Structural characterization of GH62 a-L-arabinofuranosidases

Figure S1

FIGURE S1: Sequence alignment of the GH62 subfamilies. Subfamilies are numbered on the right
hand side with the first representative of the family been PaAbf62A and UmAbf62A for subfamily 1 and
2, respectively. Secondary structure elements are represented in the top of the page. Um_maydi stand for
Ustilago maydis, and Po_anser for Podospora anserina. Accession numbers are indicated for each
protein. pSpript was used to generate this picture (http://espript.ibcp.fr/ESPript/ESPript)(45).
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Structural characterization of GH62 a-L-arabinofuranosidases
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Us_maydi|EAK85571 —_— - 000 = 200 —_—
Po_anser CAP62336|3.2.1.55 —_— —_— 200 W =——
280 290 320

Po_anser|CAP62336|3.2.1.55 SIEII DGTVDEKLy_\DPCN.*F .GG FI HNNPAC
Am_medit|AEK42553 DIFLIJEMIRAGT . DQTLTIDPCR.|[IRY| .GG TQTNATC
Am_medit(AD145772 DIFLIJEMIRAGT . DQT|LTIDPCR.|[IRY)| .GG GLLTQTNATC
P CCA70773 DIFGIJEAIRTQV.DQTMSISGC . .|IRY)| .SG RSSHSDK . . .

— CCA70772 DIFGIJEAIRDQV.DQTMSLNGCG .[MRYY| .SG GLLT|QTN. .C
Pi_indic|CCA706771 DIFLIJEAIRSQV.DQTMSISGC . .|IRY)| .SG GLLTQTN. .C
unTACQ07729 SIFLIELIRTQT . DQTMTISPCK .|LQ]Y| .GG GLITQTNSNC
un |[ACQ05660 SIFLIJEMVRSQV . DQTMTISPCK .|LRYY| .TG. ALLTIQTNSAC
un_bacte|AFY23018 D IRLIJEMVRAGT .[DQNMEISSCR.MQJY| .GG. GLLTQTNSNC
Co_ciner|BAK14423|3.2.1.55 DIFLIJELIRSGN.DQTLPISPCN.[LRY)| .GG. GLLTQTNSAC
Ac_m1rum ACU37207 DIFGIJELVRSGT . DQTMEINPCK .|LS|Y| .SG. GLLT|QTNSPC

St_bingc|ADI13053 DIFGIYELVRAGY . DQTILTINPCK .[MQ]Y| .SG. GLLT|QTNSTC
Cl_sacch |AGF55270 EILRSGI.NQKLEINDINKVD[F LV GIIK
So_cellu|AGP41089 ELIRAGV.NQKLEINDINRVD[F .GP. GVI
Cl”cellu|ACL75596 ELIRAGY .NQKLEEINDINK|VD|F LA GLI
Cl_cellu|ACL75596 ELIRAGY .NQKLEEINDINK|VD[F LA GLI
C1l_BNL1160|AEY65176 ELIRAGY .NQKLEINDINK|VD[F .LP. GLI
CL_BNL1166 [AEY65171 ELIRAGY .NQKLIEINDINK|VD|F .LP. GLI
Te_turne |ACR14088 EMIRDGY .DEKMVLDPCN.MQM .FNG. GVL
So_cellu|CAN98023 EMVRSGS . DERMTINACN .MQJF ..GG. GLI
So_cellu|CAN98020 ELIRSGH.DEKMTIDPCD.[LRF .GG. GML
Ce_japon |ACE85320|3.2.1.55 ELIRSGH.DEKMTVDPCN.[LEFLYRJJASGPGIS. . . . . GLL
Te_turne [ACR13064 EMVRAGY .[DQKMEIDACN .[MQY| .GG. GVL
So_cellu|CAN94755 ELVQDGN.DETATIDTCN. F| .GG. GLL
Op_terra|ACB73617 ELLRDSN.DETMTLDPSR.[LY[F .DP. ALL
Op_terra|ACB76517 ELLRDGN.DETMTIDPDH.[LY[F LGT. GLL
Am_medit(ADJ49532 ELIRTGY.DQTMEIDPCH.[LQIL ..TN GLL
Am_medit|AF081241 ELIRTGY.DQTMEIDPCH.[LQIL ..TN GLL
Le_macu'l|CBX95362 EIIRSDV.DQKLKIPTSG.|LRF ..SA. GLL
St_viola|AEM84965 ELIRTGN.DQTMTINPCR.[QQ[F ..GG. GLL
Us_maydi | EAK85571 DLIRSNP.DQTMTIDPCR.|LQ|L .. VP GLL
Sp_relli|CBQ69122 DIIRSNP.DQTMTINPCR.|LQL LLTT GLL
Po_anser|CAP65929 DLVRSSN . DERF|EVDPCN.[LQIL .NE. GLL
Ma_oryza|EAA47906 DLVRSNA.DQRFEIDPCN.[LQIL .GG. GLL
Ma_oryza|EAA57262 DLVRSNA.DQRFEIDPCN.[LQIL .GG. GLL
Tr_aesti|ABT18331 ELIRTAN.DETFPIDPCN.[LK|L LNV, GLL
Fu_grami|AAV66346 ELVRTSN.DETFPIDACN.|LK|L .SA GLL
My therm|AE060934 DLIRIDA.NHTMPVDPCR.[LQL .SA. GLL
As_niger(CAA03159 DLVRNNP . DQTMTVDPCN.[LQIL .SG.
As_tubin|CAB01468|3.2.1.55 DLVRNNP . DQTMTVDPCN L .SG.
As_niger|CAA03158(3.2.1.55 DLVRNNP . DQTMTVDPCN L .NS.
As_niger|CAK38069(3.2.1.55 DLVRNNP . DQTMTVDPCN L .NS.
Pe_capsu|CAM87245(3.2.1.55 DLVRSNP . DQTMTIDPCN F| .SG.
Pe_chrys|CAP86032 DLVRTNP . DQTMTIDPCN L .GG.
Pe_chrys |BAG71682|3.2.1.55 [DIFLIADLVRTNP . DQTMTIDPCN L .GG.
As_nidul|EAA59562(3.2.1.55 DIFLIDLVRSTP .DQTMSIDPCN L .NP.
As_nidul|EAA62979 DIFLIIDLVRSNP .[DQTMTIDPCN L .SG.
As_oryza(BAE62533 DIRIIDLVRNNP .[DQTMTVDPCN L .SG.
As_sojae|BAA85252|3.2.1.55 DIFLIDLVRNNP .DQTMTVDPCN L .SG.
Th_terre AE070954 DIFIIDLIRSSA.DQTMPIDPCN L .GS. RP

