
Figure S1 (Traag et al.) 
 
A. 100% conservation 
 
SsgA_Sgold    1 --------------------MSFLVS-----EELSFRIPVELRYETC-DPYAVRLTFHLP---GDAPVTW 
SsgA_Sscab    1 --------------------MSFLVS-----EELSFRIPVELRYETC-DPYAVRLTFHLP---GDAPVTW 
SsgA_Saver    1 --------------------MSFLVS-----EELSFRIPVELRYETC-DPFAVQLTFHLP---GDAPVTW 
SsgA_Scoel    1 --------------------MSFLVS-----EELSFRIPVELRYETR-DPYAVRLTFHLP---GDAPVTW 
SsgA_Snetr    1 ----------MRESVQAEVLMSFLVS-----EELSFKIPVELRYETR-DPYAVRMTFHLP---GDAPVTW 
SsgA_Sgris    1 --------------------MSFLVS-----EELSFRIPVELRYEVG-DPYAIRMTFHLP---GDAPVTW 
SsgA_Salbu    1 --------------------MSFLVS-----EELAFRIPVELRYETV-DPYAVRLTFHLP---GDAPVTW 
SsgB_Scoel    1 ----------MNTTVSCELHLRLVVS-----SESSLPVPAGLRYDTA-DPYAVHATFHTG---AEETVEW 
SsgB_Sscab    1 ----------MNTTVSCELHLRLVVS-----SESSLPVPAGLRYDTA-DPYAVHATFHTG---AEETVEW 
SsgB_Saver    1 ----------MNTTVSCELHLRLVVS-----SESSLPVPAGLRYDTA-DPYAVHATFHTG---AEETVEW 
SsgG_Scoel    1 ----MHTNPTGPTVVERELELRLVLS-----PESGIPVPARLGYHTD-DPYAVHITFHID---SGHPVHW 
SsgG_Sscab    1 ---------MRHTVVERELELGLVLS-----PEHTLPVPAKLGFRSD-DPYAVHITFHIN---SDRPVHW 
SsgY_Saver    1 --------------------MQLVVP-----HEISAPVSMRLRYEPS-DPYVVRAAFTAVD--SDETVEW 
SsgZ_Saver    1 --------MESLKTVMQEVAVQLVVS-----RTYSLSMCMSLRYEPT-DPYVVRATFFTH---TDEPTEW 
SsgD_Scoel    1 ----------MSTVIEQSVEARLVAA-----APRMPSIPATLHYDRA-DPFAVRMTFPAPATLEGVEVCW 
SsgD_Saver    1 ----------MSTVIEQPVEARLVAA-----APRMPSIPATLHYDRS-DPFAIRMTFPAPATLEGVEVCW 
SsgD_Sscab    1 ----------LSTVIEQPVEARLVAA-----APRMPSIPATLHYDRS-DPFAVRMTFPAPATLEGVEVCW 
SsgE_Saver    1 -----------MSVVEQYARAHVVSD----APEAQDTVPVVLRYDPEVDPRSVRIGLPG-------PHEW 
SsgE_Sscab    1 ----------MSVTVEQYARAHVVTD----TPDDRDTVPVVLRYDPDNDASAVRVRLPG-------PDEW 
SsgE_Scoel    1 -----------MSVVEQYARAHILTDGDLPDQDDGGAIPVVLRYDPQLDPSKVCVALPGRGGRASGSREW 
SsgV_Sscab    1 ----------MTVTLEQPARALLVTA-----EDREVPVPASLRYRSD-DPLAVHLDFPADISLNGTMVTW 
SsgW_Sscab    1 -MHPAQPTMPTPPALEQRARACLITP-----AYEEVPVRTTLRYTPD-DPLAVHIDFPAGVSAGDVSVTW 
SsgF_Scoel    1 MSGDHHGVQAQHSAAQALLPLSLCLSQMTG-ALEWEDVPAEFRYDPD-HPLLVTIRFAPEG---APPVTW 
SsgC_Scoel    1 ----------MNTVVHKTLVVQLQAG----GTADRFPVLAHLAYDAA-DPFALTVVFSHDG---RVLARW 
consensus     1                                      i     y        v                W 
 
