Table S7

GeneFamily Coefficient AIC P-value FDR Annotation

€0G0553 234 7717 111626 420E23  Superfamily | DNA/RNA
helicases, SNF2 family
Cytotoxic translational

C0G2026 2.35 31.91 2.75E-22 5.28E-19 repressor of toxin-antitoxin
stability system

COG4710 412 22.08  7.28E-19 9.34g-16 ' redicted DNA-binding protein
with an HTH domain

C0G5281 2058 3622 1.07E-17 10314 Fhagerelated minor tai
protein

C0G1357 231 2897 427617 320p-14  oncharacterized low-
complexity proteins

COG5527 097 6427  150E-16 961614  roteininvolvedin initiation
of plasmid replication

€0G0513 136 4751 1.78E-14 g.78e-12  ouperfamily I DNAand RNA
helicases

COG3668 207 2311  6.28E-14 302611 Lasmid stabilization system
protein

C0G1961 133 4582  828E-12 354E.09  ivesspecific recombinases,
DNA invertase Pin homologs
Plasmid rolling circle

COG5655 1.78 34.17 2.84E-10 1.09E-07 replication initiator protein
and truncated derivatives

C0G2946 1.03 4951  1.55E-09 5.43g.07  'utative phage replication
protein RstA
Uncharacterized protein

CO0G3108 3.35 32.18 8.67E-09 2.78E-06 . .
conserved in bacteria

COG3378 1.94 27.71 2.97E-08 8.80E-06 Predicted ATPase

COG5534 2036 2833  3.14E-07 g63c.05  lasmidreplication initiator
protein

C0G1192 0.84 3698  4.90E-07 0000126  ATrasesinvolvedin
chromosome partitioning

C0G0294 142  21.82  3.53E-05 0.0084g9  Dinvdropteroate synthase and
related enzymes

C0GA4886 279 1575  6.89E-05 0015582  Leucinerrichrepeat (LRR)
protein

COG0532 135 2158  7.90E-05 0.016877  ranslation initiation factor 2
(IF-2; GTPase)
Uncharacterized conserved

COG4983 2.17 31.49 0.000134 0.027193 .
protein
Alpha-galactosidases/6-

COG1486 21.76 13.28 0.000149 0.028596 phospho-beta-glucosidases,
family 4 of glycosyl hydrolases

COG3041 263 1646  0.000225 0.0a1265  Uncharacterized protein
conserved in bacteria

COG0817 2466  10.93  0.000298 0.0a0897  Holliday junction resolvasome,
endonuclease subunit
Tartrate dehydratase alpha

COG1951 23.66 11.30 0.000298 0.049897 subunit/Fumarate hydratase

class I, N-terminal domain
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Glutamate synthase domain 2
Putative silver efflux pump

Type IV secretory pathway,
VirD4 components
Membrane-bound
metallopeptidase
RecA-family ATPase
Cation transport ATPase
Predicted transcriptional
regulator

Uncharacterized protein
conserved in bacteria
Methionine synthase |,
cobalamin-binding domain




