Mrka (1) ———MKXVLLSAAMATAFFGMAAANﬁ?DTNVGGGQUN?FGKVTSVSSTVSV

MrkF (1) MEKGLPENTIAWLLFCGSLAAPSAWGFETNYDRGRVDFAGRVTDISCSVAL

Mrka (48) NG--QGSDANVYLSPVTLTEVKAAAADTYLKPHSFTIDVSDQUAADG---
MrkF (51) NGGQHAGSGNVWLAPVSLAEVHDRGAGAFMKPQPFTLALSNCOLRHDGGA

MrkA (93) TKODDVSKLGVNWTGGNLLAGATAKQQGYLANTEAAGAQNIQLVLSTDNA

MrkF (101) ASQDEVRRVSVRWVDGFLLTAVGNENAGYLANTLPDGAQNIYLALSTNDN

MrkA (143) TALT--NKIIPGDSTQPHAAGDASAVQOGARFTYYVGYATSTPTTVTITGV

MrkF (151) NTLDES VPADPQONQVRLOE SHGGL VSPTPKSATSGP
MrkA (181) [VNSYATHEITYQ
MrkF (200) |[ITSWATWELVYN

Fig. 5. Sequence comparison of MrkA and MrkF. The conserved Cys residue
contained in the pilin domain are underlined and shown with bold word. The
conserved motifs contained in the pilin domain are marked with boxes. The vertical

arrow indicates the predict cleavage site of signal peptide.

76



