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M
traA (237 nt)
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+HH A //-
mobC mobB
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-+l ! //-
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mobC_pC VAKKVTKSCPVSCRFTDEQFARFAEP | AQSGQKPARFFHDLVMSRSPTFEQSA | DKKRMQQVFEKSGHALNKVAYSANSAPYNGTLYQKQ 90
MObC_PB === - ---===-=------MABQPP--------ccco-----.- TRVLTLRVGEBDHTE I LRKTKERGMTTSEFLRDVF INAKLTENVK 52
mobC_pC YLHWLNKLNAIQQLLLTVLP PKQSRPVHNGNRGSPNVSGKKVHI | RFRLTQDEMAQFDQM I KRAGCSVSAEFREL I LNQTPVE- - - 177

mobC_pB AAKPQDY - FYNKTS N HQVNAAHRRGVISEKTYTLWLNKETATEA L VSD 116
mobC_pC REFTGFRK | VNKAG S Y | AKSASD LIIADSVRDKWYESLVVIIET | IEY 241

Relaxase/Mobilisation nuclease domain PF03432

mobB_pB DL D] S R T R AMAEST AEFKQ YA| 90
mobB_pC Qlbs A Y Al K I MSPEL ND VKN HA| 90
GF F L NILA H \4 180

180

man_pB 270

mobB_pC S ALV G Q 270
mobB_pB E DKA IHAQ TE M E A RNV A ERQQ [E Q T PS A 360
mobB_pC P EASVHIQE LA R N K QM|S E DRVR DREA N| SA s 360
mobB_pB D L L GSR T 450
mobB_pC H Y \ RNG| A 450
mobB_pB TVASVPKA AT P T R 540
mobB_pC -SNTB - - TS S K 536
mobB_pB S Q 630
mobB_pC s P R A E 626
mobB_pB | K N 720
mobB_pC L N K| 718
mobB_pB A Q 810
mobB_pC v E 806
mobB_pB A I s D MG 900
mobB_pC D) D A N LS 896
mobB_pB Q T ca A TRMATP A PMS SN -P 989
mobB_pC L L GE T ANMPTA T AMT Al S SSs 986

mobB_pB [BIE LA AS 1079
mobB_pC [RID RL TA 1076

mobB_pB E FRT ARTGRTARS NBD M 1169
mobB_pC D YRE SAISAQATIRP KRBT L 1166
mobB_pB S G D Q Q E VT T E 1257
mobB_pC T N N E W Al TS K A 1254

Large polyvalent protein-associated domain 7 (LPD7) PF18821

Supplementary Figure S1. Organization and comparison of the relaxase regions from pB and
pC. (A) Organization of the putative origins of transfer (oriT) and the cognate genes for the RAP
proteins (MobC) and the relaxases MobB (MOB; family) and TraA (MOB, family). Location
and extent of the oriT associated to trad are only speculative, based on origins associated to
other MOBy, family relaxases. Needle alignment of the RAP proteins (B) and their associated
MOB; relaxases (C) from pB and pC, as indicated to the left. Alignments were done with the
Needle program at the EMBL-EBI; identical (dark red) and similar (light red) amino acids were
boxed using the Sequence Manipulation Suite (http://www.bioinformatics.org/sms/). Relevant
Pfam domains in the MobB proteins are boxed and described above and below the alignment in
C.
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