Bo_fucke|CCD43598 DIFLIIDLIRSNP .[DQTMTIDPCN F .NG. RP
Bi_zeico|AAG42252(3.2.1.55 DIFLIIDLVKVTN.DETMTVIDPCN L .GG. RP|
Ma_oryza|EAA47965 DIFLIIDLVRSNP .DQTMTIDPCN .|LQ|L| .GG. RP|
My_therm|AE059813 DIFLIJELVRLSA.DQTFPIDPCN.|LQ|L| .GG. RP|
Ch_luckn|AED84983|3.2.1.55 DIFIJELVRLSA.DQTF|PIDPCN L .GG. RP|
Ac_N962-109|AGL18056 DIFLIJELLRTSA.DQTNTIDPCN L .GG. RP|
Tr_reese|AAP57750[3.2.1.55 DIFEIADLIRSNP .DQTMTIDPCN F .GG. RP|
St_scabi|CBG69467 DIFLIIDLVRNNP . DQTMTIDPCN F| DP. KLP|YRP|
Am_medit(AEK41441 DLVRTNP . DQTKTVDPCN M GM. LLPY[KIP
Am_medit(ADJ44701 DLVRTNP . DQTKTVDPCN M .DGM. LLPY[KIP
Th_bispo [ADG88274 DLVRTNP . DQTKTVDPCN L .GG. LLPY|RP
St_venez|CCA66032 DLIRTNP.DQTMTIDPCN L .GG. QLP|YRP|
St_venez|CCA60030 ELIRAGA.DQTFTIDPCN F| .GG. QWAY[RP|
Ac_mirum(ACU38792 DLVRQNP . DQTKTIDPCN L .TG. RLPWRP|
St_scabi|CBG67595 DLVRDNP .DQTMTVDPCN L NT. QLPYRP|
St_davaw|CCK27713 DLVRNNP . DQTMTIDPCN F GT. ELP|YRP
M1_auran ADL45228 DLVRTNP . DQTKTVDACN F .GG. LLPWRP

Mi_L5|ADUG7 DLVRTNP . DQTKTVDACN F| .GG. LLPWRP
Ac_SE50/110|AEV83900 DLVRNNP . DQTMTVDPCH L .GG. QLPWRP|
Ac_N962-109|AGL16784 DLVRTNP . DQTKTVDPCN L .GG. N L PWRP|
Ac_SE50/110 | AEV85830 DLVRENP . DQTKTVDPCH L .GG. N LPWRP|
t_chatt|AAD32559|3.2.1.55 DLVRNNP . DQTMTIDPCN F GT. NLP. TP
St_davaw|CCK27711 DLVRNNP . DQTMTIDPCN F| NT. N LP|YRP|
Am_medit(ADJ46583 DLVRTNP . DQTKTIDPCN L .GG. RLPWRP|
Am_medit(AEK43384 DLVRTNP . DQTKTIDPCN L .GG. RLPWRP|
Ca_acidi|ACU73744 DLVRNNP . DQTMTIDPCN F .NQ. L LPWRIP
Ki_setae [BAJ33148 DLVRNNP . DQTMTIDPCN L .TG. QLPWRP|
St_scabi|CBG75744 DLVRNNP . DQTMTIDPCN F| .SG. QLPWRP|
St_livid|AAC26524|3.2.1.55 DLVRDNP . DQTMTVDPCN F| .GG. S L P\WR[P|
St_coeli|CAA16189 DLVRDNP . DQTMTVDPCN F .GG. S L P\W[R[P|
St_davaw|CCK24720 DLVRNNP . DQTMTIDPCN F| .GG. RLPWRP|
St_argen|AGU42410 DLVRDNP . DQTMTIDPCN F| .GG. RLPWRP|
St_rapam|AGP52116 DLVRNNP . DQTMTIDPCN F| .GG . P){DQ LPWRP|
St_hygro|AEY86327 DLVRNNP . DQTMTIDPCN F| .SG. QLPWRP|
St_hygro|AGF66549 DLVRNNP . DQTMTIDPCN F .SG. QLPWRP|
Th_terre|AE064662 DLIRVTN.DQTMTVDPCN L .GG. N LP|YRP|
No_dasso |ADH68352 ELIRTNP.DQTMTVDACD F| .GG. LLPY|RP
Ac_SE50/110 | AEV83898 ELVRATA.DQTMTVDPCH L .GG. LLPY|RP
[C_gilvu|AEI13179 ELLRTNA.DQTMTVDPCN L .GG. RP
Ce_f1m1|AEE47269 DIFIIELIRTSA.[DQTNTIDPCN L .GG. RP

St_therm|BAB84113|3.2.1.55 DIFIJELIRTTA.DQTMTVDPCN L .GG. RP

Ce_flavi|ADG75907 DIRIIELLRTSA.DQTMTVDPCN L .GG. RP

Ce_flavi|ADG75732 DIRIIELLRTSA.[DQTMTVDPCN L .GG. RP
Ve_maris |AEB47822 DIFLIJELIRSNA.DQTMTVDPCN L .GG. RP
Ve_maris|AEB44740 DIFLIJELIRSNA.DQTMTVDPCN.|LQ|L| .GG. RP|
Ve_maris |AEB47815 DIFLIJELIRSNA.DQTMTVDPCN.[LQ|L| .GG. RP
St_scabi|CBG74885 DIFLIJELLRTSA.DQTMTVDPCN.[LQ|L| .GG. RP
Ac_N962-169|AGL19117 ELVRTSA.DQTMTVDPCN.|LQL .GG. RP
St_bingc|ADI06184 ELIRTSP.DQTMTVDPCN.[LQIL .GG. RP
St_flavo|ADWO7591 ELLRTNA.DQTMTVDPCN.|LQIL .GG. RP
St_PAMC26508|AG]52854 ELLRTNA.DQTMTVDPCN.|LQL .GG. RP
Ac_misso|BAL88054 ELIRVTA.DQTMTVDPCN.|LQL .GG. RP
M1 auran [ADL49492 ELIRTTA.DQTFTVDPCN.[LQL .GG. RP

Mi_L5|ADU11518 ELIRTTA.DQTFTVDPCN.[LQIL .GG. RP
M1_auran|ADL46532 ELIRTTA.DQTFTVDPCN.[LQIL .GG. RP

Mi_L5|ADU16857 ELIRTTA.DQTFTVDPCN.[LQIL| .GG. RP
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Us_maydi|EAK85571
Po_anser|CAP62336|3.2.1.55

