0 1 0 Hypothericalprotin (1) - C_unshiu_00160_mRNA_11.1
§ Ribonuclease Holike domain [IPRO12337)
GRO035323 0 1 0 Hypothetcalprotin (1) e s (00003676 (1); Doman of unknown func - C_unshiu_00159_mRNA_9.1
molecular_function] DUF371 [IPRO25398] (1)
GRO035322 0 1 0 Hypothetcal protin (1) - C_unshiu 00159_mRNA 8.1
GRoo3s321 0 1 0 Hypothetcalprotin (1) - C_unshiu_00159_mRNA_30.1
GRO035320 0 1 0 Hypothericalprotin (1) - C_unshiu_00159_mRNA_34.1
. Leucinerih repeat domain, L domain-
GRO03S319 0 1 0 Hypothetcal protin (1) [Pieeis C_unshiu_ 00159_mRNA 311
ucleic acid binding [GO:0003676 Ribonuclease H-Tike domin [IPRO12337]
GROO3S318 o 1 0 Hypothetcalprotin (1) molecular_function] (1); DNA binding (1); Zine finger, BED-type [IPRO03656] - C_unshiu_00159_mRNA_30.1
[GO:0003677 moleculas_functon] (1)~ (1)
GRO035317 0 1 0 Hypothericalprotin (1) - C_unshiu_00159_mRNA 29,1
GRO03S316 0 1 0 Hypothetcalprotin (1) - C_unshiu_00159_mRNA_28.1
Reverse transriptase 7inc-binding domain
. [IPRO26960] (1);
GRO03S31 0 1 0 Hypothetcal protin (1) ol anucascphosphaase C_unshiu 00159_mRNA 24.1
[IPROOS135] (1)
GRO035314 0 1 0 Hypothetcal protin (1) - C_unshiu 00159_mRNA 2.1
GRO035313 0 1 0 Hypothetcalprotin (1) - C_unshiu_00159_mRNA_10.1
GRO03s312 0 1 0 Hypothericalprotin (1) - C_unshia_00158_mRNA 7.1
GRO03S311 0 1 0 Hypotheticalprotin (1) - C_unshiu_00158_mRNA_6.1
Discase resistance-responsive iy Plan discase resistance response protein
GRO035310 0 1 i et C_unshiu_00158_mRNA_50.1
exocytosis [GO:0006857 Exocyst complex protein Exo70
GRO035309 0 1 0 Hypothericalprotin (1) biological_process] (1; exoeyst [IPROO4140] (1) Culln repeatke- - C_unshiu_00158_mRNA_45.1
s (1)
. Carion-transporting P-type ATPase, N-
GRO03S308 0 1 0 Hypothetcal protin (1) o] C_unshiu 00158 mRNA 36.1
Ptype ATPase [IPRODITST] (1); P-ype
. ATPase, transmembrane domin
GRO035307 0 1 0 § tpose " [IPR023208] (1); Cation-transporting P- C_unshiu_00158_mRNA_35.1
endoplasic rtculum-ype, s (1) [GO:0016021 cellr_component] (1)~ 0208 () Cotoneanitoe |
(1): HAD-fike domain [IPRO23214] (1)
copper on binding [GO:0005507
‘molecular_function] (1); oxidoreductase  Multcapper oxidase, type | [IPROO1117]
aciviy [GO:0016491 (1) Cupredoxin [IPRO0SS72] (1) ¢
(RO035306 o ! O Laccase (1) molecular_function] (1; oxidation- Mulicopper oxidase, type 3 (IPRO11707) ~ Cunshin_00158_mRNA_27.1
reduction process [GO:00551 14 )
biological_process] (1)
GRO035305 0 1 0 Reteulon-ike protein B21 (1) Reticulon [IPROO3385 (1) -  unshiu_ 00158 mRNA 2.1
. Leucinerich repeat domain, L domain-
GRO035304 0 1 [ttt T o S like [IPRO32675] (1); Leucine-rich repeat - C_unshiu_ 00157_mRNA_9.1
mily protein, puative (1) molecular_functio] oo
GRO035303 0 1 0 Hypothetcal protin (1) - C_unshiu 00157 mRNA 5.1
y Domiin of unknown function DUF4283
GRO035302 0 1 0 Hypothericalprotin (1) omoseesi iy  unshiu_ 00157_mRNA 30.1
GRO03S301 0 1 0 Hypothetcal protin (1) - C_unshiu_00157_mRNA_31.1
GRO035300 0 1 0 Hypothetcal protin (1) - C_unshiu_ 00157_mRNA 3.1
GRO035299 o 1 0 Hypothetcalprotin (1) - C_unshiu_ 00157 mRNA 24.1
GRO035298 0 1 0 Hypothericalprotin (1) - C_unshiu_00157_mRNA 211
GRO035297 0 1 0 Hypothetcalprotin (1) - C_unshiu_00157_mRNA_10.1
GRO035296 0 1 0 Hypothetcal protin (1) - C_unshiu_ 00157 mRNA_18.1
Leucine.rich repeat domain, L domain-
GRO035295 0 1 0 ks i 5] - C_unshiu_ 00157 mRNA_15.1
il protin, putaive (1) molecular_functon] (1) TPROTENN (1)
rih repeat domain, L domain-
lke [IPRO32675] (1); Lewcinerich
GRO035294 o 1 0 Hypothetcalprotin (1) [ repeat-contaning N-terminal, pant-type C_unshiu_ 00157 mRNA_14.1
. [IPROI3210] (1) Leucine-rich repeat
[IPROOI611] (1)
GRO035293 0 1 0 Hypothetcalprotin (1) - C_unshiu_ 00157 mRNA_13.1
. pothetical protein Retrotransposon gag domain . C unshin 00157 mRNA 12
GRO035292 0 1 0 Hypothetcal protin (1) sttt C_unshiu_00157_mRNA_12.1
GRO035291 0 1 0 Hypothetcal protin (1) - C_unshiu 00157 mRNA 1.1
GRO035290 0 1 0 Hypothetcalprotin (1) - C_unshiu_00156_mRNA 381
GRO035289 0 1 0 Hypothericalprotin (1) - C_unshia_00156_mRNA _35.1
GRO035288 0 1 0 Hypothetcalprotin (1) - C_unshiu_00156_mRNA_34.1
GRO035287 0 1 0 Hypothetcal protin (1) - C_unshiu 00156_mRNA 30.1
GRO035286 o 1 0 Hypothetcalprotin (1) - C_unshiu_00156_mRNA_20.1
) Reverse transeiptase domain ¢
GRO03s285 0 1 0 Hypothetcalprotin (1) ot - C_unshiu_00156_mRNA_25.1
GRO03S284 0 1 0 Hypothetcalprotin (1) - C_unshiu_00156_mRNA_27.1
GRO035283 o 1 0 Hypothetcalprotin (1) - C_unshiu_00156_mRNA 251
GRO035282 0 1 0 Hypothericalprotin (1) - C_unshiu_00156_mRNA 211
ctroviral aspartyl protease [IPRO132:
GRO03S281 0 1 0 Hypothetcalprotin (1) il apary protese (PROIS242). C_unshiu_ 00156_mRNA_16.1
GRO035280 o 1 0 Hypothetcalprotin (1) - C_unshiu_00156_mRNA_14.1
GRO035279 0 1 0 Hypothericalprotin (1) - C_unshia_00156_mRNA_13.1
e el g 1000005076 Ribonuckase -k domain (IPR012337)
GRO03s278 0 1 0 Hypothetcalprotin (1) molecular_functon] (1); roten (1) HAT, C-terminal - C_unshiu_00156_mRNA_12.1
molecular_function] (1) irRos0eI
GRo035277 0 1 0 Hypothetcalprotin (1) - C_unshiu_00155_mRNA_9.1
catalytc activity [GO:0003824
molecula_functon] (1); proten
dephosphorylation [GO:0006470 Proten phosphatase 2C family
) biological_process] (1);protein [IPROIS6SS] (1); PP-ype phosphatase
GR00ss276 0 ! O Protein plosplatase 2C 35 (1) sing/hreonine phosphatase actvty  domain [IPRO01932] (1); Ribonuclease C_unshin_ 00155 mRNA6.1
[GO:0004722 moleculas_funcion] (1);  Hike domain [IPR012337) (1)
el
mole
" Domain of unknown function DUF3741
GRO035275 0 1 0 Hypothetcal protin (1) Uomasstay C_unshiu 00155 mRNA 5.1
y hydrolase 12 MATHTRAF domain (IPR002083] (1) s 00155
aronssaze 0 ! “m moleculr_functon] (1) TRAF-like (IPRO0KO74] (1) Cunshiu 00135 mRNA_40.1
GRo03s273 0 1 0 Envelope glycoprotein (1) - C_unshiu_00155_mRNA_30.1
GRO03S272 0 1 0 Hypothetcal protin (1) - C_unshiu 00155_mRNA 32.1
GRO03271 o 1 0 Hypothetcalprotin (1) - C_unshiu_00155_mRNA 281
GRO035270 0 1 0 Hypothericalprotin (1) - unshiu_00155_mRNA_19.1
GRO035269 0 1 0 Hypothetcalprotin (1) - C_unshiu_00155_mRNA_IS.1
N Endonuclesselexonuclease phosphatase
GRO035268 o 1 0 Hypothetcalprotin (1) oo C_unshiu 00155 mRNA_14.1
GRO035267 0 1 0 Hypothercalprotin (1) - C_unshiu_00154_mRNA 8.1
Endonuclesselexonuclease phosphatse
m s [IPROOS135] (1);
molecular_function] (1); ransmenibrane  protein (PRO02067] (1); Reverse
wansport [GO:0035085 ranseriptase zinc-binding domain
GRO035266 0 1 0 Hypothetcal protin (1) biological_process] [IPRO26960] (1): C_unshiu 00154 mRNA 5.1
ranslocator 1 [PRO02113] (1;
celluar_component] (1); wansport Mitochondralsubstatesolut carrier
[GO:0006810 biologieal_process] (1) [IPROISI08] (1); Mitochonrial carrier
domain [IPRO23395] (1)
GRO035265 0 1 0 Hypothetcalprotin (1) - C_unshiu_ 00154 mRNA_42.1
DNA binding [GO:0003677
. A molecular_function](1): egalation of - qomain : i 00154
GRO035264 0 1 0 Hypothercalprotin (1) BN NAC domain [IPRO0341] (1) C_unshiu_00154_mRNA 411
[GO:0006355 biological_process] (1)
ik i (GO000376 ¢ e oo
Gronss263 0 | 0 Hypotheticalprotin (1) el ncon [IPRO00SO4] (1); Nucleotide-binding * unshiu_ 00154_mRNA_35.1
e meaens ) alpha-beta plit dormain [IPRO12677] (1)
cell growth [GO:0016049
biological_process] (1):anchored
Groossac: . ! 0 Pt stk prtin () SO O GO o rooisi () - CLamtn 0158 A 131
microfibril organization [GO:0010215
biological_process] (1)
GRO03S261 0 1 0 Hypothetcal protin (1) - C_unshiu_ 00153_mRNA_47.1
phosp
” phospholipase C, X domin [IPRO00909)
GRO035260 0 1 0 H LCGOM0M88) molecularfnetion] (05 (1), penatricapeptid repeat [IPRO028S5] - C_unshiu_ 00152_mRNA_6.1
binkogeal process] (1) (1: PLC-like phosphodiesterase, TIM
ological process]( betaalpha-barrel domin [IPRO17946] (1)
GRO035259 0 1 0 Hypothetcal protin (1) Viral movement protein [IPRO28919] (1) - C_unshiu_00152_mRNA_SS.1
Ribonuclease Helike domain (IPRO12337)
GRO03S258 0 1 0 et nom TR s trmserase e 1 00 (1) Revrse ranserptose inc-binding - C_unshiu_ 00152 mRNA 45.1
meleonlar_finctior] domain [IPRO26960) (1)
wansferas activity, transfrring hexoss1
. ‘roups [GO:0016758 molecular_function] UDP-ghucuronosy UDP-
GRSt 0 ! O Hypotheticalprotein (1) (1) metabolic process [GO0008152  lucosytransferase [IPRO02213] (1)~ Coamshin 00152 mRNA 311
biologial_process] (1)
Peptidase S8, subtlsin elted
sacuolar proton-ransporing Vaype  LIPROISI0M () Peptiduse 86
GRO035256 0 1 0 Hypothetcalprotin (1) ATPase complex assembly [GO:0070072 ProPeptideprote , - C_unshiu_00152_mRNA_3.1
[t [IPRO10259] (1); Vacuolar ATPase
assembly integral membrane protein
Vima21 [IPROI9O13] (1)
Peptidase S8, subtlsin elted
Bt 1 s g IPROISSOL, P S5553
GRO035255 0 1 0 Subiisin-fke serine protesse (1) e ey 60000 ag  domain IPROOO2OO] (1):Pepridas S8 C_unshiu_ 00152 mRNA 2.1
o 1 ropeptide proteinase inibior 19
& [IPRO10259] (1)
P N \ 0 ispothericl rorein (1) et o i IPROSS ) i 0152 mRNA171
GRO035253 0 1 0 Hypothetcal protin (1) {pment ke plantpoten (IPRO0S357) C_unshiu_ 00152_mRNA_16.1



T NemwC coemenie NamwC oy NeminPialn o o ToterPre
‘melcoside metabolic proc
[GO:0009116 bilogicl Dm:s&] o
meabolc process [GO:000815 Orotae phosphorbosylransiersse
biological_process] (1) de novo' {IPRO23031] (1); Orotidine 5-phosphute
: Ribulose-
process [GO:0006207 bilogial_process] phosphat binding barel [IPROT1060]
(1: cellar metabolic proc (1: Orotate phosphoribosyl tansfrase
[GO:0044237 bilogical_proces] (1);  domain IPRO0467) (1) Adolse-tspe
[ TIM barel
Grooss2s2 0 1 0 Hypothetialprtein (1) molecular_function] (1);orotate oo dman - C_unshiu_001S1_mRNA 3.1
bty iy | IPROVIS] (1 Ot St
 function] (15 e IPRO1808)
. (1: Intation fctor 2B-related
moleculr. functon] (1) e nove’ UMP  Phosphoribosylransirase-ike
bi (1PRO29057) .
biologicalproces] (1); pyrimidine decarboxylase domain [IPRO01754] (1)
nueleoide biosyniheic process
GO:0006221 bioogical_proces] (1)
magnesiam ion ]
molcculr_function] (1 (1) Terpe .
activty [GO:0010333 IPROOI06] (1) Terpene synhase,
Gronsast 0 ! 0 Chioroplast terpenoid eelas (1) moleculr.functon] (1) yse activity  meta-binding dormsin (IPRO0S630] (1; - C_unshia_00151_mRNA_20.1
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GROO3s113 0 1 0 Hypotheticalprotin (1) Viral movement protein [IPRO28919] (1) - C_unshiu_00138_mRNA_S0.1
GrOO3s112 0 1 0 Hypothetialprotein (1) - C_unshiu_00138_mRNA_45.1
GRoosstin 0 1 0 Hypothetcal protin (1) - C_unshiu_00138_mRNA_47.1
GRO03s1I0 0 ! 0 Hypothetialprtein (1) . C_unshiu_00138_mRNA_46.1
GRO035109 0 1 0 Hypothetcalprotin (1) - C_unshiu_00138_mRNA_45.1
GROO35108 0 1 0 Hypothetialprotein (1) - C_unshiu_00138_mRNA_44.1
I
GRO03s107 0 1 0 Hypothetcalprotin (1) molecular_functon] (1); 7 fon binding _[IPROOOAT7] (1); Zine finger, CCHC- C_unshiu_00138_mRNA_30.1
[GO:0008270 moleculr_function] (1)~ (IPRODISTS] (1)
GRO33106 0 ! 0 Hypothetialprotein (1) . C_unshia_00138_mRNA_36.1
Zinc fnger, PHD-fnger [IPROI97ST] (1):
: Zinc finger, PHD-ype [IPRO01965] (15
zineion binding [GO:0008270 Zine fnger, RINGFYVEPHD-ype .
GRO33105 0 ! 0 PHD finger proten (1) moleculr_functon] (1); protein biding 21 ¢ - . C_unshia_00138_mRNA_35.1
e ool o [IPROI30S3] (1) Zin inge, D ypc,
g - conserved st [IPROI9736] (1) Zine
finger, FYVE/PHD-type [IPROT1011] (1)
GRO03s104 0 1 0 Hypothetcalprotin (1) - C_unshiu_00138_mRNA_32.1
GROO33103 0 ! 0 Hypothetialprtein (1) . C_unshiu_00138_mRNA_26.1
GRO035102 0 1 0 Hypothetcalprotin (1) - C_unshiu_00138_mRNA_23.1
GrOo3siol 0 1 0 Hypothetialprtein (1) - C_unshiu_00138_mRNA_22.1
GRO03S100 0 1 0 Hypothetcal protin (1) - C_unshiu_00138_mRNA_21.1
GRO033099 0 ! 0 Hypothetialprtein (1) . C_unshiu_00138_mRNA_2.1
GRO035098 0 1 0 Hypothetcalprotin (1) - C_unshiu_00138_mRNA_15.1
GRO035097 0 1 0 Hypothetialprotein (1) - C_unshiu_00138_mRNA_13.1
GrO0350% 0 1 0 Hypothetical protin (1) Viral movement protcin (IPRO28919] (1) - C_unshiu_00138_mRNA_I2.1
Grongsoos . ! JTSS——— proiindng [GOMOSs1S Foosdoman (PRSIl 1) - Lt 00137 kA 91
- S-adenosyhL-methionine-dependent
TRNA (Guanine(37)-N1)- methylransferase [IPR029063] (1); SAM-
Gro03s0%4 ° ! methyltransferase 2 (1) dependent methylransferase C_unshin_00137_mRNA8.1
TRMS/TYW2-type [IPRO30382] (1)

GRO035093 0 1 0 Hypothetialprotein (1) - C_unshiu_00137_mRNA 7.1
. spothetcal proein nucleus [GO:0005634 Cyelnlke (IPROTST63] (1); Cycln, b 00137
GR00s02 o ! O Hypothetialprtein (1) celular_componen] (1) teminal domain PRO04367] (1) Coanshia_00137_mRNA_6.1
GRO035091 0 i 0 Hypothetcalprotin (1) . C_unshiu_00137_mRNA_49.1
GRO03509 0 1 0 Hypothetialprotein (1) - C_unshiu_00137_mRNA_47.1
GRO035089 0 1 0 Hypothetcal protin (1) - C_unshiu_00137_mRNA_46.1
GRO033088 0 ! 0 Hypothetialprtein (1) . C_unshiu_00137_mRNA_31.1
GRO035087 0 1 0 Hypothetcalprotin (1) - C_unshiu_ 00137_mRNA_3.1
; Protin ofurkaown fnction weound- . s
GrO035086 0 1 0 Hypothetcalprotin (1) induced [IPRO22251] (1) C_unshiu_00137_mRNA_24.1
GRO033085 0 ! 0 Hypothetialprotein (1) . C_unshiu_00136_mRNA_37.1

