Percent of genes (%)

Cellular Processes

Genetic Information Processing

Human Diseases

Metabolism

Organismal Systems

81 Number of Gene

42

215

129

116

ads

4739

Class of gen

7 tw TR o
oL

em Ao R q?%r? SRR Bty
e

i p qm@i’q"iacav )
sl et Sy
anloxld Jant activily

Synanse part
g oo

2

Number of genes (#)

| 1 iclosed I|‘
e

men

cell pa
& Jircton

Sifat raproduction
;ana'ﬂ’ o simlus

| vG o, uF ielonisal rocess
WFV@F o STHo pmss
Mkl or 1I’|Ish’\.‘<1 Dr

oo
ali; amn

]
22 :Eg

=

3
3

ystem process

ot menlu!lncallzaum
BRita| process

mﬁ
255
osSang
3:

mFonenl organizalion or biogenesis

il
logicd regulation
0 Bglcéia Ly

SoEBIggaTS
255
%‘E{“

Number of matched genes

KOG

A BCDEF

G

HlJKLMNOFQRST UYWYZ

Function class

GS00-SR21

A RNA processing and modification (87}
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Figure S1. A. Bar chart showing the
number of annotated genes in the
KEGG database; B. Statistical
classification of Gene Ontology (GO)
categories; C. Statistical annotation of
Eukaryotic Orthologous Groups (KOG)
classification; D. Variant map of GS00
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