Figure S3. Amino-acid alignment of cluster C GH18 catalytic domains.
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621070_B. cenocepaci TLAFVVAG. .NGCVPSWGGVQP IGNGASGELLTALSTSIASYRAKGGEVAVSFGGA. . . .
ZP_01331104 B._pseud MLAFVVSGG.NQCTPSWGGVQP IGNGATGDLLDKIATSVTAYRAKGGDVAVSFGGA. . . .
ZP_ 00739603 B._thuri TLSFIVAD..KNGNPVWGGSHT .PIGDGNLD. . . . . DQIKQIRKIGGDVKVSFGGA. . . .
ChiK_S._coelicolor NLAFAISSG.DDCVPRWNGVQDIDDAS _VAS. . . . . . RVEKLRESGATVRVSFGGA. . . .
YP_ 124481 L. pneumop HLAFITDS. .GQCOPAWGAQQNYSVAKGWCK. - . . . KQFDTLSREGVKLTVSFGGA. . . .
NP_901110 C. violace TLAFVVAK. . GGCAPSWGGVLAIPGSGSDQQLSAIRNGINNFRGKGGEVMVSEGCGA. .« . .
ChiA__B_P. kodakarae TLAFVLYSS.VYNGPAWAG. .SIPLDAFVDE. ... ... VKGLREAGGDV I IAFGGA. . . .
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. . . . . DFDTIQANGGDV IPSFGGYTADT
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621070 B._cenocepaci NGTPLMQ....... ACST. . ..VPALKSAYQTVIDTYGLTHIDFDIEGASQ. « « - - -
ZP_ 01331104 B. pseud AGQPLMQ....... ACSS. . . .VAALKGAYQTVIDTYSLTHVDFDIEGASQ. - - - - - - - -
ZP_00739603_B._thuri NAGNIPGLGADLAAAITD. .. VNKLKDAYKSVINTLHLTHMDFDIEGGLY - - - oo - ..
ChiK_S._coelicolor SGTELAA. .. .... ACGS. . . .ASALAAAYGTALDAAGSTRADFDIEGDAL - - - - - ...
YP_ 124481 L. pneumop SGTDIS........ YHCD. . . . KNQL INRFNQVVNQYHANVLDFDIENGTA. « <« oo ...
NP_901110 C. violace NGTPLQQ....... ACTT. .. _NASLQAAYQTVLDTYNLSRIDFDIEGGAQ. - - - - - - .-
ChiA__B P. kodakarae VGPYLCQ....... QAKT. . . .PEQLAQWYIQVIDTYNATYLDFDIESGVD. . . ... ..
ZP 01137245 A. cellu AGTKLGQ....... VCSS. . . .PQATAAAYQAV IDKYALKAIDFDLEEPEY . . .. ... ..
ZP_00570566_Frankia_  SGTELAS....... ACGS. . . .AGDLAAAYRKVVDVYGVTRLDFDVEGGTL -« e e o - - -
ZP_ 00923356 _E. coli  NNAPLAA....... SCKN. . . .VDDLMQHYYD IVDNLNLKVLDFDIEGTWV « - - -« -« ..
ZP_ 01199781 X. autot YGQEPAL....... SFTN. . . .VAQLTAAYQSVMDKYNVTSLDFDIEADAL « - - - e v ..
ZP 01191795 M. flave SGTSLAQ....... WYAAHGLGPQALADAYAAVADTYKLNRIDFDIEGSAV . - - - - - ..
ChiH_S. coelicolor TGTEIAD. . .- ... SCTD. . . .VQQIAAAYEKVITTYDVSRLDMDIEIDAL « « -« .. ..