ransport [GO:0006810
. Transmembrane emp24 domain- biological_process] (1) ntegral TMP21-selated [IPROIST20] (1); GOLD.
GRO03s08% 0 ! © containing protein A (1) component of mermbrane [GO:0016021  domin [IPRO0SO3S] (1) . C_unshio_00136_mRNA_I5.1
celluar_component] (1)
GRO03s5083 0 1 0 Hypothetcalprotin (1) - C_anshiu_00135_mRNA 7.1
GRO035082 0 1 0 Hypothetialprotein (1) - C_unshiu_00135_mRNA_56.1
GrO03s081 0 1 0 Hypotheticalprotein (1) - C_unshiu_00135_mRNA_S3.1
GRO033080 0 ! 0 Hypothetialprtein (1) . C_unshiu_00135_mRNA_52.1
GRO035079 0 1 0 Hypotheticalprotin (1) - C_unshiu_ 00135_mRNA_S.1
GRO035078 0 1 0 Hypothetialprotein (1) - C_unshiu_00135_mRNA_43.1
Ubiquitin-conjugaing enryme RWD-like
GRo03s0TT 0 1 0 Hypothetcalprotin (1) [IPROIGI3S) (1); Ubiquitin-conjugating - C_unshiu_00135_mRNA_41.1
enzyme 2 (IPROD0GOS] (1)
) Ribonuclease Hlike domain [IPRO12337)
GRO035076 0 1 0 Hypotheticalprotin (1) e s (QO00036T6 (1) Leucine ichrepeat domain L - C_unshiu_00135_mRNA_3S.1
molecular_inctior] domin-ike [IPRO32675] (1)
GRO033075 0 i 0 Hypothetcalprotin (1) . C_unshiu_ 00135_mRNA_2.1
GRO035074 0 1 0 Hypothetialprtein (1) - C_unshiu_00135_mRNA_I5.1
G ) ZF-HD homesbo proten, Cys/His-rich
Gro03so73 0 1 0 Hypothetcal protin (1) e T imersaton dormain (IPRODG4SG] (1), - C_unshiu_00135_mRNA_I0.1
. Zinc finger, C2H2 (IPROOTOST) (1)
Leucine-rich epeatconaining N-
terminal, planttype [IPRO13210] (1);
; LRR receptor- y protein L 0 oy i 00134 mRNA S
s ° ! Nt nolecula_functon] (1) Leucinerichrepeat, ypical subiype. Cunshiu_00134_mRNA_S3.1
(IPRO03SOT] (1); Leucine-rich repeat
domin, L domain-ike [IPRO32675] (1)
oyt metabor Glyeoside hydrolase, chitnas actve site
oo ntbol p0cs 1570 (1 G i
GRO033071 0 1 0 ydrolyzing O-glycosyl SUPErinily (PROITSS3) (1); Gheoside C_unshiu_00134_mRNA_47.1
hydrolase,catalytic domain [IPROI37S1]
compounds [GO:0004553 .
moleculr_function] (1) (1) Glycoside hydrolase family 15,
s catalytc domain [IPRO0I223] (1)
ransport [GO:0006810
bioloical_process] (1);integral
comporentof membrane [GOA0016021
cellular_component] (1); ATP binding
GRO033070 0 ! 0 ABC transporter (1 (G0:0003524 molecular_function] (1)¢ pe 1. trnsmermbrane C_unshiu_00134_mRNA_40.1
i ansporte (1) ransmermbrane transport [(GO:00S5085  domin [IPRO11527] (1) unshia_00134_mRNA
biological_process](1); ATPase act
coupled o transmermbrane movernent of
Substances [GO:004
moleculr_unction] (1)
GRO033069 0 i 0 Hypothetcal protin (1) . C_unshiu_00134_mRNA_26.1
‘membrane [GO:0016020
cellar_comporent] (1);jon channel  Cslic nuckotide-binding domain
(GO:0005. I  Ton transport dornain
GRO033068 0 1 0 Hypothetcalprotin (1) molecular_function] (1); tansmembrane  [IPRO0SS21] (1); Cyelc nucleotide- C_unshiu_00134_mRNA_IL1
ransport [GO:0033085 bindingike [IPRO1S490] (1; RmiC-like
bilogical proces] (1) on ransport el roll od [IPRO14710] (1)
(GO:00068 11 biologicl_process] (1)
SGNH hydrolase-type csterase domain .
GRO033067 0 ! 0 Hypothetialprotein (1) e C_unshiu_00133_mRNA_9.1
GRO035066 0 1 0 Hypothetcalprotin (1) - C_unshiu_00133_mRNA_62.1
GRO035065 0 1 0 Hypothetialprotein (1) - C_unshiu_00133_mRNA_60.1
Gag-polypeptide of LTR copia-type .
GRO033064 0 ! 0 Hypothetialprotein (1) e C_unshia_00133_mRNA_S%.1
lton i [GOMONSS g 1ROV2C7S (1) e
GRO035063 0 1 0 Hypothetcalprotin (1) molecular function] (1): kon-sulfar g o coxinype iron-sulfr binding - C_unshiu_ 00133_mRNA_S4.1
st binding [GO:0031536 s
molcculr_functio] (1)
transport [GO:0006810
iological_process] (1) ntegral
component of membrane [GOA0016021
celular_componert] (1); ATPase actviy
! P-ioop containing nuclcoside rphosphate
1GOOMISS7 ok fvcon )1, TS T
GRO035062 0 1 0 ABC tansportr B famiy menber 15.(1) A OMPEICOMESE portr type 1, C_unshiu_00133_mRNA_S3.1
molecularfnction] (1) ransmembrane —yppo 1537 (1); ABC transporter-like
ransport [GOI0S5085 noosot)
biological_process] (1; ATPase actviy,
coupled to transmembrane moverment of
substances [GO:0042626
molcculr_function] (1)
GRO033061 0 ! 0 Hypothetialprotein (1) . C_unshia_00133_mRNA_S2.1
GRO035060 0 1 0 Hypotheticalprotin (1) - C_unshiu_00133_mRNA_45.1
oxidation-reduction process [00:0055114
biological_process] (1); oxidoreductase
acivity. scting on pired donors, with
incorporation or redution of molecular  Cytochrome P4S0, E-class, group 1
GrO035059 0 1 0 0 i [IPRO02401) (1); Cytochrome P50 - C_unshiu_00133_mRNA_34.1
moleculr._function] (1) ron fon binding_ (IPROOT12] (1)
[GO:0003306 moleculr_function] (15
heme binding [GO:0020037
nolecula_functon] (1)
GRO033038 0 ! 0 Hypothetialprotein (1) . C_unshiu_00133_mRNA_32.1
GRO035057 0 1 0 Hypothetcalprotin (1) - C_unshiu_00133_mRNA_30.1
Amadillo-type fold [IPRO16024) (1; Cel
binding [GO:0003485 protin C-terminal
GRO035056 0 1 0 Hypothetialprotein (1) et 1) S — C_unshiu_00133_mRNA_20.1
central region (IPRO294T3] (1)
GRO035055 0 1 0 Hypothetialprotein (1) - C_unshiu_00133_mRNA_17.1
GrO035054 0 1 0 Hypothetcal protin (1) - ~unshiu_00132_mRNA_31.1
GRO033053 0 ! 0 Hypothetialprtein (1) . C_unshiu_00132_mRNA_24.1
Cyelic nuckotide-binding-like
IPRO18490] (1); Ankyrin repeat
[IPRO02110] (1): KHA domain
. protein binding [GO:0005515 [IPRO21TS9] (1); RmC-like jlly roll fld _
GrO35052 0 1 0 Potassom channel AKTI (1) T oy oRorim1o] (1 Conte e C_unshiu_00132_mRNA 211
binding domain (IPRO0OS9S) (1); Ankyrin
repest-containing domain [IPRO20683]
)
GRO03S01 0 ! 0 Hypothetialprotein (1) . C_unshiu_00132_mRNA_19.1
zineion binding [GO:0008270
GRO033030 0 i 0 Hypothetcalprotin (1) molecular_function] (1): ucleleacld 73, gcr, CCHC-type [IPROOISTS) (1 C_unshin_00132_mRNA_I5.1
5 spothetialproein [ inc finger, CCHC-type W - unshiu_00132_mRNA_
moleculr_function] (1)
GRO035049 0 i 0 Hypothetcalprotin (1) . C_unshiu_00132_mRNA_16.1
GRO035045 0 1 0 Hypothetialprtein (1) - C_unshiu_ 00132 mRNA_12.1
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Serinethreonine dualspecificity protein
ATP binding [GO:000552¢ Kinase. ctalytic dommain [IPRO02290]
‘molecular_function] (1: protein kinase  (1); Serinethreonine-protein kinase,
activity [GO:0004672 active site [IPRO08271] (1); Protein.
§ L-type lctin-dormsin contaning receptor - molecular_function](1): carbohydrate  kinse, ATP binding sie [IPROI7441] (1): .
0035047 0 ! O inase V.1 (1) binding [GO:0030246 Concanavalin A-like lectin‘glucanase C_unshiv_00131_mRNA,_6.1
‘molecular_function] (1): protein ‘domain [IPROI3320] (1); Legume lectin
phosphorylation [GO:0006468 domain [IPR001220] (1); Protein kinase-
biologieal_process) (1) like dormain (IPROT1009] (1; Protein
Kinase domain [IPROVOTI9) (1)
oxidoreductase activity GO0016491
molecular_function] (1); oxidation- FAD/NAD(P)-binding domain
GrO03s046 0 1 0 n [GO:0055114 [IPRO23753] (1); - C_unshiu_00131_mRNA_S0.1
biological_process] (1) FAD binding ~(IPRO02938] (1)
[GO:0071949 molecular_function] (1)
GRo03s045 0 1 0 Hypothetcalprotin (1) - C_unshiu_00131_mRNA_S.1
Leucinerich repeat domain, L dormain-
< e ot like [IPRO32675] (1); Leucin-rich repes, _ e 00131
R3304 0 ! 0 DNA repic protein hp? (1) R e C_unshia_00131_mRNA_41.1
i}
Major fucltator superfanily domin
GRO035043 0 1 0 Putative transporter MCHI (1) (IPRO20846] (1); Noduln- ke . C_unshia_00131_mRNA_40.1
[1PRO10658] (1)
eystine-type peptidase acivity
. [GO:0008234 moleculr_function] (1 Ulpl proease fmily, C-termina catalytc:
GRO033042 0 i 0 Hypothetialprotein (1) [t e . C_unshiu_00131_mRNA 4.1
‘biological_process] (1)
GRO035041 0 i 0 Hypothetialprotein (1) . C_unshiu_00131_mRNA 2.1
GRO035040 0 ! 0 Hypothetialprtein (1) - C_unshiu_00131_mRNA_15.1
GRO0350%9 0 1 0 Hypothetcal protin (1) - C_unshiu_00131_mRNA_I2.1
hydrolase activiy, acting o acid
anhycirides, catalyzing transmembrane
movement of substances [GOA0016520
moleculr._fncion] (1 ATP oSy
coupld proton transpor [GO:0015991
terminal (IPRO11957] (1: Cytochrome
biological_process] (1); binding b5, heme-binding site [IPRO18506] (1)
[GO:0005488 molecular_function] (1); » heme-binding ske o
‘GF0035038 0 1 0 Hypothetical protein (1) Armadillo-type fold [IPRO16024] (1); - C_unshiu_00130_mRNA_61.1
heme binding [GO:0020037 Amadilo-type £ u
molecular_function] (1); vacuolar proton. X2 V1 complex, subunit
! : [IPRO04908] (1); Ammadillo-like helical
iransporting V-type ATPase, V1 doman 17004908} (1)
[GO:0000221 cellular_component] (1);
proton-transporting ATPase ativity,
votationalmechanism [GO:0046961
‘molecular_function] (1)
GRO033037 0 i 0 Hypothetialprotein (1) . C_unshiu_00130_mRNA 6.1
GRO035036 0 1 0 Hypothetialprtein (1) - C_unshiu_00130_mRNA_49.1
GrO035035 0 1 0 Hypothetcal protin (1) - C_unshiu_00130_mRNA_46.1
GRO033034 0 ! 0 Hypothetialprtein (1) . C_unshiu_00130_mRNA_4.1
Pentatriopeptide epeat-contning . .
‘GF0035033 0 1 ovmtsm “AULg31790 (1) Pentatricopeptide repeat [IPRO0288S] (1) C_unshiu_00130_mRNA_25.1
Zine knuckle CX2CXAITXAC
i sitindgcogsere URIESHO (1 o CCIC e
GFO035032 0 1 0 Hypothetical protein (1) molecular_function] (1); zin ion binding o C_unshiu_00130_mRNA 21.1
e som e Endomuccseexonucesc posptase
- (IPRO0S135] (1); Domain of unknown
function DUF4283 (IPRO25558] (1)
ndomucleasexonuclease phosphatase
GRO035031 0 1 0 Hypothetialprotein (1) v C_unshiu_00130_mRNA 20,1
GRO035030 0 ! 0 Hypotheticalprotein (1) - C_unshiu_00129_mRNA_6.1
GRO033029 0 ! 0 Hypothetialprtein (1) . C_unshiu_00129_mRNA_42.1
. Sugor phosphat transporter dorin N
GRO035028 0 1 0 GDP-mannose transporter GONSTS (1) oot C_unshiu_00129_mRNA 25,1
lysis [¢ 8 Aspi [IPRO21109]
. biological process] (1); aspartic-type (1) Xylanase inhibitor, C-terminal . R
Gro03s027 0 ! 0 0 - i orosa - C_unshia_00129_mRNA 2.1
moleculr_function] (1) funily (IPRO0I4S ] (1)
GrO03s026 0 ! 0 Hypothetcalprotin (1) - ~_unshiu_00129_mRNA_IS.1
GRO033025 0 ! 0 Hypothetialprtein (1) . C_unshia_00128_mRNA 8.1
GRO033024 0 ! 0 Hypothetialprotein (1) . C_unshiu_00128_mRNA_6.1
GRO035023 0 1 0 Hypothetialprotein (1) - C_unshiu 00128 mRNA 1.1
e L g Tramposase-associted domain
GF0035022 0 1 0 Hypothetical protein (1) molecular_function] (1); nuclec aci [IPRO29480) (1; Zine finger, CCHC- C_unshiu_00128_mRNA_45.1
binding [GO:0003676 mooroa 1y
molecular. function] (1)
Gronsso21 0 ! 0 Hypotheticalprotein (1) - C_unshiu_00128_mRNA_42.1
— . Pl ) s rocar e
GRO033020 0 1 0 rosed st 25l e i) 1 i L C_unshia_00128_mRNA_39.1
e protein, putative (1) Lprocess] storage helical domain [IPR016140] (1)
GRO033019 0 ! 0 Hypothetialprtein (1) . C_unshia_00128_mRNA_3%.1
GRO033018 0 i 0 Hypothetialprotein (1) . C_unshiu_00128_mRNA_37.1
GRO035017 0 1 0 Hypothetialprtein (1) - C_unshiu_00125_mRNA_36.1
i acid binding [GO0003676
molecular_functon] (1; proteolysis  Peptidase A2A, rerovirus, cataltic
Lprocess] (1): s
GRO033016 0 i 0 Hypothetialprotein (1) 7in on binding [GO:0008270 IPROIS061] (1): Zine finger. CCHC-type - C_unshiu_00128_mRNA_35.1
lecular_function] (1); aspartic-type [IPROOISTS] (1); Aspartic peptidas
endopeptidase activity [GO:0004190  domain [IPRO21109] (1)
moleculr_function] (1)
GRO03S01S 0 ! 0 Hypothetialprotein (1) . C_unshiu_00128_mRNA_32.1
GRO033014 0 ! 0 Hypothetialprtein (1) Viral movement protein (IPRO28919] (1) - C_unshiu_00128_mRNA_23.1
GRO035013 0 1 0 Hypothetialprotein (1) - C_unshiu_00128_mRNA_22.1
Groossorz 0 ! 0 Hypotheticalprotein (1) - C_unshiu_00128_mRNA_21.1
GRO03so11 0 ! 0 Hypothetialprtein (1) . C_unshiu_00128_mRNA_17.1
GRO033010 0 ! 0 Hypothetialprtein (1) Viral movement protein (IPRO28919] (1) - C_unshiu_00128_mRNA_13.1
GRO035009 0 1 0 Hypothetialprtein (1) - C_unshiu_00128_mRNA_L.1
epseinetype peptidase activiy
. il protein [GO:0008234 molecular_function] (1);  Ulpl protease family, C-terminal catalytic - .
GrO03500% 0 ! 0 Hypothetieal protein (1) proteolysis [GO:0006508 domain [IPRO03653] (1) Cunshia 00127 mRNAT.1
biologial_process] (1)
Gro03s007 0 ! 0 Hypotheticalprotein (1) - C_unshiu_00127_mRNA_6.1
. Phenylcoumaran benzylic ether reductase NAD(P)-binding dormain IPRO16040]
GRO033006 ° ! o) (1): NerA-like domain [IPRO0S030] (1)~ Cunshin_00127_mRNA_S1.1
metal on transport [GO:0030001
Groosso0s 0 ! Jr—— g roce) () melo g 50 kst domin. A € i 00127 mRNA 371
[GO:0046872 molecular_functon] (1)
GRO03s004 0 1 0 Hypothetcalprotin (1) - C_unshiu_00127_mRNA_20.1
GRO033003 0 ! 0 Hypothetialprtein (1) . C_unshiu_00127_mRNA_19.1
GRO033002 0 i 0 Hypothetialprotein (1) . C_unshiu_00127_mRNA_I8.1
GRO035001 0 1 0 Hypothetialprtein (1) - C_unshiu_00127_mRNA_17.1
GrO035000 0 ! 0 Hypotheticalprotein (1) - C_unshiu_00127_mRNA_IS.1
G0034999 0 ! 0 Hypothetialprtein (1) . C_unshiu_00127_mRNA_IS.1
GRO034998 0 i 0 Hypothetialprotein (1) . C_unshiu_00127_mRNA_12.1
; el ororein DNA binding [GO:0003677 e iner, BED. i i 00126 MRNA. S
GRO04997 0 1 0 Hypothetcalprotin (1) o Zine fnger, BED-ype IPROO36S6] (1) C_unshiu_00126_mRNA_S3.1
metabolic process [GO:0008152
‘biological_process] (1); oxidoreductase
activity,acting on the CH-OH group of  D-isomer speiflc 2-hydroxyacid
donors, NAD or NADP as acceptor  dehydrogenase, cataltic domain
GF0034996 0 1 0 N - function] (1); ~ [IPRO06139] (1); Isopenicillin N - C_unshiu_00126_mRNA _29.1
NAD binding [GO:0051287 symthascfke [IPRO27443] (1): NADP)-
nolecular_function] (1; oxidation- biding domain [IPROIG040] (1)
reduction proces [GO:0055114
bilogical_process] (1)
Peptidase S8 propeptideprotcinase
proteolsis [GO:0006505 inhibitor 19 (IPRO10259) (1 Peptidase
s biologica_process) (1) i ) )
GFO034995 o ! O Hypothetical protein (1) endopeptidase activity [GO:0004252 (1); Peptidase S8, sublilsin-related. C_unshiu_00126_mRNA 2.1
‘molecular_function] (1) [IPRO15500] (1); Peptidase S8/S53
domain [IPRO00209] (1)
ATP binding [GO:0005524
‘molecular_function] (1); transmembrane  UAA transporter [IPROI3657] (1);
transport [GO:0055085 Protein kinase domain (IPRO0OTI9] (1);
Adenosin 3:phospho 5-phosphosufite  biological_process] (1) rotin kinase  Protein kinas-like domain [IPRO11009] .
GFO034994 0 ! O ransporter 2 (1) activity [GO:0004672 (1) Serinc/threonine/dual specificity C_unshiu_00126_mRNA_16.1
molecular_function] (1); protein ‘protein kinase, catalytic domain
phosphorylation [GO:0006468 [1PR002290] (1)
biological_process] (1)
GRO034993 0 1 0 Hypothetialprtein (1) - C_unshiu_00125_mRNA 8.1
GRO04992 0 ! 0 Hypothetialprotein (1) - C_unshiu_00125_mRNA_T.1
§ Leucinerich repeat (IPROOISI1] (1)
GR034991 0 ! 0 Hypothetialprtein (1) e e [0S eucin.rch repeat domain, L domain- - C_unshia_00125_mRNA_68.1
melecular_function] like [IPR032675] (1)
GFO034990 0 i 0 Hypothetialprotein (1) . CLunshiu_00125_mRNA_6.1
GRO0349%89 0 ! 0 Monosacharide transport protein (1) - C_unshiu_00125_mRNA 4.1
Retrotransposon gag domain .
GRO034988 0 ! 0 Hypothetialprotein (1) e . C_unshia_00125_mRNA_27.1
GRO034957 0 i 0 Hypothetialprotein (1) . C_unshiu_00125_mRNA_11.1
NAD(P)binding domain IPRO16040]
‘GF0034986 0 1 0 . o (1); THIF-type NAD/FAD binding fold - C_unshiu_00125_mRNA_1.1
It 160:0008641 molecalar_fncton] (1) {1 EHEPE
GRO04985 0 1 0 Hypothetcalprotin (1) -  unshiu_00124_mRNA9.1
GRO034984 0 ! 0 Hypothetialprtein (1) . C_unshiu_00124_mRNA_6.1
Cohesinoading fator (IPROISA40) (1)
GO034983 0 i 0 Hypothetialprotein (1) [ Tetratricopeptide- ik helial dormain C_unshiu_00124_mRNA_41.1
elecular-funetion [IPRO11990] (1)
GRO034952 0 1 0 Hypothetialprotein (1) - C_unshiu_00124_mRNA 4.1
GRO034981 0 ! 0 Hypotheticalprotein (1) - C_unshiu_00124_mRNA_3.1
zineion binding [GO-0008270 A
Zine fnger, CCHC-type [IPRODISTS] (1);
Retrotransposon proten, putaive, Tyl molecular_function] (1); nulei acid " i 00124
GRO034980 0 1 o Remipon! e GG e g o P22 - C_unshiu_00124_mRNA_36.1
‘moleculr_function] (1) ¢
GRO034979 0 ! 0 Hypothetialprotein (1) . C_unshia_00124_mRNA_34.1
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e Ribonuclease Holike domain [IPRO12337]
GFO034978 0 1 0 Hypothetieal protein (1) moleculr_funcion] (1); protein (1); HAT, C-terminal - C_unshiu_00124_mRNA_32.1
molecular_function] (1) UIPRO0E906) (1)
Endonuclease/exonuclease/phosphatase ¢
GFO034977 0 1 0 Hypothetcal protein (1) oo C_unshiu_00124_mRNA 311
GFO034976 0 1 0 Hypothetical protein (1) - C_unshiu_00124_mRNA_24.1
GFO034975 0 1 0 Hypothetcal protein (1) - C_unshiu_00124_mRNA 2.1
S-adenosyl-L-methionine-dependent .
GFO034974 0 1 0 Hypothetcal protein (1) e HoRoss o C_unshiu_00124_mRNA 211
GFO034973 0 1 0 Hypothetical protein (1) - C_unshiu_00124_mRNA_Ig.1
NOG, C-terminal [IPRO12073] (1): GTP
y GTP binding [GO:0005525 binding domain (IPRO0GOT3] (1) P-loop _ N
GFO034972 0 1 0 Nacleoke GTP-binding protein 1 (1) 71 T KO camaiing mclods tigboopiats C_unshiu_00124_ mRNA_I7.1
hydrolase [IPRO27417] (1)

. eal rotein nuclec acid binding [GO:0003676 Ribonuclease Helike domain [IPROI2337] S— .
GFO034971 0 1 0 Hypothetical protein (1) i o (1 o C_unshiu_00123_mRNA_62.1
intracellular [GO:0005622

Jar_component] (1); ranslaton
[GO:0006412 biological_process] (1):
GFO034970 0 1 0 0 of rbosome Ribosomal protein L27 [IPROOI6SA] (1) - C_unshiu_00123_ mRNA_59.1
[GO-0003735 molecular_funcion] (1);
ibosome [GO:0005540
cellular_component] (1)
GEO034969 0 1 0 Hypothetical protein (1) - C_unshiu_00123_mRNA_ST.1
GFO034968 0 1 0 Hypothetcal protein (1) - C_unshiu_00123_mRNA_36.1
Aldoase-type TIM barel [IPRO13785)
iron-sulfr (1); IRNA
GFO034967 0 1 o flavodoxin family proten  radical SAM. 1 icar_funcrion] (1: cotalytic etivity [IPROI91T] (1); Radical SAM - C_unshiu_00123_mRNA_S1.1
domain-containing protein isoform 1 (1) 1 o
32 «_function] (1) ! 101 Fl
domain [IPRO29039] (1)
GFO034966 0 1 0 Hypothetcal protein (1) - C_unshiu_00123_mRNA 47.1
) Protein of unknown function DUF620 ¢ 2
GFO034965 0 1 0 Hypothetcalprotein (1) siheliions C_unshiu_00123_mRNA_42.1
GFO034964 0 1 0 Hypothetical protein (1) - C_unshiu_00123_mRNA_33.1
GFO034963 0 1 0 Hypothetcal protein (1) - C_unshiu_00123_mRNA_32.1
GFO034962 0 1 0 Hypothetical protein (1) - C_unshiu_00123_mRNA_20.1
GF0034961 0 1 0 Hypothetcal protein (1) - C_unshiu_00123_mRNA_25.1
GFO034960 0 1 0 Hypothetical protein (1) - C_unshiu_00123_mRNA 27.1
. eal rotein nucleus [GO:0005634 YLP motif-containing protein | R i RN 2
GFO034959 0 1 0 Hypothetieal protein (1) i Soronen (1 eRarests) () C_unshiu_00123_mRNA_26.1
GFO034958 0 1 0 Hypothetcal protein (1) - C_unshiu_00123_mRNA_19.1
GEO034957 0 1 0 Hypothetical protein (1) - C_unshiu_00123_mRNA_10.1
GFO034956 0 1 0 Hypothetcal protein (1) - C_unshia 00123 mRNA_1.1
GFO034955 0 1 0 Hypothetical protein (1) - C_unshiu_00122_mRNA_4.1
eplion of meirgton, DNA- FART DNA binding dormain (IPR004330]
Groossss 0 ' [y —p— e GO 00SS g (1 FHYSFARI iy [PROS1052] ) s 00122_nRNA 3.1
[GO:0008270 molecular_function] (1) 2 neer: SWIM-type [IPR007S27] (1)
GFO034953 0 1 0 Hypothetcal protein (1) - C_unshiu_00122_ mRNA_27.1
eysteine-type peptidase activity
. [GO:0008234 molecular_function] (1: Ulpl protease family, C-terminal catalytic
GFO034952 0 1 0 Hypothetical protein (1) ool (600006503 o PRO0S63] (1) - C_unshiu_00122_mRNA_21.1
biologicalprocess] (1)
GFO034951 0 1 0 Hypothetical protein (1) - C_unshiu_00122_ mRNA_IT.1
GFO034950 0 1 0 Hypothetical protein (1) - unshiy_00122_mRNA
GFO034949 0 1 0 Hypothetical protein (1) - C_unshiu_00121_mRNA_8.1
Ubiquitin-conjugating enzyme E2
‘metal ion binding [GO:0046872 [IPROOOGOS] (1); Zine finger, C2H2
. eal rotein function] (1); ucleic acid  [IPRO07087] (1; Ubiquitn-conjugating _ - .
RO ° ! O thpotherialproten (1) binding [GO:0003676 enzyme/RWD-like [IPROII35] (1); Zine Cunshiv 00121 mRNA_49.1
molecular_functon] (1) finger C2H2-type/integrase DNA-binding
domain [IPRO13087] (1)
GPlanchor biosymiheic process
[GO:0006506 bilogical_process] (1)
N N-acetylgh ) transe
GF0034947 0 1 0 S , caceblgheoam iy ““(‘l:’“‘ C_unshiu_00121_mRNA_48.1
) [GO:0017176 molecular_function] (1~ ™" [ !
integral component of membrane
[G0:0016021 celllar_component] (1)
Protein of unknown function DUF2343 ¢ 2
GFO034946 0 1 0 Hypothetcal protein (1) Tomorsasel o) C_unshiu_00121_mRNA_42.1
GFO034945 0 1 0 Hypothetical protein (1) - C_unshiu_00121_mRNA 4.1
GFO034934 0 1 0 Hypothetcal protein (1) - C_unshiu_00121_mRNA_38.1
P-type ATPase, transmembrane domain
ATPase activity [GO:0016887 [IPR023298] (1); P-iype ATPase,
molecular_function] (1) ntegral eytoplasmic domain N [IPR023209] (1);
component of membrane [GO:0016021  P-type ATPase [IPRO0ITST] (1): Ptype
cellular_component] (1); metalion  ATPase, phosphorylation site
GFO034943 0 1 0 Plasma membrane ATPase (1) binding [GO:0046872 [IPROIS303] (1); P-iype ATPase, - C_unshiu_00121_mRNA_36.1
molecular_function] (1); ATP biosynthetc subfamily IIA [IPRO06534] (1): Cation-
process [GO:0006754 biological process] transporting P-type ATPase, N-terminal
(1); nuckotide [IPROGA0I] (1);
molecular_function] (1) [IPRO23214] (1); P-iype ATPase, A
domain [IPROOS250] (1)
Protein kinase, ATP binding ste
[IPRO17441] (1); Serine-
threonine/tyrosine-protein kinase catalytc:
pretcnphophonaton GO UGS, g rRODI245 ) Procn kv
GFO034942 0 1 0 n (G 1 (1 Concanavalin C_unshiu_00121_mRNA_35.1
molecular_function] (1); ATP binding s lecin/ghucanase domain
5 . [IPRO13320] (1); Malectin-ike
1GO:0005524 moleculr_function] (1) (0% ST RS
[IPRO24788] (1); Protein kinase-like
domain [IPRO11009] (1)
GFO034941 0 1 0 Hypothetcal protein (1) - C_unshiu_00121_mRNA 3.1
Protein kinase domain [IPR0007191 (1);
Protein kinase-like domain [IPRO1 1009]
(1): Concanavaln A-ke letin/ghucanase
AT binding (GO0005524 domain IPROL3320] (1);Malein ke
molecular_function] (1) protein kinsse — reors et binding domain
AT [IPRO24785] (1);Protein kinase, ATP
GFO034940 o 1 0 Serine.thrconine kinase STK15 (1) 2 [ binding sie [IPRO17441] (1); - C_unshiu_00121_mRNA_20.1
molecular_function] (1): protein
Serinethreonine-protein kinase, active site
biologieal_process] (1) specifiity protein kinase, cataytic
domain [IPR002290] (1): Srine-
threonine/tyrosine-protein kinase catalytc:
domain [IPR0O1245] (1)
GF0034939 0 1 0 Hypothetical protein (1) - C_unshiu_00121_mRNA_22.1
GFO034938 0 1 0 Hypothetcal protein (1) - C_unshiu_00121_mRNA 211
Acid phosphatase, class B-like
GFO034937 0 1 0 Stem 28 kDa glycoprotein (1) [IPROOSS19] (1): HAD-lke domain - C_unshiu_00121_mRNA 2.1
[IPRO23214] (1)
. Jait .
Gr0034936 0 1 0 Hypothetical protein (1) moloooks function] 1y Somin IPROIZET7) (1) C_unshiu_00121_mRNA_12.1
GFO034935 0 1 0 Hypothetcal protein (1) - C_unshiu_00121_mRNA_10.1
GEO034934 0 1 0 Hypothetical protein (1) - C_unshiu_00121_mRNA_1.1
GFO034933 0 1 0 Hypothetcal protein (1) - C_unshiu 00120 mRNA 7.1
GFO034932 0 1 0 Hypothetical protein (1) - C_unshiu_00120_mRNA_63.1
GF0034931 0 1 0 Hypothetcal protein (1) - C_unshiu 00120 mRNA_6.1
GFO034930 0 1 0 Hypothetical protein (1) - C_unshiu_00120_mRNA_50.1
[GO005114
GFO034929 0 1 0 ‘I*‘(“I‘)’“‘“”"'“‘“"“ oxidoreductase chail 41 yica process] (1) membrane  subunit /F420H2 oxidoreductas suburit - C_unshiu_00120_mRNA_S1.1
[GO:0016020 cellular_component] (1) H [IPRODI694] (1)
[GO005114
GFO034928 0 1 0 ‘I*‘(“I‘)’“‘“”"'“‘“"“ oxidoreductase chail 41 yica process] (1) membrane subunit /F420H2 oxidoreductas suburit - C_unshiu_00120_mRNA_50.1
[GO:0016020 cellular_component] (1) H [IPRODI694] (1)

GFO034927 0 1 0 Hypothetcal protein (1) - C_unshiu 00120 mRNA 5.1
Gr0034926 0 1 0 Hypothetieal protein (1) - unshiu_00120_mRNA_48.1
heme binding [GO:0020037

‘molecular_function] (1);ron ion binding
[GO:0005306 molecular_unction] (1):
oxidation-reduction process [GO:0055114 Cytochrome P40 [IPROD1125] (1)¢
GFO034925 0 1 0 Hypothetical protein (1) biological process] (1); oxidoreductase Protein kinase-like domain [IPROT1009] - C_unshiu_00120_mRNA_46.1
activity, acting on paired donors, with (1)
incorporation or reduction of molecular
oxygen [GOA0DI6705
molecular_function] (1)
iron fon binding [GO:0005506
molecular_function] (1): heme binding
1GO:0020037 molecular_funtion] (1): e s 1ot 128] (1)
oxidoreductas actviy,acing onpaired VoS P (TERL DS
0034924 0 1 0 Cytochrome P450 (1) donors, it incomoratior st of e EONE L LT - C_unshiu_00120_mRNA_44.1
molecular oxygen [GO:0016705 [T
‘molecular_function] (1); oxidation- » group
reducton process [GO:0055114
biological process] (1)
GFO034923 0 1 0 Hypothetcal protein (1) - C_unshiu 00120 mRNA 3.1
GFO034922 0 1 0 Hypothetical protein (1) - C_unshiu_00120_mRNA 2.1
structural constituent of rbosome
[GO:0003735 molecular_functon] (1):
15934 LiseLIsP
00492 S ibosomal rotein 1270 cellular_component] (1) translation ~ [IPRO21131] (1) Ribosomal protein L15, _ - .
Grossozt o ! 0608 ribosomalprotein 1272 (1) [GO:0006412 biological_process] (1);  conserved site [IPRO01196] (1); Cunshiv 00120 mRNA_IG.1
intracelllar [GO:0005622 Ribosomal protein L1S [IPRO30STS] (1)
cellular_component] (1; ribosome
[GO-0005840 cellular_componen] (1)
. SANT/Myb domain [IPRO0I00S] (1):
GFO034920 0 1 0 Transcription factor MYBS6 (1) DN b (00 ;"Z‘l‘:"” Homeodomain-lke [IPRO0S0ST] (1); Myb - C_unshiu_00120_mRNA_12.1
molecular.function domain [IPROI7930] (1)
GFO034919 0 1 0 Hypothetcal protein (1) - C_unshiu_00119_mRNA_40.1
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P A ———
Gronsois o ! o B s e it b e i 00119_mRNA 7.1
ol o) (1)
Grooss7 0 ! fI—p— - i 00119_mRNA 311
Walkasocinted et inse,
Groosns 0 ! 0 Walasosated 2y Tl tidog o biingdonin - i 00119 mRNA 2.1
molecular_function [1PRO25287] (1)
transmembranc transport [GO:0055085
‘biological_process] (1); drug.
rannerian aspont [GO.000655
‘biological_process] (1); membrane Mult ani ibial ext "
GF0034915 0 1 0 MATE efflux family protein 1 (1) [GO:0016020 cellular_component] (1); it BUTICroDEl extruston protemn C_unshiu_00119_mRNA_I7.1
[TPRO02528] (1)
g e raporee ety
1GO001525% molslr. ] (1)
otpore sty (GO0015297
‘molecular_function] (1)
et of rancrption, DNA-

. il protein templated [GO:0006355 - domain R S— .