10 20 40 50
Po_anser|CAP62336|3.2.1.55 LSNQPPSDLP|. TTWQ G.PLV...GP T INGTHHVFASTA. .
Am_medit|AEK42553 . ...... TILP[. SRY G.PLI...AP VY ADGK|YH|VFIASTA . .
Am medit|ADJ45772 = ....... TILP|. SRY G.PLI...AP VY ADGK|YH|VFIA[STA . .
Piindic|ccaze77z 0 ... ... NILP|. SSF| G.ALV...GP VY YNGKIYHVFIAISTA . .
Pijindic|ccazer;2 0 ...l .. T|LP|. SSFR G.ALV...SP VY Y|GGK|YH|VFIA[STA . .
PiTindic|ccazer’ 000 Ll TILP|. SSF G.ALV...SP VY YINGK|YH|VFIASTA . .
unJACQO7729 ... ALP|.SSF G.PLV...EP VK VDG TIYHVFIAISITA . .
un |ACQ05660 ... .ATGS|LP. TSF N.ALV...GP TEVDGTYHVEASTA . .
un_bacte|AFY23618  ....... AILP|.SSF G.VLI...SP VIRHINN RWH|V FIASTA . .
Co_ciner|BAK14423|3.2.1.55 PAPAPSGK|LP|.SSF G.PLI...GP VY HD G RWH|V FIASITA . .
ACU37207  ...... GS|LP|. SSF G.ALI...GP VIRHNG RYH|V FIA[S|VY . .
ADI13053 ....... ALP|.GSF G.I[LM...SP VY YINGK|YH|V FIA[S|VA . .
AGF55270 AANP|. .NP .G . SVCFYNGP STV ANGKIYHLFY[TGY . .
AGP41089 AATA/. .NP A.PIL...YK TITVY S|GGKY HMF)Y[TGA . .
ACL75596 AANP|. .NP E.RVI...FH TIIV)Y YNGKYL|VYY[TGA . .
ACL75590 AANP|. .NP E.RVI...FH TIIVY YINGKYL|VYY[TGA . .
n 0| AEY65176 AANP|. .NP E.RVI...FH TIIVY YNGKYL|VYY[TGA . .
CU_BNL1166|AEY65171 AANP|. .NP E.RVI...FH TIVY YINGKYL|VYY[TGA . .
Te_turne |ACR14088 . .CGNNTAAP. . .L| G.PLI...SP TIVV)Y YNNQIYHIT FIATIN . .
So_cellu|cAN9ge23 ... .. TCD|LA|. TSF P.PVI...NP TIIVF HD GKY HVFATVY . .
So_cellu|CAN98620 .. ..PTCD|LP[. TTF P.PVI...SP TII\VF FENKYHVFATVFDT
Ce”japon |ACE85320(3.2.1.55 ...... CE|LK. APL G.PLI...SP SITIVK Y|ND TIY HV YAV Y . .
Te turne|ACR13064 ....... E[LP|. GQL| S.PVI...AP STIVRY|NDRYHVFATVY .
So_cellu|cAN9a755 ... .. CG|LP. TTF S.ALV...SP T|V|SIF FIND RWH/ T YATTA .
Op_terra|ACB73617  ...... DG|LT|. GPF A.PLI...AP TIV|V|Y HIG GKIWH|V YATT A .
Op_terra|ACB76517 ... .IAALAP[. ..F G.PLI...SP TIIVY GIN G KIWH|V YATTA .
Am medit|ADJ49532 = ....... N|LP[. SSF G.PLI...SA SITIVRY|NG QWL|V YAITITA .
Am medit|AF081241 ....... N|LP[. SSF G.PLI...SA STIVRY|NG QWL|VYATITA .
Le_macul|CBX95362  ....... P|LP|. RNF| N.VLV...TP SITITIQHNG VY HV F[AISIT A .
St viola|AEM84965 ... ... qLP|. GSF| G.QLI...A T|V|TIQ AD G KIWH|V FMTIT A .
Us_maydi|EAK85571  ....... ALP[. TTYR] A.PLA. .. Q TH|VIP Y)N G QH LIV YA[S|Y H .
sp_reili|cBe69122 ....... ALP.STY] A.PlLA...Q THVP YNGQH LIV YAIS)Y Y .
Po_anser|CAP65929 PGADAACS|LP. TSY] G.ILA...Q TH|VIP YNGQIN LIV YGIT)YH .
Ma oryza|EAA47906  ..... QCT[IPRSGL GGP|LA. . .Q T\VVP Y|Q GK)Y LIVYG[TKYY .
Ma oryza|EAA57262  ..... QCT|IPRSGL GGP|LA. . .Q T\VVPP Y|IQ GK]Y LIVYG[TKY .
Tr_aesti|ABT18331 ... .AQCS|LP[. TSY| G.PLA...Q T|VIAP YN GQIQ LIVYATAY .
Fu_grami|AAV66346 ..... QCA[LP. TSY] G.PLA...Q T|VIAP Y|N G QIQ LV YATAF .
My therm|AE066934 ....... s|Lp[. sSY| G.ALA...Q THVPP YN GKH LIV YG[S|Y Y
As niger|CAAG3159 ..... KCALP|.SSY] D.ALA...T TDVVSIDGKHIVYA[STT .
As_tubin|CAB01408[3.2.1.55 ..... KCALP|.SSY] D.ALA...T TDVVSIDGKHIVYA[STT . .
As_niger|CAAG3158(3.2.1.55 .. ... KCALP.STY] D.ALA...T TDVVSINGKHIVYA[STT . .
As_niger|CAK38669(3.2.1.55 ... .. KCALP|.STY] D.ALA...T TDVVSINGKHIVYA[STT . .
Pe_capsu |CAM07245(3.2.1.55 .. ... NCALP.STY] S.ALA...N TINIVI HVVYA[STT . .
Pe chrys|cAP86632 . ...... ALP.STY] G.ALA...N TS|V HVVYA[STA . .
Pe chrys |BAG71682(3.2.1.55 ... .. DCALP.STY] G.ALA...N TS|V HVVYA[STA . .
As_nidul|EAA59562(3.2.1.55 ... .. QCG[LP.STY] G.PILA...E TIAV] Y LVYATYH . .
As_nidul|EAA62979 N.ALA...S TS|V HLVYA[SFA . .
As”oryza|BAE62533 G.ALA...E TINIV] HIVYG[SVA . .
As_sojae|BAA85252|3.2.1.55 G.ALA...E TNV HIVYG[SVA .
Th_terre|AE070954 G.PILA...T THIV] H LIV Y/ATDH .
