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Figure S16C
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=>exopolyphosphatase E=)conjugal transfer proteins
=>cyclic di-GMP phosphodiesterase YfgF E=addiction module antitoxin RelB
=>outer membrane lipoprotein =>replication C family protein

= hypothetical protein E=Dregulatory protein RepA

E=>GMP synthase =)DNA binding protein (AlpA protein)
=Dinosine 5'-monophosphate dehydrogenase =) p4 phage integrase family protein

‘Exodeoxyribonuclease VIl large subunit ‘kasugamycin 2'-N acetyltransferase