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621070_B. cenocepaci QDTAAV..ARNFQAVAQLQADYAAKGKPLHVTLTLPTMP. .. ooonn .. TGLTQDGVNWV
ZP_ 01331104 B._pseud QDSAAV..ARNFQAVAQLQADYAAKGKPLHVTLTLPAMP. .. ooonn.. TGLVQDGLNVL
ZP_00739603 B. thuri AHPESI._.ERRSKAIALLQKELKAEGKDVKIGYTLPVMP . oo een .. YGLTNDGLNVI
ChiK_S. coelicolor TDTGSV. .ALRSEAIALLQ.EQRDG. . .LEVSFTLPVMP. . . oo o ... TGLDTDGLALL
YP_124481 L. pneumop NIPNLL..QS....LKLFQKEHP. ...DVLLSFTLPVMP . o uu... EGLTSVGKEII
NP_901110 C. violace TDTAAN..NRNFAVVAALQKNYKAKGKTLHVSLTLPAMP. -« oo nun-. FGLTQDGQRVL
ChiA__B_P. kodakarae ADKLA....... DALLIVQRERPN. . . .VRFSFTLPSDPG. - . - - - ... IGLAG.GYGII
ZP_ 01137245 A__cellu ENLTAV..SNEVGAAQILQ. .. .RNNPGLYISITLPGTA. ceeean.. SGTGYFGQNVL
ZP_00570566_Frankia_ PDVAAN..TRRAQAIARLQREAAAGGRPLEVSFTLPVLP. .. oooeo. .. SGLTQAGVDLL
ZP_00923356_E. coli  ADQASI..ERRNLAVKKVODKWKSEGKDIAIWYTLPILP. . ooonon .. TGLTPEGMNVL
ZP_ 01199781 X. autot TNTAAS..HLRNEALVALEQANPD. . ..LTVSFTLPALP. ......... TGLNQAGLDLL
ZP_ 01191795 M. flave AEPASI..ALNAQALRLLQOLRPD. .. LEIWYTLPVLP. ......... SGLTADGLNWV
ChiH_S. coelicolor DNTAGI . . DRRNKATKLVQDWAAANGRDLEISYTLPTTT - - e e ee e - RGLASNGVALL
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621070_B._cenocepaci NAAIANKTTFDAVNVMAMDYGPANID. .. ... ... MGAAA I SAAQALYSQLDTAFKSAGQ
ZP_ 01331104 B. pseud NAALANNVTLDAVNIMTMDYGPSGID. . . ... ... MGAAA I SAAQGLYSQLDTAYKSAGK
ZP_00739603_B._thuri QSAIKHDVDLNSVNIMTMDYG.QONQQ. . . . . ... MGQAAIDAINSLHGQLTNLYKGSIK
ChiK_S._coelicolor ASANDHGVQVSAVNLMTMNYGESYTAD. « « - . . . . MGDYALASAKAAHTQLKKVFG.TS.
YP_ 124481 L. pneumop TSAATLGLHEN.VNIMAMDYGPAYNGD. . . .. ... MGDYAISAATNLHQFLQEYP . DKK
NP_901110 C. violace ASALANGVALDTVNIMAMDYGQSNPN. .. ... ... MGAAAKQAAQALYSQIDAAYKAHGQ
ChiA_B P. kodakarae ETMAKKGVIVDRVNPMTMDYYWTPAN. ... ... ... ADNA1SVAEHVFNQLKQIYPDKS.
ZP_ 01137245 A. cellu NTAKGLGETPNNYSIMPFDGGENG .« v v e o en e .. AASQQSALQQFHT ILMNTF . GWD.

ZP_00570566_Frankia_
ZP_00923356_E. coli

ANARENGVTVNAVN IMAMDYGDGAAPNP . . . .AGRMGQYAIDAATATQAQVKGVFE . LS.
SDAKAKGVELAGVNVMTMDYGNATCQSANTEGQN IHGKCATSATANLHSQLKGLHPNKS .
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AQAKADGVE IDTVNIMVMNYGAYYDSG. - . - D. .MGKDAIDAAEATIAQLHQLG. - . -
RKATEAGVTLDGVN IMAMDYGESAAPTS . GPNAKTMGAWA 1 QAAESTHAQLSTLYSGYG .
ENAVKNGTKVDVVNLMTFDYYDNQOHD.- - « - . - - - MARDTQTATQGLHDVLARLHPGKS .
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P et KTNAQLWQMVGVTPMIGVNDVQG. - . . - ETFTLANAQTVLNAAIANG .
P et QTDAQLKQLVGVTPMIGVNDVAG. . . . . E1FTLANAQSVQTTAANNN
.............. DSDIWKMIAVTPMIGKNDTON. . . . .ETFTLNNAKELFQFAKEKG.
.............. DADAWRGMALTSMLGVNDVAG. . .. .ETFTLADAAEVRAFAEEKG.
.............. PEALWQMIEVTPMIGVNDVNT. . . . .EQFTLSNAAQLKQFAQKNL .
LTDAQLWQKVGVTPMVGLNDTOP. - . - ETFTVDNAKDLYGMANSNR -
______________ DDE IWGM I GLTPMIGTNDDKS.. - - - - . VFSLODAEKLVDWAIQHK -
.............. SATAWAHEG I SQMNGRSDTG. - - . . - EYFYQADFQSNLDFARSVG .
.............. DAQAWGRVAVTPMIGVNDVAS. . . . . EVFTLADARRLVRFASEVD.
.............. DAE IDAMMGTTPMVGVNDVQG. - . . - EVFYLSDARLVMQDAQKRN .
............... LDAK. .VAITPMIGQNDVPG. . . . . EVFTLDDARQLLDYAEGNDH
.............. QTFAWNQLGVTPMIGVNDVLT. . . . . EVFTVADSQALEDFARARG.
.............. SADLWHMIGVIEMIGVDDFGP. . . _.AETFTLDNARTVYDWALDQG .
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