Bo_fucke | CCD43598 .. . S.ALA...T THIVI HLVYATDH . .
Bi zeico|AAG42252[3.2.1.55 . ... S TSYK[TSSG.ALA . . . Q Tl HIVYATDH . .
Ma_oryza|EAA47965 ALP|. ROITSSG. AlLLA. . . Q /Y[ H LV YATINH .
My_therm|AE059813 G.ALA...Q TIV|V HLVYATTN .
ch~luckn |AED84983|3.2.1.55 G.ALA...Q V|V HLUVYATTN . .
Ac_N962-109 |AGL18656 cAL G.PLA...Q S|T|A QLVYATTH . .
Tr_reese|AAP57750(3.2.1.55 ..APATCT|LP|. STY| G.ALA...S SH|V HLVWG|STH . .
St”scabi | CBG69467 A LP[.STY| G.PLA...Q TV HLVYATNA .
Am_medit|AEK41441 LP[.STY G.PLA...N TINIV] HVVYG[TTH . .
Am_medit|ADJ44701 LP[.STY| G.PLA...N TINIVI HVVYG[TTH . .
Th_bispo |ADG88274 LP.SQY G.PLA...N TINIV] HLVYATTH . .
St_venez |CCA60632 LP[.STY| G.ALA...Q THIVI H LIV Y[G|SINF .
St venez | CCAG0630 LP[.STY G.ALA...Q T\VIA HLUVYATTHGT
Ac”mirum|ACU38792 LP.SSY| G.S|LA...N TS|V HLVYGTMV . .
St”scabi | CBG67595 LP[.STY| G.PLA...Q TV HLVYATNS . .
St_davaw|CcK27713 LP[.STY G.PLA...Q T HLVYATYS .
Mi—auran|ADL45228 LP[.STY| G.ALA...N TINIVI HLVYG[S)Y V.
Mi“L5|ADUG7461 LP[.STY| G.ALA...N TINIV] HLVYG[SYV . .
Ac_SE50/110 |AEV83900 LP[.STY| G.ALA...Q TNV HLVYA[SDV . .
Ac_N902-169 |AGL16784 LP.SsY G.ALA...T TNV HLVYASNV . .
Ac_SE56/110 | AEV85830 TILP|. SSY| G.ALA...Q TNV HLVYASNV . .
St_chatt|AAD325593.2.1.55 APKSDTCALP[.STY| D.ALA. ..Q TV HLVYG[SNY . .
St davaw|cck27711 T LT L. ALP[.STY| G.ALA...Q TT\V] HLAYGISNY . .
Am medit|ADJ46583 ...... CT|LP[. SS G.ALA...Q TNV HLVYG|STV . .
Am_medit|AEK43384  ...... CT[LP ssa G.ALA...Q TNV HLVYG[STV . .
Ca_acidi|Acu73744 ...l .. s|Lp. ST G.ALA...T TINIV] HLVYG[SDV . .
Ki _setae|BAJ33148  ...... CP|LP|. STY| G.ALA...Q TV HLVYASNV . .
St scabi|cBG75744 ... ... ALP/.STY] G.ALA...Q TIT|V HLVYASNV . .
St livid|AAC26524|3.2.1.55 . .TDGTCALP[.STY| G.V[LA...Q TV HLVYG[STS . .
St_coeli|CcAA16189 PPTDGTCALP.STY] G.VLA...Q TT|V] HLVYG[STS . .
St_davaw|CCK24720 ....GTCS|LP.STY| G.VLA...Q TV HLVYA[SNF . .
St_argen |AGU42410 LP.STY| G.V[LA...Q TS|V HLVYASNV . .
St_rapam|AGP52116 LP[.STY| G.VLA...Q TNV HLVYG[SNV . .
St_hygro |AEY86327 pl.STY| G.ALA...Q TT|V! HLVYASNV . .
St_hygro|AGF66549 LP[.STY G.ALA...Q TIT|V HLVYASNV . .
Th_terre |AE064662 LP[. TTY| G.ALA...Q TH|V HLVYG|SMV . .
No_dasso | ADH68352 LP.SSY| G.PILA...Q THIA HLVYATTH .
Ac_SE50/110 | AEV83898 LP.SSY| G.ALA...T TV HLVYATTH .
[C_gilvu|AEI13179 LP.SSY| S.S|LA...N T|VIA QLVYATTH. .
Ce_fimi |AEE47269 LP. LRY| G.ALA...Q TITIA HLUVYATTH . .
St_therm|BAB84113|3.2.1.55 LP[.STY G.ALA...Q VIV HLVYATTH .
Ce_flavi|ADG75967 LP.SSY| G.V[LA...Q s|V/A QLVYATTN .
Ce_flavi|ADG75732 LP.SSY| G.V[LA...Q Vi QLVYATTN. .
Ve maris |AEB47822 Lp.SSY| G.ALA...Q THIA HLVYATTH . .
Ve maris |AEB44740 LP.SSY| G.ALA...Q THIA HLVYATTH . .
Ve maris |AEB47815 Lp.SSY G.ALA...Q THIA HLVYATTH .
St”scabi | CBG74885 LP.SSY| G.ALA...Q T\VIA QLVYATTHGA
Ac_N902-169 |AGL19117 LP.SSY| G.ALA...T TIT|V QLVYATTH.
St”bingc|ADI06184 LP[.STY| G.ALA...Q V|V QLVYATTH
St_flavo|ADWO7591 LP[. SAY| G.ALA...Q T|VIA QL\VYAT[TH
St_PAMC26568 | AG)52854 LP. SAY| G.ALA...Q T|VIA QLVYATTH
Ac_misso|BAL88054 LP[.STY| G.ALA...Q TIV|V H LV YAT[TH
Mi_auran|ADL49492 LP.SSY| G.ALA...Q TIV|V HLVYATTH
Mi“L5|ADU11518 LP.SSY| G.ALA...Q V|V H LV YAT[TH
Mi~auran|ADL46532 LP.SSY| G.ALA...Q TIV|V H LIV YAT[TH
Mi“L5|ADU10857 ILP|. SSY| G.ALAl. ..Q vy H LWV YATTH
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p4 nl B> 6 n2 g7
Us_maydi|EAK85571 _— 200 — 200
Po_anser|CAP62336|3.2.1.55 ...» =— =P 000000 =000 200
60 70 80 90 10@ 1
1 Po_anser CAP62336|3.2.1.55 .. .QSAGY [NL]V|Y|F T[FAD WAD APNATFYY[LDQAP . LGTGYRALJJQV