GF0034914 0 1 0 Hypothetical protein (1) biological_process] (1); DNA binding NAC dor (IPRO03441] (1) C_unshiu_00119_mRNA_15.1
GO-000367 ol fnction (1
DNA i [GO:0003677
-  domain-containing in molecular_function] (1); regulation of - domain N C_unshiv, o
Gronsors o ! 0 NAC domain<onanig rotein 7 () IS frton] (1) e NAC dorsin IPRO03481) (1) i 00119_nRNA 141
160000635 gl roces] (1)
Groosn2 0 ! o pothets ot 1 - i 00119_mRNA 131
Groosaon 0 ! 0 Hypothts ot 1 -  anstio 0118 mRNA 9.1
Grooson 0 ! 0 Hpottst proten 1) . C anstin 001 mRNA 0.1
s e endoeptids iy Pepridse A2, o, sy
‘GF0034909 0 1 0 Hypothetical protein (1) _function] (1): crropepsins - C_unshiu_00118_mRNA_7.1
‘proteolysis [GO:0006508 [IPROIS061] (1); Aspartic peptidase. - - - -
‘biological_process] (1) domain [IPRO21109] (1)
Groosns 0 ! [p—p— E € i 0115 mRNA 61
Groossor o ! o pothets ot 1 - Camsi 0115_mRNA 531
s O —
G036 0 ! 0 Hpotts ot (1) prvoobimet . C i 00115 mRNA 471
Groosns 0 ! [p—r— E C i 00115 mRNA 361
Groosss o ! o pothets ot 1 - Camsi 0115_mRNA 351
i scid inding [GO 0003676
ol o] (1) oty
GO-0006508 gl o] (1) i g, CHCtpe [IPROOISTS) (1)
Groosns 0 ! [—p— i o indng [GO0008270 P A2A, o e | - C i 00115 mRNA 301
ol fucton] (1) aspartic-spe (IPRODISHS] (1)
ndopepidae sy [GO0004150
‘molecular_function] (1)
G0z 0 ! 0 Hpottst protin (1) . C i 00115 mRNA 141
Groosaon 0 ! [p——— - C s 00115 mRNA 131
Groosom 0 ' o pothetst ot 1 - s 015 mRNA 101
G0z 0 ! 0 Hypothtst ot (1) -  anstio 00117 mRNA T
Groossox 0 ! 0 Hpottst protn 1) . C anstin 00117 mRNA 761
Irmenbrane apor [GO0S5085
bilgial roce] (1) v
e
‘biological_process] (1); drug.
Groosssor . ! o MATE el iy ot ; s i - Lt 0117 A 741
chloroplastic (1) [GO:0015238 molecular function] (1); U 5281 (1)
sotpore sty (GO0015297
‘molecular_ (03
GO0 16020 sl camporent] 1
; Domsinof ko ton DUFISS3
G096 0 ! 0 Hpotts ot (1) Do of ko C i 00117 mRNA 711
Grunsss 0 ! [p—p— E C i 00117 mRNA 471
Gronsasos 0 ! o pothetst ot 1 - i 00117 mRNA 461
s vy, ransfering sl Recns rcrptse s idingdorsin
oo 0 ! 0 Hpoteta proten 1) GOS0 1 V- ) i 0117 A 11
olagial proces] (1) PRI02213 )

) odhtiat o [ p—— i 00117
Groosso2 0 ! 0 Hypothts ot 1) Pt . C st 00117 mRNA 401
Groosason 0 ! 0 Hpotts ot (1) . C i 00117 mRNA 231

gl omponent o b
[GO:0016021 cellular_component] (1);
coperion ransmenbrane rampor
GFO034890 0 1 0 Hy 1 [GO:0035434 biological_process] (1):  Ctr copper transporter [[PRO0T274] (1) - C_unshiu_00117_mRNA_21.1
-
activity [GO:0005375
ol fnction] 1
Gronsasso 0 I 0 Hpothets ot 1 - i 00117 nRNA 201
Ve alrgen PROC2L3) (1 Alkrgen
VST et comerved st
S pr [GO:0005576 [IPRO18244] (1); Cysteine-rich sccretory C_unshiu i
rO03ass 0 ! "UW cellular_component] (1) protein, en V5/Tpx-1-related N C_unshi_00116_mRNA_7.1
[IPRU0I255) 1 CAP domain
[IPRO14044] (1)
Grunsss? 0 ! [r—p— E C i 0016 mRNA 0.1
Lot g boundars, LOB A
Groozsss 0 ! 0L0B donsin-consiing o 1 1) Lar e i 0116 mRNA 3.1
Groossss 0 ! 0 Hpottst ot (1) . C i 0016 mRNA 271
DNA binding (600003677
ol o) () ks
1600005634 sellor. componee] (1
DNAreted RNA pomerase sty RNA plymerse Rl domin §
Gronsassa 0 ! 0 DNA-dictd RNA polymerse (1) [GO.000499 ok fonction] (1), IPRODTO] (1) DNA-dcted RNA pol - i 0115 mRNA 5.1
irancrption. DNA.tepbted 1 st st (PRO1S#99] (1)
1GO-000631 gl rocs] (1)
zinc ion binding [GO:0008270
molecular_function] (1)
Groozsss 0 ! 0 Hypothts ot (1) - st 0015 RNA 451
G0z 0 ! 0 Crapsons o 61 e dosin (PRO0IG3] (1) . C anstin 0015 mRNA 1.1
Groosas 0 ! [ —— E C s 0015 mRNA 341
Gronsasso 0 ! o Hypothets ot 1 E s 00115 mRNA 331
G0z 0 ! 0 Hypothts ot 1) -  anstio 00115 mRNA 271
BT —————
1GO.000ARS3 molslr fncion] (1)
Groosss 0 ! 0 n ound - Ureprphiogen decatose (URO- i 0115 mRNA L1
‘biosynthetic process [GO:0006779 d
‘biological_process] (1)
GroozssT? 0 ! 0 Hypothts ot 1) - i 0115 mRNA 91
G0z 0 ! 0 Hpottst protin (1) . C anstio 0114 mRNA 7.1
; Revene rnscrpse - domin )
GF0034875 0 1 0 Hypothetical protein (1) (IPRO26960] (1) N C_unshiu_00114_mRNA_45.1
Groosass 0 ! [rS—— - st 00114 mRNA 301
GO 0 ! 0 Hpottst protin (1) . C s 0014 mRNA 351
Groossn 0 ! [ ——— E st 0014 mRNA 11
Groosas71 0 ! [ e———" - s 0114 mRNA L1
GroozssTo 0 ! 0 Hypothts ot (1) -  anstio 0115 mRNA 9.1
G0z 0 ! 0 Hpottst protin (1) .  anstio 00115 mRNA 7.1
ot dineistion iy
; AT, Ctemina it dosin
‘GF0034868 0 1 0 Hypothetical protein (1) [G0:0046983 molecular_function] (1); [IPRO08906] (1); Ribonuclease H-like - C_unshiu_00113_mRNA_6.1
ke cd g [GO0006T0  LPRUIS0] (1) Kb
molecular_function] (1) >
X8 domsin ([PROL2946] (1 Gyosie
conpounds (GO00L45S3 b, i domai IPROLSTS]
Groosse? 0 ! Gl ndo1 s hsosse (1) ol nstion) (s criode (1) Gheose s ey - C i 0013 mRNA 521
etbolprocen [GO-0 PROITAS3 (1)
Holagcl roces 1) famiy 17 PROG030] (1)
‘GF0034866 0 1 0 Hypothetical protein (1) ‘molecular_funetion] (1) C: L (1) - C_unshiu_00113_mRNA_44.1
Ak epestcontsning dorsin
; . doman )
Gronsasss 0 ! 0 ki eeat iy proein () P i (GO e () P0G s i 00113 mRNA 421
TRin2110] )
protein binding [GO:0005515 cat-containing domain
Gronsasss 0 ! 0 Ak iy () T b (GO n0ss1 PRI O Ayt - Lo 00113nRNA 3.1
- TPRi2110] )
Gusmas s e
‘oxidoreductase activity [GO:0016491 dehydrogenasc, C-terminal [IPRO0G096]
() NADIPy iing doma
ol functon] () oxdation. (NP
eheion oo (00 00stys OGOy o s 1
Grosases 0 ! SR — ramstphemaninc il - s :
irogensse (1) biological process] (1); cellular amino (A PR s 013 mitNA.
00006520
PRI 1
biological_process] (1) Glutamate/phenylalanine/leucine valine
dehydrogenase [IPRO0609S] (1)
Groosse 0 ! [y—p— E C i 0013 mRNA 211
Groosassi 0 ! o pothets ot 1 E st 00113 mRNA_10.1
i o binding [GO0008270 e g, SWIM e (IPROO7S27) (1 )
Groosseo 0 ! 0 Hypothts protin 1) e o b (GO0 v orrssd (O i 013 mRNA L1
oo . ! s gt s e oS (RO ot 00112 A 521
Gronsasss 0 I [re—p—" - i 00112 mRNA 471
NEARC IPRO2IR2) 1 Poon
contaning s o

. scase resistance protein ADP binding [GO:0043531 hydrolase [IPR027417] (1) DDRGK  nshia 00112 mi

GrO034857 0 ! 0 Disease resistance protein (1) molecular_function] (1) ‘domain containing protein [IPRO19153] C_unshiu_00112_mRNA_36.1
(1): Winged helix-turn-helix DNA-binding
domain [IPRO11991] (1)

. il protein protein binding [GO:0005515 box domain R - unshia 00112 mRNA 2
Gronsasss 0 I o Hpothets ot 1) prriinig (GO0 Fobox domsin (PROOISI0] 1) s 00112_mRNA 231
Groossss 0 ! [rS—— - st 00112 mRNA 221
Groosasss 0 ! 0 Hemopexin 1) . C anstio 00112 mRNA 201

ki epest-contining donsin
266 o
‘GF0034853 0 1 0 Ankyrin repeat family protein, putative (1) - C_unshiu_00112_mRNA_19.1

‘molecular_function] (1)

[IPRO26961] (1); Ankyrin repeat
[IPRO02110] (1)
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ot b (6000055 “Ankyrin repeat [IPRO02110] (1); Ankyrin

Gro034ss2 0 0 Ankyrin repeat fumily proten, putaive (1) P " :‘ﬂl‘;’ﬁ i repeat-containing domain (IPRO20683] - _unshiu_00112_mRNA_I7.1

Gt 0 0 Hipotts protin (1) e binding (GO:000513 o domai IPRO0IS10] 1) - C i 00112 mRNA 141

. il protein protein binding [GO:0005515 box domain R  nshia 00112 mi

GrO034850 0 0 Hypothetieal protein (1) T r om0y F-box domain (IPROOIS10] (1) C_unshiu_00112_mRNA_I3.1
‘GAG-pre-integrase domain [IPR025724]
GFO034849 0 0 Hypothetcal protein (1) (1): Gag:polypepride of LTR copia-type C_unshiu_00112_mRNA_12.1
[IPRO20472] (1)
PGG domain [IPRO26961] (1); Ankyrin
GFOO34838 0 0 Ankyrin repeat family protein, putatve (1) "'“‘“'“:’"“"‘5 ‘C’O] 2’“»“55‘5 repeat-containing domain [IPRO20683] - C_unshiu_00112_ mRNA_IL1
ol (1); Ankyrin repeat [IPRO02110] (1)
. eal rotein nkyrin repeat-containing domain s 00112
GFO034847 0 0 Hypothetieal protein (1) [IPRO20683] (1) C_unshiu_00112_mRNA_11
. SGNH hydrokse-type esterase domain
GFO034846 0 0 Hypothetical protein (1) TPRO13AS0] (1) C_unshiu_00111_mRNA_6.1
GFO034835 0 0 Hypothetcal protein (1) - C_unshia 00111 mRNA 4.1
Reverse transeriptase zinc-binding domain
Gronuasia 0 o s non-LTR toseen verse IPRO960] (1 Revers tramscrpae - s 0011_nRNA_24.1
i domain [IPRO004T7] (1)
GFO034843 0 0 Hypothetcal protein (1) - C_unshiu_00111_mRNA_16.1
GFO034842 0 0 Hypothetical protein (1) - C_unshiu_00110_mRNA_54.1
transporer activty [GO:0005215 Proon-dependent olgopepide
moleculr_functon] (1);transport transporter amily IPRO00109) (1)
GFO034841 0 0 PIRS (1) | process] (1): ) Y . C_unshiu_00110_mRNA_45.1
Major fucifator superfumily domain
‘membrane [GO:0016020 oRo20mi) (1)
cellular_component] (1) PRoX
GFO034840 0 0 Hypothetical protein (1) - C_unshiu_00110_mRNA_40.1
. ; fold [IPROI2336] (1); — .
R0 0 0 k o molecular_function] (1) Redoxin [IPROI3740] (1) Cunshiv 00110 mRNA_3.1
Tsopenicilln N synthase-like [IPR027443]
GrO034838 0 0 Sencscence-related gene 1 (1) (1): Non l\nemdmkygzmw Neterminal - C_unshiu_00110_mRNA_37.1
domain [IPR026992] (1
GRO034837 0 0 Senescence-related gene 1 (1) "‘;"“""‘"‘“N ‘y“"'“‘“"’“ (IPROZ7A43) C_unshiu_00110_mRNA_35.1
Gro034836 0 0 Hypothetical protein (1) - C_unshiu_00110_mRNA_3.1
GFO034835 0 0 Hypotheticalproten (1) Pentatricopeptide repeat [IPRO02SSS] (1) - C_unshiu_00110_mRNA_I7.1
GFO034834 0 0 Hypothetical protein (1) - C_unshiu_00110_mRNA_1.1
GFO034833 0 0 Hypothetcal protein (1) - C_unshiu_00108_mRNA_38.1
et Alpha/Beta hydrolase fold [IPRO29058]
Groosn 0 0 CXE carbolesterase (1) el finton) (e clbolic (1) Alphaets o -3 C_unshiu_00108_mRNA_29.1
e 52 bilogialprocess] (1AL
GFO034831 0 0 Hypothetcal protein (1) ::‘::Ef‘;j“‘m‘j::‘:’f] promosere (yonuclese ke domin (IPROIZ7) C_unshiu_00108_mRNA 22.1
GFO034830 0 0 Hypothetical protein (1) - C_unshiu_00108_mRNA_21.1
T« "
‘molecular_function] (1); rotein [IPROOISS1] (1); Protein kinase-like:
hrconine kinase acivity domain [IPRO11009] (1): EGF-Tike
- oosasa A [GO:0004674 molecular_function] (1): calium-binding, conserved site i RNA 2
rons9 o O Hypothetcal protein (1) calcium ion binding [GO:0005509 [IPROIS097] (1); Wall-associated - Cunshis 00108 mRNA_2.1
meleculr. it (1 gl receptor kinase [IPRO13695] (1): Wal-
component of 1 ted receptor ki Jncturonan-
cellular_component] (1) binding domain [IPRO25287] (1)
GEO034828 0 0 Hypothetical protein (1) - C_unshiu_00107_mRNA_50.1
GrO03827 0 0 Hypothetical protein (1) - C_unshiu_00107_mRNA_42.1
GFO034826 0 0 Hypothetieal protein (1) - C_unshiu_00107_mRNA_4.1
FKBP-type peptidy-prolyl cis-trans
isomerase domain [IPROO1179] (1)
Tetratricapeptide repeat (IPROI9T34] (1);
Groses o T e vy i sl S C anstin 00107 mRNA 2.1
FKBP62 (1) 160000457 o o] (1 FIBP-pe IPROZSSGE 1 Eingtd unshia_00107_mRNA
repeat-containing domain
[IPRO23114] (1); Tetratricopeptide-like
helical domain [IPRO11990)] (1)
GFO034824 0 0 Hypothetieal protein (1) - C_unshiu_00107_mRNA 311
GrO034823 0 0 Hypothetcal protein (1) - C_unshiu_00107_mRNA 3.1
©denosyhomocyscinaseactiviy Adenosylhomocysteinase [IPR000043]
[GO:0004013 molecular_function] (1); (1 A -binding dor
GrO034822 0 0 Hy ) o * [IPRO16040] (1); S-adenosyl-L- - C_unshiu_00107_mRNA_23.1
i ‘homocystcine hydrolase, NAD binding
1GO:0006730 bioogical process] (1) L0 R
Srmknu:yl—I.—m:mmmnrlkvrnd(nl
molkcular_function] (1 helix N biding
el e lco Q00871 domen TPROIIS9I) (1
GFo034821 0 0 Eugenol O-methylransferase (1) ki ( fikoen i mM Umm o C_unshiu_00107_mRNA 20.1
MT-type.
molcula_function] (1) [n‘uowm] (1) Plant nml\y‘lmn\feri‘c
dimerisation [IPRO12967] (1)
stnuctural consituent of bosome
GOS8 okl i) 1t s s pR0n070) (1
transltion [GO:0006412 Ribosomal protein L6, apha-beta dormain
GF0034820 0 0 Ribosomal protein L6 (1) ‘biological_process] (1); ribosome [IPRO20% 4\:1 1y Ribor o iproteinLe, ° C_unshiu_00107_mRNA_19.1
1GO:0005840 celular_component] (1); 28 0 Eeg oot P O
TRNA binding [GO:0019843 e
molecular_function] (1)
GFO034819 0 0 Hypothetcal protein (1) - C_unshiu_00107_mRNA_14.1
GFO034818 0 0 Hypothetical protein (1) - C_unshiu_00107_mRNA_13.1
Plant methylransferase dimerisation
O-methylransferase actvity [IPRO12967] (1); O-methyitransferase
[GO:0008171 molecular_function] (1);  COMT-type [IPROI6461] (1); Winged
. protein dimerization activity helix-turn-helix DNA-binding domain .
aroossiT o O Hypothetcal protein (1) [GO:0046983 molecular_function] (1):  [IPRO11991] (1); O-methyltransferase, Cunshiv 00107 mRNA_I0.1
00008168 family 2 S-adenosyl-L-
ethionine-dependent methyiransferase.
[1PRO29063] (1)
GFO034816 0 0 Hypothetical protein (1) - C_unshiu_00107_mRNA_1.1
GFO034815 0 0 Hypothetcal protein (1) - C_unshiu_00106_mRNA 6.1
GFO034814 0 0 Hypothetical protein (1) - C_unshiu_00106_mRNA_30.1
e o biding (00008270
mole don] (1) celuose
synu.m UDPorming) sty Zine finger, RING/FYVE/PHD-type
6010016760 moleclar fction] (. (IPRO1308) (1 Celulose sy
GFO034813 0 0c n 2 ;- C_unshiu_00106_mRNA_38.1
ol compone) () rotinbiding s sy [PROVSIS0)1):Zine
[GO:0005515 molecular_function] (1):  finger, RING-type [IPRO0IS41] (1)
oo biosynthetic pracess
[GO:0030244 biological_process] (1)
LysM domain [IPROIE392] (1);
Concanavalin A-like lectn/ghucanase
GFO034812 0 0 LysM type receptor kinase (1) o IPRO13320] (13, Bt Kinase- ~ C_unshiu_00106_mRNA_31.1
tike domain (IPRO11009] (1)
GFo034s11 0 0 Hypothetcal protein (1) - C_unshiu_00106_mRNA 25,1
Gro034s10 0 0 Hypothetical protein (1) - C_unshiu_00106_mRNA_26.1
GF0034809 0 0 Hypothetical protein (1) ("’)“““’“‘“"' En/Spm-lke (IPR004242) C_unshiu_00106_mRNA_23.1
GFO034808 0 0 Hypothetical protein (1) - C_unshiu_00106_mRNA 2.1
GFO034807 0 0 Hypothetical protein (1) - C_unshiu_00106_mRNA_I&.1
GFO034806 0 0 Hypothetcal protein (1) - C_unshiu_00106_mRNA_13.1
GFO034805 0 0 Hypothetical protein (1) - C_unshiu_00106_mRNA_11.1
peroxidase activity [GO:0004601
e > Ribonuclease H-like domain [IPRO12337]
o (1); Peroxidass heam-fgand binding i
GrO034804 0 o n e o to IPROI9792) (1 Pt proniise C_unshiu_00105_mRNA_S.1
e e 00006870 [IPRO00S23] (1); Haem peronidase,
bilogical proces] (1) heme binding P nestbacteria (PRO0016] (1)
[GO:0020037 molecular_unction] (1)
oxidation-reduction process [GO:0055114
biological_process] (1); peroxidase
activity [GO:0004601
GFO034803 0 0 Hypothetcal protein (1) ‘molecular_f ) heme binding  Haem peroxidase [IPROI025S] (1) - C_unshiu_00105_mRNA 4.1
600020037 moteular_function) (.
response to oxidative stress [GO:0006979
biological_process] (1)
GFO034802 0 0 Hypothetical protein (1) - C_unshiu_00105_mRNA_23.1
GFO034801 0 0 Hypothetcal protein (1) - C_unshia 00104 mRNA 9.1
GFO034500 0 0 Hypothetical protein (1) - C_unshiu_00104_mRNA_6.1
GFO034799 0 0 Hypothetcal protein (1) - C_unshiu_00104_ mRNA_52.1
integral component of membrane
. Putatve auxin filux carrer component 6 [GO:0016021 cellular_component] (1)
GFO034798 0 o ammebrane ot [CO.00ssggs A e caier (PROGATS) (1) C_unshiu_00104_mRNA_50.1
biological process] (1)
GFO034797 0 0 Hypothetical protein (1) - C_unshiu_00104_mRNA 5.1
GFO034796 0 0 SET and MYND domain-containing (1) - C_unshiu_00104_mRNA_49.1
s Gag-polypeptide of LTR copia-type: .
GFO034795 0 0 Hypothetcal protein (1) s - C_unshiu_00104_ mRNA_45.1
GEO034794 0 0 Hypothetical protein (1) - C_unshiu_00104_ mRNA_47.1
GFO034793 0 0 Hypothetcal protein (1) - C_unshiu_00104_mRNA_45.1
GFO034792 0 0 Hypothetieal protein (1) - C_unshiu_00104_mRNA_42.1
GF0034791 0 0 Hypothetcalprotein (1) - C_unshiu_00104_ mRNA_40.1
GFO034790 0 0 Hypothetical protein (1) - C_unshiu_00104_mRNA 4.1
i e oPPUSC NS | g it i 1PRO21109]
GFO034789 0 0 Hypothetcal protein (1) ot tanction] (1 (1), Aspartic peptidase,active site - C_unshiu_00104_ mRNA 32.1
proteolysis [GO-0006508 i,
biological process] (1) !

. Reverse transeriptase domin . ,
GFO034788 0 0 Hypothetieal protein (1) e - C_unshiu_00104_mRNA_20.1
GFO034787 0 0 Hypothetcal protein (1) - C_unshiu_00104_ mRNA_27.1
GFO034786 0 0 Hypothetical protein (1) - C_unshiu_00104_mRNA_26.1

2inc ion binding [GO:0008270
GFO034785 0 0 Hypothetcal protein (1) molecular function] (1):mucleic 6id. 73, yer, CCHC-type [IPRODISTS] (1) - C_unshiu_00104_mRNA 2.1

binding [GO:0003676
molecula_function] (1)



T Num G colmenine NaminC Ui NummPArionaa Nore EJ TnterPro
GFO034784 0 [ 0 Hypothetieal protein (1) B C_unshiu_00104_mRNA_21.1
GFO034783 0 1 0 Hypothetcal protein (1) - C_unshiu_00104_mRNA_20.1
GEO034782 0 1 0 Hypothetical protein (1) - C_unshiu_00104_mRNA_10.1
GFO034781 0 1 0 Hypothetcal protein (1) - C_unshiu_00104_mRNA_I8.1
GFO034780 0 1 0 Hypothetieal protein (1) - unshiu_00104_mRNA_12.1
ATP binding [GO:0005524
molectlar_functior] (1) proten Protein kinase-like domain [IPRO11009]
GFO034779 0 1 0 Hypothetieal protein (1) Somgon oo ey ise () ] C_unshiu_00103_mRNA_8.1
activity [GO:0004672
molecular_function] (1)
nucleotide binding [GO:0000166 Nuckeotide-binding alpha-beta plait
molecular_function] (1): nuclic acid  domain [IPROI12677] (1): RNA
GFO034778 0 1 0 RNA-binding Musashi (1) g [COA0366 Tocopakton ot dowe IPROOISOT] C_unshiu_00103_mRNA_76.1
molecular_function] (1) )
GFO034777 0 1 0 Hypothetcal protein (1) - C_unshia 00103 mRNA 5.1
GFO034776 0 1 0 Hypothetieal protein (1) - unshiu_00103_mRNA_46.1
GFO034775 0 1 0 Hypothetcal protein (1) - C_unshiu_00103_mRNA_43.1
GEO034774 0 1 0 Hypothetical protein (1) - C_unshiu_00103_mRNA_38.1
. Retrotransposon gag domain .
GFO034773 0 1 0 Hypothetieal protein (1) it - C_unshiu_00103_mRNA_37.1
GFO034771 0 1 0 Hypothetcal protein (1) - C_unshiu_00103_mRNA 25.1
Glucoseiribitol dehydrogenase
GFO034770 0 1 0 Hypothetieal protein (1) [IPRO02347) (1); NAD(P)binding - C_unshiu_00102_ mRNA 8.1
domain [IPRO16040] (1)
GFO034769 0 1 0 Hypothetcal protein (1) - C_unshiu_00102_ mRNA 611
oxidoreductase activiy, ating on paired
donrs,with incorporation or reduction of
molecular oxygen [GO:0016705 T ——
moleculr_function] (1) oxidation- (oS T o
lavonoid 3 1GO005511 : conserved ste unshia .
o ’ ' ot " biological_process] (1) heme ;..amg IPRO17972] (1); Cytochrom P4S0, E- (om0 A1
[GO:0020037 molecular_function] (1); <15 &P HIPRO02401] (1)
iron fon binding [GO:0005306
molecular_function] (1)
GFO034767 0 1 0 Hypothetieal protein (1) - C_unshiu_00102_mRNA_S8.1
GFO034766 0 1 0 Hypothetcal protein (1) - C_unshiu_00102_ mRNA_55.1
GFO034765 0 1 0 Hypothetical protein (1) - C_unshiu_00102_mRNA_33.1
protein binding [GO:0005515
‘molecular_function] (1): recognition of S-locus glycoprotcin domain [IPROOUSSS] _
arosTes 0 ! O Hipothetcal proten (1) pollen [GO:004854 biological_process] (1); EGF-like domin [IPRO00742] (1) Cuushin_ 00102 mRNA._52.1
GFO034763 0 1 0 Hypothetical protein (1) Bulb-type lectin domain [IPROD14501 (1) - C_unshiu_00102_mRNA_S1.1
GFO034762 0 1 0 Hypothetieal protein (1) - C_unshiu_00102_mRNA_45.1
GFO034761 0 1 0 Hypothetical protein (1) - C_unshiu_00102_ mRNA_44.1
GEO034760 0 1 0 Hypothetical protein (1) - C_unshiu_00102_mRNA_30.1
GFO034759 0 1 0 Hypothetcal protein (1) - C_unshiu_00102_mRNA_35.1
GFO034758 0 1 0 Hypothetieal protein (1) - C_unshiu_00102_mRNA_34.1
. Retrotransposon gag domain
GFO034757 0 1 0 Hypothetical protein (1) HbRo0s100] (1) - C_unshiu_00102_mRNA_32.1
GFO034756 0 1 0 Hypothetcal protein (1) - C_unshiu_00102_mRNA_26.1
NADP-dependent oxidoreductase domain
[IPRO23210] (1); Aldorketo reductase,
oxidation-reduction process [GO:0055114 conserved site [IPROIS170] (1);
Groosss N . oy b blobgeatproces) 1) oxdoredtuse Al :i‘lﬁ:;: IPRIZOT) (1) i 00102 mRNA 241
molecular_function] (1) [IPRO0O477] (1); Aldolketo
reductase/potassium channel subunit beta
[IPRO0I395] (1)
GFO034754 0 1 0 Hypothetcal protein (1) - C_unshiu_00102_mRNA 2.1
NADP-dependent oxidoreductase domain
dation-red [GO:0055114 ldo/keto reductase,
‘Aldo-keto reductase family 4 member €9 biological_procss] conserved site [IPROIS170] (1): R
GRS 0 ! Rt activity [GO:0016491 Aldoketo reductase [IPRO20471] (1); Cuushin_ 00102 mRNA._20.1
molecular_function] (1) Aldorketo reduetase/potassium ehannel
subunit beta [IPRO1395) (1)
Mannose- 1-phosphate guanyltransferase “Trimeric LpxAclike [IPROT1004] (1);
GR35 0 ! © aphalie proten (1 Hexapeptide repeat [IPRO0I4S1] (1) Cuushin_ 00102 mRNA_IT.1
Mo -phosphate gy ot Ly LS00 Nuckotity ransirase domiin
GFO034751 0 1 (o Mammose-I-phosphate guanylyltransierase biological_process] (1); [IPRO0SS35] (1); Nucleotide-diphospho- - C_unshiu_00102_mRNA_16.1
o) nucleotidylransferase activit o tonress [16R030048 (1)
[GO:0016779 molecular_function] (1) *" .
Gr0034750 0 1 0 Hypothetieal protein (1) - C_unshiu_00102_ mRNA_1.1
GFO034749 0 1 0 Hypothetcal protein (1) - C_unshiu_00101_mRNA 8.1
‘Transposable clement protein, putaive, Retrotransposon gag domain R
GFO034738 0 1 oy i C_unshiu_00101_mRNA_54.1
Putative non-LTR reverse transcriptase Reverse transeriptase 7ine-binding domain . .
GFO034747 0 1 g vttt - C_unshiu_00101_mRNA_52.1
Gro07ds 0 1 0 Hypothetical proein (1) et peptdas domain IFRO2110%) C_unshia_00101_mRNA_45.1
GFO034745 0 1 0 Hypothetieal protein (1) - C_unshiu_00101_mRNA_4.1
GFO034744 0 1 0 Hypothetcal protein (1) - C_unshiu_00101_mRNA 3.1
Donin of unknown function DUF3700
GFO034743 0 1 0 Hypothetcal protein (1) bRo2 13561 (1) C_unshiu_00101_mRNA_10.1
catalyti activity [GO:0003824
‘molecular_function] (1); metabolic Trioscphosphate isomerase [IPR000652]
GFO03472 0 1 0 Triosephosphate isomerase, eytosolic (1) process [GO:0008152 biological process] (1); Akdolase-type TIM barrel C_unshiu_00101_mRNA_12.1
(1);tiose-phosphate isomerase activty [IPRO13785] (1)
[GO:0004807 molecular_function] (1)
GFO034741 0 1 0 Hypothetical protein (1) - C_unshiu_00101_mRNA_1.1
GFO034740 0 1 0 Hypothetcal protein (1) - C_unshia_00100_mRNA 9.1
GFO034739 0 1 0 Hypothetical protein (1) - C_unshiu_00100_mRNA_S7.1
GFO034738 0 1 0 Hypothetcal protein (1) - C_unshiu_00100_mRNA_S6.1
GEO034737 0 1 0 Hypothetical protein (1) - C_unshiu_00100_mRNA_35.1
GFO034736 0 1 0 Hypothetcal protein (1) - C_unshiu_00100_mRNA_33.1
Gro034735 0 1 0 Hypothetical protein (1) - C_unshiu_00100_mRNA_49.1
scrinc-type endopeptidase activity
[GO:0004252 molecular_function] (1):  Peptidase S§/553 domain [IPR000209] ¢
GFO034734 0 1 0 Hypothetcal protein (1) o o boesos o C_unshiu_00100_mRNA_20.1
biological_process] (1)
. Pepidase S8, subtilisin-related
GFO034733 0 1 0 Hypothetical protein (1) {ERO15500] (1) - C_unshiu_00100_mRNA_27.1
ibby, C-terminal, conserved site
[IPRO1S066] (1); F-box domain
GFO034732 0 1 OTLP domain class transeriptionfctor (1) D201 P4E ‘C’O] ?&“55‘5 [IPROOIS10] (1); Tubby C-terminal-tike - C_unshiu_00100_mRNA_24.1
molecularfunction] ‘domain [IPR025659] (1); Tubby, C-
terminal (IPRO000O7] (1)
GFO034731 0 1 0 Hypothetical protein (1) - C_unshiu_00100_mRNA_I8.1
GFO034730 0 1 0 Zine finger protein 830 (1) - C_unshiu_00099_mRNA_33.1
GFO034729 0 1 0 Hypothetieal protein (1) - C_unshiu_00099_mRNA_50.1
GFO034728 0 1 0 Hypothetcal protein (1) - C_unshiu_00099_mRNA_47.1
Leucine-rich repeat domain, L domain-
protein binding [GO:0005515 fike [IPRO32675] (1); Leucine-rich repeat,
GrO034727 0 1 0 Discase esisance protein RPS2 (1) molecular_function] (1): ADP binding  typical subtype [IPRO03S01] (1): Leucine. - C_unshiu_00099_mRNA_45.1
[GO:004333 1 molecular_function] (1) rich repeat [IPRODIG11] (1): NB-ARC
[IPRO021S2] (1)
P-loop containing nucleoside riphosphate
NBS-LRR type discase resisance protein ADP binding [GO:0043531 hydrolase [IPRO27417] (1); AAA+ .
GRO034726 ° ! Mt molecular_function] (1) ATPase domain [IPRO03S03] (1): NB- Cunshin_00099_mRNA_44.1
ARCIPRO02182] (1)
|G
GFO034725 0 1 0 Hypothetcal protein (1) groups other than amino-acyl groups  domain [IPRO23213] (1): Transterase - C_unshiu_00099_mRNA_40.1
[GO:0016747 molecular_function] (1) [IPRO03480) (1)
nucleic acid binding [GO:0003676 Zine finger, CCHC-type [IPRODISTS) (1)
GFO034724 0 1 0 Hypothetical protein (1) ‘molecular_function] (1); 7inc fon binding - Reverse transcriptase, RNA-dependent - C_unshiu_00099_mRNA_36.1
[GO:0008270 molecular_function] (1) DNA polymerase [IPROI3103] (1)
GFO034723 0 1 0 Hypothetical protein (1) - C_unshiu_00099_mRNA_34.1
GFO034722 0 1 0 Hypothetcal protein (1) - C_unshiu_00099_mRNA_32.1
Aspartic peptidase Al family
Iysis [GO-00K Xy
— o . 0 At i i 2y P (e i R0 ) e FpR——
molecular_function] (1) Aspartic peptidase domain [IPR021109]
m
Amino acid transporter, transmembrane.
GFO034720 0 1 0 Lysine histidine transporter 1 (1) ommin [PROIZ05T] () C_unshiu_00099_mRNA_16.1
GFO034719 0 1 0 Hypothetieal protein (1) - C_unshiu_00099_mRNA_12.1
GFO034718 0 1 0 Hypothetcal protein (1) - C_unshiu_00098_mRNA 9.1
GEO034717 0 1 0 Hypothetical protein (1) - C_unshiu_00098_mRNA .1
GFO034716 0 1 0 Hypothetcal protein (1) - C_unshia 00098 mRNA 7.1
) P-loop containing nucleoside riphosphate ¢
GFO03471S 0 1 0 Hypothetcal protein (1) e s o - C_unshiu_00098_mRNA 611
ATP binding [GO:0005524
mollr.fincton] (SRS gy i OMP-CMP i
GFO034714 0 1 0 UMP-CMP kinase 3 (1) (GOA0006139 biological process] (1); 17 o) ‘12:::‘:1;::;2:;"5 - C_unshiu_00098_mRNA_60.1
has-containg compound kinse 112031 S
activity [GO:0019205 o
molecula_function] (1)
GFO034713 0 1 0 Hypothetcal protein (1) - C_unshia 00098 mRNA 6.1
GFO034712 0 1 0 Hypothetieal protein (1) - unshiu_00098_mRNA_59.1
GFO034711 0 1 0 Hypothetcal protein (1) - C_unshiu_00098_mRNA_5.1
GFO034710 0 1 0 Hypothetical protein (1) - C_unshiu_00098_mRNA 4.1
§ Lsm14 Neterminal [IPRO25609] (1); LSM .
GFO034709 0 1 0 Hypothetical protein (1) o (PROI05201 (1) - C_unshiu_00098_mRNA_31.1
GFO034708 0 1 0 Hypothetical protein (1) o ﬁ:‘;"’;ﬁﬁfﬂ;"(f)"’” Zine fnger, BED-type [IPRO03656] (1) - C_unshiu_0009%_mRNA 3.1
GFO034707 0 1 0 Hypothetical protein (1) - C_unshiu_00098_mRNA 28,1
GFO034706 0 1 0 Hypothetical protein (1) - C_unshiu_00098_mRNA_I7.1



