
Figure S3. Amino-acid alignment of cluster C GH18 catalytic domains. 
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621070_B._cenocepaci  TLAFVVAG..NGCVPSWGGVQPIGNGASGGLLTALSTSIASYRAKGGEVAVSFGGA....  
ZP_01331104_B._pseud  MLAFVVSGG.NQCTPSWGGVQPIGNGATGDLLDKIATSVTAYRAKGGDVAVSFGGA....  
ZP_00739603_B._thuri  TLSFIVAD..KNGNPVWGGSHT.PIGDGNLD.....DQIKQIRKIGGDVKVSFGGA....  
ChiK_S._coelicolor    NLAFAISSG.DDCVPRWNGVQDIDDAS.VAS......RVEKLRESGATVRVSFGGA....  
YP_124481_L._pneumop  HLAFITDS..GQCQPAWGAQQNYSVAKGWGK.....KQFDTLSREGVKLTVSFGGA....  
NP_901110_C._violace  TLAFVVAK..GGCAPSWGGVLAIPGSGSDQQLSAIRNGINNFRGKGGEVMVSFGGA....  
ChiA__B_P._kodakarae  TLAFVLYSS.VYNGPAWAG..SIPLDAFVDE.......VKGLREAGGDVIIAFGGA....  
ZP_01137245_A._cellu  MLAFILANGS.SCSPAWDG.TNPVSSDTTVAN.....VINQVRSLGGDVSVSIGGY....  
ZP_00570566_Frankia_  TLAFVVAGG.GGCTPKWGGVSDLTMDG.VPG......QIGRFRELGGDVRVSFGGA....  
ZP_00923356_E._coli   TLAFVVSKDANTCLPTWGTAYGMHNYAQYSK.......IKALREAGGDVMLSIGGA....  
ZP_01199781_X._autot  TLAFVLGTG.PDQIG.WGGLGSIDNDT.LANGTTISSMVAALQQNGVEVTISFGGG....  
ZP_01191795_M._flave  TLGFMQATP.DGKLA.WAGLSALTPDSDFDQARAINQSIAALQAAGGDVMISLGGA....  
ChiH_S._coelicolor    TMAFLQTATPGSCTPYWNGDTSMPIAQSTFGA.....DFDTIQANGGDVIPSFGGYTADT  
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621070_B._cenocepaci  NGTPLMQ.......ACST....VPALKSAYQTVIDTYGLTHIDFDIEGASQ.........  
ZP_01331104_B._pseud  AGQPLMQ.......ACSS....VAALKGAYQTVIDTYSLTHVDFDIEGASQ.........  
ZP_00739603_B._thuri  NAGNIPGLGADLAAAITD....VNKLKDAYKSVINTLHLTHMDFDIEGGLV.........  
ChiK_S._coelicolor    SGTELAA.......ACGS....ASALAAAYGTALDAAGSTRADFDIEGDAL.........  
YP_124481_L._pneumop  SGTDIS........YHCD....KNQLINRFNQVVNQYHANVLDFDIENGTA.........  
NP_901110_C._violace  NGTPLQQ.......ACTT....NASLQAAYQTVLDTYNLSRIDFDIEGGAQ.........  
ChiA__B_P._kodakarae  VGPYLCQ.......QAKT....PEQLAQWYIQVIDTYNATYLDFDIESGVD.........  
ZP_01137245_A._cellu  AGTKLGQ.......VCSS....PQATAAAYQAVIDKYALKAIDFDLEEPEY.........  
ZP_00570566_Frankia_  SGTELAS.......ACGS....AGDLAAAYRKVVDVYGVTRLDFDVEGGTL.........  
ZP_00923356_E._coli   NNAPLAA.......SCKN....VDDLMQHYYDIVDNLNLKVLDFDIEGTWV.........  
ZP_01199781_X._autot  YGQEPAL.......SFTN....VAQLTAAYQSVMDKYNVTSLDFDIEADAL.........  
ZP_01191795_M._flave  SGTSLAQ.......WYAAHGLGPQALADAYAAVADTYKLNRIDFDIEGSAV.........  
ChiH_S._coelicolor    TGTEIAD.......SCTD....VQQIAAAYEKVITTYDVSRLDMDIEIDAL.........  
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621070_B._cenocepaci  QDTAAV..ARNFQAVAQLQADYAAKGKPLHVTLTLPTMP..........TGLTQDGVNVV  
ZP_01331104_B._pseud  QDSAAV..ARNFQAVAQLQADYAAKGKPLHVTLTLPAMP..........TGLVQDGLNVL  
ZP_00739603_B._thuri  AHPESI..ERRSKAIALLQKELKAEGKDVKIGYTLPVMP..........YGLTNDGLNVI  
ChiK_S._coelicolor    TDTGSV..ALRSEAIALLQ.EQRDG...LEVSFTLPVMP..........TGLDTDGLALL  
YP_124481_L._pneumop  NIPNLL..QS....LKLFQKEHP....DVLLSFTLPVMP..........EGLTSVGKEII  
NP_901110_C._violace  TDTAAN..NRNFAVVAALQKNYKAKGKTLHVSLTLPAMP..........FGLTQDGQRVL  
ChiA__B_P._kodakarae  ADKLA.......DALLIVQRERPN....VRFSFTLPSDPG.........IGLAG.GYGII  
ZP_01137245_A._cellu  ENLTAV..SNEVGAAQILQ....RNNPGLYISITLPGTA..........SGTGYFGQNVL  
ZP_00570566_Frankia_  PDVAAN..TRRAQAIARLQREAAAGGRPLEVSFTLPVLP..........SGLTQAGVDLL  
ZP_00923356_E._coli   ADQASI..ERRNLAVKKVQDKWKSEGKDIAIWYTLPILP..........TGLTPEGMNVL  
ZP_01199781_X._autot  TNTAAS..HLRNEALVALEQANPD....LTVSFTLPALP..........TGLNQAGLDLL  
ZP_01191795_M._flave  AEPASI..ALNAQALRLLQQLRPD....LEIWYTLPVLP..........SGLTADGLNVV  
ChiH_S._coelicolor    DNTAGI..DRRNKAIKLVQDWAAANGRDLEISYTLPTTT..........RGLASNGVALL  
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621070_B._cenocepaci  NAAIANKTTFDAVNVMAMDYGPANID.........MGAAAISAAQALYSQLDTAFKSAGQ  
ZP_01331104_B._pseud  NAALANNVTLDAVNIMTMDYGPSGID.........MGAAAISAAQGLYSQLDTAYKSAGK  
ZP_00739603_B._thuri  QSAIKHDVDLNSVNIMTMDYG.QQNQQ........MGQAAIDAINSLHGQLTNLYKGSIK  
ChiK_S._coelicolor    ASANDHGVQVSAVNLMTMNYGESYTAD........MGDYALASAKAAHTQLKKVFG.TS.  