Am_medit (AEK42553 .. .NAAGY .[NLVIYLS TQYY|LDQSG
m_medlt ADJ45772 .. .NAAGY .NLVIYLS TQYY|LDQSG.
Pi_indic|CCA70773 ... VASGY .[NLV|YFSF TEYYILDQTP .
Pi_indic|CCA70772 ... VASGY .INLV|YFSFS| TFYYILDQTP
Pi_indic|CCA70771 ... VASGY .NLV|YFSFS| TEYY|LDQTP
un[ACQ07729 ... TKSGY .NLV|Y|FNFK| TFHYILDQTP
un [ACQ05660 .. .QASGY.NLV|YFNF PFFYILDQSG.
un_bacte|AFY23018 .N.SAGQY .NMMTTSIFGDW, PHYFILDRSG .
Co_ciner|BAK14423|3.2.1.55 ...KTEGY.NLV|YISFT] SFYYILDQAP
Ac_mlrum ACU37207 ... TNGY .NLVHTSFT PHHYILDRSG

St_bingc|ADI130653 .. .SASGY .|[SLV|YILNFT| PHYYLDRSG
Cl_sacch|AGF55270 .D.KTGKF .[QMG|Y/ASA S| QHKKILINLNG .
So_cellu|AGP41689 .N.ASGGW.[QML|Y|[SSAT| PHIY[LSRIG. .
Cl_cellu|ACL75596 .N.KSGGW.[QMC[FITSAS| PRTYMSKIG. .
Cl_cellu|ACL75590 .N.KSGGW.[QMC[FITSAS| PRTYMSKIG. ..
CL_BNL11060|AEY65176 .N.KSGGW.[QMCIFITSAS| PRTYMSKIG...ESYFCINJELFYYEP)
Cl_BNL11060|AEY65171 .N.KSGGW.QMCIFITSAS| PRTYMSKIG...ESYFCINJELFYYEP)
Te_turne|ACR14088 .DGNWKISMQII|T . |LD| TTNY| PFSPGNTGSSAVQVFYFTP
So_cellu|CAN98623 DTAGNGGW S S|V[YLNFT| ANWP . ..TGGT
So_cellu|CAN98620 TS.GNGGWQISM.|Y[SNFT| ANWP .
Ce_japon|ACE85320|3.2.1.55 ....DTAYRSM F Tl NGSR.
Te_turne|ACR13064 .DNGLSSYG|SI| F S| RNTT.
So_cellu|CAN94755 .N.TAGNW.[QM F Tl DRTP . GFSGYRCQMFFFRP
Op_terra|ACB73617 .D.TSGNW.[SM FR DQNP .NLRGYHCLY4QVFYFRP
Op_terra|ACB76517 .D.TRGNW.SM FR DQNP .NLRGYHCLY4JQVFYFRP
Am_medit|ADJ49532 .D.TSGAW.|SV| SDNPNLGHRYMALY4QVFYFAP
Am_medit|AF081241 .D.TSGAW.|SV| SDNPNLGHRYMALY4JQVFYFAP
Le_macul |CBX95362 .. .KEAGY .[SL| DQSA.IGTGYRALY4JQVFYFAP
St_viola|AEM84965 .N.TSGAW.SM DTNPNIGTRYAALY4JQVFYFAP

2 Us_maydi | EAK85571 ...DSTKYG|SM TQA V|

Sp_reili|CBQ69122 ....NGKYGISM TQA
Po_anser|CAP65929 .. .DGRNYGSM NNA
Ma_oryza|EAA47906 ...QNPNYGSM NAG
Ma_oryza|EAA57262 ...QSPNYGISM NSGT
Tr_aesti|ABT18331 ...GQGGWKISM TGT
Fu_grami|AAV66346 ....SDSWKSV| SSV
My_therm|AE060934 ....SNAYGISM SQ
As_nlger CAA0G3159 .D.EAGNYGSM

As_tubin|CAB01468|3.2.1.55 .D.EAGNYGSM
As_niger(CAA63158(3.2.1.55 .D.TQGNYGSM
As_niger|CAK38069|3.2.1.55 .D.TQGNYG|SM
Pe_capsu|CAM07245|3.2.1.55 .D.TSGNYGAM
Pe_chrys|CAP860632 .D.ANGNYGSM
Pe_chrys|BAG71682|3.2.1.55 .D.ANGNYG|SM
As_nidul|EAA59562|3.2.1.55 .D.TGTSWG|SM
As_nidul|EAA62979 .D.TSGNYGSM
As_oryza|BAE62533 .D.TSGNYGISM
As_sojae|BAA85252|3.2.1.55 .D.TSGNYGSM
Th terre|AE070954 .D.TGSSYGISM

fucke CCD43598 .D.TGTSYGISM
Bl zeico|AAG42252|3.2.1.55 .D.TGSKYG|SM
Ma_oryza|EAA47965 .D.QGTKWG|SF|
My_therm|AE059813 ...DGTNWGSM
Ch_luckn|AED84983|3.2.1.55 ...DGTNWG|SM

SATGGYGSM

Ac_N9062-109|AGL18656 SS
Tr_reese|AAP57750|3.2.1.55 .D
St_scabi|CBG69407
Am_medit|AEK41441 .D.
Am_medit|ADJ44701 .D.TGSNWGSM
.D
A
T

Th_bispo|ADG88274 .TGTRWG|SM

St_venez|CCA60032 ...NGSTYGSM
St_venez|CCA60030 TA.SGVGWGSM
Ac_mirum|ACU38792 ) SSATYG|SM
St_scabi|CBG67595 ...SGSGWHSM
St_davaw CCK27713 ....DGNWRSM
M1_auran ADL45228 .N.SSGQYSSM

Mi”L5|ADUG .N.SSGQYGSM
Ac_SE50/110|AEV83900 ...AGSGYGSM
Ac_N902-109(AGL16784 .N..NGSYGSM
Ac_SE50/110|AEV85830 ...SNGSYGSM
St_chatt|AAD32559|3.2.1.55 ...SGSSYGSM

St_davaw|CCK27711 ...SGSAYGSM
Am_medit|ADJ46583 .
Am_medit|AEK43384

z2Z2=Z
)
)
(0]
%)
<
fo)
[%]
=

Ca_acidi|ACU73744 .N.GSGSYGST|
Ki~setae|BAJ33148 ...NGSSYGSM
St_scabi|CBG75744 ...AGSSYGISM
St_livid|AAC26524|3.2.1.55 ...SGSSYGSM
St_coeli|CAA16189 ...SGSSYGISM
St_davaw CCK24720 ....SESYGISM
St_argen|AGU42410 ...SGSSYGISM
St_rapam AGP52116 ...SGSSYGISM
t_hygro|AEY86327 ...SGSSYGISM
St __hygro|AGF60549 ...SGSSYGISM
Th_terre|AE064662 ...SGGSYGISM

