LCA00972 ----------------- - - [JGHVEGPLQSVAAAEAT]- - PSCTPAPATGSTREN - GEEDRVSTD - SSPIRSCTDEVCHEL- - - - - - - -NADQASKVGSVESKT - - - - - PVDENEDEE- - - - - - -TED----- GNET--GGAD 100

LSAOL72 ------mmmmmmmmm e 'rl'.r ED -TSK 67
iSAL730_1731 ------mmmmmmmmmmn TD GUVD 63
iSA0211 0212 ------m-mmmmmmmm- - --- I I QAVTVTD Vo 68

LSA1283 --------mmmmmmm- Hoag TlTTSlDSEEES SERAERVVY - VSNRAELQVEPSE-- - - - - - - : DTLEITD NP 105

LME0OO91L -----mmmmmmmmmmm I -N ss --------- I CQUSG - - ERSK 92
\T07092_7093 ===-mmmmmmmmmmmmmeome o -- TVD 89
BCEAQ044 - ----mmmmmmmmmeeem e G P----0 89
LCRO0L8L == ---mmmmmmmmmmmmeemmom GSLEDAV - AGAGE 104
LCROO7LO0A =----=====mmmmmmmmmmm e e e oo q NSG.SS ----- 104
EF02660 ------------- L PEELA- ANJQN- TEAGETINRRVNVSIS - - - - - - - GELTLERVPRTIDNG- - - - - K- ORISAKPEVENE - - -TLS-- - - - 110
LCA00293 -----mmmmmmmmmm RLDK TRNGSP TS -KPPDOPRPDERDKOS v GK 104
LCR0O0187 --------mmmmmmmmm I NGESKDITLNLTR- - - - - - - - GATSLST - PNSEDHG- - - - - \ 104
LLX01616 ---------==--=-==--- N SKDITLNLTH- - - - - - - - GSTISLST - PNSEDHG- - - - - T-LDVSPRPLISPAT - -SPA- - - - - 104
EF01001 ---------mmmmm- I KPLDT m DSG NAEG TI ----- 109
EFA03340 ------------- RPL 108
LCA00329 97
\SA0613_0614 ---------n- GP LAA 104
PPE00545 --------- GNCAGE TV TRA 121
LIN0O557 -----mmmmmmmmmmmmmmmm e AT TGPGS.PND D- GL 107
LIN00552 ---------mmmmmmmemmmo VNATLTGV! GS L 105
LMO00549 ------------- AT TGEGT E I VI 105
1p 2173 ------mmm-- PTNADDDGTA- - L PQTV L L A TV 110
EFA03594 --------mmmmmm e QENTVDT- - S Qs|s lTIAA-SSN ITEADG S} 105
EFA03967 ----------- DQAGEAT - - PSTNDEIGNH - NPSDTPVV - -PSRLDHG- - - - - Q- IRATGLTQEARGOM-DIQ- - - - - 107
LLX01219 --------=--- SATDNAGNPLEHD SllGAD T G-DSLTHS EED----- 112
LBR00959 ----------- TENGESMAQGLKP - - SAPSTTDDJTGLEPADS - KENAAGSTV - NSNDLTNANNRGLLISAELE - - - GTDLGAVDORREDEN - - - - - Ia T 115

1p_3075 -----=---mmmmmmm- - - DAAGKEEAPD! I EIQ- PDQPDG.QGNITDIDET T Q-NP.TG.SE GA- - - Sl I 100

1p 3117 -----m-mmemmmmeeeo- VEEVDGDGVETADEET - - SSGTSGD. QTT T D- TPT NATGTEDASTITV TISGTTETYAP- - - TLD- - - - 104

EF02286 -----=--========—-——-- GQEIQRLADETTIN- -S| LALTVTIVY------- -NE Q SSTTONPIV- - SMD---- - 103

EF01892 -------==-mmmmmmmmmm o EENSLPADNJETEAN- - TQ E N- Q ss —TGNDGGGTP.T PSKRT sps- -TES---- 108

1p_3676 ----------- GSVNEPD- - KA PTES QGPND! SD-QHGQ SNID ------- L S-NTIPQS SP- --ENQ---- 108

1p 3064 ------------- TNPDSATDTITH- - AANETSLASRLSSLAVG-SSTT a- lGSSG ----- T-ET p ----- 111

1p 2975 -----mmmmmmmmmme - TNPSNANDTMTY - -lASESG DN-QST. -TSASE! '1' -D-LRVPLTPQ QP- --ENB----- 107

LBR01269 ------------- TLTESADRVISGTNS D-SRE SAT GRLA§SORARTSSHT- - - - - T-TILSGQQMLINR- - -NBD- - - - 108
LSA1820 --------==--mmmmm-- SGIPTVGLSLNDTHKLT, NA NE I TYGRNTINKRD- - -NTD- - - - 109
1p_0297 -------n--- E VGEVE T S-gon SEPVTVTV E LTGTAQVSRPEG-------- 110

LBR0O0331 ---------n- | -DNVIE T SGE SNAEEVTISCS - S-ROLTGORQELKR- - -@DG-- - - 105

1p 3450 ---------m-o- ED GDDNEIE SPVDRAQIIVTA- - - - TVARSSTER- - - - - T-ITLDGSAQTTDR- - -EDD- - - - 110

BR1027_1028 ------------- I PNQLTAGDNTE NESNP ----- GVAEASSHQ- - - - - S-TTLTGSQQQ -GND---- 110
LBR00625 ------------- TIQ SD.QAGTNTIT.IATA DTGDTSNTVTVPITVA- - - - - - - GDLRESDVAAASHEQ- - - - - T-ATLTGODQE -GDD---- 107
LIN00595 ----------- NDEE IVT TST. ETGTJTA - TIQIGTETREITIQVT - - - - - S -EELNNQRST. -NTD- - - - 108
LMO00587 ------------- NDA IETGEDLTTD ST, ETGTHTA - TIQIGGLTREIAIQVT - - - - - - -GELKENHVPETISHE - - - - - T-MGLNQOKNIAKR- - -NAD- - - - 108
BCU00750 MGEAVPQIVEVGID) TNIS.DTNAEI DIPKTDALG - DETVTATIIR - INQGVEARVEVPIRIVE- - - - - - -N-LVIASKPTIENPS - -[ID----- 125
BTH03761 --------==-----~ TDLSVDINEDVDK- - PIS NIPDTRTIG - NHTVIVVIE - TROGVQAEIQVPVTVVD- - - - - - GTLKLVDVPKEITHG- - - - - D-VTIPSKTTTYTPR- -ALS- - - -- 108
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Figure 6:

Multiple sequence alignment of CscC proteins. Only the last 200 residues are shown. Proteins IDs can be found in additional file Table 5.
Colour coding of highly conserved residues: green, hydrophobic (L, M, |, V); blue, aromatic (W, F. Y); red, basic (R, K, H); light brown,

neutral and small (P, G, S, T).
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