Diacetylchitobiose uptake system permease protein DasC (KLPDOEOB_00189)
sn-glycerol-3-phosphate import ATP-binding protein UgpC (KLPDOEOB_00190)

Multifunctional non-homologous end joining protein LigD (KLPDOEOB_00193)

Non-homologous end joining protein Ku (KLPDOEOB_00192)

‘ Multifunctional non-homologous end joining protein LigD (KLPDOEOB_00195)

Sulfate/thiosulfate import ATP-binding protein CysA (KLPDOEOB_00200)

Non-homologous end joining protein Ku KLPDOEOB_00191)

| 15481 family transposase ISMex2 (KLPDOEOB_00194)

Peptidase T (KLPDOEOB_00196)
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Sulfate transport system permease protein CysW (KLPDOEOB_00201)
Sulfate transport system permease protein CysT (KLPDOEOB_00202)

198 199 | Sulfate-binding protein (KLPDOEOB_00203)
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Melibiose/raffinose/stachyose import permease protein MelD (BNCMMLDE_00197)
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HTH-type transcriptional regulator LutR
L-alanine/L-glutamate racemase (AFHIGFHM_00230)

3',5'-cyclic adenosine monophosphate phosphodiesterase CpdA (AFHIGFHM_00235)
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