No_dasso|ADH68352 D
Ac_SE50/110|AEV83898 D
[C_gilvu|AEI13179 .D.FGSSWGSM
Ce_Timi|AEE47269 D
St_therm|BAB84113|3.2.1.55 D.
Ce_flavi|ADG75907 ...TGTAWQST
Ce_flavi|ADG75732 ...TGTAWQST
Ve_maris |AEB47822
Ve_maris |AEB44740
Ve_maris |AEB47815
St_scabi|CBG74885 A
Ac_N962-109|AGL19117
St_| blngclADIOGIM

St_flavo|ADWO7591
St_| PAMC26508|AG)52854
Ac_misso|BAL880654
Mi~auran|ADL49492
Mi_L5|ADU11518
M1_auran ADL46532
Mi“L5|ADU16857
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Structural characterization of GH62 a-L-arabinofuranosidases

[

N

0 11
Us_maydi|EAK85571 —B.> £
Po_anser|CAP62336|3.2.1.55 -
140 150 160

Po_anser|CAP62336|3.2.1.55 [F]. YPDJGMPKIIEQNIGE...GYW [DIS[A)S CHILF|S
Am_medit|AEK42553 F|.YPS[.MPGIIQQNIGS...GYW, DIATIT CHILF|S
Am_medit|ADJ45772 F|.YPS.MPGIIQQNIGS. GYW| DATT CHILF|S
Pi”indic|CCA70773 F|.YSG.TPSIITQNIGN. GYW| DISIAINCY|LF|S
Pi_indic|CCA70772 F|.YSG.TPSIITQNIGN. GYW| DISIAINCY|LF|S
Pi_indic|CCA70771 F|.FISG. TPSIITQNIGN. GYW| DISIAINCY|LF|S
un|ACQ07729 F|.FISS|.MPSTIIAQNKGN. GNW| DIS|SINCY|LF|S
un [ACQ05660 F|.FISS|. VPSIITENIGK. GYW| DIS|SINCY|LF|S
un_bacte|AFY23018 F|.QSA.MPDIIRQNIGS. GYW| DIS|VINCY|LF|S
Co_ciner(BAK14423|3.2.1.55 F|. Y|SG.MPAIIRNNIGN. GHW| DIS|S|L CHILF|S
Ac_mirum|ACU37207 F|. YANGMPQIIRDNIGN. . .GYW, DTIAK CHILF|S
St_bingc|ADI13653 F|.YSS|.MPDIIKQNIGN. GYW| DISIAINCY|LF|S
Cl_sacch|AGF55270 LGASG.NMG.............. DD(K|Y AY|LFN
So_cellu|AGP41089 LIGASG.NMG.............. DD(AISCY|LYN
Cl_cellu|ACL75596 FIGISG.NMG.............. DD(QY AYMY|N
Cl_cellu|ACL75596 FIGISG.NMG.............. DD(QY AYMY|N
CL_BNL1160|AEY65176 FIGISG.NMG.............. DD(QY AYMY|N
Cl_BNL1166|AEY65171 FIGISG.NMG.............. DD(QY AYMY|N
Te_turne|ACR14088 L.PEG|.SKG..AYKGNS...... INDIAD CYMY]Y
So_cellu|CAN98023 L.L DD(KIN CH|L F|F
So_cellu|CAN980206 L.L DD(KIN CHIL F|F
Ce_japon [ACE85320|3.2.1.55 L.L INDITHCY|LY|F
Te_turne|ACR13064 Li.L DD(TINCY|LF|F
So_cellu|CAN94755 F|. F DISIAINCY|LF|F
Op_terra|ACB73617 F|. F . . DD(THAY|LF|F
Op_terra|ACB76517 F|. FNG|. TPK..SVVQGW DE(THAY|LF|F
Am_medit|ADJ49532 F|. FIAS|. TPPVVDQHGGG DTIANCY|LF)Y
Am_medit|AF081241 F|. FIAS|. TPPVVDQHGGG. .. .. WIL| DTIAINCY|LF)Y
Le_macul|CBX95362 F|. YPNGTPAIIQEGLTNPQQGYW, DD(KID CHILF|S
St_viola|AEM84965 Fl.DNA....... AGANA...... L DDAKK CY|LF|S
Us_mayd:i. EAK85571 L. FTG . DD LF|F
Sp_reili|CBQ69122 L|. F|SG DIS(T LF|F
Po_anser|CAP65929 L. F|SG DD LF|F
Ma_oryza|EAA47906 L . F|SG D(G LFF
Ma_oryza|EAA57262 L. FSG DIS LF|F
Tr_aesti|ABT18331 L.FTG DIS LF|F
Fu_grami|AAV66346 L. FTG DIS LF|F
My_therm(AE060934 L. FSG DD LF|F
As_niger|CAA03159 L. FTG DD LF|F
As_tubin|CAB01468|3.2.1.55 L.FTG DD LF|F
As_niger|CAA03158(3.2.1.55 L. FTG DD LF|F
As_niger|CAK38069(3.2.1.55 L.FTG DD LF|F
Pe_capsu|CAM07245(3.2.1.55 L. FSG DA LF|F
Pe_chrys|CAP86032 L. FSG DIS LF|F
Pe_chrys|BAG71682|3.2.1.55 L. FSG DIS LF|F
As_nidul|EAA59562(3.2.1.55 L. FSG DIS LF|F
As_nidul|EAA62979 L. FSG DIS LF|F
As_oryza|BAE62533 L. FSG DD LF|F
As_sojae|BAA85252|3.2.1.55 L. FSG DD LF|F
Th_terre|AE070954 L.FTG DIS LFF
Bo_fucke|CCD43598 L. FTG DIS LF|F
Bi_zeico|AAG42252|3.2.1.55 L. FSG DA LF|F
Ma_oryza|EAA47965 L. FTG DIG LF|F
My therm|AE059813 L .FTG DD LF|F
Ch_luckn|AED84983|3.2.1.55 L. F[TG DD LF|F
Ac_N902-1069|AGL18056 L. S[TA DD LF|F
Tr_reese|AAP57750|3.2.1.55 L. F|SG DS LF|F
St_scabi|CBG69407 L. FTG DIG LF|F
Am_medit|AEK41441 L.FTG DIG LF|F
Am_medit|ADJ44701 L .FTG DIG LF|F
Th_bispo|ADG88274 L. FTG DD LF|F
St_venez |CCA60032 L .FSG DIG LF|F
St_venez|CCA60030 L. FSG DIG LF|F
Ac_mirum|ACU38792 L .FTG DIG LF|F
St_scabi|CBG67595 L. F[TG DG MF|F
St_davaw|CCK27713 L. FTG DIG LF|F
Mi_auran|ADL45228 L. STA DD LF|F
Mi_L5|ADU67461 L. STA DD LF|F
Ac_SE50/1106|AEV83900 L.FTG DIG LF|F
Ac_N902-109(AGL16784 L. FTG DIG LF|F
Ac_SE50/116 |AEV85830 L.FTG.TLP..DAPYGV...... DD LF|F
St_chatt|AAD32559(|3.2.1.55 L.FTG.SIPRTDSGTGP...... DD LF|F
St_davaw|CCK27711 L.FTG DD LF|F
Am_medit|ADJ46583 L. FTG . DIG LF|F
Am_medit|AEK43384 L.FTG . DIG LF|F
Ca_acidi|ACU73744 L. FTG . DIG LF|F
Ki_setae|BAJ33148 L.FTG . DD LF|F
St_scabi|CBG75744 L. FTG . DIG LF|F
St_livid [AAC26524|3.2.1.55 L.FTG . DIG LF|F
St_coeli|CAA16189 L. FTG . D|G LF|F
St_davaw|CCK24720 L .FTG . DIG LF|F
St_argen|AGU42410 L. FTG . D|G LF|F
St_rapam|AGP52116 L. FTG . DIG LF|F
St_hygro|AEY86327 L. FTG .. DIG LF|F
St_hygro|AGF60549 L. FTG .. DIG LF|F
Th_terre|AE064662 L. FTG ..GS DD LF|F
No_dasso|ADH68352 L. F|SG ..DS DIS LF|F
Ac_SE50/110 | AEV83898 L|. F|SG ..GS DG LF|F
[C_gilvu|AEI13179 L. F|SG ..GS DD LF|F
Ce_fimi|AEE47269 L|. F|SG ..GS DG LF|F
St_therm|BAB84113|3.2.1.55 L. FSG ..DS DD LF|F
Ce_flavi|ADG75907 L.FTG ..NS DD LF|F
Ce_flavi|ADG75732 L. FTG ..NS DD LF|F
Ve_maris |AEB47822 L.FTG ..NS DD LF|F
Ve_maris|AEB44740 L. F[TG ..NS DD LF|F
Ve_maris|AEB47815 L.FTG.SIS. . DD LF|F
St_scabi|CBG74885 L.FSG.SIS..DSGTGP...... DIG LF|F
Ac_N902-109|AGL19117 L.FTG.SIS..GSGTGP...... DIG LF|F
St_bingc|ADI06184 L.FSG.SIS..GSGTGP...... DIG LF|F
St_flavo|ADWO7591 L. F/SG.SIS..DSKTGP...... DG LF|F
St_PAMC26508|AG]52854 L.FSG.SIS..DSKTGP...... DIG LF|F
Ac_misso|BAL88054 L.FTG.SIS..GSGTGP...... DIG LF|F
Mi_auran|ADL49492 L.FTG.SIS..GSGTGP...... DD LF|F
Mi_L5|ADU11518 L.FTG.SIS..GSGTGP...... DD LF|F
Mi_auran|ADL46532 L. FTG.SIS..GSGTGP...... DD LF|F
Mi“L5|ADU16857 IL.FITG.SIS..GSGTGP...... IDD| ILFF
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Structural characterization of GH62 a-L-arabinofuranosidases

