Number of genes

1000+
9004
800+
7004
600+
500
4001 340
300
200 171

1004

ACDEFGH I

886

668

483

181

JKLMNOPQRSTUVWXZ
COG Type

COG function classification: G3

M A RNA processing and modification

W C:Energy produstion and conversion

M C:Cell cycle control, cell division, chromosome partitioning

M E:Amino acid transport and metabolism

11 F:Nucleatide transport and metabolism

B G:Carbohydrate transport and metabolism
H:Coenzyme transport and metabolism

/M I-Lipid transport and metabolism

W J Translation, ribosomal structure and biogenesis
K:Transcription

B L:Replication, recombination and repair

W M:Cell wallmembrane/envelope blogenesis

M N:Cell motility

Il O:Posttranslational modification, protein turnover, chaperones

I Pilnorganic ion transport and metabolism

I Q:Secondary metabolites biosynthesis, transport and catabolism

I R:General function prediction only
M S Function unknown

I TSignal transduction mechanisms

A: EFEEE; B: COG ThEE TR

A: Genome map; B: COG functional annotation

MiE 1 #EFE 63 mkERAEIES IR

#:RHA pracessing 2nd medifcation
Bihrs matin sruclure s dymrics
CEnergy producion and consersion
[0 D Celleye conlrsl, cell division, chiomesome parliloning
[ E:4mo 0 U neport and metstoliam
F el i imnsport and mefaa s
& Caroohycrste fransport and mefatioliam
[ FIG08ZE Fansnar an meta bolsm
) ! LiFi transpert 2nd metabal sm
[ T v, MBS ) SR B Hogenes
Ko Transer ption
L Resication, resomtiralion and tepair
h:Gell vial imembranasenvelaps ogenasi
M Cell motity
[0 O:Fostiansiatonal mosification, profein tumaver, chapsronas
[ FInnrgRni: o anspan @ metasa ism
[ O Secondary metaboliies biosynthesis, bansport and cafaiolisn
FeGenars| nctian predieton enly
SiFurclion unkoown
[ Tignalansdusten mechanisms
[ Ulnicacel st faficking. secreton. and vesicuar transport
[ #Dstense mechsniams
W Estracaluist struciures
¥:Maix rre: prophsges, Lansposans
e stuciure
i ZCvoskecton
05 (R
235 RNA
W R
T

1 Uilntracellular trafficking, secretion, and vesicular transport
W V:Defense mechanisms

W W Extracellular structures

[ X:Mobilome: prophages, transposons

M Z Cytoskeleton

i

Supplementary Fig.1 Genome map of Streptomyces sp. G3 strain and functional annotation
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Supplementary Fig. 2 Genome pathway annotation and functional annotation of Streptomyces sp. G3 strai



