CcdB_F IMOFE'S YK-ESRYRLEVIRVYORIESID T PGISIMV T J9RAA SARLLEIDKV-SREMYIVV-HIG 57

CcdB_pSLT IMOFIN CK-BIESRYRLEVIRVORIISID T PGIRIMA VIRV SARLLEEKV-PRDIBYIVM-HIG 57
CcdB_CFTO073 IMOE')S SRGIM IVII®TPTERFERIRPPE ILLLVD 60
CcdB-1 IMOFIN SRGJN IVI)IATPIERFERIRPPE ILLLVD 60
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CcdB_F DESWRMMINTOMVS\4V SVIEEEVADLEHREND) ArNLWEwW 101
CcdB_pSLT DEPYRLLWTDMTS\YATVIEEEVADLELREND NIKL 101
CcdB_CFTO073 GKEYVLMINHETAT\WSVNALETKECD HRTL HLDFm D 104
CcdB-1 GKEYVLMT*ETAF PVNAL TKECD, HRTL iHDFmHJ 104
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Figure S4. Multiple amino acid sequence alignment of CcdB proteins. CcdB proteins encoded by F
plasmid (GenBank AAA96062), pSLP plasmid (WP_001159863), UPEC CFT073 (WP_001160966) and
NRG857¢c (YP_006118417) were alignment by CLUSTAL O(1.2.4). Identical amino acid residues are
highlighted in black. Residue W99, reported to be crucial for CcdB toxicity in E. coli, along with its

variation, are highlighted in yellow.



