Table S1 The eleven single base mutations in the genome of strain 4WGX

Position ~ Sequence Gene  Protein  Protein function Ref
change change

199908 C-T bamA R661C  outer membrane protein assembly factor BamA [1]

419625 G—-T brnQ  V271F  branched chain amino acid transporter BrnQ [2]

547694 A—G fdrA E38E putative oxamate carbamoyltransferase FdrA [3]

556858 A—-T ybcJ L36Q putative RNA-binding protein YbcJ [4]

624402 C-T fepB  R99C ferric enterobactin ABC transporter periplasmic [5]
binding protein

1065700 C—-T agp R415C  glucose-1-phosphatase [6]

1093686 T—C dgcT  V130A putative diguanylate cyclase DgcT [7]

1303712 A—G oppB  S273G  murein tripeptide ABC transporter/oligopeptide [8]
ABC transporter inner membrane subunit OppB

2019202 C-T fliK T1711 flagellar hook-length control protein [9]

2866111 A—G ygbN putative transporter YgbN [10]

2906975 C—-G eno D450H  enolase [11]
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