SsgA_Sgold   42 AFGRELLIDGGPRPCGDGDVHIAPADPETFGEVLIRLQV------GSDQAMFRVGTAPLVAFLDRTDKIV 
SsgA_Sscab   42 AFGRELLIDGVGRPCGDGDVHIAPADPETFGEVLIRLQV------GTDQAMFRVGTAPLVAFLDRTDKLV 
SsgA_Saver   42 TFGRELLIDGVGRPCGDGDVHIAPADREAFGEVLIRLQV------GGDHALFRSGAVPLVTFLDRTDKLV 
SsgA_Scoel   42 AFGRELLVDGVGRPCGDGDVRIAPVEPEPLAEVLIRLQV------GSDQALFRSSAAPLVAFLDRTDKLV 
SsgA_Snetr   52 AFGRELLLDGINRPSGDGDVHIAPTDPEGLSDVSIRLQV------GADRALFRAGAPPLVAFLDRTDKSV 
SsgA_Sgris   42 AFGRELLLDGLNSPSGDGDVHIGPTEPEGLGDVHIRLQV------GADRALFRAGTAPLVAFLDRTDKLV 
SsgA_Salbu   42 VFGRELLVEGVLDAAGDGDVRVCPVGQTATREVHITLQV------GSEQALFRVGKAPLLAFLDRTDQGL 
SsgB_Scoel   52 VFARDLLAEGLHRPTGTGDVRVWPSRSHGQGVVCIALSS------PEGEALLEAPARALESFLKRTDAAV 
SsgB_Sscab   52 VFARDLLAEGLHRPTGTGDVRVWPSRSHGQGVVCIALSS------PEGEALLEAPARALESFLKRTDAAV 
SsgB_Saver   52 VFARDLLAEGLHRPTGTGDVRVWPSRSHGQGVVCIALSS------PEGEALLEAPARALESFLKRTDAAV 
SsgG_Scoel   58 TFARDLLVEGVFRPSGHGDVRVWPSKTEGRSVVLVALSS------PDGDALLEAPTPQVSAWLERTLRAV 
SsgG_Sscab   53 TFARELLVEGVFRPCGQGDVRVWPTKVSGRGVVLMALSS------PDGDALLEAPAAAVSAWLERTLRVV 
SsgY_Saver   43 IIGRDLLIDGLEGPVGEGDISIWPADGPDRSDSYILLNP------PAGTALLKARTHEIKTFLQGTEDLV 
SsgZ_Saver   54 VLGRDLLADGLRGSAGCGDIRVWPAVGRGDKAMYIVLGA------PAGTALLEVPVQDVKTFLESAEALV 
SsgD_Scoel   55 TFSRELLIAGMQEPNGHGDVRVRP---YAYDRTVLEFHA------PEGTAVIHVRSGELRRFLQAAGELV 
SsgD_Saver   55 TFARELLASGMEEPVGHGDVRVRP---YGYDRTVLEFHA------PEGTAVVHVRSGEIRRFLERTTELV 
SsgD_Sscab   55 TFARELLVTGMEESVGHGDVRVRP---YGYERLVLEFHA------PEGTAVVHVHAGEVRRFLEGTIDLV 
SsgE_Saver   49 AFSRDLLERGLRTPTGTGEVRIWP---CGRVQAVMEFHS------AQGVAVVEFEAKTLFRFLRRTYLAT 
SsgE_Sscab   50 TFPRELLERGLRTPTTSGPVSIWP---CGRVQAVMEFHS------AQGVAVMQFDTKALIRFLRRTYTAV 
SsgE_Scoel   60 TFSRELLEQGLRAPAGSGEVRVWP---CGRVQAVVEFHS------PQGCSVVQFENKALIRFLRRTYAAT 
SsgV_Sscab   55 TFSRELLEKGVGAPSGNGDVHIWP---CGRLRTVVELHS------PYGTALLRFEKAALQRFLLRSYGVV 
SsgW_Sscab   64 AFARALLAEGLTASAGIGDVHLWP---CGPAHTVVELRS------PHGMAMIRFDTPTLRRFLRRSYAVV 
SsgF_Scoel   66 HVGRDLLHEGLRTTSGLGDVQVWADTPTDRETAWLQVNA------HGDIAIFSLPVPELEEWIDRTYLHV 
SsgC_Scoel   53 TLDREMVAEGLTRPVGVGDVRLRPESRGMWDELRIELLGDGRADGERHRAVVFVWAAAVEAFLRETHAVV 
consensus    71    R ll  G       G v i            i               m       l  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-------------------------- 
SsgE_Scoel  121 AQPVAH------------------------ 
SsgV_Sscab  116 PAGREELGPALDRGLTSLLRGV-------- 
SsgW_Sscab  125 PLGGEGLGPAFDDGLASLLDGV-------- 
SsgF_Scoel  130 PAGTESSRLGTDAFLSKLFDEPEASSR--- 
SsgC_Scoel  123 RPGREE--VRVDDFLAELTAEG-------- 
consensus   141                                