T Nem G celemenie NaminC Unshiu Namin Piiionan Nore o Trfre
Groo3705 o 1 0 Hypothetcal protein (1) B C_unshiu_00097_mRNA_S.1
GRO034704 0 1 0 Hypothetcalprotin (1) - C_unshiu_00097_mRNA_6.1
GRO034703 0 1 0 Hypothetcalprotin (1) - C_unshiu_00097_mRNA_S.1
GRO034702 0 1 0 Hypothetcalprotin (1) - C_unshiu_ 00097 mRNA_49.1
Groosenon . ! JT——— oo g donin ) C anin 00097 miNA 4.1
GRO034700 0 1 0 Hypothetcal protein (1) - C_unshiu_00097_mRNA_40.1
Grooae 0 ' 0 Cpoplsic membrane protin (1) Do of ko it DUE262 _umshia 00097 mRNA 42
EF-hand domain pair [IPRO11992] (1);
. calcium jon binding [GO:0005509 EF-Hand 1, calcium-binding ste ¢
GRO034698 0 1 0 Caleum o binding rotein,utativ (1) S " 00 A M C_unshiu_00097_mRNA_30.1
[IPRO02045] (1)
nucleic acid binding [GOA0003676
GRO034697 0 1 0 Hypothetcalprotin (1) molecular_functon] (1);zinc fon binding Zine finger, CCHC-type [IPRODISTS] (1) - C_unshiu_00097_mRNA_3S.1
[GO:0008270 molecular_functon] (1)
GRO034696 0 1 0 Hypothetcal protein (1) - C_unshiu_00097_mRNA_34.1
EF-hand domain pair [IPRO11992] (1)
. e 1y lcium ion binding [GO:0005509 EF-Hand 1, cacium-binding site .
GRO034695 0 1 0 Calium on binding proten, utativ (1) 07 1 PP (0 HPROIS247) 1 e ot ot C_unshiu_00097_mRNA_33.1
[IPRO02045] (1)
phosporie distr ol VY G opopory
Lo rolecular_function] (1% phosphodieserase [IPRO4129] (1),
P B . o Pusaive Glycerophosphoryl deser 11t MEUboleprocess (GOU0662Grgphsphodieser phosphodiesterase e 00097 mRNA 31
: phosphodieserase (1) jologial process] (1): domain IPROS0395] (1); PLC-ike onshin 00037_mRNA
ehserophosphodisste phosphodissersse Sor LTSN A
activity [GO:0008889 B o o) 1
el o ()
protein dimeization -type, basic helixcloop-helix (bHILH) .
GRO034693 ° ! OMUTE (1) 00460 moltr fncton) 1) o GPROTS98) () Cunshin_00057_mRNA_IS.1
e pepiase domi (IPRG21109)
(1) Peprdase family Al domain
Grovsnn . ! 0 Bas 7S ghoblin (1) Db proes] (NSRS rmonti (0 e - Lt 00097 A 11
brepts iy | ibior, el ([PROS3RGT (1
molecular_function] Xylanase nhiitor, C-terminal
[1PRO32799] (1)
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proein prenylaton (GO:0018342
) Siological process](1);protein Protein prenyhranserae, alpha subuit
Gro034ss7 o ! 0 Hypothetical proein (1) e A A S C_unshiu_ 00080_mRNA_IS.1
‘molecular_function] (1)
Gro034ss o ! 0 Hypothetical proein (1) E C_unshia_00080_mRNA_17.1
Groosssss o ! 0 Hypastetical protein (1) - C_umshiu_00080_mRNA_13.1
Groosssst o \ 0 typathercal rotein (1) - C_unshio_00079_mRNA 8.1
Lysine-richnuclole protei |
aroosssy o ! 0 Hypothetical proein (1) IPRO26125] (1); Smal acidic proten-ke - C_unshiu_00079_mRNA_67.1
‘domain [IPRO28124] (1)
Protein kinase-ike domain [IPROT1009]
i g
A
(1): Sernethreoninelyrosine-protein
‘molecular_function] (1); protein ©
GFO03S52 0 f 0 n k‘mme catalytic domain [IPRO01245] (1); C_unshiu_00079_mRNA 5.1
Serntreonineidual specifctyprotcin
biological process] (1; ATP binding G0 C coaivie: domain [IPRO02290)
600005524 molecua function] (1)~ (115 S50 S RN
active site [IPRO0S271] (1)
GTPase activiy [GO:0003924
‘molecular_function] (1); structural Beta tubulin [IPR002453] (1); Tubulin,
Consituert of cytoskeleon [GO:0005200 conserved sie (IPRO1T975] (1)
molecula_uncton] (1) microtubule  TubuliFtsZ, GTPase domain
GRO034551 0 1 0 Tubulin beta- 1 chain (1) I luar ¢ Tubulin, Crterminal - C_unshiu_00079_mRNA_49.1
‘GTP binding [GO:0005525 [1PR023123] (1); Tubulin/FtsZ, C-
molecula_function] (1) micotubule-  terminal (IPROOS280] (1); Tublin
ased process [GO:0007017 IPRO0217] (1)
bologealproces] (1)
Gro0sssso o ! 0 Hypastetical protein (1) - C_umshia 00079_mRNA 42.1
amonuss o . O ypottpnen oA vt ootz PRVT—— i 75311
integral component of membrane
[GO:0016021 cellular_component] (1);
membrane [GO:0016020 WAT I -related protein [IPRO30184] (1); c 2.
GFO034348 0 ! O Hypothetical protein (1) cellular_component] (1) transmembrane  EamA domain [IPR000620] (1) C_unshiu_00079_mRNA_32.1
ransporter actviy [GO:0022857
oleculr fu
inegealcomponent of membeane
[GO:0016021 callar_component] (1):
- ” amA domsin ) (1) WATI- .
GronsdsaT o ! 0 Auxin-induced SNG4 (1) [GO:0022857 molecular_function] (1);  related protein [IPRO30184] (1) C_unshiy_00079_mRNA_31.1
b [GO0016020
clliar component] (1
Groosis o ! 0 Hypothetical proein (1) E C_unshiu_ 00079_mRNA_29.1
Groosssis o ! 0 Hypastetical protein (1) - C_umstia 00079 mRNA 111
Groosss o \ 0 ypathercal rotein (1) - C_unshio_00078_mRNA_9.1
oxidation rduction process [GO:0055114
‘biological_process] (1); oxidoreductase
activiy, acting on paired osors, with
incorporaton o reduction f molcula Cytochrome P4S0, E-cass group |
GRO034543 0 1 0 . [IPRO02401] (1); Cytochrome PASO - C_unshiu_00078_mRNA 7.1
‘molecular_function] (1); iron jon binding  [IPRO01128] (1)
[GO:0005506 molecular_function] (1);
e binding (GO:0020037
molecular_function] (1)
: proeinbinding [GO:000515 TRAF-lke IPRO0SS74] (1) .
aroosss2 o \ 0 yparhercal rotein (1) L [ e T C_unshiu 00078_mRNA_39.1
Groosssat o ! 0 Hyposherical protein (1) . C_unshia 00078 _mRNA 231
Groo4s0 o ! 0 Hypothetical proein (1) E C_unshiu_00078_mRNA_22.1
Groosss3 o ! 0 Hypastetical protein (1) - C_umshiu_00078_mRNA_13.1
Groosssis o \ 0 ypathercal rotein (1) - C_unshiu_00078_mRNA_12.1
Gro0sss37 o ! 0 Hyposhercal protein (1) . Cunshia 00077 mRNA_75.1
ransferase activy,trasfering gheosyl Plant alacuronosylransterase GAUT
aroups (GO0016757 molculr untion] [TPRO20993] (1. Nucleide dipaspho-
Groosss3s o ! 0 Hexosplansterase (1) (1:pobgalsctronate 4-spha- g ranstorases (IPRO29044] (1), - C_unshiu_00077_mRNA_64.1
famiy§
1GO-047262 molecular.function] (1) [IPROG2495] (1)
- - Ubiquitin-related domain [IPR029071]
— 0 . o e a1 o comssis (U b 0071
molecular_function] (1) domain [IPRO0DG26] (1)
Groosss34 o ! 0 Hyposhercal protein (1) . C_unshia 00076_mRNA_30.1
Gro03s33 o ! 0 Hypothetical proein (1) E C_unshiu_00076_mRNA_S0.1
exidorductase actvity [GO00I6491
molecular_function] (1); oxidation-
O AN ———r—
slogeat o) ) oorsutse {5 LG st
sciviy g on sl donrs il LPoJEES o IR0
Grooss2 o | 0 Liporygensse (1 . C_umshia 00076 _mRNA 40.1
Lipoxygenase, plant [IPR001246] (1);
incorporaonof wo aomsofoxygen  LPOEETSE plant [IPRO01246) (1)
[GO:0016702 molecular_function] (1), - iPOXygenase, C-terminal [IPROI3S19]
‘metal ion binding [GO:0046872 «
‘molecular_function] (1); protein binding
[GO:0005515 molecular_function] (1)
Protein kinase-ike domain [IPROT1009]
(1 Concamalin Ak lestinglucansse
protin srineonine ke sty 907l IPRO1320) (1) Srcepor ke
GO-0004674 moleclar_funtion] (1); L CUEERRCERERE
N Gaypelk Ik { [IPRO0OTI9] (1); Bulb-type lectin domain
GRO034531 0 1 O s RLI (1) MG fnction] (D protsin o0 A801 1 prame e oin C_unshiu_00076_mRNA_30.1
bty 0 ATPbntoe ST e e
& [1PRO0S271] (1 Sein treonine dual
speifciy protin Kinase, catalytc
‘domain [IPR002290] (1)
Gro0s4s30 o ! 0 Hyposherical protein (1) . C_unshia 00076 mRNA 26.1
Serinetrconinc dus pecficsy protcin
Kinase, catlyic domain (IPR002290]
Rk (Pt TP bining s
‘molecular_function] (1); protein [IPRO17441] (1); Serine/threonine-protein
- ) . Gombnse el p——
serine/threonine-protein kinsse. biological process] (1); ATP binding  Protein kinase domain [IPR00719] (1),
GO-0005524 molecua function] (1) Concanaalin Ake
domain [IPRO13320] (1); Protein kinase-
like domain [IPRO11009] (1)
arooss2s o | 0 Hypotheialprotein (1) Bulbtype et domain (IPROOIAS0] (1) - C_unshio 00076_mRNA_19.1
IO GOWONTS g s g (7012571
GRO034527 0 1 0 Hypothetical protein (1) molecular_function] (1); RNA- C_unshiu_00076_mRNA_15.1

hybrid ribonuclease activity [GO:0004523
‘molecular_function] (1)

(1): Ribonuclease H domain [IPR002156] -
M



T Num G colmenine NaminC Ui NummPArionaa Nore EJ TnterPro
GFO034526 0 1 0 Hypothetcal protein (1) NAD(P)-binding domain [IPRO16040] (1) - C_unshiu_00075_mRNA_43.1
GFO034525 0 1 0 Hypothetcal protein (1) - C_unshiu_00075_mRNA_42.1
GFO034524 0 1 0 Hypothetcal protein (1) - C_unshiu_00075_mRNA 411
Gag-polypeptide of LTR copia-type: .
GFO034523 0 1 0 Hypothetcal protein (1) vt - C_unshiu_00075_mRNA_40.1
ATP-dependent DNA helicase activity
[GO:0004003 molecular_function] (1):
mucleus [GO:0005634 Transeripton factor TFIIH subunit
P N , O Tramscrption fctor (1) el componen] 1 ko DTS [PRISEL 1) e s 00075 mRNA 4.1
biological process] (1): core TFIIH  [IPRO32830] (1)
complex [GO:0000439
cellular_component] (1)
GrO034521 0 1 0 Hypothetcal protein (1) - C_unshiu_00075_mRNA_39.1
Serine-threonine tyrosinc-protin kinase
oo S s
GFO034520 0 1 0 Hy 0 I Penatricopepride repeat [IPRO02SSS] (1); C_unshiu_00075_mRNA_37.1
Protein kinase domain [LPRO00719) (1:
molecular function] (1): ATP binding i inase-like domain [IPRO1 1009]
[GO:0005524 molecular_function] (1)
GFO034519 0 1 0 Hypothetieal protein (1) - C_unshiu_00075_mRNA_36.1
GrOO34518 0 1 0 Hypothetcal protein (1) - C_unshiu_00075_mRNA_32.1
GFO034517 0 1 0 Hypothetical protein (1) - C_unshiu_00075_mRNA 25.1
‘mucleotide-xcision repair [GO:0006289
biological_process] (1; core TFIIH
complex [GO:0000439
Gruosssia 0 ' [p—p— ol compone) (1 ATPdepen Tt o THLH ssunic s 00073 RNA_LL
DNA el iy (GO000403 pid 598 ¢
molecular_function] (1):
G0005834 e componen) 1
GFO034515 0 1 0 Hypothetieal protein (1) - C_unshiu_00074_mRNA_69.1
zinc fon binding [GO:0008270
molecular_function] (1) nucleic acid  Zine finger, CCHC-type [IPROOIS7S] (1); ¢
GFOO34514 0 1 0 Hypothetcal protein (1) Do Gt e Lnossoia) 1y~ C_unshiu_00074_mRNA_67.1
molecular_function] (1)
GFOO34513 0 1 0 Hypothetcalprotein (1) - C_unshiu_00074_mRNA_60.1
GFO034512 0 1 0 Hypothetical protein (1) - C_unshiu_00074_mRNA_SK.1
GFo034s11 0 1 0 Hypothetcal protein (1) - C_unshiu_00074_ mRNA_56.1
GFO034510 0 1 0 Hypothetieal protein (1) - C_unshiu_00074_mRNA_55.1
GFO034509 0 1 0 Dualspeciicty phosphatase Cde2 (1) Riodanese-like domain (IPRO01763] (1) - C_unshiu_00074_mRNA_S4.1
GFO034508 0 1 0 Hypotheticalproten (1) Rhtodanese-like domain [IPRO01763] (1) - C_unshiu_00074_mRNA_53.1
GFO034507 0 1 0 Hypothetcal protein (1) - C_unshiu_00074_ mRNA 511
GFO034506 0 1 0 Hypothetieal protein (1) - C_unshiu_00074_mRNA_50.1
GFO034505 0 1 0 Hypothetcal protein (1) - C_unshiu_00074_mRNA_49.1
GFO034504 0 1 0 Hypothetcal protein (1) - C_unshiu_00074_mRNA_46.1
GFO034503 0 1 0 Hypothetcal protein (1) - C_unshiu_00074_ mRNA_45.1
GFO034502 0 1 0 Hypothetical protein (1) - C_unshiu_00074_mRNA_44.1
GFO034501 0 1 0 Hypothetcal protein (1) - C_unshiu_00074_mRNA_39.1
“Trichome birefingence-like family
[IPRO29962] (1); PMRS N-terminal
GFO034500 0 1 0 Trichome bircfingence- ke protein (1) o IRO295401 (1) P s C_unshiu_00074_mRNA_15.1
[IPRO26057] (1)
GFO034499 0 1 0 Hypothetcal protein (1) - C_unshiu_00072_ mRNA_ST.1
Leucine-rich repeat [IPRO0I611] (1):
GFO034498 0 1 0 Hypothetcal protein (1) [ ucine-ich repeat domain, L domain- - C_unshiu_00072_ mRNA_55.1
- ¢ like [IPRO32675] (1)
GFO034497 0 1 0 Hypothetieal protein (1) - C_unshiu_00072_mRNA_52.1
. Cytochrome ¢ oxidase assembly protein
GFO034496 0 1 0 Hypothetcal protein (1) P imorzon oy C_unshiu_00072_ mRNA_49.1
egral component of menbea Pty ATPase, phosporylton s
6001602 celr componen] (1, IPROLS303] (1: Pspe ATFse
GFO034495 0 1 0 P-type ATPase superfumily (1) [IPRODI7S7] (1); P-type ATPase. C_unshiu_00072_mRNA 4.1
ucleotide binding [GO:0000166 .
molecular_funceion] (1) cytoplasmic domain N [IPR023299] (1);
olecular | HAD-fike domain [IPR023214] (1)
GFO034494 0 1 0 Hypothetical protein (1) - C_unshiu_00072_ mRNA_43.1
GFO034493 0 1 0 Extensin (1) - C_unshiu_00072_ mRNA_42.1
GFO034492 0 1 0 Extensin (1) - C_unshiu_00072_mRNA_30.1
GFO034491 0 1 0 Hypothetcal protein (1) - C_unshiu_00072_ mRNA_37.1
Domain of unknown function DUF2431
. [IPRO19446] (1);S-adenosyl-L- .
GFO034490 0 1 0 Hypothetcal protein (1) i o marastrase C_unshiu_00072_ mRNA 3.1
[IPRO29063] (1)
GFO034459 0 1 0 Hypothetcal protein (1) NAD(P)-binding dormain [IPRO16040] (1) - C_unshia 00072 mRNA 3.1
GFO034488 0 1 0 Hypothetieal protein (1) - C_unshiu_00072_mRNA_20.1
GFOO3448T 0 1 0 Hypothetcal protein (1) - C_unshiu_00071_mRNA_45.1
GFOO34486 0 1 0 Hypothetcal protein (1) - C_unshiu_00071_mRNA_47.1
(Goangigs  Sernethrconineproten kiase, acive sic
bioogical pocess] (1) protein kinase L EERT] (B et
GFOO3448S 0 1 0 Hy 0 I i [1R002290] (1, Protoim kinase- * C_unshiu_00071_mRNA_45.1
molecular_function] (1); ATP binding
000t el o (ke domsin [IPROI1009] (1) Protcn
6o 5 Kinase domain [IPRO00719] (1)
Gro034as4 0 1 0 Hypothetical protein (1) - C_unshiu_00071_mRNA_44.1
GFO34483 0 1 0 Hypothetcal protein (1) - C_unshiu_00071_mRNA_43.1
GFOO34482 0 1 0 Hypothetcal protein (1) - C_unshiu_00071_mRNA_40.1
GFO034481 0 1 0 Hypothetcal protein (1) - C_unshiu_00071_mRNA_15.1
. ) . Dot o DUF71
Gronsasso o ! o Generalranscrponfctor 2t zin. ki acidindin IPRO2S39R] (1), i 0007_nRNA 111
inger protein (1) molecular_function] (1) AR
GFO034479 0 1 0 Hypotheticalproten (1) Bulb-type lectn dormain [IPROD1AS0] (1) - C_unshiu_00070_mRNA_49.1
S-locus glycoprotein domain [IPROOOSSS]
(1):Serinehreonine/dual specificiy
protein kinas, catalytic domain
protein binding [GO:0005515 LIPROOR20) (1): EGI-like domain
[IPRO00742] (1); Protein kinase, ATP
molecular_function] (1); ATP binding
binding site [IPROI7441] (1): S-ocus
[GO-0005524 molecular_functon] (1);
receptor kinase, C-terminal [IPRO2120]
protein serine/threanine kinase activity A
00004674 moleeuar fneson] (1, () Sernereonin-protein kinse,
P N , Gaype lectin S-receptor-like i it i 1Goonrs. . aetive s [IPROOS2T (1); S-locus. © anshia 00070 mRNA 47,1
> serinethreonine-protein kinase (1) ::l:::h:“‘;::;; (yn otan | recepor kinase npkomzs] (1): Serine- ~ unshiu 00070 miNA
i proten yrosine-protein kinase catalytic
B oo of  domsin IPRO0I245) 1 Bl e et
o IFRAOL1£0] 1 PAN ol
Foten [COVSSHA DOloBEAL OS] goman 1PRO03609] (1) rotein ks
domsin IPROGOTI) (1) Concaavai
e lectin/glucanase domain
R3320y Frvin s e
domain [IPRO11009] (1)
catalytic activity [GO:0003824 NAD(P)-binding domain [IPRO16040)
. moleculr_function] (1); coenzyme  (1): NAD-dependent "
GFO034477 0 1 0 Anthocyanidin rductase (1) binding [GO0050663 - - C_unshiu_00070_mRNA 3.1
molecular_function] (1) domain [IPRO01S09] (1)
DNA-binding storckeeper protcin-rehated Protein of unknown function DUFST3
GRO03476 0 ! transcriptional regulator, putative (1) [IPRO0TS921] (1) Counshie 00070 mNA_ 301
GFO034475 0 1 0 Hypothetical protein (1) - C_unshiu_00070_mRNA_21.1
P, N , o G ik s s oo o RO i 00070 mRNA 201
Protein kinase domain [IPRO00719] (1);
Concanavalin A-Tike ectin/glucanase:
domain [IPROI3320] (1); Protein kinase-
protein kinase actvity [GO:0004672 ke domain [IPRO11009] (1):
‘molecular_function] (1); rotein Serinefthreonine/dual speificity protcin
GFO034473 0 1 0 Cysteine-rch RLK 29 (1) phosphorylation [GO:0006465 Kinase,catalytic domain [IPRO02290] - C_unshiu_00070_mRNA_IS.1
biological process] (1); ATP binding (1); Seineithreonine-protein kinase,
[GO:0005524 molecular_function] (1) active site [IPROO271] (1); Gnk2-
homologous domain [IPR002902] (1):
erin-threonineyrosine-protein kinase.
catalytic domain [IPRO0I245) (1)
Calcium-dependent channel. TTM region,
putative phosphate [IPRO03S64] (1);
10TM putative phosphate transporter,
ebrane (600016020 eytosolic domain [IPRO27S15) (1
celluar_component] (1); carbohydrate  eoioe Mdrolase superfily
GFO034472 0 1 0 Hypothetcal protein (1) . > [IPROI78S3] (1); Glycoside hydrolase, - C_unshiu 00069 mRNA_53.1
metabolic process [GO:0005975 catalytic domain [IPRO13781] (1)
piologieal process] (1) Giyeosyl hydrolase, fmily 13, llbeta
[IPROI3780] (1); Calcium permeable:
Stress-gated cation chane 1, N-terminal
transmembrane domain (IPRO32880] (1)
metaljon binding [GO:0046872 Heavy metakass L HMA
molecular_function] (1); metal ion [IPROOGI21] (1); Ribonuclease H-fke
. transport [GO:0030001 domain [IPROI2337] (1: Zine fu\ger
GFO034471 0 1 0 Hypothetical protein (1) Tlopeal roce] (1 mucec acid Cotype megtie DA C_unshiu_00069_ mRNA_SL1
binding [GO:0003676 domain IPRO13097) (1) Zin nger,
molecular_function] (1) C2H2 [IPROOTOST] (1)
peroxidase activity [GO:0004601
molecular_function] (1): oxidation-
114 ) (1): Haem
GFO034470 0 1 0 Hypothetcal protein (1) biological_process] (1); heme binding  peroxidase, plant/fungal bacterial - C_unshia 00069 mRNA 5.1
[GO:0020037 molecular_function] (1):  [IPRO02016] (1)
response to oxidative stress [GO:0006979
biological_process] (1)
GFO034469 0 1 0 Hypothetcal protein (1) - C_unshiu_00069_ mRNA_41.1
GFO034468 0 1 0 Hypothetcal protein (1) - C_unshiu_00069_ mRNA 27.1
Major facitator superfamily domain ¢
GFOO34467 0 1 0 Hypothetical protein (1) rhonosse) () C_unshi_00069_mRNA_23.1
nucleosome [GO:0000786
cellular_component] (1):protein Histone H2A/H2BIHS [IPROOTI2S] (1):
I Histone H2A, C.
GrO034466 0 1 0 Histone H2A (1) molecular_function] (1); nucleus [IPRO32454] (1); Histone-fold - *_unshiu_00069_mRNA_I1.1

