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LLX01389 --------ooo-- 334
LCA00270 -=-----c-c-m- 360
BAT07091 ----------u--- 361
BCEAQQ045 ------------- 361
SA1285_ 1286 c ------------- 351
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LSA1727_1728 ------------- 354
PPE00557 -----=--=------ 323
LCA00104 ------------- 344
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lp 2174 ------------- 349
EF00404 ----------=--- 349

1p 1448 ------------- 348
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1p 3066 ------------- 354
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Figure 4:

Multiple sequence alignment of CscA proteins. Proteins IDs can be found in additional file Table 5. Colour coding of highly
conserved residues: green, hydrophobic (L, M, I, V); blue, aromatic (W, F. Y); red, basic (R, K, H); light brown, neutral and
small (P, G, S, T).



