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0.000273651941570176
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0.000583550333479348

0.000662046950393163

0.000670785154578349

0.000720438168868031

0.000746039142004426

0.000877621163358618

0.000920318490819468

0.000952706716040899

0.000968797196081654

0.000968798935284928

0.00103189027948002

0.00120675875659154

0.00125541233723047

0.00127315663269188

0.00128742260881415

0.00132934069905783

0.00133110436394789

0.0013412353613221
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Difference in mean proportions

p−value(t−test)

ABC−type glutathione transport system ATPase component, contains duplicated ATPase domain

Flp pilus assembly protein, pilin Flp

ABC−type phosphate transport system, periplasmic component

TRAP−type mannitol/chloroaromatic compound transport system, small permease component

Acetyl/propionyl−CoA carboxylase, alpha subunit

Pimeloyl−ACP methyl ester carboxylesterase

NAD−specific glutamate dehydrogenase

ABC−type uncharacterized transport system, ATPase component

Flp pilus assembly protein TadB

Fe2+ or Zn2+ uptake regulation protein

TRAP−type mannitol/chloroaromatic compound transport system, periplasmic component

TRAP−type mannitol/chloroaromatic compound transport system, large permease component

tRNA/tmRNA/rRNA uracil−C5−methylase, TrmA/RlmC/RlmD family

Uroporphyrinogen−III decarboxylase

L−lactate utilization protein LutB, contains a ferredoxin−type domain

CDP−glycerol glycerophosphotransferase, TagB/SpsB family

Pyruvate/2−oxoglutarate/acetoin dehydrogenase complex, dehydrogenase (E1) component

Alkylated DNA nucleotide flippase Atl1, participates in nucleotide excision repair, Ada−like DNA−binding domain

D−arabinose 1−dehydrogenase, Zn−dependent alcohol dehydrogenase family

ABC−type maltose transport system, permease component

Nucleotidyltransferase/DNA polymerase involved in DNA repair

Glycine cleavage system protein P (pyridoxal−binding), N−terminal domain

Carbamate kinase

Anionic cell wall polymer biosynthesis enzyme, LytR−Cps2A−Psr (LCP) family

Uncharacterized protein, UPF0160 family

Predicted molibdopterin−dependent oxidoreductase YjgC

Type I site−specific restriction endonuclease, part of a restriction−modification system

Cytochrome c, mono− and diheme variants

Lipoate−protein ligase A

RNA polymerase−binding transcription factor DksA
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