[GO:0005634 cellular_componen] (1);
DNA binding [GO:0003677
‘molecular_function] (1)

[IPRO09072] (1); Histone H2A
[1PRO02119] (1)




T Num G colmenine NaminC Ui NummPArionaa Nore EJ TnterPro
GFOO34465 0 1 0 Hypothetcal protein (1) i o 1y 000 Ribonuclease Hfike domain [IPROI2337) C_unshi_00068_mRNA_45.1
- Bind-type S-adenosyl-L-methionine
binding domain [IPR024160] (1): RNA
e I ferase bing, C-erminal ¢
GFOO34464 0 1 0 Hypothetcal protein (1) Jikdtirtert ot (o S st - C_unshi_00068_mRNA 20.1
‘methionine-dependent methylransferase
[IPRO29063] (1)
GFO034463 0 1 0 Hypothetcal protein (1) - C_unshiu_00068_mRNA_16.1
Gilyeosylhydrolase, family 13, allbeta
I« [IPRO13750] (1); i :
molecular_function] (1): carbohycrate  catalytic domain [IPROI37S1] (1):
metabolic process [GO:0005975 Glycosyl hydrolase, fmily 13, catalytic
biological_process] (1) alpha-amylase  domain (IPROO6047] (1); Glyeosyl
GFO034462 0 1 0 Alpha-amylase type B isozyme (1) I ydrolase, family 13, subfamily, cataytic - C_unshiu 00067 mRNA_6.1
‘molecular_function] (1):cation binding  domain [IPRO06S89] (1): Glycoside
: g [IPROITSS3] (1):
caleium ion binding [GO:0005509 Giyeoside hydrolase, faily 13
molecular_function] (1) [IPROIS902] (1); Alpha-amylse, C-
terminalbetashet [IPRO12850] (1)
transporter activity [GOI0005215
‘molecular_function] (1): transport D dependent olizopenti
Groon 0 ! 0 y ey, [t oneide i 00067 nRNA 5.1
membrane [GO:0016020 P v
cellular_component] (1)
membrane [GO:0016020
celllar_component] (1) ransport
[GO:0006810 biological process] (1):
poassium fon transmembrane transport
. Proton-dependent oligopeptide
GFO034460 0 1 0 Hypothetcal protein (1) L0805 Diologieal process) (1) transporter faily [IPROOO109] (1): * unshi_00067_mRNA_57.1
r PO potassium transporter [IPRO0385S] (1)
activity [GO:0015079
fncton] (1) transporter
actvity [GOA0005215
molecular_function] (1)
transferase ativty, ransfering hexosyl
” o Tudor domin [IPR002999] (1; UDP-
Fo0sss UDP-glacose flavonoid 3-0- roups [GO:0016758 molecular_functon] .
F0034459 0 1 JucuronosylUDP-glucosylransferase - unshiu 00067 mRNA_48.1
Gronss dcogianrse T (1) (el e [GOOMRISS  Shronos VDT o € i 00067 nRNA 45
biological process] (1) >
GrO0344s8 o 1 0 Hypothetical protein (1) - C_unshiu 00067 mRNA_30.1
oxidation-reduction pocess [GO:0055114
biological process] (1): peroxidase  Haem peronidase IPRO10255] (1): Pt
activity [GO:0004601 peroxidase [IPROOS23) (1): Prolamin-
GFO03445T 0 1 0 Hypothetcal protein (1) ‘molecular_function] (1): heme binding  lke domain [IPROOSS02] (1) Haem - C_unshiu 00067 mRNA 24.1
[GO:0020037 molecular_function] (1);  peroidase, plant/fungal bacterial
response to oxidativ stress [GO:0006979 [IPRO02016] (1)
biological_process] (1)
Ankyrin repeat.containing domain
GFOO34456 0 1 0 Hypothetcal protein (1) T oy 51 [IPRO20683] (1); Ankyrn repeat - C_unshiu_00066_mRNA_85.1
elecular funeton [IPRO02110] (1)
GFO034455 0 1 0 Hypothetcal protein (1) - C_unshiu 00066 mRNA 87.1
GrO0344s4 o 1 0 Hypothetical protein (1) - C_unshiu_00066_mRNA_86.1
GFOO344S3 0 1 0 Hypothetcal protein (1) - C_unshiu_00066_mRNA_85.1
GFOO34452 0 1 0 Hypothetcal protein (1) Prolamin-like domain [IPRO0SS02] (1) - C_unshiu 00066 mRNA 8.1
GFO034451 0 1 0 Hypothetcal protein (1) - C_unshiu 00066 mRNA 72.1
GFO034450 0 1 0 Hypothetical protein (1) - C_unshiu_00066_mRNA_68.1
Helcase, C-terminal (IPROD1650] (1): P-
loop containing nuclcoside triphosphate
hydrolase [IPRO27417] (1); ATP-
nucleic acid binding [GOA0003676 T S ooy
GFO034449 0 1 0 Hypothetcal protein (1) molkculr_function] (1); ATP binding g - C_unshi 00066 mRNA_ST.1
[GO:0005524 molecular_function] (1) ) oo | 0 Beicase domain
- [IPROT1545] (1); Helicase superfamily
112, ATP-binding domain IPROI4001 |
(1): RNA helicase, DEAD-box type, Q
motiF[IPRO14014] (1)
GFO034448 0 1 0 Hypothetcal protein (1) Exostosin-like [IPR004263] (1) - C_unshiu_00066_mRNA_42.1
sucrose metabolic process [GO:0005985
biological_process] i |
GRO034447 o 1 0 0 i e Pro0568) (1 C_unshiu 00066 mRNA 39.1
moleculr_function] (1)
Arp2/3 protein complex [GO:0005885
cellular_component] (1): Arp2/3 complex-
i in 23 complex subanis Medi(ed acin nuceation [GO:0034314 i 23 comples subuni
Groosssss 0 ! o kvt procn 2 compek SR i o] (1 st ofacin oo e 23 complx s s 00066, nRNA_20.1
filament polymerization [GO:0030833
biological process] (1) cyoskeleton
[GO:0005856 celular_componen] (1)
GFOO34445 0 1 0 Hypothetcal protein (1) - C_unshiu_00066_mRNA 211
GFO034444 0 1 0 Hypothetcal protein (1) - C_unshiu 00065 mRNA 75.1
sty [GO000324 Thosc ke (PROI039] (1 et
GFO034443 o 1 0 Hypothetical protein (1) e G015 g s Kl i, i C_unshiu_00065_mRNA_61.1
)
GFO034442 0 1 0 Hypothetical protein (1) - C_unshiu_00065_mRNA_59.1
e dctuse Aldolse-ype TIM bare [IPRO13755]
GFO34441 0 1 0Hy ) molecular_funetion] (1: OXOredUeise (1) N, dependent debydrogenase - C_unshiu_00065_mRNA_S4.1
molecular_function] (1) [1PRO00262) (1)
8 S Beta-ketoncyl synthase, N-terminal
metabolic process [GO:0008152
GFO034440 0 1 0 Hypothetcal protein (1) biological_process] (1): catalytic actvity LITro 10 ] (1): Beta-ketoaeyl synthase, C_unshi_00065_mRNA_SL1
active ste (IPROIS201] (1) Thiolase-ike
1GO:0003824 molecuae_function] (1 1ot HER LM
GFO034439 0 1 0 Hypothetcalprotein (1) - C_unshi_00065_mRNA_47.1
Protein of unknown function DUFS04
GFO034438 0 1 0 Hypothetcal protein (1) Tomonrasss C_unshiu_00065_ mRNA_46.1
GFO03437 0 1 0 Hypothericalprotin (1) - C_unshiu_00065_mRNA_45.1
GFOO34436 0 1 0 Hypothetcal protein (1) - C_unshi_00065_mRNA_43.1
GFOO34435 0 1 0 Hypothetcal protein (1) - C_unshiu_00065_mRNA_42.1
GFO034434 0 1 0 Hypothetcal protein (1) - C_unshiu_00065_ mRNA 411
Leucine-rich repeat domain, L domain- .
GFO34433 0 1 0 Hypothetcal protein (1) e bRossem (1) C_unshiu_00065_mRNA 311
oxidoreductase activty, acing on single
donors with incorporation of molecular
oxygen, incorporation of two atoms of
oxyen [GO0016702
moleculr_function] (1); oxidoreductase
actvity, acting on paired donrs, with  Lipoxygenase, domain 3 IPRO27433] (1):
incorporation or reduction of molecular  Lipoxygenase [IPRO00907] (1):
GFO034432 o 1 0 N Cytochrome P40 [IPRODI128] (1): - C_unshiu_00065_ mRNA_I7.1
molecular_function] (1); oxidation- Lipoxygenase, C-terminal [IPRO13819)
reduction process [GO:0055114 1
biological_process] (1); heme binding.
[GO:0020037 molecular_functon] (1);
iron fon binding [GO:0005506
molecular_function] (1); meta on binding
[GO:0046872 molecular_function] (1)
TP binding [GO0005524 Pt Kinse domai IPRO0O713];
e i Concanavalin A-lke lectn/glucanase:
I domain [IPRO13320] (1): Protein kinase-
GFO34431 0 1 0 Kinase 18 (1) i proces] 1y protein ki tike domain [IPRO11009] (1): Protein - C_unshiu_00065_mRNA_10.1
o FPIOEINKISE  inase, ATP binding site [IPRO17441] (1);
e e 1y Serine-threonine/tyrosin-protcin kinase:
. catalytic domain [IPRO01245) (1)
GFO034430 0 1 0 Hypothetical protein (1) i s ke domain (IPROH0] C_unshiu_00064_ mRNA_65.1
Leucine-rich repeat [IPRO0I11] (1):
GFO03429 0 1 0 Hypothetcal protein (1) e oo 18 Leucine-rich repeat domain, L domain- - C_unshiu_00064_ mRNA_65.1
olecular_function] (] like [IPRO32675) (1)
Gro03428 0 1 0 Hypothetcal protein (1) - C_unshiu_00064_mRNA_64.1
GrO3427 0 1 0 Hypothetcal protein (1) - C_unshiu_00064_ mRNA_63.1
Wall-associaed receptor kinase,
GFO034426 0 1 0 Hypothetcal protein (1) T i ) (04T glacturonn-binding domain - C_unshiu_00064_ mRNA_62.1
elecular-funetion [IPRO25287] (1)
SAM dependent carbory!
0:0008168 i 10);S-
GFO03425 0 1 0 Hypothetcal protein (1) fiorkistetti e oot C_unshiu_00064_ mRNA_42.1
methyltransferase [IPRO29063] (1)
negative regulation o transcripton from
K [GO:0016480 biologieal process] (1) i g
Gro03423 o 1 0 Hypothetcal protein (1) - C_unshiu_00064_mRNA_36.1
? exoribonuclease (IPRO27073) (1)
GFO3422 0 1 0 Hypothetcal protein (1) Donin of unknown function DUF1985 - C_unshiu_00064_mRNA_34.1
[IPROIS410] (1)
sequence-specifc DNA binding
[GO:0043565 molecular_functon] (1):
regulation of transcription, DNA-
templated [GO:0006355 Leucine zipper, homeobox-associated
GFo34421 0 1 0 Hypothetcal protein (1) biolagioal provess] 1y wanserpton.  (PRU03 1061 () C_unshia 00064 mRNA_1.1
factor activity.sequence-specific DNA
binding [GO:0003700
molecular_function] (1)
GFO034420 0 1 0 Hypothetcal protein (1) - C_unshi_00063_mRNA_S0.1
GFOO34419 0 1 0 Hypothetcal protein (1) - C_unshiu_00063_ mRNA 5.1
. R Leucine-rich repeat domain, L domain- i .
Gro034418 o 1 0 Hypothetcal protein (1) e imossesm (1) C_unshiu_00063_mRNA 481
GFOO34417 0 1 0 Hypothetcal protein (1) - C_unshiu_00063_mRNA_4.1
GFOO34416 0 1 0 Hypothetcal protein (1) - C_unshiu_00063_ mRNA 2.1
GFO034415 0 1 0 Hypothetcal protein (1) - C_unshiu 00063 mRNA 25.1
GFO034414 0 1 0 Hypothetcal protein (1) - C_unshiu_00063_mRNA_23.1
5 Donin of unknown function DUF4283
GFOO34413 0 1 0 Hypothetical protein (1) Uomassest) (o C_unshiu_00063_ mRNA 211
GFO034412 0 1 0 Hypothetcal protein (1) - C_unshiu 00063 mRNA_15.1
GFO34411 0 1 0 Hypothetcal protein (1) EPIGHPHDP| Neterminal domain C_unshiu_00063_ mRNA_L1

[IPRO10448] (1)
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Gro034410 o 1 0 Hypothetcal protein (1) B C_unshiu_00062_mRNA_52.1
regulation of transeription, DNA-
GRO034409 0 1 0 Hypothetcalprotin (1) templaed [GO:0006355 FHYYFARI fanily (PRO3I0521(1) - C_unshiu_00062_mRNA_34.1
biological_process] (1)
GFOO34408 0 1 0 Hypothetcal protein (1) - C_unshiu_00062_ mRNA_IS.1
GRO034407 o 1 0 Hypothetcalprotin (1) - C_unshiu_00062_mRNA_I7.1
Gro034406 0 1 0 Hypothetcal protein (1) - C_unshiu_00062_ mRNA_12.1
GRO034405 0 1 0 Hypothetical protin (1) - C_unshiu_00062_mRNA_111
GFOO34404 0 1 0 Hypothetical protein (1) - C_unshiu_00061_mRNA_67.1
GRO034403 o 1 0 Hypothetcalprotin (1) - C_unshiu 00061 mRNA_60.1
Gro034402 0 1 0 Hypothetcalprotein (1) - ~unshiu_00061_mRNA_57.1
GRO034401 0 1 0 Hypotheticalprotin (1) - C_unshiu_00061_mRNA_S6.1
GFO034400 0 1 0 Hypothetcal protein (1) - C_unshiu_00061_ mRNA_53.1
GRO034399 o 1 0 Hypothetcalprotin (1) - C_unshiu 00061 mRNA_52.1
Glycoside hydrolase family 31
bl st g 0201 G s
compounc !iu i (1: catalytic activi family 31, active site [IPRO30458] (1);
o] (1 S 1M ldolae-ype TIM bare [IPROL37S5]
Groos 0 ! 0 Newral apha-ghcosidse (1 60000324 et o] (1) {1, ol oo e domsin. - € ushia 00061_mRNA 441
oo g s ) [PRIO1 0l
ooyt binding [GO0030245 | PEramiy IPROITESS) (1) Glcoside
molecular_functon] (1) rolasc family 31, N-terminal domain
olecular_ [1PRO25887) (1)
GRO034397 0 1 0 Hypothetcal protein (1) - C_unshiu_00061_mRNA 411
GRO034396 o 1 0 Hypothetcalprotin (1) - C_unshiu 00061 mRNA 3.1
GFO034395 o 1 0 Hypothetical protein (1) - C_unshiu_00061_mRNA_37.1
GRO034394 0 1 0 Hypothetical protin (1) - C_unshiu_00061_mRNA_20.1
Dominof unknown function DUF4283
GRO034393 o 1 0 Hypothetcalprotin (1) Uomossesty C_unshiu 00061 mRNA 23.1
) RNAdireted DNA polymerase (Reverse Reverse transeiptase domain C_unshiu_00061_m
GRO034392 o ! transcriptase) (1) [IPRO0O477] (1) - Cunshin_00061_mRNA_21.1
GRO034391 0 1 0 Hypothetcal protein (1) - C_unshiu_00061_mRNA_10.1
GRO034390 o 1 0 Hypothetcalprotin (1) - C_unshiu_00060_ mRNA 611
GrO034389 o 1 0 Hypothetcal protein (1) - unshiu_00060_mRNA_S8.1
GRO034388 0 1 0 Hypothetcalprotin (1) - C_unshiu_00060_mRNA_S7.1
proteolyss [GO:0006508
. biological process] (1): spartic-type  Aspartic peptidase, actve site
GFO034387 0 1 0 Hypothetical protein (1) i oy oot (oo oy - C_unshiu_00060_mRNA_55.1
‘molecular_function] (1)
Leucine.ric repeat domain, L domain-
GRO034386 0 1 0 Hypothetcalprotin (1) e imossesm 1) C_unshiu_00060_mRNA_47.1
5 . Retrotransposon gag domain .
GRO034385 0 1 0 Giag protease polyproten (1) T - C_unshiu_00060_mRNA_46.1
DNA (eytosine-5)-methylransferase 1,
. (Comnbs-lre resistance protin, putative veplication foci domain [IPR022702] (1)
GRO034384 0 ! O coform 4 (1) Leucine-ich repeat domain, L domain- C_unshin_00060_mRNA_34.1
like [IPR032675] (1)
GFO034383 0 1 0 Hypothetcal protein (1) e g (ro00sero Ribomucleaso H-lie domin [PRO12337) _ C_unshiu_00060_mRNA 30.1
Gro034382 o 1 0 Hypothetical protein (1) - C_unshiu_00060_mRNA_29.1
Grasassi 0 I [ m—p—" o tidg [GO:0003315 Fobox domsin (IPROOISI0] (1) . C s 00060 mRNA 241
GRO034380 0 1 0 Hypothercalprotin (1) - C_unshiu_00060_ mRNA_IS.1
Gro034379 0 1 0 Hypothetical protein (1) - C_unshiu_00060_mRNA_IS.1
GRO034378 0 1 0 Hypothetcalprotin (1) - C_unshiu_00060_mRNA_L1
GFO034377 0 1 0 Hypothetcal protein (1) - C_unshiu_00059_mRNA 9.1
protein kinase activity [GO:0004672
molecular_functon] (1); proten Proten kinas-like domin [IPROT1009)
GRO034376 0 1 0 H ar 1 C_unshiu_00059_mRNA_55.1
biological_process] (1); ATP binding (1)
[GO:0005524 molecular_function] (1)
GRO034375 0 1 0 Hypothetical protein (1) - C_unshiu_00059_mRNA_46.1
y Reverse traneriptase zinc-binding domain .
GFO034374 0 1 0 Hypothetcalprotein (1) oottt - C_unshiu_00059_mRNA_44.1
P N ,  Retrotransposon protin, putative, Ty3- Aspartic pepidase domain [IPRO21109]  anshia 00059 mRNA 32,1
‘ypsy subclass, expressed (1) I umshia 00039 mRNA
GRO033T2 o 1 0 Hypothetcalprotin (1) - C_unshiu_00058_mRNA 6.1
GFo034371 0 1 0 Hypothercalprotin (1) - C_unshiu_00058_mRNA_59.1
Histone deacetylase domain (IPRO23801]
GRO034370 0 1 0 Hypothetcalprotin (1) (1): Histone descetylse superfamily - C_unshiu_000S8_mRNA_3S.1
(IPRO00286] (1)
Histone deacetylase domain [IPRO23801)
GFO034369 0 1 0 Hypothetcal protein (1) (1): istone deacetylase superfamily - C_unshiu_00058_mRNA_34.1
[IPRO002S6] (1)
GRO034368 o 1 0 Hypothetcalprotin (1) - C_unshiu_00058_mRNA 3.1
mismatch repair complex [GO10032300
cellular_component] (1); DNA binding  P-loop containing nuclcoside triphosphate
[GO:0003677 molecular_function] (1 hydrolase [IPRO27417] (1): DNA
[GO:0006298 biological_process] (1);  protein MutS, C-terminal [IPRO00432]
mismatched DNA binding [GO:0030983 (1)
molecular_function] (1)
GRO034366 o 1 0 Hypothetcalprotin (1) - C_unshiu 00058 mRNA_16.1
GRO034365 0 1 0 Hypothericalprotin (1) - C_unshiu_00058_mRNA_I3.1
GRO034364 0 1 0 Hypothetcalprotin (1) - C_unshiu_000S8_mRNA_12.1
GFO034363 0 1 0 Hypothetcal protein (1) - C_unshia_00058_mRNA_1.1
Endonuclesselexonuclease phosphatase
‘GF0034362 0 1 0 Hypothetical protein (1) [IPRO0S5135] (1); Reverse transcriptase - C_unshiu_00057_mRNA_62.1
domain [IPROOO4T7] (1)
GRO034361 0 1 0 Hypothericalprotin (1) - C_unshiu_00057_mRNA_61.1
GRO034360 0 1 0 Hypotheticalprotin (1) - C_unshiu_000S7_mRNA_S0.1
GFO034359 0 1 0 Hypothetical protein (1) - C_unshiu_00057_ mRNA_SK.1
GRO034358 o 1 0 Hypothetcalprotin (1) - C_unshiu_00057_mRNA_S7.1
Putative S-adenosyL methioninc-
S ‘methylransferasc activity [GO:0008168 ~ dependent methyliransferase [IPRO04159]
GRO034357 0 1 0 Putive methylransfease P21 (1) el i Enee S e e dependen C_unshiu 00057 mRNA_54.1
methylransfrase [IPRO29063] (1)
Glutathione S-transferase, C-terminal
[IPR004046] (1); Gilutathione S~
GRO034356 o 1 0 Hypothetcalprotin (1) Pt et e PRO1098T] C_unshiu 00057 mRNA 45.1
GRO034355 o 1 0 Hypothetcalprotin (1) - C_unshiu_00057_mRNA_44.1
GRO04354 0 1 0 Hypothericalprotin (1) - C_unshiu_00057_mRNA_43.1
. Endonuclesselexonuclease/phosphatase
GRO034353 0 1 0 Hypothetcal protein (1) nRosis6) () C_unshiu_00057_mRNA_42.1
GRO03352 o 1 0 Hypothetcalprotin (1) - C_unshiu 00057 mRNA 411
Donain of unknown function DUF4219 .
GRO034351 0 1 0 Hypothetcalprotin (1) sy C_unshiu_000S7_mRNA_40.1
nucleic acid binding [GO:0003676
GFO034350 0 1 0 Hypothetcal protein (1) ‘molecular_function] (1): 7in ion binding _Zinc finger. CCHC-type [IPRODIS78] (1) - C_unshia_00057_ mRNA 39.1
[GO:0008270 molecular_functon] (1)
Aldofketo reductase/potassium charnel
Subunit beta (IPROD1395] (1): Potassium
. Voltage-gated potassium channel subunit channel,voltage-dependent, beta subunit,
GFo034349 o ! o beta (1) KCNAB-related [IPR005399] (1): N C_unshi_00057_mRNA 29.1
NADP-dependent oxidoreductase domain
[IPRO23210] (1)
GRO034348 0 1 0 Hypothetcalprotin (1) - C_unshiu_000S7_mRNA_25.1
GFO034347 0 1 0 Hypothetcal protein (1) - C_unshiu_00057_mRNA 24.1
GRO034346 0 1 0 Hypothetcalprotin (1) - C_unshiu 00057 mRNA 211
Grooss 0 ! [re——— e g (000005270 Zin fngr, PMZ-ype [IPRO0GS64] (1) - € ushia 00057 mRNA 2.1
- Protein of unknown function DUF247,
GRO03344 0 1 0 UPFO4SI1 proten (1) o Rt C_unshiu_00057_mRNA_I7.1
GrO034343 0 1 0 Hypothetcal protein (1) - C_unshiu_00057_mRNA_IS.1
regulation of transeription, DNA- FHYSFARI family (IPRO31052] (1),
GRO034342 0 1 0 Hypothetcalprotin (1) templaed [GO:0006355 FARI DNA binding domsin [IPR004330] - C_unshiu_000S7_mRNA_10.1
biological_process] (1) 0
GRO034341 0 1 0 Hypothetcalprotin (1) (yrposon EnSp ke IPR00E242] C_unshia_00056_mRNA_79.1
GFO034340 0 1 0 Hypothetcal protein (1) - C_unshiu_00056_mRNA_76.1
GRO034339 0 1 0 Hypothetical protin (1) - C_unshiu_00036_mRNA_T0.1
GFO034338 0 1 0 Hypothetical protein (1) - C_unshiu_00036_mRNA_67.1
Chromo/chromo shadow domain
[1PRO00953] (1); Chromo domain-like
GRO034337 0 1 0 Hypothetcalprotin (1) HPRO16107] (11 Chrome domain C_unshiu_00056_mRNA_66.1
[IPRO23750] (1)
GRO034336 0 1 0 Hypothetcalprotin (1) - C_unshiu_00036_mRNA_64.1
lavin adenine dinucleotde binding
(GO:0050660 molecula_functon] (1); y
oxidation reduction process[GO:0055 14 Perberneberberne ke [DRO12931] (1:
o T IpROIG167] (1) CO dehyirogenase
Gro034335 0 1 O FAD-binding Berberine family provein (1) S (OO0 e Mavoprotein ke, FAD-binding, - *_unshi_00056_mRNA_44.1
moleculr. funcion] (1) xOASCtase i 1PROL6LE) (1 FAD
oors [GOIDIGO14 okl cion) 1Ko i N-emial 1R 006054)
e sty G003 (1) FAD-binding, ype 2 [IPROI6166] (1)
molecular_function] (1)
Grsassa 0 I [ m—p—" o tidg [GO:0003315 Fobox domsin (IPROOISI0] (1) . C i 0056 mRNA 351
- N F-box associated domain, type 3 o
GFo034333 0 1 0 Hypothetcalprotein (1) sttt C_unshiu_00056_mRNA_37.1
FAD-binding § [IPROI3 112] (1); Feric
oxidation-reduction process [GO:00551 14 reductase, NAD binding domain
- ‘biological_process] [IPROI3121] (1); Ferredc d - c
GRO03332 0 1 0 Ferre reducton oxidase 2 (1) i oot pe FAD. tndin ot 1RO 0551 C_unshiu_00056_mRNA_I11
molecular_functon] (1) (1 Ferri reductase transmembrane
component-lke domain [IPROI3130] (1)
GRO034331 0 1 0 Hypothetcalprotin (1) - C_unshiu_ 00055_mRNA 7.1
GFO034330 0 1 0 Hypothetcal protein (1) - 155_mRNA_S0.1
GFO034329 0 1 0 Hypothetical protein (1) Transposase. MuDR, plant [IPR004332) C_unshiu_00055_mRNA_30.1