YP_124481_L._pneumop  TSAATLGLHFN.VNIMAMDYGPAYNGD........MGDYAISAATNLHQFLQEIYP.DKK  
NP_901110_C._violace  ASALANGVALDTVNIMAMDYGQSNPN.........MGAAAKQAAQALYSQIDAAYKAHGQ  
ChiA__B_P._kodakarae  ETMAKKGVIVDRVNPMTMDYYWTPAN..........ADNAISVAEHVFNQLKQIYPDKS.  
ZP_01137245_A._cellu  NTAKGLGFTPNNYSIMPFDGGFNG............AASQQSALQQFHTILMNTF.GWD.  
ZP_00570566_Frankia_  ANARENGVTVNAVNIMAMDYGDGAAPNP....AGRMGQYAIDAATATQAQVKGVFE.LS.  
ZP_00923356_E._coli   SDAKAKGVELAGVNVMTMDYGNAICQSANTEGQNIHGKCATSAIANLHSQLKGLHPNKS.  



ZP_01199781_X._autot  AQAKADGVEIDTVNIMVMNYGAYYDSG.....D..MGKDAIDAAEATIAQLHQLG.....  
ZP_01191795_M._flave  RKAIEAGVTLDGVNIMAMDYGESAAPTS.GPNAKTMGAWAIQAAESTHAQLSTLYSGYG.  
ChiH_S._coelicolor    ENAVKNGTKVDVVNLMTFDYYDNQQHD........MARDTQTATQGLHDVLARLHPGKS.  
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621070_B._cenocepaci  P...........KTNAQLWQMVGVTPMIGVNDVQG.....ETFTLANAQTVLNAAIANG.  
ZP_01331104_B._pseud  P...........QTDAQLKQLVGVTPMIGVNDVAG.....EIFTLANAQSVQTTAANNN.  
ZP_00739603_B._thuri  ..............DSDIWKMIAVTPMIGKNDTQN.....ETFTLNNAKELFQFAKEKG.  
ChiK_S._coelicolor    ..............DADAWRGMALTSMLGVNDVAG.....ETFTLADAAEVRAFAEEKG.  
YP_124481_L._pneumop  ..............PEALWQMIEVTPMIGVNDVNT.....EQFTLSNAAQLKQFAQKNL.  
NP_901110_C._violace  T...........LTDAQLWQKVGVTPMVGLNDTQP.....ETFTVDNAKDLYGMANSNR.  
ChiA__B_P._kodakarae  ..............DDEIWGMIGLTPMIGTNDDKS......VFSLQDAEKLVDWAIQHK.  
ZP_01137245_A._cellu  ..............SATAWAHEGISQMNGRSDTG......EYFYQADFQSNLDFARSVG.  
ZP_00570566_Frankia_  ..............DAQAWGRVAVTPMIGVNDVAS.....EVFTLADARRLVRFASEVD.  
ZP_00923356_E._coli   ..............DAEIDAMMGTTPMVGVNDVQG.....EVFYLSDARLVMQDAQKRN.  
ZP_01199781_X._autot  ...............LDAK..VAITPMIGQNDVPG.....EVFTLDDARQLLDYAEGNDH  
ZP_01191795_M._flave  ..............QTFAWNQLGVTPMIGVNDVLT.....EVFTVADSQALEDFARARG.  
ChiH_S._coelicolor    ..............SADLWHMIGVIEMIGVDDFGP....AETFTLDNARTVYDWALDQG.  
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621070_B._cenocepaci  ..YGFFGNWSVGRD  
ZP_01331104_B._pseud  ..YGFVGIWSITRD  
ZP_00739603_B._thuri  ..IGEISMWSVYRD  
ChiK_S._coelicolor    ..IAWVSMWAAFRD  
YP_124481_L._pneumop  ..LGGLSMWSFNRD  
NP_901110_C._violace  ..FGLLSMWSISRD  
ChiA__B_P._kodakarae  ..IRSLAFWSVDRD  
ZP_01137245_A._cellu  ..LGRYTFWSVNRD  
ZP_00570566_Frankia_  ..LAWLSMWSLTRD  
ZP_00923356_E._coli   ..LGMVGIWSIARD  
ZP_01199781_X._autot  ..IAYIAMWSLGRD  
ZP_01191795_M._flave  ..LGMLSMWSLNRD  
ChiH_S._coelicolor    ..INTLSFWALQRD  
 


