Figure S1 (Traag et al.)

A. 100% conservation

SsgA_Sgold 1 - MSFLVS----- EELSFR{IPVELRJJETC-DPYAYRLTFHLP---GDAP
SsgA_Sscab 1 — e MSFLVS----- EELSFR|IPVELRJJETC-DPYAVYRLTFHLP---GDAPV
SsgA_Saver 1 - MSFLVS----- EELSFR{IPVELRJJETC-DPFAY/QLTFHLP---GDAP
SsgA_Scoel 1l - MSFLVS----- EELSFR}IPVELRMETR-DPYAYRLTFHLP---GDAPV
SsgA_Snetr 1 - MRESVQAEVLMSFLVS----- EELSFK|IPVELRJYETR-DPYAY/RMTFHLP---GDAPV
SsgA_Sgris 1 - MSFLVS----- EELSFR{IPVELRJJEVG-DPYA|RMTFHLP---GDAP
SsgA_Salbu 1 — e MSFLVS----- EELAFR|IPVELRJJETV-DPYAVYRLTFHLP---GDAPV
SsgB_Scoel 1 - MNTTVSCELHLRLVVS----- SESSLPVPAGLR DTA-DPYAYHATFHTG---AEETVH|
SsgB_Sscab 1 ————————- MNTTVSCELHLRLVVS----- SESSLPVPAGLR DTA-DPYAYHATFHTG---AEETVE
SsgB_Saver 1 - MNTTVSCELHLRLVVS----- SESSLPVPAGLR DTA-DPYAYHATFHTG---AEETVH|
SsgG_Scoel 1 ----MHTNPTGPTVVERELELRLVLS----- PESGIPVPARLG HTD-DPYAYHITFHID---SGHPVH
SsgG_Sscab 1 - MRHTVVERELELGLVLS----- PEHTLPVPAKLG RSD-DPYAYHITFHIN---SDRPVH
SsgY_Saver 1l - MQLVVP-—--- HE 1 SAP\/SMRLR}4EPS-DPYV|/RAAFTAVD--SDETVE]
SsgZ_Saver 1 - MESLKTVMQEVAVQLVVS----- RTYSLS|ICMSLREPT-DPYWRATFFTH---TDEPTE
SsgD_Scoel 1 - MSTVIEQSVEARLVAA----- APRMPS[|PATLH{DRA-DPFAVRMTFPAPATLEGVEVC|
SsgD_Saver 1 —————— = MSTVIEQPVEARLVAA----- APRMPS[|PATLH{DRS-DPFA! IRMTFPAPATLEGVEVC|
SsgD_Sscab 1 - LSTVIEQPVEARLVAA----- APRMPS[|PATLH{DRS-DPFAV/RMTFPAPATLEGVEVC|
SsgE_Saver 1 ————— = MSVVEQYARAHVVSD————APEAQDTvPVVLR DPEVDPRS\RIGLPG-----—-- PHE
SsgE_Sscab 1 - MSVTVEQYARAHVVTD----TPDDRDT\PVVLR){DPDNDASAY/RVRLPG------— PDE
SsgE_Scoel 1 - MSVVEQYARAHILTDGDLPDQDDGGAUPVVLR DPQLDPSKY/CVALPGRGGRASGSRE]
SsgV_Sscab 1 - MTVTLEQPARALLVTA----- EDREVPVPASLR RSD-DPLAVYHLDFPADISLNGTMV
SsgW_Sscab 1 -MHPAQPTMPTPPALEQRARACLITP--—-- AYEEVPVRTTLR PD-DPLAY/HIDFPAGVSAGDVSV
SsgF_Scoel 1 MSGDHHGVQAQHSAAQALLPLSLCLSQMTG—ALEWEDVPAEFR DPD-HPLL\TIRFAPEG---APPV