M
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GRO03328 o 0 Hypothetical protin (1) - C_unshiu_00055_mRNA_26.1
GRO034327 0 0 Hypothetcalprotin (1) - C_unshiu_000S5_mRNA_25.1
ycine doydrogense (GeearboNYIIE) G v em P protin
activity GO:0004375
ol fincton] (1) gyine st [IPRIZISEI (1 Grn clomage st
GRO034326 0 0 Hypothericalprotin (1) e e P-protein, N-terminal [IPRO20S80] (1): - C_unshiu_00055_mRNA 2.1
”")"::[“DM R 3‘“”"“‘] Pyridoxal phosphate-dependent
1607005511 boogi pocew] () " (PROISA241 1)
caton transpor [GO:0006812
bilogialprcew] 1wyl
component o o
. et antnorter i conponen 0 menbrane (1 Htone dxcrghe el i 00055 i
GR0034325 ° OK(H) eftux antporter 4 (1) wanspor [GO:0055| [IPRO00286 (1), Cation'+ exchanger Conshiv 00055 mRNAILL
biological_process] (1);solue:proton —[IPRODG153] (1)
antiporter actvity GO:0015299
molecular_functon] (1)
GRO034324 0 0 Hypothetcal protin (1) - C_unshiu 00054 mRNA 8.1
GRO03323 0 0 Hypothercalprotin (1) - C_unshiu_00054_mRNA_70.1
Dominof unknown function DUF1985
003452 doalprotin [IPROIS410] (1); Agenet doman, plant i 00054
GRO03322 0 0 Hypothericalprotin (1) e RO Ho0m] Ay et C_unshiu_00054_mRNA 6.1
(IPRO0S491] (1)
o nger, CCHCype [PROLSTS) (1
e acid binding [GO:0003676  Zinc fnger, PMZ-type [IPRO0GS64] (1):
GRO034321 o 0 Mutator-like transposase (1) ket o (1 s b g T VR ot ROV - C_unshiu_00054_mRNA 651
[GO:0008270 molecular_function] (1) (1): Zine fnger, SWIM-type [IPRO07527]
)
. Discase esisance protein fumiy, putative ucine-rich repeat domain, L domai- i 00054
GRO034320 0 ooy [rstisisbinty C_unshiu_00054_mRNA_63.1
Leucinerich repeat, typical sublype
PSSk proein (1) PR1E binding [GO:0005515 [IPRO03S91] (1) Leucine-rich repeat C unshin 00054 mRNA 62
Rt 0  Diseasepesistance RPSS-Hke rotein (1) oo funcion] (1) domain, L domain-ike [IPRO32675] (1); Camshin 00054 mRNA_62.1
Leucinerich repeat [IPROO1G1 1] (1)
P B o D s i . s . i 00054 mRNA 601
. s resisance RPSSike procein Leucinerih repeat domain, L doman- e 00054 mRNA $
GRO03317 0 0 Discase rsisance RPSS-fke protin (1) [ty C_unshiu 00054 mRNA 7.1
GRO034316 0 0 Hypothetcalprotin (1) - C_unshiu_000S4_mRNA_S5.1
GROO31S, 0 0 Hypothetcal protin (1) - C_unshiu 00054 mRNA 40,1
Serinethreonineliyrosine-proten kinase
t Serinthreonne-protin kinase, actve site
‘molecular_function] (1) protein
Gronsia 0 0 ) ¥ PROnR2711 () Sere i el _unsin 00054 RNA 4.1
biological process] (1); ATP binding
domain (IPRO02290] (1. Proten kinase-
GO:0005524 molecular_function] () gomgin [1PRO1 1009 (1: Proein
Kinase domain [IPRO00719] (1)
GRO03313 0 0 Hypothetcal protin (1) i s ke domain (IPROH0] C_unshiu 00054 mRNA 45.1
ATP binding [GO:0005524
Protein kinase domain [IPROO0715) (1);
molecular_function) (1); rotein Protein kinase-like domain [IPRO11009]
GRO034312 o 0 Kimase (1 1): Seringhrconinc/dual specificty - C_unshiu_00034_mRNA_44.1
vtorp ® bobges proces) (s e e e e onshin 00054 mRNA
activiy [GOI000467.
moleculr_unction) (1) IPRO022901 (1)
GRO034311 0 0 Hypothetcal protin (1) - C_unshiu_00034_mRNA_42.1
Ribosomal protein NADH debydrogenase
GRO034310 0 0 gy oot prtein 1, miochondral domain [IPROOT741 (1) Thioredoxin- - C_unshiu_00034_mRNA_34.1
like fold [IPRO12336] (1)
zine ion binding [GO:0008270 Domain of unkanown function DUF4283
molecular_function] (1); nucleic acid [IPRO2SSS8] (1) Zine fnger, CCHC-type
GRO034309 o 0 Hypothercalprotin (1) T o006t PRODTRI8] (1) 2 e C_unshiu 00054 mRNA 3.1
molecular_function] (1) CXACXAIIXAC [IPRO25836] (1)
y R Leucinerih repeat domain, L domai- i 00054 mRNA 2
GRO034308 0 0 Hypothercalprotin (1) [ty * unshiu_ 00054_mRNA 24.1
. cine-ich repeat domain, L domain-
GRO03307 0 0 Hypothetcal protin (1) e immossem 1) C_unshiu 00054 mRNA 211
GRO034306 o 0 Hypothercalprotin (1) - C_unshiu 00053 mRNA 8.1
GRO034305 0 0 Hypothericalprotin (1) - C_unshiu 00053 mRNA 721
GRO034304 0 0 Hypothetcal protin (1) - C_unshiu_000S3_mRNA_68.1
eystine-type peptidase activity
. [GO:0008234 molecular_function] (1);  Ulpl protease uily, C-terminal catalytc
GRO034303 0 0 Hypothetcalprotin (1) [Sichavim i (1) - C_unshiu_00053_mRNA_65.1
biological_process] (1)
GRO034302 0 0 Hypothetcal protin (1) - C_unshiu 00053 mRNA 6.1
GRO034301 o 0 Hypothetcalprotin (1) - C_unshiu_00053_mRNA 5.1
nucleic acid binding [GO:0003676 Ribonuclease H-fike domin [IPRO12337] .
GRO034300 0 0 Hypothetcalprotin (1) - o - C_unshiu_000S3_mRNA_4.1
RNA-DNA B
. [GO:0004523 molecula_functon] (1;
GRO034299 0 0 Hypothetcal protin (1) ot et g (GO0 RASTSke HIAS o (701255 - C_unshiu_00053_mRNA_37.1
molccular_function] (1)
photosyathesis,lgh raction
[GO:0019684 biological_process] (1);
photosyntheic clectron transport in
oo 1160000772
GRO034298 o 0 Hypothetcalprotin (1) biologial_process] (1);cec e paction cntre LM C_unshiu_00053_mRNA 2.1
raporis, wamtering sevons witin | 1
the cyclic clecton transport pathway of
phoiosleds iy (GO05156
molecular_function] (1)
GRO034297 0 0 Hypothericalprotin (1) - C_unshia_00053_mRNA_10.1
RNA polymeras, beta subunit, conserved
site[IPROO7I21] (1); DNAdirccted RNA
DNAirected RNA polymerase acivty. PORTERS:subuni 2 [IPROLS712] (1)
ATPase, FO compls, subunit A
[GO:0003899 molecula_functon] (1);
[IPRO0GS6] (1); ATPase, FO comples,
rbonucleoside binding [GO002S g1, active site [IPRO23011] (1)
molecular_function] (1); DNA binding N o] g
GRO034296 0 oHy 0 ot PO ubuni [IPROOOT22] (1) RNA C_unshiu_000S3_mRNA_L1
molculr_function] (1: ATP smhesis PP SV ol 7 apRounsa)
coupled proton transport [GO:0015986 {1 ymesase Ryt 0B-fold
e e o IPRO14734) 1, DNALdrected RN
: * polymerase, subunit 2, domain 6
Do o (1 [IPR007120] (1); RNA polymerase Rpbi,
ological proccsr] domain | (IPROGT0S0] (1); RNA
polymerase Rpb, domain 3 [IPRO0T066]
)
GRO03295 0 0 Hypothetcal protin (1) - C_unshiu 00052 mRNA 72.1
GRO03294 0 0 Hypothetcalprotin (1) - C_unshiu_ 00052 mRNA 711
GRO034293 0 0 Hypothericalprotin (1) - C_unshiu_00052_mRNA_70.1
GRO034292 0 0 Hypothetcal protin (1) - C_unshin_00052_mRNA_69.1
GRO034291 0 0 Hypothetcal protin (1) - C_unshiu 00052 mRNA 0.1
membrane (GO:0016020 AAA® ATPase domain [IPR003S93] (13
celuar_component] (1); ATPase activity ABC transporter-ike IPR003439] (1)
. [GO:0016857 molecular_function] (1); ~ ABC-2 type transporte [IPRO13525] (15 .
GRO034290 0 0 ABC transporter G family member 41 (1) 0% 10 o+ C_unshiu 00052 mRNA 3.1
molecular_function (1); ceus containing mucieoside riphosphate
[GO:0005634 celular_component] (1) hydrolase [IPRO27417 (1)
I a
molecular_function] (1); nuceus factor, A subunit, C-termiml
GRO034289 0 0 0 i [IPROOSSTI] (1); SGNH hydrolase-iype - C_unshiu_00052_mRNA 5.1
ing on cster bonds PROI3830] (1): GDSL
- funcrion] (1) 10
GRO03288 0 0 Hypothericalprotin (1) - C_unshiu_00052_mRNA 4.1
GRO034287 0 0 Hypothetcal protin (1) - C_unshiu_00052_mRNA_3.1
oxidoreductase activiy, acting on paired
donors, with ncorporation o reduction of
molecular oxygen [GO:0016705 e s
o unction (1):oxidation- (YOO
2 eraiol rotcin 1GO:005511. i unshi X
[GO:0020037 molecular_functon] (1), 1% £704P 1 [PRO02:01] (1)
iron ion binding [GO:0003506
molecular_fi
GRO03285 0 0 Hypothericalprotin (1) - C_unshiu_00052_mRNA_15.1
GRO034284 0 0 Hypothetcal protin (1) - C_unshiu_00052_mRNA_12.1
quinone binding [GO:0048038
molecular_function] (1);copper ion
binding [GO:0005507
k. actn] (1o Coper e oxise [PROOZE) (1
GRO034283 0 0 0 1GO:00551 Copper amine oxidase, C-te C_unshiu 00051_mRNA 711
biological_process] (1); amine metabolc _[IPROIST9S] (1)
process [GO:0009308 bioogical_process]
1); primary amine oxidase activity
[GO:0008131 molecular_functon] (1)
quinone binding [GO:0045038
molecular_functon] (1); copper on
binding [GO:0005507
‘molecular_function] (1), oxidtion-  Copper amine oxidase, C-terminal
GRO03282 0 o ) 14 [IPROIS795 (1); Copper amine oxidase - C_unshiu_00051_mRNA_70.1
bioloical_process] (1); amine metaboic _[IPRO00269] (1)
process [GO:0009308 biologieal_process]
(1): primary amine oxidase ativty
[GO:0008131 molecular_functon] (1)
GRO034281 0 0 Hypothericalprotin (1) - C_unshiu_000S1_mRNA_T.1
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membrane [GO:0016020
celluar_component] (1; transmembrane
ransporter etivity [GO:0022857
nolecular_functon] (1); integral
oo o menbine (G o2 S g, o s
ol component] (1 substate- [IPRO0S829) (1); Major facilitator
GRO034280 0 1 0 port protein 13 (1) ct por o A — C_unshiu_00051_mRNA_63.1
kel ncn] (1 e (PROSEZ] (1 S s
i wansporter [IPRO03663] (1)
bioloical_procss] (1); ransporter
activity [GO:0005215
molecula_function] (1)
Leucinerichrepeat, ypical subiype
. protin binding [GO:0005515 (IPRO03SOT] (1); Leucine-rich repeat
GRO0219 o ! © Hypothetical proten (1) molecular._function] (1) domin, L domain-ike [IPRO32675] (1 Counshie 00051 mRNA 201
Leucinerich epeat [IPROOII 1] (1)
Leucinerichrepeat (IPROO1SI1] (1)
GRO034278 0 1 0 Hypothetcalprotin (1) T oy 51 cucine-ich repeat domain, L domain- - C_unshiu_000S1_mRNA_19.1
meleoular_finctior] Tk [IPRO32675] (1)
GRO03277 0 1 0 Hypothercalprotin (1) - C_unshiu_00051_mRNA_I5.1
GRo0276 0 1 0 Hypothetcal protin (1) - C_unshiu_000S1_mRNA_IT.1
GRO034275 0 1 0 Hypothetcalprotin (1) - C_unshiu_000S1_mRNA_16.1
GRO034274 o 1 0 Hypothetcalprotin (1) - C_unshiu_000S1_mRNA_13.1
GRO03273 0 1 0 Hypothercalprotin (1) - C_unshiu_00051_mRNA_111
Grooan2 0 1 0 Hypothetcal protin (1) - C_unshiu_000S0_mRNA_T.1
GRO034271 0 1 0 Hypothetical protin (1) - C_unshiu_00050_mRNA_6.1
hydrolse activty, acting on ester bonds
GRO034270 0 1 0 Phospholipase €3 (1) i actvty 82 Alkaline-phosphatase-ike, core domain - C_unshiu_00050_mRNA_S0.1
olecla_funcion] (1);metaboic (e PP
process [GO:0008152 bioogical_process]
)
G NB-ARC [IPROO2182] (1) P-loop
aronsies o . F— ADP i (G015 ot s vphostan - i 000 5
molecular_functon] (1) ydrolase [IPRO27417) (1)
GRO034268 0 1 0 Phosphlpase A22 (1) {hphotipase A2 domin (IPRO1G020] C_unshiu_00050_mRNA_45.1
Pleckstrin bomology domin [IPRO1849]
(1):Rho GTPase activation protein
3 IPRO0S936] (1); Ternry complx fictor
GRO034267 0 1 0 Rho GTPase-activaring 35 (1) P r— MIP1, keucine-zippe - C_unshiu_00050_mRNA_47.1
jological process] (1) PH domain-ike [IPRO11993] (1); Rho
GTPasc-actvating protein domain
{IPRO0OIS] (1)
GRO04266 0 1 0 Hypothetcal protin (1) - C_unshiu_00050_mRNA_3.1
GRO034265 0 1 0 Hypothetical protin (1) - C_unshiu_00050_mRNA_22.1
GRO034264 o 1 0 Hypothetcalprotin (1) - C_unshiu_ 00050_mRNA 2.1
GRO034263 o 1 0 Hypothercalprotin (1) - C_unshiu_ 00050_mRNA_19.1
GRo0262 0 1 0 Hypothetcalprotin (1) - C_unshiu_00049_mRNA_69.1
GRO034261 0 1 0 Hypothetical protin (1) - C_unshiu_00049_mRNA_S8.1
GRO034260 0 1 0 Hypothetcalprotin (1) - C_unshiu_00049_mRNA_44.1
GRO034259 o 1 0 Hypothercalprotin (1) - C_unshiu 00049 mRNA 40,1
F-bor associated domsin,type |
GRo0a258 0 1 o Fboxprot box domain C_unshiu_00049_mRNA_37.1
§ It nolecular_functon] (1) (IPRODIS10] (1); F-box associaed i 00049 mRNA
intraction domain [IPROI7451] (1)
GRO04257 0 1 0 Hypothetcal protin (1) - C_unshiu_00049_mRNA_24.1
DNA repair [GO:0006281
biological_process] (1); DNA binding
[GO:0003677 molecula_functon] (1)
ATP binding [GO:0005524
molecular_function] (1); DNA DNA ligase, ATP-dependent, N-crminal
reconbination [GO:0006310
[IPRO1230] (1); DNA ligase, ATP-
piologial_process] (1): DNAEsse jependent, cental [IPRO12310] (1 DNA
GF0034256 0 1 0 DNA ligase (1) (ATP) activity [GO:0003910 Tense, AT dependent, comserved e C_unshiu_00049_mRNA_1.1
molecular_function](1); DNA IPROI60S9) (1); DNA ligase, ATP-
bioloical_process] (1): DNA ligase pendent [ 10
activity [GO:0003909
molecular. function] (1); DNA ligation
involved in DNA repaie [GO:0051103
biological_process] (1)
membrane [GO:0016020 ’
Chlorophl A-B binding proten, plant
GFO034255 0 1 0 Chlorophyl a/b binding protein (1) celluar_component] (1): photosynthesis - 1pa01344) 1 Chiorophyl /b binding - C_unshiu_00048_mRNA_94.1
tghs barvesting (GO:0003765 votcin domain [IPR023329] (1)
biological process] (1) ”
‘membrane [GO:0016020
Light-harvesting complex I chlorophyll  celular_component] (1); photosynthesis, - Chlorophl A-B binding proten, plant .
GRo03aast ° ! /b binding protein,nterminal part (1) lght hrvesting (GO:0009765 (IPRO01344] (1) Cunshin_00048_mRNA_93.1
biologcal_process] (1)
Chlorophl A-B binding protn,plant
o B e s e |y LIPROOI343] (1; Chlorophyl b binding
Groos42s3 0 1 0 Lprosess] (0 rorein domain [IPRO23329] (1) - C_unshiu_00048_mRNA_92.1
Chlorophl A-B binding protein
celuar_componen] (1) s
GRo042s2 0 1 0 Hypotheticalprotein (1) - C_unshiu_00048_mRNA_89.1
GRO034251 0 1 0 Hypothetcalprotin (1) - C_unshiu_00048_mRNA_47.1
N Ankyrn repeat domain-containng protein _
GRO034250 o 1 0 Hypothetcalprotin (1) ey C_unshiu_00048_mRNA_27.1
protein binding [GO0005515
molecular_functon] (1; regultion of
N ranseription, DNA-emplated AUX/IAA protein [IPROO3311] (1); PBI _
GRO034249 o 1 o ) oo el (1) o ool 1) C_unshiu_00047_mRNA_92.1
nucleus [GO:0005634
celluar_component] (1)
GRO034245 0 1 0 Hypothetical protin (1) - C_unshiu_00047_mRNA_85.1
GRO03247 o 1 0 Hypothercalprotin (1) - C_unshiu_00047_mRNA_T3.1
GRO0246 0 1 0 Hypothetialprotein (1) - C_unshiu_00047_mRNA_T0.1
GRO034245 0 1 0 Hypothetcal protin (1) - C_unshiu_00047_mRNA_T.1
N Retrotransposon gag domain .
GRO03 244 o 1 0 Hypothetcalprotin (1) ot C_unshiu 00047 mRNA 6.1
GRo0243 0 1 0 Hypotheticalprotein (1) - C_unshiu_00047_mRNA_S.1
GRO034242 0 1 0 Hypothetcalprotin (1) - C_unshiu_00047_mRNA_49.1
protein binding [GO0005515
. molecular_functon] (1;signal Tollinterleukin-1 receptor homology
GRO034241 0 1 0 Hypothetcalprotin (1) [, o - C_unshiu_00047_mRNA_37.1
biologial_process] (1)
GRO034240 0 1 0 Hypothetcal protin (1) . C_unshiu_00047_mRNA_34.1
GRO034239 0 1 0 GPLanchored protein LORELE (1) - C_unshiu_ 00047 mRNA 313
R0z 0 1 0 Hypothetcalprotin (1) - C_unshiu_00047_mRNA_3.1
GRO034237 0 1 0 Hypothetcalprotin (1) - C_unshiu_00047_mRNA_26.1
GRO034236 0 1 0 Hypothetcal protin (1) - C_unshiu_00047_mRNA_24.1
[ Peptidase S8, subtlsn elted
GRO03235 o 1 o ) AR - C_unshiu_ 00047 mRNA 2.1
nolecular_functon] (1) domain IPRO0209) (1)
GRO03234 o 1 0 Hypothetcalprotin (1) - C_unshiu_00047_mRNA_I7.1
Peptidase S8, subtlsin elated
[IPRO15S00] (1); Peptidase SS/SS3
domain [IPRO00209] (1); PA domin
s (GOm0 IPROO3137) (1) Pt 56
GRO034233 0 1 0 Subtase iy protein, v (1) oo O] (1 et w0 - C_unshiu_00047_mRNA_L1
[IPRO10259] (1):; Reverse transeriptase,
molecular_function] (1) RNA-dependent DNA polymerase
(IPROI3103] (1); Peptidase S8, subtlsin,
Ser-active site [IPRO23828] (1)
GRO03232 0 1 0 Hypotheticalprotin (1) - C_unshiu_00046_mRNA_9.1
GRO034231 o 1 0 Hypothetcalprotin (1) - C_unshiu_00046_mRNA_81.1
Gro034230 0 1 0 Hypothetialprotein (1) - C_unshiu_00046_mRNA_S.1
Groosazs . ! J—— sl i [GO000NTS Kbl 1k dosia RO F——
. - Proten of unknown function DUF247, .
Gro0s428 0 1 0 UPFOS1 proein (1) e [1RO041581 (1 C_unshiu_00046_mRNA_60.1
DNA repair [GO:0006251
biokoical_process] (1); DNA binding
[GO:0003677 molecular_function] (1):  DNA recombination and repai protcin
DNA-dependent ATPase activiy RecA [IPRO13765] (1; DNA
DNA repair DNA-dependent ATPase  [GO:0008094 molecular_function] (1), recombinaton and repir protein RecA- .
GRo034227 ° ! RecA (1) SOS response [GO:0009432 like, ATP-binding domain [IPRO20S85] Cunshin_00046_mRNA_6.1
biological_process] (1): ATP binding (1); Ploop containing nuclcoside
GO:000524 moleculr_function] (1 triphosphate hydrolase [IPRO27417] (1)
singl-stranded DNA binding.
[GO:0003657 moleeular_functon] (1)
) Proten of unknown function DUF247,
GRO03226 o 1 0 Hypothetcalprotin (1) o Rt C_unshiu_00046_mRNA_59.1
GRo0225 0 1 0 Hypothetcalprotin (1) - ~_unshiu_00046_mRNA_SS.1
GRO034224 0 1 0 Hypothetcalprotin (1) - C_unshiu_00046_mRNA_S0.1
GRO034223 0 1 0 Hypothetcalprotin (1) - C_unshiu_ 00046_mRNA_S.1
iron-sulfr luster binding [GO:0051536
nolecular_function] (1;ron-sulfar  FeS cluster biogenesis (PRO00361] (1);
. ron-sulfur protin, [ FeS cluser insrtion protein [IPRO16092)
R0 0 ! putative (1) bioloical_process] (1);sructural (1) FeS cluster inserton, C-terminal, Cunshin_00046_mRNA_4.1
molecule acivty [GO:0005195 conserved it [IPROITST0] (1)
molecular_functon] (1)
Metallo-dependent phosphaase-Tike
(IPRO29052] (1) ron/ine purple acid ¢
GRO034221 0 1 0 Hypothetcalprotin (1) it o o C_unshiu_00046_mRNA_40.1
[IPRO25733] (1)
GRO034220 0 1 0 Hypothetcalprotin (1) - C_unshiu_00046_mRNA_4.1
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4 ron, 4 sulfr cluser binding
[GO:0051539 molecular_functon] (1):
iron-sulfr
20Kd
o oxidoreducta ‘molecular_function] (1); NADH o
GFO034219 0 1 o NADERI-dunone ONAUISAUCISE dehydrogenase (Wbiauinone) acivy  sonoms i i C_unshiu_00046_mRNA_30.1
subunit K., chloroplasti (1) (G000 molecur fonuony (1, NADHubiguinone oxidooductas-ke,
oxidation-reduction process [G0:0053 14 20K subunit [IPRO0G137 (1)
biological_process (1); quinone binding
[GO:0048038 molecular_function] (1)
GrO034218 0 1 0 Hypothetcal protein (1) - C_unshiu_00046_mRNA 2.1
GFO034217 0 1 0 Hypothetical protein (1) - C_unshiu_00045_mRNA_92.1
Immunoglobulin E-set [IPRO14756) (1)
Helicase, C-terminal [IPRODI650] (1):
GFO034216 0 1 0 Hypothetical protein (1) Sect3 domain (IPR004179] (1): P-loop - C_unshiu_00045_mRNA_84.1
containing nuclcoside riphosphate:
hydrolase [IPRO27417] (1)
GFO034215 0 1 0 Hypothetical protein (1) - C_unshiu_00045_mRNA_82.1
GFO034214 0 1 0 Hypothetical protein (1) - C_unshiu_00045_ mRNA_69.1
GFO034213 0 1 0 Hypothetieal protein (1) - C_unshiu_00045_mRNA_62.1
GrO034212 0 1 0 Hypothetcal protein (1) - C_unshiu_00045_mRNA_19.1
GFO034211 0 1 0 Hypothetical protein (1) - C_unshiu_00045_mRNA_IE.1
. Concanavalin A-like lectn/glucanase
— o . otpotettprac() ot g GO G Lt 04 N1
- ¢ domain [IPR001220] (1)
Gruossa 0 ' [—p— e o fnion DUR221 s 00044 nRNA_40.1
RNADNA Iybrid rbonuclsse ity i (pR002156) 1)
. [GO:0004523 molecular_functon] (1): :
GFO034208 0 1 0 Hypothetical protein (1) Tkt it i 160003676 :z].)mudmcu.n.kc domain [IPRO12337] - C_unshiu_00044_mRNA 4.1
molecular_function] (1)
GFO034207 0 1 0 Hypothetical protein (1) - C_unshiu_00044_mRNA_31.1
GFO034206 o 1 0 Monosacharide transport protein (1) - C_unshiu_00044_mRNA 29.1
Gruosszos 0 ' [ —p—" Reammon e domin . s 00044 nRNA_10.1
GFO034204 0 1 0 Hypothetical protein (1) - C_unshiu_00044_mRNA_I8.1
AmbAllergen [IPROIS0S2] (1); Pectin
Iyase fold [IPROI2334] (1); Pectate
pectate I ly ) (1);
GRO034203 o ! O Pectatelyuse (1) molecular_function] (1) Pectate yase, N-terminal [PRO0TS24] Coamshin 0004 mRNA_I1E
(1) Pectin e foldvirulence fctor
[IPRO11050] (1)
GFO034202 0 1 0 Hypothetcal protein (1) - C_unshiu_00044_mRNA_10.1
! ik
GFO034201 0 1 0 Hypothetical protein (1) ‘roups other than amino-acyl groups  domin [IPR023213] (1); Transferase - C_unshiu_00044_mRNA_1.1
[GO:0016747 molecular_function] (1) [IPRO03480] (1)
nucleus [GO:0005634 “,?“Cﬁii‘.f,i'ln'“f:g‘i?,?::ﬁ;“"' 2
G0z 0 ! 0 Hpotts ot (1) elur.compone) (1) kic 0 ipounas (1 Uit conesing - C i 00083 mRNA 701
wclecut: fnction] (1) enzyme/RWD-like [PROI6135] (1);
moleculr_function] (| Ribonuclease CAF1 [IPRO06941] (1)
GFO034199 0 1 0 Hypothetcal protein (1) - C_unshiu 00043 mRNA 521
GFO034198 0 1 0 Hypothetical protein (1) - C_unshiu_00043_mRNA_S1.1
GFO034197 0 1 0 Hypothetical protein (1) - C_unshiu 00043 mRNA 411
GFO034196 0 1 0 Hypothetieal protein (1) - C_unshiu_00043_mRNA_35.1
y Domain of 1985
GFO034195 0 1 0 Hypothetcal protein (1) (GO:0008234 molecular_function] (1 [IPRO13410] (1); Uip! protease fanil, C_unshiu 00043 mRNA_19.1
biological process (1) o
Gruosios 0 ' o Zine e consinig preocn.ptive 7 onbining (G00008270 i g, PV tpe (PRO0GS65] (1) - s 00043 mRNA_18.1
GFO034193 0 1 0 Hypothetieal protein (1) {pumspostse, MUDR. plat [IPR0043321 C_unshiu_00043_mRNA_I7.1
GFO034192 0 1 0 Hypothetcal protein (1) - C_unshiu 00043 mRNA_16.1
cataitie activity [GO-0003824 NAD-dependent epimerase/dehydratase
Gt 0 ! 0Dkl e () P eton) 1M N il donan (PROOISIBI ) - € ansio 00082 mRNA 91
molecas. fiocion] (1) NAD(P)-binding domain [IPRO16040] (1)
e Thiokase-like [IPRO16039] (1:
GEO034190 0 1 0 Naringenin-chalcone synthase (1) moleculr_function] (1; metzbolic alconestilbene synthase, N-terminal - C_unshiu_00042_mRNA .1
proces [GOI00USIS2 biologcal_proces] il
o
Lencine-rch repeat domain, L domain-
GFOO34159 0 1 0 Hypothetcal protein (1) ccuie furption] (1) i ()L - C_unshiu_00042_mRNA_78.1
felecular-funetion [IPRO0IGNT] (1)
ron hydrogenase, small subunit
— o . otpotetipracn() RSN o e e
Subunit, C-terminal (IPRO04108] (1)
metaboli process [GO:0008152 Thiolase-fike [IPRO16039] (1)
GFO034187 0 1 0 Hypothetcal protein (1) biological_process] (1; catalytic activity~ Chalconestibene synthase, C-terminal - C_unshia 00042 mRNA 7.1
[GO:0003824 molecular_function] (1) [IPRO12328] (1)
. Galactose-binding domain-like
f:;::f’::a;:\:::;a”r[\?t{ﬁ:mm [IPRO0S979] (1); Galactose mutarotase-
GFO034186 o 1 0 Rhamnogalacturonate lyase (1) meabolicprocess [GO:0005975 o Ll C_unshiu 00042 mRNA_64.1
biologial proces (1) caytie vy mosasuroren e, domi 1
160:0003824 molecla_function] 1) 17T KA
GFO034185 0 1 0 Hypothetical protein (1) - C_unshiu_00042_mRNA_62.1
GFOO34184 0 1 0 Hypothetical protein (1) Pentatrcopeptide repeat [IPR002885] (1) - C_unshiu 00042 mRNA_53.1
Gro03183 0 1 0 Hypothetieal protein (1) -
Histidine phosphatase superfamily
. Phosphogiycerate mutase fimily protein  molecular_function (1; metabolic Phosphoglycerate/bisphosphoglycerate i 00042
R ° ! “o process [GO:0008152 biological_process] mutase, actve site (PROOI34S] (1, Cunshiv 00042 mRNA_43.1
Histidine phosphatase superfamily, clade-
1 [IPROIZ07S] (1)
ucleus [GO:0005634
cellular_component] (1): regulation of
GFO034181 0 1 0 Auxin-responsive protein IAALG (1) [remscription DNA-templat PB1 domain [JPRO0U270] (1); AUXAAA C_unshiu_00042_mRNA_30.1
Lprocess] (1);  protein [ 1
protein binding [GO:0005515
molecular_function] (1)
GFOO34150 0 1 0 Hypothetical protein (1) F“‘;’R‘;";gs‘;’;”‘d‘ j‘c‘“" ped - C_unshiu_00042_mRNA_37.1
luconcogencsis [GO:0006094
biological_procss] (1); purine nuclcotide
G Phosphocnolpyruvate carboxykinase, N-
binding [GO.0017076 terminal (IPRO0S210] (1;
moleculr_function] (1): ATP binding by cnolpymuvare carboxykinase
[GO:0005524 molecular_functon] (1):
GFO034179 0 1 o Phosphoenolpymvate carboukinase o o ocnolpyruvate corboykinase G conserved ste [IPROL994] (1: C_unshiu 00042 mRNA 35.1
(@TP) (1) Loty (GO0 Phosphocnolpyruvate carboxykinase,
RSP ATP-utising [IPR001272] (1);
ol mcton) (1 Posphoconiymvae aongkinse, -
prosphocnolpytuvate crboXskSSS  terminal [IPRO13035] (1)
P) activity [GO:0004612
molecular_function] (1)
Leucine-rich repeat (IPROOI6I 1] (1):
arins 0 ! oottt ot inding (0001513 e e o o - i o0 751
olecular_function] ( like [IPRO32675) (1)
GFO034177 0 1 0 Hypothetieal protein (1) - C_unshiu_00042_ mRNA_3.1
Leucine-rch repeat-containing N-
GFOO34176 0 1 0 Hypothetcal protein (1) ‘L‘;'::‘:'r’:;“r‘q‘gj o - C_unshiu 00042 mRNA 27.1
like [IPRO32675] (1)
L L domin-
! like [IPRO32675] (1); Potein kinase-like
GFO034175 0 1 0 0 prosphorion GO e kinase. C_unshiu_00042_mRNA_26.1
§ N ATP binding sie [IPROIT441] (1); unshia 00042 mRNA._2¢
biological process] (1; ATP binding g prcgnine tyrosine-proten kinase
1600005524 molecua_function] (1) S R
GFO034174 0 1 0 Hypothetcal protein (1) - C_unshiu 00042 mRNA_15.1
GFO034173 0 1 0 Hypothetical protein (1) - C_unshiu_00042_mRNA_14.1
GFO034172 0 1 0 Hypothetcal protein (1) - C_unshiu 00042 mRNA_12.1
steroid biosynthetic process [GO:0006694
biological_process (1); -beta-hydroxy-
deltaS-steroid dehydrogenase activity  NAD(P)-binding domin [IPRO16040)
[GO:0003854 molecular_function] (1~ (1): Domain of unknown function
GFO034171 0 1 0 n [GO:0055114 DUF43T1 [IPRO2S395] (1) 3-beta - C_unshiu_00042_mRNA_11.1
biological process] ¥
activity,acting on the CH-OH group of ~[IPRO92225] (1)
donors, NAD or NADP as acceptor
[GO:0016616 molecular_function] (1)

