
3b

3a

3c

                           # #    #                                        #
Pc_Xyn10D   428 TGSLVAQYKVNNGN-ANDNQIYATFNIKNTGNTAVNLSDVKLRYYFTKDSS-ATLNSYVDWAQIGASN---------VNRTF
YK9_CBH     754 TGNLVVQYKVNNAN-ATDNMINATLNIKNTGTTAVNLSNLKVRYYLTKDTTSAGLSMWTDYAQIGSSN---------VSGVF
N115_EG     435 TGNLVVQYKVGDTS-ATDNQMKPSFNIKNNGTTPVNLSGLKLRYYFTKDGT-ADMSASIDWAQIGASN---------ISAAF
Pl_CelA     551 -SDLVVQYKDGDRNNATDNQIKPHFNIQNKGTSPVDLSSLTLRYYFTKDSS-AAMNGWIDWAKLGGSN---------IQISF
Ccv_XynA    563 SGTLRVEYRVGDSS-ATDNQMKPQLRIVNTGSQAVPLTELKVRYWYTKNST-QAEQYFCDWAQIGCSN---------IRAQF
Tok_XynA   1103 -SGLKVLYKNNETS-ASTSSIRPWFKIVNGGSSSVDLSRVKIRYWYTVDGD-KPQSAVCDWAQIGASN---------VTFNF
Cl_Xyn      342 ---TEGAIPKVSVTTQLGSSLNQQYTITSVGSQNLDLSKLTIRYYYTKTST-KSQSFWCDNAGLQLNVS--------PWYVN
Cc_CipC      30 TGVVSVQFNNGSSP-ASSNSIYARFKVTNTSGSPINLADLKLRYYYTQDAD-KPLTFWCDHAGYMSGS-NYIDATSKVTGSF
Ct_CipA     366 SGNLKVEFYNSNPS-DTTNSINPQFKVTNTGSSAIDLSKLTLRYYYTVDGQ-KDQTFWCDHAAIIGSNGSYNGITSNVKGTF
Tf_Cel9A    531 ---------------------------NQSGWPARMLDKGTFRYWFTLDEG-------VDPADITVSS--------AYNQCA
                                            . .     *   ..**: *            * *    .

                                                  # #      #
Pc_Xyn10D   499 VNTSG--TNADTYLELSFSSSAGSIPAGGQTGEIQIRISKSDWSNFNESNDYSFDGTKTSFVDWNKITLLQGGTIVWGVAP
YK9_CBH     826 ASVSPSKTTADTYLELSFSAAAGSIAAGGQSGDIQIRVAKSDWSNFSETNDYSYDGTKTAFVDWNKVTLYQSGSL------
N115_EG     506 ADFTG--SNTDTYVELSFSAAAGSIPAGGQTGDIQLRMYKTDWSNFNEANDYSYDGAKTAYADWNRVTLHQNGTLVWGTTP
Pl_CelA     622 GNHNG--ADSDTYAELGFSSGAGSIAEGGQSGEIQLRMSKADWSNFNEANDYSFDGAKTAYIDWDRVTLYQDGQLVWGIEP
Ccv_XynA    634 VSLAQPVSGADSYIELSFTG--GSVPAGGNTGEIQNRIHFTNWMNYNETDDWSYNGTQTTWGPSTRITLYRNGVLVWGTEP
Tok_XynA   1173 VKLSSGVSGADYYLEVGFSSGAGQLQPGKDTGDIQVRFNKNDWSNYNQADDWSWLQSMTNYGENAKVTLYVDGVLVWGQEP
Cl_Xyn      412 LASGVKGTFKDGYLEITFDTTYSMAPNSG-SLNLGIRLAQSDWSTYENLVDKGY-------------EVYYNGTLVK----
Cc_CipC     109 KAVSPAVTNADHYLEVALNSDAGSLPAGG-SIEIQTRFARNDWSNFDQSNDWSYTAAG-SYMDWQKISAFVGGTLAYGSTP
Ct_CipA     446 VKMSSSTNNADTYLEISFTG--GTLEPGA-HVQIQGRFAKNDWSNYTQSNDYSFKSAS-QFVEWDQVTAYLNGVLVWGKEP
Tf_Cel9A    571 TPEDVHHVSGDLYYVEIDCTGEKIFPGGQSEHRREVQFRIAGGPGWDPSNDWSFQGIGNELAPAPYIVLYDDGVPVWGTAP
                          * *              .        :.   .   :    * .:                 .*
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FIG S1. Alignment of some family 3 CBM sequences. His, Tyr and Trp residues proposed to 
interact with crystalline cellulose in CBM of C. thermocellum CipA are boxed. The other 
important amino acids are marked with #. Pc, P. curdlanolyticus; YK9, P. curdlanolyticus YK9; 
N115_EG, Paenibacillus sp. KSM-N115 endoglucanase; Pl, P. lautus; Ccv, C. cellulovorans; Tok, 
Caldicellulosiruptor strain Tok7B.1; Cl, C. lentocellum; Cc, C. cellulolyticum; Ct, C. 
thermocellum; Tf, T. fusca. 