12 n3 B13 14
Us_maydi|EAK85571 — 000 — — -
Po_anser|CAP62336|3.2.1.55 > — —_—> 000 _—
170 180 190 200
Poianser CAP62336(|3.2.1.55 [SD[DN[F. . QLYRSETS[L| .GMS[QP .[VIJAMQDNRND . . . . A C ....[PD.GK. .
Am_medit|AEK42553 S|D . .HLYRSQ[TS|V| .GMSPDPPVIIAAQDADRYA. ... SN . . AGA.D[Q. .
Am_medit|ADJ45772 SIDDN[]. . HLYRSQTS|V| .GMSDPPVITAAQDADRYA. ... SN . . AGA.D[Q. .
Pi_indic|CCA70773 SD[DN[. . H LA .GMGN|T VIIALSAPNKND . . SN .. .[GN..[Q..
P1_1nd1c CCA70772 SD[DN[. . H L . GMGN|T VIIALSAPNKND . . SN .. .GN..|Q. .
Pi_indic|CCA70771 S[D|IDN[]. . H L . GMGNTVIIALSAPNKND . . SN| .. .GN..[Q. .
un[ACQ07729 SD[DN[. . H L .GMGNITVIIALSDSNKNA . . SN .. .|GN . GIE. .
un|ACQ05660 SD[DN[{. . H L .GMGNITVIIALSDSNPNN . . SN .. .|GN. .|E. .
un_bacte|AFY23018 S ..H V| .GFTINTVMVMSDSNKYA. . SN . . Q|GTANQ. .
Co_ciner|BAK14423|3.2.1.55 [SD|DN[]. .H L .GFNEPPVIIAMQDSNKNR. . AN . . D|G|S . NE|. .
Ac_mlrum ACU37207 S ..H L .GFTINTVIIAMQDSNRNR. . SN . . AGK . NQ|. .
St_bingc [ADI13053 SIDDN[{. . H L .GFTNITVIIAAQDSNKYA. . SN .. Q[G|S . NQ|. .
Cl_sacch|AGF55270 T|P|S|D{YS HN; L .GWGPAT|VA. .. .. VKD . AC . . K|AD . NN|. .
So_cellu[AGP41689 T|P|DD{4S RR| R| GWG|SPSVAITD . . ... v v u AH . .L|AD . G[q|. .
Cl_cellu|ACL75596 T|P|S|D{YS GKi L | CSN. AA . .L|AD . G[Q. .
Cl_cellu|ACL75596 T|P|S|D{YS GKi L IT| CSN. AA . .L|AD . G[q|. .
CL_BNL1166|AEY65176 T|P|S|D{YS G K L IT| . .CSN. AA . .L|AD . NQ|. .
CL_BNL1166|AEY65171 T|P|S|D{YS GKi L IT| ... .SCSN.. AA . .L|AD . N[Q|. .
Te_turne|ACR14088 FIK[DD[{. . K VDNIRgNFDPG|TIFK[VADIEDSGPT. GN . . KNS . DJY|. .
So_cellu|CAN98623 SIRDD[{. . K T . .FDGYE[TVMTAPSAGL . . SN .. D|G[T . NK|. .
So_cellu|CAN980620 S .. K I .FDI|GYE[TVMSAPSASL . . SN .. D|G|S . NK|. .
Ce_japon|ACE85320|3.2.1.55 [SRDD[]. . V| L .. .F|SIGY|STIVMEDHRGN AN ..D|GQ . NR. .
Te_turne|ACR13064 S LT T .. .FSIGY[TTVMSGAQNYV . . AN . . K|G[T .D[Q|. .
So_cellu|CAN94755 T|G|DD(]. . R| L .GFGPPIVSTALQDSNRNN . . SS . . K|GM.NK]. .
Op_terra|ACB73617 SDDY[]. . R V| .GFEDPPVIVVMQDANRFN . . GC .. K|GL . NQ|. .
Op_terra|ACB76517 SDDWI]. . R L .GFDEPVIVIMQDANRFN . SC . . K|G[T . NE|. .
Am_med1t ADJ49532 IAINIDALY . . D V| .GFGNTAVVLHDDNRGN . TA .. K|[G|S . S[T|. .
Am_medit|AF081241 IAINID AL . . D V| .GFGNTAVVLHDDNRGN . TA .. K|[G|S . S[T|. .
Le_macul|CBX95362 SD[DN[. . R V| .GMS|EP .[VIAKQDQKND . AT .. .|GA.S|S|. .
St_viola|AEM84965 S ..H V| .GFRINIT.[QLIVLQDSKFA. EA| .. Q[G[T . N[T|. .
Us_maydi | EAK85571 V| ..K I .NFGTASEVILSDTQAK. VQ . .AGQ.NJQ|. .
Sp_reili|CBQ69122 C .. K T .SFGTASEVVLSDTPQK. . VQ .. S|GT.NQ|. .
Po_anser|CAP65929 A ..R L .NFGT|STTIIFNGAKND VQ ..KDS.SPTT
Ma_oryza|EAA47906 C ..K L .NFGSASTVIMSDTQAN VQ .. KGT.GT|. .