GFO034170 0 1 0 Hypothetcal protein (1) - C_unshiu 00042 mRNA_1.1
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carbohydre bining
‘GFO0033871 0 0 ATP binding , related (1) dm\um “PR’H/”XX‘ (1); Protein of C_unshiu_00018_mRNA_45.1

unknown function DUF604 [IPR006740]
o)



T Num G colmenine NaminC Ui NummPArionaa Nore EJ TnterPro
Serinethreonine/dual specificity protein
prtcn hosphoryion [GO-0006is K1 Sl domain (PROUZ230)
biological_process] (1); MAP kinase L1 ): ST frsonine protein kinase,
At scive e [PROOGZTI) 1) Miogen
aronin ) F— e o] o S o ot 1
activity [GO:0004672 o
Kinase- ke domain [IPRO11009] (1);
molecular_function] (1); ATP binding !
[GO:0005524 molecular_functon] (1) o e D
- plant (IPRO04320] (1) Protein kinase:
domain [IPRO0O719] (1)
o et (60 WS4 g i R0 60401
. NADP-dependent alkenal doubl bond OXdOredUetase 1), sjeohol dehydrogenase, C-erminal .
«ro03sses o reductase P1 (1) e ko) (1:in ombiding PRO13149] 1) Alcool debydrogenase ~ Cunshia 00018 mRNA_3.1
[GO:0008270 molecular_functon] (1) /P zine-tspe (IPRO208S] (1)
zinc ion binding [GO:0008270
GF0033868 0 0 Hypothetical protein (1) :i’:;‘;“\;g";m:‘;’;%” noclele acid 74 finger, CCHC-type [IPROOISTS] (1) - :_unshiu_00018_mRNA_115.1
molecular_functon] (1)
Gro033867 0 0 Galactolpid galatosyranserase (1) - C_unshiu_00018_mRNA_112.2
proteolysis [GO:0006508 Ulpl protease family, C-terminalcataytic
P N 0 Hporhericl proein (1) biologicalrocss (1, e e domain IPROD3GS3] (1) Domain of i 00018 mENA 111
s funcion] (1) [IPROIS410] (1)
N Glucoseiribitol dehydrogenase
ot (T
Gro033865 0 0 Menthol dehydrogenase (1) et GO 0004155 hlsgien process] deldrogensscirductase SDR - C_unshiu_00018_mRNA_109.1
i EicalPrOCess] |1pR002198] (1); NAD(P)-binding
¢ domain [IPRO16040] (1)
proteolysis [GO:0006508
. biological process] (1) cyseine-type  Ulpl protease family, C-terminal catalytic .
ron3sses o O Hypotheteal protein (1) pepidase actvity [GO:0008234 domain [IPRO03653] (1) - Camiia 00018 mRNA_10.1
molecular_functon] (1)
P— N  20G-Fe(Ih oxygenase family Tsopeniclin N synthase-like [IPRO27443] i 00017 miNA 51
© oxidoreductase (1) )
transmembrane transport [GO-0055085
biological_process] (1); membrane.
utath . C-temminal
i [IPRO04046] (1); Ml bial
GFO033862 0 0 MATE efflu family protein 9 (1) molecular_function] (1): drug extrusion protein [IPRO02S28] (1) - C_unshiu 00017 mRNA 8.1
transmerbrane transporter activiy  Glutathione S-transerase, C-terminal-fike
[GO:0015238 molecular_function] (1~ [IPRO10987] (1)
drug ransmembrane transport
[GO:0006855 biological process] (1)
vesponse o it simulos (GO0009607 ALEL PReh dom OS]
Gro033s61 0 0 Major laex protein, putative (1) biological_process] (1) defense response ()" ke domain [IPRO2 C_unshiu 00017 mRNA_74.1
[GO:0006952 biological_process] (1) (1) Bt v I/Major latex protein
: 2 biological p [IPROGOS16] (1)
GFO033860 o 0 Hypothetical protein (1) - C_unshiu 00017 mRNA_73.1
GFO033859 0 0 Hypothetcalprotein (1) - C_unshiu 00017 mRNA_63.1
GFO033858 0 0 Hypothetcal protein (1) - C_unshiu 00017 mRNA_60.1
transmembrane transport [GO:0055085
biological process] (1); membrane
[GO:0016020 celular_componen] (1):
drog et mporer vy .
Gro03385T o 0 0 function] (1), LAt exrusonproten C_unshiu 00017 mRNA 6.1
antiporte actvity [GO:0015297 [IPRO02528]
molecular_function] (1): dru
transmerbrane transport [GO:0006355
biological_process] (1)
. Endonuclease/exonuclease/phosphatase
GFO033856 0 0 Hypothetcal protein (1) nosis6) () C_unshiu 00017 mRNA 4.1
eytoskeleton organization [GO:0007010
biological process] (1); microtubule  Microtubule-associated protein 70 .
GFO033855 0 0 Hypothetcal protein (1) iAot Pnoooress oy C_unshiu 00017 mRNA 32.1
moleculr_function] (1)
Leucine-rch repeat, typcal subtype
ceptorke ke protein binding [GO:0005515 [IPRO03S91] (1); Leucine-rich repeat -
R0 o O LRR receptor-Fke kinsse (1) molecular_function] (1) domain, L domain-tke [IPRO32675] (1): Cuushin_ 00017_mRNA_21.1
Leucine-rich repeat [IPRO0ISI 1] (1)
ucine-ich repeat domain, L domain-
like [IPRO32675] (1); Leucine-rich repeat,
- LRR receptor-ike srinethrconine-  protein binding [GO:0005515 typicalsubtype (IPRO03591] (1): Leucine.
GRO038Y ° © proten kinase FLS2 (1) molecular_function] (1) rich repeat-containing N-terminal, plan. Cunshin_00017_mRNA._20.1
type [IPROI3210] (1) Leucine-rich repeat
[IPROOIGIT) (1)
. cucine.rich repeat domain, L domain-
GFO033852 0 0 Hypothetcal protein (1) [Pty C_unshiu 00017 mRNA_IS.1
Thioredoxin-ike fold [IPRO12336] (1);
7. putative . Cterminal ke
R 0 R0 [IPROI0987] (1); Glutathione - - Cunshin_ 00017 mRNA_LL1
transferase, N-terminal [IPROO4045] (1)
| 3Onoscyb{acyl-carrerprotein (ACP)]
M ynthase I, C [IPROI3747] (1):
roups other than amino-acyl groups
: FAEIType I polyketide synthase-like
1GO:0016747 molecular_function] (1): 1oy [1pRO13601] (1); Very-long-chain
fatty acid biosynthetc process
oy st w1y, HictoaesCoA syhas [IPROI2392]
GFO033850 0 0 Hypothetcal protein (1) e W (1) Protein of - C_unshiu_00016_mRNA 94.1
molecule untion] (1) mebraae T L s e
inding protein [IPRO06917) (1)
[GO:0016020 celular_componen] (1):
‘metabolic process [GO:0008152 Regulatory factr, effctor binding
ot o domain [IPRO11256] (1); Thiolase-like
jological_process pnoreons) ()
GFO033849 0 0 Hypothetcal protein (1) - C_unshiu_00016_mRNA 87.1
cysteine-type peptidase activ
. eal rotein [GO-0008234 molecular_function] (1 Ulpl protease family, C-erminal cataytic - .
«ron3ssas o O Hypotheteal protein (1) proteolysis [GO:0006508 domain [IPRO03653] (1) Camiia 00016 mRNA_65:1
biological process] (1)
Gro033saT 0 0 Hypothetical protein (1) - C_unshiu_00016_mRNA_46.1
GFO033846 0 0 Hypothetcalprotein (1) - C_unshiu_00016_mRNA_44.1
Chromo domain-lke [IPROIG197] (1);
GFO033845 0 0 Hypothetcal protein (1) oo o ora7801 (1) C_unshiu_00016_mRNA_42.1
ATP binding [GO:0005524
molecular_function] (1), oxidaion- - penucleotide reductas, lass L, bl
subuit[IPRO13346] (1); Riboruceotide
reduction process [GO:0055
biological_process] (1); ribonucleoside- I<anctase rke subunit, Crterminal
GrO033844 0 o Ribonucleoside-diphosphate reduclase  gpogptare reductase activty, LIPROGOTSS] (1); Ribonucleotide - C_unshiu_00016_mRNA_40.1
large subunit (1) oo e s sccemor reductase hrge subuni, N-termial
1600004748 molecular function] (1;  IPRO13S09T (1): Ribonucleoide
. " reductase RI subunit, N-ermina
DNA replicaton [GO:00062
ettt T L [0
GFO033843 0 0 Hypothetcal protein (1) - C_unshia_00016_mRNA_4.1
. 3 I -k .
Gro033se2 0 0 Alba-like protein CO0ri23 ik (1) moloculr unction 1) TPRKZTI () C_unshiu_00016_mRNA_37.1
5 ¥ P
oot 0 O Hypotheticalprotein (1) [GO:0000398 bilogical process] (1) 6/Prpl/STAI [IPRO27108] (1) Cunshin_00016_mRNA_31.1
40-repeat-containing domain
protein binding [GO:0005515 [IPROIT986] (1): WDA0 repeat
GFO033840 0 0 Hypothetcal protein (1) B et fton] (1) [rewtpoe e ok N C_unshiu_00016_mRNA 30.1
like-containing domain (IPROIS943] (1)
GFO033839 0 0 Hypothetcal protein (1) - C_unshiu_00016_mRNA 29.1
Gro033s38 0 0 Hypotheticalprotein (1) Prolamin-like domain [IPRO0SS02] (1) - C_unshiu_00016_mRNA_25.1
WDA0 repeat [IPROOI680] (1); WD40-
protein binding (GO:0005515 tepeat-containing domain (IPRO17986] ¢
GFO033837 0 0 Hypothetcal protein (1) eir foson (1) DAV repest e comming C_unshiu_00016_mRNA 27.1
domain [IPROI5943] (1)
5 Donin of unknown function DUF1985
GFO033836 0 0 Hypothetical protein (1) Iomorsator C_unshiu_00016_mRNA 26.1
GFO033835 0 0 Hypothetcal protein (1) Prolamin-fike domain [IPRO0SS02] (1) - C_unshiu_00016_mRNA 25.1
carboxy-lyase aciviy [GO:0016831
elculr_unton] (1 cxtonyicaid. Aromaie Lamin-acid decarboryse
clabolic
mvug.mn Jmmq 1 cayic ity ependet s IPRO1S436) 1
GrO033834 0 0 ) Py depend C_unshiu_00016_mRNA_23.1
cellula amino acid transerase, major ibdomain |
L process] (1):
pyridoxal phosphate binding dependent decarborylase (IPRO02129] (1)
[GO:0030170 molecular_function] (1)
GFO033833 0 0 Hypothetcal protein (1) - C_unshiu_00016_mRNA 20.1
. ntron-binding protein aquarius .
Gro03332 0 0 Hypothetcal protein (1) [IPRO32464] (1) . C_unshiu_00016_mRNA_IS.1
. Intron-binding protein aquarius
GFO033831 0 0 Hypothetical protein (1) et - C_unshiu_00016_mRNA_I7.1
GFO033830 0 0 Hypothetcal protein (1) - C_unshiu_00016_mRNA_101.1
Generaltraseription factor 3C-like “Transeripion fuctor I, subunt 5 .
GFO033829 0 0 e i C_unshiu_00016_mRNA_10.1
ATPase, AAA-type, conserved ste
[IPRO03960] (1); AAA+ ATPase domain
. ATP binding [GO:0005524 [IPRO03S93] (1); ATPase, AAA-type, .
GrO033828 0 0 Cell division eyele protein 48 (1) e Aoy e ioRoossst) iy o ey C_unshiu_00015_mRNA 911
‘mucleoside triphosphate hydrolase
[IPRO27417] (1)
Gz 0 0 Hypothetcal protein (1) - C_unshiu_00015_mRNA_9.1
GrO033826 0 0 Hypothetcal protein (1) - C_unshiu_00015_mRNA 8.1
GFO033825 0 0 Hypothetcal protein (1) - C_unshiu_00015_mRNA_ST.1
Ribonuclease H domain [IPRO02156] (1)
GFO033824 0 0 Hypothetcal protein (1) 123 molecular_fantionl (05 1y, - C_unshiu_00015_mRNA_52.1
muclic acid binding [GO:0003676
molcula_function] (1) Endonucleascexoneleasiphosphatase
- [IPRO0S135] (1)
WDA0 repeat [IPROO1680] (1): WD40-
1GO0005515 motecur function] (1 (): WDAONVIN repcatlike-comaining
Groy83 0 0 Hypothetical protein (1) et 0%y domain IPROLSO43] (1) UDP- B C_unshiu_00015_mRNA_38.1
3 cxtnan LD ghoosiirs
Eroups [GO:0016758 malkeuar_function] SO FOERE
o s PROI97P] (1)
G382 0 0 Hypothetcal protein (1) - C_unshiu_00015_mRNA 26.1
e aciviy Pepiidase CIA [IPROI3128] (1);
Groos3s21 0 0 Hypothetcal protein (1) athepsin propepide inhibitor domain - ~unshiu_00015_mRNA_IS.1
000000354 ol mcron] (1 ooy T o
GFO033820 0 0 Hypothetcal protein (1) - C_unshiu_00015_mRNA_15.1



T NemwC coemenie NamwC oy NeminPialn o o ToterPre
hiqutinprotein transfrase ety
VS —
. Anaphase-promoting comple suburit 11 -promoting complex [IPRO24991) (1): Zie finer. |
GRO033819 0 1 ol GO:000568 cllr_componen] (1), RCROIOxTe e C_unshiu_0001S_mRNA_13.1
proten binding [GO0003515 Zinc finger, RINGype [IPRO01S31] (1)
molecular.function] (1) zn fon binding g
[GO:0008270 moleculr_function] (1)
GRO033818 0 ! 0 Hypothetialprotein (1) . C_unshia_00014_mRNA 9.1
GRO033817 0 i 0 Hypothetialprtein (1) . C_unshiu_00014_mRNA 8.1
GRO033816 0 1 0 Hypothetialprtein (1) - C_unshiu_00014_mRNA 7.1
celular response to phosphate stavation 51, Jomain (IPRO0433 1 (1) SPX
Grooasis o ! OSTX b o2 (1) L " domincmsinig o [PROS1142) - C_unshiu_00014_mRNA_59.1
GRO033814 0 ! 0 Hypothetialprotein (1) . C_unshia_00014_mRNA_3.1
GRO033813 0 i 0 Hypothetialprotein (1) . C_unshiu_00014_mRNA_119.1
GRO033812 0 1 0 Hypothetialprtein (1) - C_unshiu_00014_mRNA_115.1
Grooasi1 0 ! 0 Hypotheticalprtein (1) - unshio_00013_mRNA_97.1
GRO033810 0 ! 0 Hypothetialprtein (1) . C_unshia_00013_mRNA_96.1
GRO033809 0 i 0 Hypothetialprotein (1) . C_unshiu_00013_mRNA_95.1
GRO033808 0 1 0 Hypothetialprtein (1) - C_unshiu_00013_mRNA_92.1
Grooasor 0 ! 0 Hypotheticalprtein (1) - C_unshia_00013_mRNA_91.1
GRO033806 0 ! 0 Hypothetialprtein (1) . C_unshia_00013_mRNA_90.1
[GO0006465 Ty . sctivesite
biologial_proces] (1) protein kinase (IPRODS266] (1) rotin kinase, ATP
GRO033805 0 ! oy 0 I binding site (IPROI7441] (1) Potein - C_unshia_00013_mRNA_$6.1
moleculr_unction](1): ATP binding  inase- ke dormsin [IPRO11009] (1);
function] (1) 1)
Concanavalin A-fik lectniglcanase
domain (IPRO13320] (1); Leucne-rieh
protein binding [GO0003515 repeat ypical subtype [IPROG3SO1] (1)
moleculr_unctio] (1):prtein Leacinc-richrepeat domain, L dormain-
. & Q) P
GRO033804 0 1 o LRR seceptorfk Kinase Bnily DO bl process (1) proten kinase domsin IPROT1009 (1): Proein kinase - C_unshia_00013_mRNA_$5.1
] acivty [GO:0004672 domain [IPRO0O7I9] (1)¢ Leacine-rich
molccular_function] (1) ATP binding  repeat [IPRO0IG 1] (1): Protein kinse,
GO:000524 molecular_function] (1) ATP binding st [IPROI 74411 (1);
Tyrosine-protein insse, actvesite
[1PROVS266] (1)
serinetype pepidase activity
[GO:0008236 molecular_function] (15 Alpha/Beta hycroase fold (IPR029055] .
GRO033803 0 ! 0 Hypothetialprtein (1) (S oo C_unshia_00013_mRNA_$4.1
bilogical process] (1)
GRO033802 0 ! 0 Hypothetialprotein (1) . C_unshia_00013_mRNA_7.1
DNA bnding [GO:0003677
moleculr_function] (1) ransription
frctoractiviy,sequence-specific DNA o
P— 0 : PR L i i 01T ) i o0 s 1
moleculr. functon] (1) regalaion of lomin il
ranscription, DNAverplated
1GOA0006355 bilogical process] (1)
DNA binding [GO:0003677
molecular_function] (1); ranscription
iy, sequence-speciic DNA §
aroson } . P e, 1A g dm 040101701 i sy 71
‘molecular_function] (1; regulation of lomain ¢
ransrition, DNA-templated
1GO:0006355 biological_process] (1)
GR03799 o ! 0 Hypotheticalprtein (1) - C_unshiu_00013_mRNA_65.1
GRO033798 0 ! 0 Hypothetialprtein (1) . C_unshia_00013_mRNA_49.1
Groo3T97 0 1 0 Hypothetialprtein (1) R Zine finger, BED-ype [IPROOSGS61 (1) - C_unshiu 00013 mRNA 25,1
GRo0196 o ! 0 Hypotheticalprtein (1) - C_unshiu_00013_mRNA_22.1
GRO033795 0 ! 0 Hypothetialprtein (1) . C_unshia_00013_mRNA_21.1
GRO033794 0 ! 0 Hypothetialprotein (1) . C_unshiu_00013_mRNA 2.1
Prlaop contining ucleoside rphosphatc
hydrolase (IPRO27317] (1); Powdery

. ADP binding [GO:0043531 mildew resstance protin, RPWS domain

GFO033793 o ! 0 Hypothetical protein (1) ‘molecular_function] (1) [IPROOSS05] (1); NB-ARC [IPR002152] ~ C_unshiu_00013_mRNA_{15.1
(1 Lewcin-rich repeat doman, L
domain-like (IPRO32675] (1)
) CST comple subunit CTCI, plant .
GRO033792 0 i 0 CST conplex subunit CTC1 (1) o s C_unshiu_00013_mRNA_112.1
Myb domain IPRO17930] (1) Myb
Myl HTH transeiptiona regulator.  DNA binding [GO:0003677 doman, plats IPRO0G447] (1)
GRo0ss7o1 ° ! © i protein (1) moleculr_functio] (1) SANT/Myb domin [IPROOI00S] (1): C-pmshin 00012_RNA_84.1
Homeodomainike (IPRO090ST] (1)
[rov— ° . o Fasciln domain<ontaining protin, FASH donmin [PROVTS2] 1) . . eshio_00012_mRNA_71
putative isoform 1 (1)
GRO03378 0 ! 0 Hypothetialprtein (1) . C_unshia_00012_mRNA_64.1
Leucine-rich epeat-conaining N-
GRO033788 0 i 0 Hypothetialprotein (1) temival,plant type [IPROI3210)(1); C_unshiu_00012_mRNA_31.1
Leucine-richrepeat doman, L domain-
like [1PRO32675] (1)
GRO033787 0 i 0 Hypothetialprotein (1) . C_unshiu_00012_mRNA_123.1
GRO033786 0 1 0 Hypothetialprotein (1) - C_unshiu_00012_mRNA_113.1
GroosTss o ! 0 Hypotheticalprtein (1) - unshio_00011_mRNA_98.1
Vira movemnt protcin (IPRO28919] (1)
Gog:polypepide of LTR copia-typx .
GRO033T84 0 ! 0 Hypothetialprotein (1) e et C_unshia_00011_mRNA_97.1
domain (IPROOIS49] (1)
GRO033783 0 ! 0 Hypothetialprotein (1) . C_unshia_00011_mRNA_95.1
GRO033782 0 ! 0 Hypothetialprotein (1) . C_unshiu_00011_mRNA_94.1
GRO033781 0 1 0 Hypothetialprotein (1) - C_unshiu_00011_mRNA_89.1
Gro0Ts0 o ! 0 Hypothetical proein (1) - C_unshia_00011_mRNA_$5.1
GR033779 0 ! 0 Hypothetialprtein (1) . C_unshia_00011_mRNA_$7.1
7in on binding [GO:0008270
GRO033778 0 i 0 Hypothetialprotein (1) molecular_function] (1): ucleic acid 740 e CCHC-type [1PRO0ISTS) (1 C_unshiu_00011_mRNA 1.1
5 spothetialprotein [ inc finger, CCHC-type - unshiu_00011_mRNA
moleculr_function] (1)
7in on binding [GO:0008270
GRO033777 0 i 0 Hypothetialprotein (1) molecular_function] (1): ucleic acid 740 e CCHC-type [1PRO0ISTS) (1 C_unshiu_00011_mRNA_79.1
5 spothetialproein [ inc finger, CCHC-type - unshiu_00011_mRNA
molcculr_function] (1)
GRO033776 0 i 0 Hypothetialprotein (1) Viral movement protein (IPRO28919] (1) - C_unshiu_00011_mRNA_73.1
GRO033775 0 1 0 Hypothetialprtein (1) - C_unshiu_00011_mRNA_70.1
Domain ofunknown functon DUF4283 .
GRO033TT4 0 ! 0 Hypothetialprotein (1) o, C_unshia_00011_mRNA_67.1
GRO033773 0 i 0 Hypothetialprotein (1) . C_unshiu_00011_mRNA_65.1
GRO033772 0 ! 0 Monosacharde transport protein (1) - C_unshin_00011_mRNA_63.1
a0 ) . b o) kg GOUISTS  Focks o (OS] i do1 1ot
B TubulinFtsZ, GTPase dormain
. (IPROO300S] (1);Cell diison protein
o et Pt C.terminal[IPRO24757) (1):
GRO033770 0 1 0 Hypothetical protein (1) component of membrane [GO0016021 | 'PI/FISZ, Coterminal [PROS2S01 C_unshiu_00011_mRNA 5.1
‘ (1 Nonaspanin (TMSST) (IPR004240]
celllr_component] (1), GTPase vy} Yorpani IPR00S:
[GO:0003924 moleculr_function] (1) 2
domsin IPROIS316] (1) Celdivision
protein FsZ IPRO0DIS8] (1)
GRO033769 0 ! 0 Hypothetialprotein (1) . C_unshia_00011_mRNA_47.1
GRO033768 0 ! 0 Hypothetialprotein (1) . C_unshiu_00011_mRNA_46.1
G007 0 ! 0 Progestrone S-beta-eductase (1) NAD(P)binding domain IPRO16040] (1) - C_unshiu_00011_mRNA_43.1
GRO033766 0 ! 0 Hypothetialprtein (1) . C_unshia_00011_mRNA_41.1
GRO033765 0 ! 0 Hypothetialprotein (1) . C_unshiu_00011_mRNA_39.1
GRO033764 0 1 0 Hypothetialprotein (1) - C_unshiu_00011_mRNA_35.1
o076y 0 ! 0 Hypotheticalprtein (1) - ~unshiu_00011_mRNA_36.1
GRO033T62 0 ! 0 Hypothetialprtein (1) . C_unshia_00011_mRNA_35.1
GRO033761 0 ! 0 Hypothetialprotein (1) . C_unshiu_00011_mRNA_32.1
GRO033760 0 1 0 Hypothetialprotein (1) - C_unshio_00011_mRNA 2.1
Transposase, MuDR, plant [IPRO04332]
GRo0aTso 0 ! 0 Hypotheticalprtein (1) 1) MULE transposase domain - C_unshia_00011_mRNA_IS.1
[IPROIS259] (1)

