%
Mrklp (1) MKKLTLFIGLMALGTTSAWAéEWQSNS—AYEINMAMGRVVVSPDLPVGSVIATKTWTMPDNNTIYVT DR
MrkDV2 (1) MKKLTLFIGLMAMGTTSAWAYCTRLSQPTVSLDMVVGRVVVPPDLPVGSVIVSRDWTMSAPGGASYSCISS
MrkDV3 (1) MKKLTLFIVLMALGTTSSWAVCTRLSSPTVMLDMVVGRVVVPPDLPVGSVILTRDWTMSAPGGASYCC|IF
MrkDV4 (1) MKKLTLFIGLMALGTTSAWAACTRLSQPTVNLDMVVGRVVVPPDLPVGSVIVSRDWTMNAPGGASYSCTA

'TTTG--SSFRLVG-STFTLDI
"SSYVSRTTNYSLEGSREFTLEV
FRVYNTTNYSLK-DHVLRGD
2 STINRTTNYSLEGSRFTLEIl

MrkDV3 (71) TNRFAAKTIV

Mrklp (70) TLKSDAKVV
MrkDV2 (71) TNREVAKIV
MrkDV4 (71) TNRFAAKIVSTGE

Mrklp (136) |[IKISTTTGSGTLASGPYTEYGP~-~~GFTILKTSLNADAITIVSESCTILGGKNMNVDIGT ADLKGVG
MrkDV2 (140) |IKFTASVTGSGTLAAGKYTSYDWENGNNPILETRLSANAITVVSPSCTILSGKNMNVDVGT SDLNGVG
MrkDV3 (139) [YQIPAATTRSGTLAAGKYTSYDWESGGNPILETYLSANAITVVSPSCSVLSGKNMNVDVGA TDLKGVG
MrkDvV4 (140) |IK SSTTGSGTLAAGKYTSYDWERGNNPILETYLSANAIT{ESPSCT?LSGKNMNVDVGT SDLKGVG

i1
Mrklp (203) TWAGGTPFDIKLECSG! SGYANINTSEFSGTLATNTSANQGVLI-EKTGNSAAKGVGVQVIKDNTPLE
MrkDV2 (210) TTAGGKDFNIELQCCG SGYANIQTSESGTLATGTTVSRGALENEKSGSSLAKGIGIQVLKEGVPLE
MrkDV3 (209) TTAGGKDENIELQCSGALSETGYANISTSESGTLATSTTATMGALLNEKAGSGMAKGVGIQVLKDGSPLQ

MrkDV4 (210) TTAGGRDFNIELQCSGGLSESCYANIQTSESGTLATSTTLEQGALLNEKTGSSAAKGVGIQVLKDGVPLE

Mrklp (272) FNKKHNIGTLQSQETRYITLPLHARFYQYAPTTSTGEVESHLVENLTYD
MrkDV2 (280) FNKKYSVGYLRTQETRYITLPLHAREYQYAPTTSTGEVESHMIFNLTYD
MrkDV3 (279) FNKKYTVGRLNNQETRYITIPLHARFYQYGPTTSTGEVESHMIEFNLTYD
MrkDV4 (280) FNKKYSVGTLRSQETRYFTQPYHARFYQYLPTTSTGEVESHMI ?I“JI_T‘:’;

Fig. 1. Amino acid sequence comparison of MrkDp, MrkDy,, MrkDys, and MrkDy4: The receptor binding (=) and pilin ( - ->) domains are
shown. The conserved Cys residues are indicated as asterisks. The regions with varied sequences are boxed and the RGD residues are in shadow.

68



