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Supplementary Figure S1. GO Enrichment Results for Bs Group Species Core Gene Set
From left to right are the BP, CC, and MF functions of GO enrichment for the Bs group
species core gene set, showing only the 11 species with significant GO enrichment results for
core genes. The g-value is based on the hypergeometric distribution test and adjusted using
the Benjamini & Hochberg method, with significant results displayed in orange, indicating a

g-value less than 0.01.



GO Enrichment Results by Species - Rare

ogen compound metabolic process
organt. cycllc compound metabolic process )
heterocycle metabolic process hydrolase activity @
cellular nitrogen Gompoung metabolic process

cellular aromatic compound metabolic process

olecule metabolc process )
nucleobase-containing compound metabollc process '

obsolete cellular macmmolecme metabolic process
ucleic acid metab lic process )
timulus
regulation S olosica process
ulation of cellular process
requlation of primary metabolic process
regulation of nitrogen com?ound metabolic process
f metabolic process
regulation of macromalecule metabolic process
regulation of macromolecule biosyniheic process
equlation of cellular metabolic process
regutation of ceflalar rocess
regulation of rocess
feguiation of RNA mefabolic process
regulation of nucleobase-containing compound mef

o of Ge e o
obsolete regulation of cellular macromolectle biosynthelic process
egulation of RNA biosynihetic process
obsolete regulation of nuiclele cid-templated transcriotion
regulation of DNA femplated transcripton

response e
sponse to chemical
obsolete multi-organism process
nucleic acid phosphodiester bond hydrolysis
ellfar component organization

olysis

sponse to extermBl SUMUNS
anic cydlic compouNd CASBOIC process
biological process involved in symbiotic c
biological process involved in
heterocycle catabolic process

ic

cellular itrogen compound catabolic process

C Combound catabolic brocess
nucleobase-contaming compound catabol

DNA re
DNActemplated DNA feblicaton
regulation of DNA-templated transcription ntiation
regulation of cellular com| organizatiol
A-femplated transcn ton Initiation
response to extracellular stimulus
organic. acid transport
organic acid (ransmembrane transport
oxylic acid iransport
carboxylic acid transmembrane transbort
e omOatule catebonc craaes
macromolecule methylation
in-containing complex organization
regulanon 5 ceflular component b\ogenesls
ponse fo organonfirogen oo
|0 organic su
feee B i lovs
ponse o nitrogen compound
absolete RNA phosphodiester bond hydrolysls
obsclets celular macromajecule catabolic process
RNA biosyniheic process
regulation of protein-contaning complex assembly
obsolete nucieic, acid-emplate Tanscrption
emS\ate transcription
‘ecombination

hydrolase activity, acting on ester bonds

transcription regulator activity ®

nuclease activity @

catalytic activity, acting on a protein ®

catalytic activity, acting on DNA @ @

DNA-binding transcription factor activity ® qvalue

0.04
0.03
0.02
0.01

peptidase activity ®

L4 d

anion activity ®

35

rocess

* sigma factor activity
Gene Ratio
@ o1

hydrolase activity, acting on glycosyl bonds @ @ o2

@ o3

endopeptidase activity L 2 . 04

obsolete transcription factor activity, core RNA polymerase binding

organic anion transmembrane transporter activity ®

organic acid transmembrane transporter activity L 2

RNA aigbolic process

DNA modification

deoxyribonucleqtide melabolic process

deoxyribose phosphate metabolic process
deoxyriboniglebside triphosphate metabollc process
2-deoxyribonuclsoide metabolic process

sponse

defense re:
nucleoside triphosphate catabolic process §

carboxylic acid transmembrane transporter activity ®

RNA nuclease activity |- @

DNA strand elongation involved in DNA replication
DNA strand elongation

deoxynbose phosphate catabolic process

deoxyribonudleotide catabolic process

obsolete transcription factor activity, protein binding 1 @ ®

yribonucleotide biosynthetic process
deoxyriborugledning Hphosohals CABoIE brocess
obsolete DNA methylation or demethylation

DNA methylation

'UNA alkylation

DNA strand exchange activity ®

o0

¢ o0 ¢ @@
5%8%0%8%5% %

%
o 79
,%s
e
%

<8%8% @«"
e

%
< D/
S N
R
P

Supplementary Figure S2. GO Enrichment Results for Bs Group Species Rare Gene Set

From left to right, the figure shows the GO enrichment of rare genes in Biological Process (BP)
and Molecular Function (MF) categories, with nine species within the Bs group exhibiting
enrichment results. The q value is based on the hypergeometric test and adjusted using the
Benjamini & Hochberg method, with only significant results displayed in the figure. The
orange sections indicate a q value of less than 0.01.