Figure S1 (contd.) 
B. 50% conservation 
 
SsgA_Sgold    1 --------------------MSFLVS-----EELSFRIPVELRYETC-DPYAVRLTFHLP---GDAPVTW 
SsgA_Sscab    1 --------------------MSFLVS-----EELSFRIPVELRYETC-DPYAVRLTFHLP---GDAPVTW 
SsgA_Saver    1 --------------------MSFLVS-----EELSFRIPVELRYETC-DPFAVQLTFHLP---GDAPVTW 
SsgA_Scoel    1 --------------------MSFLVS-----EELSFRIPVELRYETR-DPYAVRLTFHLP---GDAPVTW 
SsgA_Snetr    1 ----------MRESVQAEVLMSFLVS-----EELSFKIPVELRYETR-DPYAVRMTFHLP---GDAPVTW 
SsgA_Sgris    1 --------------------MSFLVS-----EELSFRIPVELRYEVG-DPYAIRMTFHLP---GDAPVTW 
SsgA_Salbu    1 --------------------MSFLVS-----EELAFRIPVELRYETV-DPYAVRLTFHLP---GDAPVTW 
SsgB_Scoel    1 ----------MNTTVSCELHLRLVVS-----SESSLPVPAGLRYDTA-DPYAVHATFHTG---AEETVEW 
SsgB_Sscab    1 ----------MNTTVSCELHLRLVVS-----SESSLPVPAGLRYDTA-DPYAVHATFHTG---AEETVEW 
SsgB_Saver    1 ----------MNTTVSCELHLRLVVS-----SESSLPVPAGLRYDTA-DPYAVHATFHTG---AEETVEW 
SsgG_Scoel    1 ----MHTNPTGPTVVERELELRLVLS-----PESGIPVPARLGYHTD-DPYAVHITFHID---SGHPVHW 
SsgG_Sscab    1 ---------MRHTVVERELELGLVLS-----PEHTLPVPAKLGFRSD-DPYAVHITFHIN---SDRPVHW 
SsgY_Saver    1 --------------------MQLVVP-----HEISAPVSMRLRYEPS-DPYVVRAAFTAVD--SDETVEW 
SsgZ_Saver    1 --------MESLKTVMQEVAVQLVVS-----RTYSLSMCMSLRYEPT-DPYVVRATFFTH---TDEPTEW 
SsgD_Scoel    1 ----------MSTVIEQSVEARLVAA-----APRMPSIPATLHYDRA-DPFAVRMTFPAPATLEGVEVCW 
SsgD_Saver    1 ----------MSTVIEQPVEARLVAA-----APRMPSIPATLHYDRS-DPFAIRMTFPAPATLEGVEVCW 
SsgD_Sscab    1 ----------LSTVIEQPVEARLVAA-----APRMPSIPATLHYDRS-DPFAVRMTFPAPATLEGVEVCW 
SsgE_Saver    1 -----------MSVVEQYARAHVVSD----APEAQDTVPVVLRYDPEVDPRSVRIGLPG-------PHEW 
SsgE_Sscab    1 ----------MSVTVEQYARAHVVTD----TPDDRDTVPVVLRYDPDNDASAVRVRLPG-------PDEW 
SsgE_Scoel    1 -----------MSVVEQYARAHILTDGDLPDQDDGGAIPVVLRYDPQLDPSKVCVALPGRGGRASGSREW 
SsgV_Sscab    1 ----------MTVTLEQPARALLVTA-----EDREVPVPASLRYRSD-DPLAVHLDFPADISLNGTMVTW 
SsgW_Sscab    1 -MHPAQPTMPTPPALEQRARACLITP-----AYEEVPVRTTLRYTPD-DPLAVHIDFPAGVSAGDVSVTW 
SsgF_Scoel    1 MSGDHHGVQAQHSAAQALLPLSLCLSQMTG-ALEWEDVPAEFRYDPD-HPLLVTIRFAPEG---APPVTW 
SsgC_Scoel    1 ----------MNTVVHKTLVVQLQAG----GTADRFPVLAHLAYDAA-DPFALTVVFSHDG---RVLARW 
consensus     1             t v   v m lvvs      e s  vpv lryet  dpyavrltfh     gd pv W 
 