SsgC_Scoel 1 ————————- MNTVVHKTLVVQLQAG----GTADRFPYLAHLA{DAA-DPFAETVVFSHDG---RVLAR)
consensus 1 i v W
SsgA_Sgold 42 AFGEELLIDGGPRPCGDGDvHﬂAPADPETFGEVLﬂRLQV —————— GSDQE@FRVGTAPE&AEEDRTDKIV
SsgA_Sscab 42 AFG ELLIDGVGRPCGDGDVH APADPETFGEVL|IRLQV------ GTDQAFRVGTAP|EVAZEDRTDKLV
SsgA_Saver 42 TFGRESAIDEVGRPCGDED\HLJAPADREAFGEVLIIRLQV-—---- GGDHAEFRSGAVP|EVT[ZEDRTDKLV
SsgA_Scoel D‘VGRPCGD DvR APVEPEPLAEVL|IRLQV-----~ GSDQ%EFRSSAAP VAZEDRTDKLV
SsgA_Snetr LD{e| I NRPSGD| DVH APTDPEGLSDVS FRAGAPP|EVAZEDRTDKSV
SsgA_Sgris LDELNSPSGD| DvH GPTEPEGLGDVH FRAGTAP|EVAZEDRTDKLV
SsgA_Salbu E{eVLDAAGD DVR CPVGQTATREVH FRVGKAP|ELAZEDRTDQGL
SsgB_Scoel Eel HRPTG DvR WPSRSHGQGVVC LEAPARAIEES ZEKRTDAAV
SsgB_Sscab El HRPTG DvR WPSRSHGQGVVC LEAPARAEES ZEKRTDAAV
SsgB_Saver E§L HRPTGTIEDY/RYWPSRSHGQGVVC] LEAPARAEES|ZEKRTDAAV
SsgG_Scoel E{eVFRPSGH D“R WPSKTEGRSVVL| LEAPTPQ\S ERTLRAV
SsgG_Sscab EeVFRPCGQED\/RWPTKVSGRGVVL LEAPAAALS, ERTLRVV
SsgY_Saver 1D EGPVGEED| ISLIWPADGPDRSDSY] LKARTHE| IKT|Z5QGTEDLV
SsgZ_Saver DELRGSAGCED IR)/WPAVGRGDKAMY LEVPVQDVKT/ZEESAEALV
SsgD_Scoel 1ACMQEPNGH| DvR RP---YAYDRTV/EEFHA IHVRSGE[ERR[ZEQAAGELV
SsgD_Saver SEMEEPVGH DVR RP---YGYDRTV/EEFHA VHVRSGEIRRZEERTTELV
SsgD_Sscab MEESVGH DvR RP---YGYERLV/EEFHA VHVHAGE\/RRIZEEGT IDLV
SsgE_Saver ERELRTPTG EVR WP---CGRVQAV/|[EFHS VEFEAKT|EFREERRTYLAT
SsgE_Sscab ERELRTPTTS va WP---CGRVQAV/|[EFHS MQFDTKAERIR[EERRTYTAV
SsgE_Scoel EQELRAPAGS EvR WP---CGRVQAV|\/EFHS VQFENKAEIRFERRTYAAT
SsgV_Sscab EK{€VGAPSGNED|/HIWP---CGRLRTV)Y/ELHS LRFEKAAEQRZELRSYGVV
SsgW_Sscab 64 AFAEHELTASAG\I/ED“HWP———CGPAHT@ELRS —————— PHGM%IRFDTP RR[ZERRSYAVV
SsgF_Scoel 66 HVGRD[EEHEEL RTTSGL] DVQ WADTPTDRETAWEQVNA---——- HGD 1 Al|FSLPVPE[SEE|/f IDRTYLHV
SsgC_Scoel 53 TLDYE EEL TRPVGV[ED|/REERPESRGMWDELR{JELLGDGRADGERHRAVYVFVWW, E RETHAVV
consensus 71 RII G Gvi i m 1 fl
SsgA_Sgold 106 PLGQERSLADFDALLDEALDRILAEEQNAG

