630 AAGTTACTATTTTACAAAAA|Y AAGAAATATTTAAATINGATATTAAAATHNT T T YA
BIO9 AAGTTACTATTTTACAAAAAA AAGAAATATTTAAATINGATATTAAAATINT T TS
M68 AAGTTACTATTTTACAAAAAA AAGAAATATTTAAATINGATATTAAAATINT T T NS
CF5 Inverse LUNCINUNGHYNNUNPNGYVIVV:V:V AAGAAATATTTAAATINGATATTAAAATINT T TS
R20291 AAGTTACTATTTTACAAAAARA AAGAAATATTTAAATIMNATATTAAAATIAT T TS
CD196 AAGTTACTATTTTACAAAAARA AAGAAATATTTAAATIMNATATTAAAATIAT T TS
BI1l Inverse LYNCINUNPNEEEPNCL:V:V:V:V:V2 AAGAAATATTTAAATIMNATATTAAAATINT T T ]
2007855 AAGTTACTATTTTACAAAAAA AAGAAATATTTAAATIMNATATTAAAATINT T T ]
630 © 131
BIO9 G @ AINREGAAARAATATTAGTTTTCTTACIAAARTGATACATTATT 132
M68 G @ INREGAAARAATATTAGTTTTCTTACIAAARTGATACATTATT 132
CF5 Inverse G @ INRGAAARAATATTAGTTTTCTTACIAAARTGATACATTATT 132
R20291 G IAGENNAAAAATATTAGTTTTCTTACMAAAGTGATACATTATT 132
CD196 G IAGENNAAAAATATTAGTTTTCTTACMAAAGTGATACATTATT 132
BI1 Inverse G pAGE A AAAATATTAGTTTTCTTACSAAAGTGATACATTATT 132
2007855 G pAGEAAAAMAATATTAGTTTTCTTACSAAAGTGATACATTATT 132
630 AATAAAGAAGTCAMTTETTTGTAATATAGCAACTT 195
BIO ATGAATAAAGAAGTCANMTTTTTTGTAATATAGCAACTT 196
M68 ATGAATAAAGAAGTCANMTTTTTTGTAATATAGCAACTT 196
CF5 Inverse ATGAATAAAGAAGTCANMTTTTTTGTAATATAGCAACTT 196
R20291 ATGAATAAAGAAGTCARMTTTTTTGTAATATAGCAACTT 196
CD196 ATGAATAAAGAAGTCARMTTTTTTGTAATATAGCAACTT 196
BI1 Inverse ATGAATAAAGAAGTCANMTTTTTTGTAATATAGCAACTT 196
2007855 ATGAATAAAGAAGTCANMTTTTTTGTAATATAGCAACTT 196

S11 Fig. Sequence alignment of the flagellar switch and inverted repeat sequences from
NCBI accessible genomes of C. difficile. The following C. difficile genomes were used in a
sequence alignment with Clustal Omega for the flagellar switch: 630, BI9, M68, CF5, R20291,
CD196, BI1, and 2007855.