SsgA_Sgold   42 AFGRELLIDGGPRPCGDGDVHIAPADPETFGEVLIRLQV------GSDQAMFRVGTAPLVAFLDRTDKIV 
SsgA_Sscab   42 AFGRELLIDGVGRPCGDGDVHIAPADPETFGEVLIRLQV------GTDQAMFRVGTAPLVAFLDRTDKLV 
SsgA_Saver   42 TFGRELLIDGVGRPCGDGDVHIAPADREAFGEVLIRLQV------GGDHALFRSGAVPLVTFLDRTDKLV 
SsgA_Scoel   42 AFGRELLVDGVGRPCGDGDVRIAPVEPEPLAEVLIRLQV------GSDQALFRSSAAPLVAFLDRTDKLV 
SsgA_Snetr   52 AFGRELLLDGINRPSGDGDVHIAPTDPEGLSDVSIRLQV------GADRALFRAGAPPLVAFLDRTDKSV 
SsgA_Sgris   42 AFGRELLLDGLNSPSGDGDVHIGPTEPEGLGDVHIRLQV------GADRALFRAGTAPLVAFLDRTDKLV 
SsgA_Salbu   42 VFGRELLVEGVLDAAGDGDVRVCPVGQTATREVHITLQV------GSEQALFRVGKAPLLAFLDRTDQGL 
SsgB_Scoel   52 VFARDLLAEGLHRPTGTGDVRVWPSRSHGQGVVCIALSS------PEGEALLEAPARALESFLKRTDAAV 
SsgB_Sscab   52 VFARDLLAEGLHRPTGTGDVRVWPSRSHGQGVVCIALSS------PEGEALLEAPARALESFLKRTDAAV 
SsgB_Saver   52 VFARDLLAEGLHRPTGTGDVRVWPSRSHGQGVVCIALSS------PEGEALLEAPARALESFLKRTDAAV 
SsgG_Scoel   58 TFARDLLVEGVFRPSGHGDVRVWPSKTEGRSVVLVALSS------PDGDALLEAPTPQVSAWLERTLRAV 
SsgG_Sscab   53 TFARELLVEGVFRPCGQGDVRVWPTKVSGRGVVLMALSS------PDGDALLEAPAAAVSAWLERTLRVV 
SsgY_Saver   43 IIGRDLLIDGLEGPVGEGDISIWPADGPDRSDSYILLNP------PAGTALLKARTHEIKTFLQGTEDLV 
SsgZ_Saver   54 VLGRDLLADGLRGSAGCGDIRVWPAVGRGDKAMYIVLGA------PAGTALLEVPVQDVKTFLESAEALV 
SsgD_Scoel   55 TFSRELLIAGMQEPNGHGDVRVRP---YAYDRTVLEFHA------PEGTAVIHVRSGELRRFLQAAGELV 
SsgD_Saver   55 TFARELLASGMEEPVGHGDVRVRP---YGYDRTVLEFHA------PEGTAVVHVRSGEIRRFLERTTELV 
SsgD_Sscab   55 TFARELLVTGMEESVGHGDVRVRP---YGYERLVLEFHA------PEGTAVVHVHAGEVRRFLEGTIDLV 
SsgE_Saver   49 AFSRDLLERGLRTPTGTGEVRIWP---CGRVQAVMEFHS------AQGVAVVEFEAKTLFRFLRRTYLAT 
SsgE_Sscab   50 TFPRELLERGLRTPTTSGPVSIWP---CGRVQAVMEFHS------AQGVAVMQFDTKALIRFLRRTYTAV 
SsgE_Scoel   60 TFSRELLEQGLRAPAGSGEVRVWP---CGRVQAVVEFHS------PQGCSVVQFENKALIRFLRRTYAAT 
SsgV_Sscab   55 TFSRELLEKGVGAPSGNGDVHIWP---CGRLRTVVELHS------PYGTALLRFEKAALQRFLLRSYGVV 
SsgW_Sscab   64 AFARALLAEGLTASAGIGDVHLWP---CGPAHTVVELRS------PHGMAMIRFDTPTLRRFLRRSYAVV 
SsgF_Scoel   66 HVGRDLLHEGLRTTSGLGDVQVWADTPTDRETAWLQVNA------HGDIAIFSLPVPELEEWIDRTYLHV 
SsgC_Scoel   53 TLDREMVAEGLTRPVGVGDVRLRPESRGMWDELRIELLGDGRADGERHRAVVFVWAAAVEAFLRETHAVV 
consensus    71  fgRellidGl  p g Gdvrvwp    g   vli l        p g allr     l  fldrtd iv 
 
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-------------------------- 
SsgE_Scoel  121 AQPVAH------------------------ 
SsgV_Sscab  116 PAGREELGPALDRGLTSLLRGV-------- 
SsgW_Sscab  125 PLGGEGLGPAFDDGLASLLDGV-------- 
SsgF_Scoel  130 PAGTESSRLGTDAFLSKLFDEPEASSR--- 
SsgC_Scoel  123 RPGREE--VRVDDFLAELTAEG-------- 
consensus   141 plg e    d d  l  il       



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 SCO3926 
SsgB_Scoel SsgB S. coelicolor SCO1541 
SsgC_Scoel SsgC S. coelicolor SCO7289 
SsgD_Scoel SsgD S. coelicolor SCO6722 
SsgE_Scoel SsgE S. coelicolor SCO3158 
SsgF_Scoel SsgF S. coelicolor SCO7175 
SsgG_Scoel SsgG S. coelicolor SCO2924 
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 

 