. SeadenosyhL-methionine-dependent |
GRO033758 0 i 0 Hypothetialprotein (1) e hommssean. - C_unshiu_00011_mRNA_13.1
GRO033757 0 1 0 Hypothetialprotein (1) - C_unshiu_00010_mRNA_59.1

integral component of membrane.
; [GO0016021 cellar_componert] (1);  Memibrane nsrtase OXAI/ALB3/YidC s 00010, i
aro0Ts6 0 ! o 0 ! “oomone e e C_unshia_00010_mRNA_3.1
[GO:0051205 bilogical_process] (1)
arooTss 0 ! 0 Hypotheical proein (1) - C_unshiu_00010_mRNA_133.1
GRO033754 0 ! 0 Hypothetialprtein (1) . C_unshia_00010_mRNA_L1
GRO033753 0 i 0 Hypothetialprotein (1) . C_unshiu_00009_mRNA_97.1
GRO033752 0 1 0 Hypothetialprotein (1) - C_unshiu_00009_mRNA_93.1
Grooss1 0 ! 0 Hypotheticalprtein (1) - unshia_00009_mRNA_64.1
Zine finger, SWIM-type [IPRO0TS27] (1):
7in on binding [GO:0008270 MULE transposase domain [IPROIS259] .
GRO033750 0 ! 0 Hypothetialprotein (1) e L e ey~ C_unshia_00009_mRNA_26.1
GRO033749 0 ! 0 Hypothetialprotein (1) . C_unshia_00009_mRNA_24.1
GRO033748 0 i 0 Hypothetialprotein (1) . C_unshiu_00009_mRNA_23.1
GRO033747 0 1 0 Patem formaton proten,puttive (1) - C_unshiu_00009_mRNA_16.1
protin binding [GO0005515
molecubr_functon] (1) egalaion of
P B , K N o ONAempacd PR donmn PR (1 ALXIA © i 00009 mRNA 1461
nucleus (GO000S634
celular_componen] (1)
metal ion transport [GO:0030001
- B . ey el mspordetonsion 1 08 OR[GOyt asocsicd domin, VA i 0009 mNA 1401

superfamily protein (1)

[GO:0046872 molecular_function] (1)

[IPROOSI21] (1)



T Num G colmenine NaminC Ui NummPArionaa Nore EJ TnterPro
oxidaton-reduction process [GO:0055114
biological_process] (1); oxidoreductase
actviy, acting on paired donors, with .
incorporaton r reduction o molecular | YRSRIE SO el 10
GF0033744. 0 1 0 Cytochrome P450 83B1 (1) oxygen [GO:0016705 o 101 rome P40, C_unshiu_00009_mRNA_140.1
‘molecular_function] (1) ron ion binding  S15€7Ved Sit [IPRO17972] (1);
1GO-0005506 moleculr_funtion] (1); OO P40 IPROOIIET (1)
heme binding [GO:0020037
molecular_functon] (1)

GFO033743 0 1 0 Hypothetcal protein (1) - C_unshiu_00009_mRNA_134.1
GRO033742 0 1 0 Hypothercalprotin (1) - C_unshiu_00009_mRNA_132.1
microtubule-based movernent

[GO:0007018 biological_procass] (1): Kinesin-like protein [IPR027640] (1);
Gro033741 0 1 0 Hypothetical protein (1) . Lprocess] (1) NpK L-activating kinesin-Hk protein, C- - C_unshiu_00009_mRNA_127.1
bl ot sty [GOMTTT ey (rRez 851 )
transport [GO:0006810
biological_process] (1); membrane.
‘GF0033740 0 1 0 n r Proton-dependent oligopeptide C_unshiu_00009_mRNA_112.1
transporter activity [GO:0005215 o E
molecular_functon] (1)
GRO033739 0 1 0 Hypothercalprotin (1) - C_unshiu_00009_mRNA_101.1
Expansin/Lol pl [IPROOTI18] ()¢
. il protein extracellular region [Go 0005576 Expansin/pollen allergen, DPBB domain S— .
Gr003373% 0 ! 0 Hypothetieal protein (1) cellular_component] ( [IPROO7112] (1); RipA-fike double-psi C_unshiu_00009_mRNA_I1
beta-bartel domain IPRO0SO009] (1)
Gro033737 o 1 0 Hypothetcal protein (1) - C_unshiu_00008_mRNA_711
et dimerizaton et HAT, C-terminal dimeristion domain
Sl fonction [IPRO0S906 (1); Domain of unknoswn
GRO033736 0 1 0 Hypothetcal protein (1) e s b 0";)“‘32’7‘}”* function DUF371 [IPRO2S398] (1); - C_unshiu_00008_mRNA_S8.1
ks sl i Ribouclss H.ike domsin IPROL2337]
- )
GFO033735 0 1 0 Hypothetcalprotein (1) e Zine finger, BED-type [IPRO03656] (1) - C_unshiu 00008 mRNA_40.1
- Leucine-rich repeat, typical subtype
[IPRO03591] (1); Leucine-rich repeat
protein binding (GO:0005515 domain, L domain-fke (IPRO32675] (1): ¢
GFO033734 0 1 0 Vet it rsbuanc. ke proein (1) 10 G0 EOAN P C_unshiu 00008 mRNA 37.1
terminal, plant.type [IPRO13210] (1):
Leucine-rich repeat [IPRO0I611] (1)
GFo033733 0 1 0 Hypothetcal protein (1) - C_unshiu_00008_mRNA_16.1
. Lencine-rch repeat domain, L domain-
GFO033732 0 1 0 Receptor like protein 33 (1) e imossem 1) C_unshiu_00008_mRNA_149.1
Leucine-rich repeat [IPRO0I611] (1)¢
L win
GRO033731 o 1 0 LRR receptor-fke kinase (1) e s 1y intine o C_unshiu 00008 mRNA_148.1
typical subtype (IPRO03S91] (1)
GRO033730 0 1 0 Hypothercalprotin (1) - C_unshiu 00008 mRNA_141.1
transporter activity [GOI0005215
‘molecular_function] (1); purine
nucleobase transport [GO:0006863
biologial process] (1): transmermbrane
[ h— Xanthine/uracilvitamin C permease
GF0033729 0 1 0 ] 00006810 boosin! maper [IPRO0GO43] (1); AzgA purine - C_unshiu_00008_mRNA_125.1
| process] (1)
membrane [GO:0016020 porter [IPRO29540]
cellular_component] (1):purine
kot rmbans i
activity [GO:
ol o] (1)
transmersbrane transport [GO:0055085
biological process] (1): ransporter
activity [GO:0005215
molecular_function] (1); purine
o Xanthineurciiamin C permase
Grozns o | 0 n gl procs (1 rnpor. . b 00008 A 1241
e (6010016030 " transporter [IPR029940] (1)
celllar_component] (1): purine
‘mucleobase transmembrane transporter
activity [GO:0005345
moleculr_function] (1)
Pyridoxal phosphate-dependent
transerase, major region, subdomain |
idoxal phosphate binding .
160:0030176 moleculr fnction] (1; PRO1S421] (1); Pyridoxal phosphate-
GR0033727 0 1 0 0} 10:0005 kpendent tranafrsse [IPROISA2A (1) C_unshiu_00008_mRNA 1131
molecular_function] (1); catalytie activity "”“:'“'T'S;‘ Ehhw"; Um;msxu]
0003824 moleculr_unction] (1): Pyridonal phosphate-dependent
[GO:0003824 molecular_function] (1) ron e major region, subdomain 2
[IPROIS422] (1)
nucleic acid binding [GO:0003676 Ribonuclease H-like domain [IPRO12337]
Putative non-LTR retroclement reverse  molecular_fnction] (1); RNA-DNA : Reverse transcriptase zinc-binding .
GFO033726 0 ! transcriptase (1) hybrid ribonuclease activity [G0:0004523 domain [IPR026960] (1): Ribonuclease H ~ C_unshi_00008_mRNA_108.1
‘molecular_function] (1) domain [IPRO02156] (1)
GrO033725 0 1 0 Hypothetcalprotein (1) - C_unshiu 00007 mRNA_60.1
GFO033724 0 1 0 Hypothetcal protein (1) - C_unshiu 00007 mRNA 23.1
G037 0 1 0 Hypothercalprotin (1) - C_unshiu 00007 mRNA_I7.1
Gro033722 0 1 0 Hypothetical protein (1) - C_unshiu_00007_mRNA_169.1
GFo033721 0 1 0 Hypothetcalprotein (1) - C_unshiu 00007 mRNA_142.1
S-adenosylmethionine synthetase, N-
terminal [IPR022628] (1); S
conserved
process [GO:0006556 bologicalrocess] Sge [N DS
GFO033720 0 1 0-adenosyimehioninesymbasc 2(1) (1 %11 Ve [F04005584 ety IPROTS6] (S- - C_unshiu_00007_mRNA_140.1
!  methionine ‘adenosylmethionine synthetase
e e [GO000UTS 1pro02133) (1) S adenosmctionn
= « synthetase, C-terminal [IPR022630] (1);
S-adenosylmethionine synthetase, central
domain [IPR022629] (1)
Autophagy protein AtgS ubiquitin-like
[IPRO04241] (1); Ubiquitin-related
n b membrane domain [IPRO29071] (1); SWEET sugar .
GFO033719 0 ! Oy [GO:0016021 cellular_component] (1) transporter [IPRO04316] (1): Major B C_unshiu_00007_mRNA_138.1
facilitator superfamily domain
[1PR020846] (1)
Gro033718 0 1 0 Hypothetcal protein (1) - C_unshiu_00007_mRNA_137.1
Rz 0 ! 0 Hspotetial prtsn (1) el sl g (GOOIGTS - Kibonusas ke domain (PROI37) i 00007 mRNA_134.1
GRO033716 0 1 0 Hypothetcalprotin (1) - C_unshiu_00007_mRNA_124.1
Vacuolar protein sorting-associated
protein 13, N-terminal domain
[IPRO26854] (1); Vacuolar protein
arossns 0 ! o s vl sotng asochicd ring-asocatedpotin 13 . i 00007 mRNA_118.1
prowen [IPRO26847] (1); Vacuolar protein
Sorting-associated protein 13, sccond N-
terminal domain [IPRO31646] (1)
GFO033714 0 1 0 Hypothetcal protein (1) - C_unshiu_00007_mRNA_11
GFO033713 0 1 0 Hypothetcal protein (1) - C_unshia_00006_mRNA 9.1
GF0033712 0 1 0 Hypothetical protein (1) PGG domain [IPR026961] (1) - C_unshiu_00006_mRNA_85.1
| Ribosomal protein S5 domain 2-type fold
Gro033TI o | o Exosome complex cxomiclase RRP4G [IPRO20368] (1); Exoribonuclease, - C_unshiu_00006_mRNA_82.1
ke phosphorolytic domain 1 [IPR001247] (1)
Hi-transporting two-sector ATPase, Reverse transeriptas zine-binding domain .
GFO033710 o ! © alpha/beta subunt, central region (1) [IPRO26960) (1) - C_unshiu_00006_mRNA_76.1
GFO033709 0 1 0 Hypothetical protein (1) - C_unshiu_00006_mRNA_75.1
GFO033708 0 1 0 Hypothetcalprotin (1) - C_unshia_00006_mRNA 6.1
Gro033707 0 1 0 Hypothercalprotin (1) - C_unshiu_00006_mRNA_S4.1
RNA-binding protein Lupus La
GFO033706 0 1 0 Hypothetcal protein (1) [IPRO0G630] (1); Winged heli.turn-helix - C_unshiu_00006_mRNA_43.1
DNA-binding domain [IPRO11991] (1)
DNA replicaion-independent nucleosome .
GF0033705. 0 1 0 Hy 1 [ Histone transcription regulator 3/CABINI_ C_unshiu_00006_mRNA_42.1
biological_process] (1) (1PRO330531 (1)
GFO033704 0 1 0 Monosacharide transport protein (1) - C_unshiu_00006_mRNA 311
GFO033703 0 1 0 Hypothetcalprotin (1) - C_unshiu_00006_mRNA_133.1
Domain of unknown function DUF4409
Gro033702 0 1 0 Hypothetcal protein (1) [IPRO25521] (1); Domain of wknown - C_unshiu_00006_mRNA_13.1
function DUF239 [IPRO04314] (1)
GFo033701 0 1 0 Hypothetcal protein (1) Floiln fmily [IPRO27705] (1) - C_unshiu_00005_mRNA_93.1
GFO033700 0 1 0 Aspartate aminotransferase B (1) - C_unshiu_00005_mRNA_85.1
GRO033699 0 1 0 Hypothetcalprotin (1) - C_unshiu_00005_ mRNA 79.1
intracelular [GO:0005622
luar_component] (1):integral
component of membrane [GO:0016021
el comporent] (1) rnion ol rien Lo, comerid e
GFo033698 0 1 O Homogentisae phyylranserase (1) LO-0000412 bolowical process] (05 1pang0n] (1); Ubia prenylransterase - C_unshiu_00005_mRNA_70.1
[GO:0003735 molecular_function] (1); family [IPROOUS3T) (1); Ribosomal
prenyltransferase )«.lwllv’[GO 000665@ protein L39 domain [IPR023626] (1)
molecular_function] (1);
00005840 e o] (1)
GFO033697 0 1 0 Hypothetcal protein (1) - C_unshiu_00005_mRNA_63.1
GFO033696 0 1 0 Hypothetical protein (1) - C_unshiu_00005_mRNA_61.1
GRO033695 0 1 0 Hypothetcalprotin (1) - C_unshiu 00005 mRNA_59.1
ansport [GO:0006810
biologial_ process] (1): integral
companent of membrane [GO:0016021
cellular_component] (1); cell cycle. Enhancer of rudimentary [[PRO00781]
— N , o porter family [ Lproces] (1 (D Major fcitor spefaiy donsin i 00005 A 25 1
[GO:0006221 biological process] (1):  transporter [IPROD4324] (1)
positive regulation of Notch signaling
pathway [GO:0045747
biological process] (1)
i P-loop containing nucleoside trphosphate
GFO033693 0 1 o NB-ARC domain discase resisance ADP binding (GO:0043531 hydrolase [IPR027417] (1); NB-ARC C_unshiu_00005_mRNA_142.1

© proten (1)

‘molecular_function] (1)

[IPRO02182] (1)



T Nem G celemenie NaminC Unshiu Namin Piiionan Nore o Trfre
S ottt ot Leucine-rich repeat domain, L domain- A
GRO033692 0 1 0 Hypothetcal protin (1) e C_unshiu_00005_mRNA_140.1
GRO033691 0 1 0 Hypothetcalprotin (1) - C_unshiu_00005_mRNA_138.1
protin binding [GO:0005515
‘molecular_function] (1): signal Tollimeriukin-1 receptor homology
GRO033690 o 1 0TMV resistance protein N (1) ey oo o oo C_unshiu_00005_mRNA_137.1
biologial_process] (1)
GRO033689 0 1 0 Hypothetcalprotin (1) - C_unshiu_00005_mRNA_136.1
GRO03685 0 1 0 Hypothetcalprotein (1) - C_unshiu_00005_mRNA_135.1
GRO033687 0 1 0 Hypothetcal protin (1) - C_unshiu_00005_mRNA_133.1
Leucinerich repeat [IPRO01I1] (1);
. Leucine-rch repeat domain, L domain-
GRO033686 0 1 e supetamiy protein - preiein e (00003515 like [IPRO32675] (1); Leucine-rich repet, - C_unshiu_00005_mRNA_132.1
Bokem2 (1) molecular_function] eystine-containing subtype [IPRO0GSS3)
" Domain of unkanown function DUF4050
GRO033685 0 1 0 Hypothetcal protin (1) st C_unshiu_00005_mRNA_128.1
GRO033684 0 1 0 Hypothetcalprotin (1) - C_unshiu_00005_mRNA_1.1
Nuckotide-diphospho-sugar transferase Nuckotide-diphospho-sugar transferase ¢
GRO033683 0 1 [t Nsosocaymy C_unshiu_00004_mRNA_95.1
GRO033682 0 1 0 Hypothetcalprotin (1) - C_unshiu_00004_mRNA_7.1

y Conserved hypohetical potein
Gro033681 0 1 0 Hypothetical protein (1) petetritamer i PR *_unshiu_00004_mRNA_73.1
GRO033680 0 1 0 Hypothetcalprotin (1) - C_unshiu_00004_mRNA_I6S.1
GRO033679 0 1 0 Hypothetcal protin (1) - C_unshiu_00004_mRNA_164.1
GRO033678 o 1 0 Monosacharide transport protein (1) - C_unshiu_00004_mRNA_158.1
Gro033677 0 1 0 Hypothetcal protein (1) - C_unshiu_00004_mRNA_103.1
GRO033676 0 1 0 Hypothetcal protin (1) - C_unshiu_00004_mRNA_10.1

. SANT/Myb domain [IPRO0I00S] (1;
GRO033675 0 1 0 Hypotheticalprotin (1) e Homeodomain-ike [IPRO0SOS7] (1~ - C_unshiu_00003_mRNA_91.1
meleoular_finctior] Myb-like domain [IPROI7ST7] (1)
GRO033674 0 1 0 Hypothetcalprotin (1) - C_unshiu_00003_mRNA_86.1
GrO033673 0 1 0 Hypothetcalprotein (1) - C_unshiu_00003_mRNA_43.1
GRO033672 0 1 0 Hypotheticalprotin (1) - C_unshiu_00003_mRNA_25.1
GRO033671 0 1 0 Hypothetcal protin (1) - C_unshiu_00003_mRNA_I7L.1
GRO033670 0 1 0 Hypothetcalprotin (1) - C_unshiu_00003_mRNA_168.1
GF0033669 0 1 0 Hypothetcal protein (1) - C_unshiu_00003_mRNA_167.1
GRO033668 0 1 0 Hypothetical protin (1) - C_unshiu_00003_mRNA_165.1
Groosier 0 ! o oo stosirnsse Brososm ke IPRODGI (1) - Lt 00003 A 1.1
GFO033666 0 1 0 Hypothetical protein (1) - C_unshiu_00003_mRNA_130.1
‘Chaperone tailss complex polypepride |
(TCP-1) [IPROIT995] (1) Chaperonin
P-1, conserved it [IPR002194] (1);
ATP binding [GO:0005524 GroEL-fke equatoral domain
molecular_function] (1);proten folding  [IPRO27413] (1); GroEL-lke apical
GRO033665 0 1 0 T-complex protein 1 subunit gamma (1) [GO:0006357 biologieal_process] (1); domain [IPRO27409] (1 nin - C_unshiu_00003_mRNA_117.2
unfolded protein binding [GO:0051082 ~ Cpn6O/TCP1 fmily [IPR002423] (1);
‘molecular_function] (1) TCP-1-like chaperonin intermeds
domain [IPRO27410] (1); T-complex
protin 1, gamma subunit [IPRO12719]
I
GRO033664 0 1 0 Hypothetcalprotin (1) - C_unshiu_00003_mRNA_103.1
Cysteine peptidase, asparagine active site
[IPRO25661 (1) Peptidase C1A, papain
J— C-terinal [IPRO00GGS] (1); Cathepsin
[GO:0008234 molecula_functon] (1) ide inbibitor dowmin (120)
GRO033663 0 1 0 Vignain (1) oteoteis GODO0GS0E [IPROI3201] (1); Pepidase C1A - C_unshiu 00002 mRNA 851
et GO00GS IPROIS128] (1) Cystine peptcase,
sical Histidine active site [IPRO25660] (1)
Cystine peptidase, ystcine acive sie
[IPRO0OIG9] (1)
Gro033662 0 1 0 Hypothetcal protein (1) - C_unshiu 00002 mRNA_72.1
GRO033661 0 1 0 Hypothetical protin (1) - C_unshiu_00002_mRNA_S1.1
GRO033660 o 1 0 Hypothetcalprotin (1) - C_unshiu_00002_mRNA_215.1
GRO033659 o 1 0 Hypothercalprotin (1) - C_unshiu_ 00002 mRNA 2.1
ATP binding [GO:0005524 Protein kinase, ATP binding ste
molecular_functon] (1); proten kinase  [IPRO1741] (1); Proten kinase domain
Lype :
GrO0s30s8 0 ! O kinase 1V.2 (1) ‘molecular_function] (1) protein omain [IPROI1009](1); Concanavalin C_unshin_ 00002 rRNA_165.1
biological_process] (1) [IPRO13320] (1)
GRO033657 o 1 0 Putative retroclement pol polyprotein (1) - C_unshiu_00002_mRNA_164.1
regulation of transerption, DNA- FHYYFARI family [IPRO31052] ()5
GRO033656 0 1 0 FARI DNA-binding domain protein (1) templated [GO:0006355 FARI DNA binding domain [IPRO04330] - C_unshiu_00002_mRNA_117.1
biologial_process] (1)
DNA binding [GO:0003677
molecular_function] (1) regultion of
wanseription, DNA-emplat
. DNA-binding domin [IPROIGITT] (1);
GRO033655 0 1 0 pton factor (1) (G wobaeaLproces) (1 L ) C_unshiu_00002_mRNA_115.1
specific DNA binding [GO:0003700
molecula_function] (1)
GRo033654 0 1 0 Hypothetcalprotin (1) - C_unshiu_00001_mRNA_ST.1
transition [GO:0006412
biological_process] (1);sructural
GRO033653 0 1 0 Hy ) G Rbosoma protein L10e 10 - C_unshiu_00001_mRNA_305.1
‘molecular_function] (1): ibosome URROE180) (1)
[GO:0005840 celular_component] (1)
GRo033652 0 1 0 Hypothetcalprotin (1) - C_unshiu_00001_mRNA_339.1
protin binding [GO:0005515 Zine fnger, RINGFYVEPHD-ype
GRO033651 0 1 0 E3 ubiquitn ligase BIG BROTHER (1) molecular_function] (1) zne fon binding  [IPROI3083] (1) Zine finger, RING-type - C_unshiu_00001_mRNA_332.1
[GO-0008270 molecular_function] (1) [IPRODISAI] (1)
y ATP-dependent RNA helicase Ski2, C- .
GFO033650 0 1 0 Hypothercalprotin (1) e RO1961) () C_unshiu_00001_mRNA_33.1
GRO033649 0 1 0 Hypothetcal protin (1) - C_unshiu_00001_mRNA_309.1
GRO033648 0 1 0 Hypothetcal protin (1) - C_unshiu_00001_mRNA_3.1
nutient reservoir actvity [GO:0045735 Cupin 1 [IPROOGO4S] (1) Gemin,
. Germin-ike proteinsubfanly 1 member § molecular_functon] (1); manganese fon  manganese binding site [IPRO19TS0] (1)
GRossest 0 ! Rt binding [GO:0030145 RmiC-like jelly oll fold [IPRO14710] (1) ~ Cunshin_00001_mRNA._20.1
molecular_function] (1) RiC-like cupin dormain [IPROT1051] (1)
AT . -
‘molecular_function] (1); nucleotide i tanporee ¥ ;:"Pr:,’;" 2 N-
binding [GO:0000166 Y
e oion] (1 caom. UPRIBETSO1 1P ATR, A
b iy domain [IPROOS250) (1); HAD-Tike
O e ooy 1y, domain [PRO23214] (1) Caton-
it on g CO0RiGSTS | Tporing P ATFase, N
GRO033646 0 1 0 Hypothetcal protein (1) molecular_function] (1); membrane | 1(1); P-type ATPosc C_unshiu_00001_mRNA_283.1
(G0:0016020 celulae_componen] (1; ~ LIPROV17S7) (1); Cotion-transporting P-
calcium on transmersbrane transport 9P ATPase, Cterminal [IPRO0GOGS]
[GO:007058 biolagical_process] (1; (1 b-pe ATPase, subfamily 11
calmodulin binding [GO:0005516 IPRO0GAOE] (1); P-ype ATPase,
molecular_function] (1); ntegral cytoplasmic domain N [1PR023299) (1);
n g Ptype ATPase, transmembrane domain
component of membrane [GO:0016021 !
o [1PRO22981 ()
eytokinin metabolicprocess [GO:0009690
lgal roces] (1 AORSE g e 2 (1PRO1616] (1
donors [GO:0016614 molecular_functon] &13c<101-Phosphate dehydrogenase,
e ete s o) NAD:-dependn. Nterminal (IPROL1125]
(O 005078 it meomesstys (1 FAD lnked oxidse, N-terminal
cupicaciiy [GO00024  LIPRO0609] (1 Ghcerol S hospte
molecular_function] (1) ytokinin  Sersdrogenase, NAD-dependent
ehydropenace ety [GO0019139  PRODSIGS] (1) Vanilykaicohol
molecular_function] (1) glyeerol.3.  Case Cytokini deydrogenase C-
bosptate moabolic m‘i;i terminal domain [IPRO16170] (1);
Dhovhc RGO NAD(R b dowain 1RG40
oo (1 €O dehyarogese fvoprtsn-ke.
e FAD-binding, subdomain 2 [IPRO16169]
Groosiess o | 0 Hypothetialprotein (1) oI [COSS s. (G ot dehyogense, - C_unshia_00001_mRNA_252.1
ol compuren] (1 0SS A g, e PROOI)
ol g (0 FAD-sding, e 2. bl
el function] (1 gheeros. IPROIGIT] (1); Oxygen oxidoreductase
ol eton] (1 covalent FAD-binding ste (IPRO060%3]
G (1) 6-phosphogluconate dehydrogenase
oo s e e (1 Cteminal domsin-ke [IPRO0S927] (1)
1GO:0030660 moleclar_function] (1~ (12 Ao e Cermist
oxidoreductase activiy [GO:0016491 : Oy
e ! dehydrogease 1. FADIcytokininbinding
ety domin [IPROIS345] (1) 6-
B e e o b
[GO:0051287 molecular_function] (1; > "**O13
oxidoreductase activiy. sctng on the CH-

. actin binding [GO:0003779 Protein Networked (NET), sctn-binding )
GRO033644 0 1 0 Hypothetcal protein (1) o B domin (1RO 684 (1) *_unshiu_00001_mRNA_250.1
GRO033643 0 1 0 Hypothetcalprotin (1) - C_unshiu_00001_mRNA_243.1
GRO033642 1 0 Hypothetcalprotin (1) {pidoghan b ke (IPR002477) C_unshiu_00001_mRNA_22.1
GRO033641 0 1 0 Hypothetcalprotin (1) T e e Zine fnger, C2H2 (IPROOTOST) (1) - C_unshiu_00001_mRNA_214.1
GRO033640 0 1 0 Hypothetcalprotin (1) - C_unshiu_00001_mRNA_I.1
GRO033639 0 1 0 Hypothetcalprotin (1) - C_unshiu_00001_mRNA_177.1

GDP-fucose protein O-fucosylzansferase ¢
GRO033638 0 1 0 Hypothetcalprotin (1) oty - C_unshiu_00001_mRNA_I7L.1
GRO033637 0 1 0 Hypothetcalprotin (1) - C_unshiu_00001_mRNA_169.1
GRO033636 0 1 0 Hypothetcalprotin (1) - C_unshiu_00001_mRNA_150.1
GRO033635 0 1 0 Hypothetcal protein (1) - *_unshiu_00001_mRNA_147.1
5 Proten of unknown function DUF6T9 "
GRO033634 0 1 0 Hypothetcalprotin (1) st C_unshiu_00001_mRNA_139.1
GRO033633 0 1 0 Hypothetcalprotin (1) - C_unshiu_00001_mRNA_126.1
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Go TaierPro

Nembers in POl

GFO033632 0
GRO033631 0
GFO033630 0
GFO0033629 0

0 Cullin 38 (1)

TSA: Wollemia nobils transeribed RNA

9 sequence (1)

0 F-boxkelehrepeat protein SKIP11 (1)

0 Receptor-like protin kinase HSL1 (1)

‘Cullin homology [IPROIG1S8] (1; Culln,

Neterminal (IPRO01373] (1); Cullin
ubiuiin-dependentprorein cabotic 1 LR TRERATOR S

pe
process [GO:0006511 biological_process]
{1y ubiguitn protein igase binding. 10120 (1

[GO:0031625 molecular_function] (1) DNA-binding donain [IFRO11991] 1);

Cullin protein, neddylation domain
[IPROI9559] (1)
ubiquitin protein igase binding

s fnction] (1);
ubiguitin-dependent protein catabolic  [IPRO16159] (1); Culln, N-terminal
process [GO:0006511 biological_process] [IPRO01373] (1)

1 binding [GO:0003515

o Keleh repeat type | [IPRO06652] (1);
molecular_function] (1) "

Galactose oxidase, beta-propelle
[IPROIS916] (1)

Coneanavalin A-like lectin/glucanase
‘domain [IPROI3320] (1): Protein kinase-
like domain [IPRO11009] (1); Protein
kinase domain [IPRO0O719] (1);
Serine/threonine/dual specificity protein
Kinase, catalytic domain [IPR002290]
(1); Serinelthreonine-protein kinase,
active sie [IPROOS271] (1)

protei kinase activiy [GO:0004672
molecula_function] (1); protein
phosphoryltion [GO:0006468
biologcal_process] (1): ATP binding
[GO:0005524 molecular_function] (1)

Winged helix-tumn-helix -

C_unshiu_00001_mRNA_117.1

C_unshiu_00001_mRNA_I16.1 B

C_unshiu_00001_mRNA_109.1 B

C_unshiu_00001_mRNA_1.1