SsgA_Sscab 106 PLGQERSLADFDTLLDEALDRILAEEQSAG

SsgA_Saver 106 PLGQECSLADFDAHLDEALDRILAEEQSAG

SsgA_Scoel 106 PLGQEGALADFDSHLDEALDRILAEEQSAG

SsgA_Snetr 116 PLGQEQTLGDFEDSLEAALGKILAEEQNAG

SsgA_Sgris 106 PLGQEHTLGDFDGNLEDALGRILAEEQNAG

SsgA_Salbu 106 SLGSERAHADFDSHLDDALNRSLAEEQSAG

SsgB_Scoel 116 PPGTEHRHFDLDQELSHILAES--------

SsgB_Sscab 116 PPGTEHRHFDLDQELSHILAES--------

SsgB_Saver 116 PPGTEHRHFDLDTELSHILAES--------

SsgG_Scoel 122 PPGTEGAQLGIDDGLAELLAR---—-—---—-

SsgG_Sscab 117 PPGSEFDMLGFDDGLAELLAR---------

SsgY_Saver 107 PRGAEPGHIDLDTSLAHFLAEG--------

SsgZ_Saver 118 PRGTESGHIDWDREVANLFAKG--------

SsgD_Scoel 116 PVGLEHLQLDLDHDLAELMRGSC-------

SsgD_Saver 116 PVGLEHLQIDLDHDLAELMRDAC-------

SsgD_Sscab 116 PLGLEHHHVDLDHDLAQLMRDAC-------

SsgE_Saver 110 PVPH-------———————— - ——

SsgE_Sscab 111 PVAH-———————— e

SsgE_Scoel 121 AQPVAH-—————— -

SsgV_Sscab 116 PAGREELGPALDRGLTSLLRGV--------

SsgW_Sscab 125 PLGGEGLGPAFDDGLASLLDGV--------

SsgF_Scoel 130 PAGTESSRLGTDAFLSKLFDEPEASSR---

SsgC_Scoel 123 RPGREE--VRVDDFLAELTAEG--------

consensus



Figure S1 (contd.)
B. 50% conservation
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Figure S1. Alignment of SsgA-like proteins (SALPs). Conserved residues are
highlighted by black shading (complete conservation) or grey shading (includes so-
called conserved changes, such as Arg or Lys). Figures represent 100%
conservation (A) or 50% conservation among all SALPs analysed (B).
Nomenclature is based on highest sequence homology to the S. coelicolor SALP
homologues. Contigs refer to short sequence files extracted from the S. scabies
database (www.sanger.ac.uk/Projects/S_scabies). The complete genome
sequences of S. avermitilis (Ikeda et al., 2003) and S. coelicolor (Bentley et al.,
2002) have been published. Proteins, abbreviations and accession numbers are
presented in the Table below. Alignment was produced using the ClustalW
algorithm and presentation produced using the BoxShade webserver (see Materials
and Methods section).

Short name SALP  Organism of origin  Database or contig number
SsgA_Scoel SsgA S. coelicolor SC03926
SsgB_Scoel SsgB S. coelicolor SCO01541
SsgC_Scoel SsgC S. coelicolor SCO7289
SsgD_Scoel SsgD S. coelicolor SCO06722
SsgE_Scoel SsgE S. coelicolor SCO03158
SsgF_Scoel SsgF S. coelicolor SCO7175
SsgG_Scoel SsgG S. coelicolor SC02924
SsgA_Saver SsgA S. avermitilis SAV4267
SsgB_Saver SsgB S. avermitilis SAV6810
SsgD_Saver SsgD S. avermitilis SAV1687
SsgE_Saver SsgE S. avermitilis SAV3605
SsgY_Saver SsgY S. avermitilis SAV570
SsgZ_Saver SsgZ S. avermitilis SAV580
SsgA_Sscab SsgA S. scabies contig: scab0274d04.q1k
SsgB_Sscab SsgB S. scabies contig: scab0975f02.p1k
SsgD_Sscab SsgD S. scabies contig: scab0372d01.q1k
SsgE_Sscab SsgE S. scabies contig: scab0136f09.q1k
SsgG_Sscab SsgG S. scabies contig: sab0313c04.q1k
SsgV_Sscab SsgV S. scabies contig: scab0162c08.q1k
SsgW_Sscab SsgW S. scabies contig: scab0039b09.q1k
SsgA_Salbu SsgA S. albus AF195771
SsgA_Sgold SsgA S. goldeniensis AF195773
SsgA_Sgris SsgA S. griseus BAA21558
SsgA_Snetr SsgA S. netropsis AF195772