Ma_ _oryza|EAA57262 C .. K L .NFGTASTVIMSDTQAN V Q| .. KGT.GT|. .
Tr_ aesti|ABT18331 C ..R I .NFGSNSQIILQDTEDN VQ .. QGO . NK|. .
Fu_grami|AAV66346 A ..K I .SFG|SSSIQVVMSDTVEN V Q| . . KGQ.NK. .
My_therm|AE060934 A .. K L .NFG|SAATVIVLSGARYD VQ .. VGQ.S[SPT
As_niger|CAA03159 A ..K I .SFGSQYEVILSGARND. ... VQ DGGE|GD . TK|. .
As_tubln CAB01408(|3.2.1.55 (A ..K I .SFGSQYEVILSGARND. ... VQ DGGE|GD . TK|. .
As_niger|CAA03158(3.2.1.55 |A .. K T .SFGSQYEEILSGATND. ... V Q| DGGE|GD . SK|. .
As_niger|CAK38069(3.2.1.55 |A .. K I .SFGISIQYEEILSGATND VQ DGGE|GD . SK|. .
Pe_capsu CAM07245(3.2.1.55 A ..K I .NFGTIVSEVVLSDTQNN VQ . . KGQ.NJQ. .
Pe_chrys|CAP86632 A ..K T .DFG|TISSEVVLSDTKNN VQ .KIGIQ . NK|. .
Pe_chrys|BAG71682(3.2.1.55 A .. K I .DFG[TISSEVVLSDTKNN VQ . K|GIQ . NK. .
As_nldul EAA59562(3.2.1.55 A ..R I .DFGTESEIILSDERNN. ... VQ . S|GIQ . SKDT
As_nidul|EAA62979 A .. K L .DFGTESEIIMSDTSNN. ... VQ .. DGQ.N[]. .
As_oryza|BAE62533 A ..K I .DFGTIQSEIILSDTKEN. ... VQ .. DGQ . NK|. .
As_so]ae BAA85252|3.2.1.55 |A ..K I .DFGTIQSEIILSDTKEN VQ .. D|GQ . NK. .
h_terre AE070954 A ..K I .NFGTIESTVVLSGATND VQ .. TIGIQ . S|SPQ
Bo_fucke|CCD43598 A ..K I .NFGTASTVVLSDTTNN VQ . . AGQ . N[Q|. .
Bl_zelco AAG42252|3.2.1.55 A ..K K .SFGTASTVIMSDSTNN. ... VQ ...KGG.G.|. .
Ma_oryza|EAA47965 A .. K I .SFGISNYQTVLSDTTNN. ... VQ QGGT|GN . AK|. .
My_therm|AE059813 C ..K I .NFGSESTVVMSDSTNN. . .. VQ ...NGR.Q[Q. .
Ch_luckn |AED84983|3.2.1.55 |C ..K I .NFGSESTVVMSDSTNN. . .. VQ . .NGR.Q[Q. .
Ac_N962-109|AGL18656 A .. K L .SFGSTYTTIMSDTSEN. ... P Q .. QGR.N[JQ. .
Tr_reese|AAP57750|3.2.1.55 |A| .. K I .SFGSTSTVVLSDERNN. . .. VQ .. S[GQ . K[Q|. .
St_scabi|CBG69407 A .. S I .SFGSSYTTVMKDTEDK. . .. VE| .. QGQ.NJQ. .
Am_medit|AEK41441 A .. G I .SFG|SSYTKIMSDTPVN. . .. PE .. QG . NQ|. .
Am_medit|ADJ44701 A .. G I .SFG|SSYTKIMSDTPVN. ... PE ..QGQ . NQ|. .
Th”bispo|ADG88274 A ..K i .NFGSSATVVMSDSTYN. ... VE| . .KGQ.NK. .
St_venez [CCA60032 A .. K I .SFG|SSYTTVMSDTAKN . . .. P Q . .K[DQ . N[Q|. .
St_venez|CCA60030 A ..K I .SFG|SSYTTIMSDTEKN P Q . .K[DQ . N[Q|. .
Ac_mlrum ACU38792 A .. K L .NFGSSWTQIMSDTKEN. ... VE| .. QGQ.NJQ. .
St_scab1 CBG67595 A .. Q I .SFG|SSYTTIMSDTVKN. ... P Q .. QGQ.NqQ. .
St_davaw|CCK27713 A ..K I .GFG|SSYTTIMSDTVKN. ... P E| . . K|GQ . NQ|. .
Ml_auran ADL45228 A ..K L .SFGSNYTTIMTDSTNN VE| . .AGQ.NJQ. .
Mi_L5|ADUG74 A .. K L .SFGSNYTTIMTDSTNN VE| . . AGQ . N[Q|. .
Ac_SE50/110|AEV83900 A ..R I .SFG|SSYTTVLSDSTNN V Q| .. 0QGQ.NJQ. .
Ac_N962-109|AGL16784 A ..K I .SFG|SSYTTVMSDSTNN. . .. VE| . . AGQ.NJQ. .
Ac_SE56/110|AEV85830 A .. K I .SFGSSYTTVMSDSTNN . . .. VE .. QG . NQ|. .
St_chatt|AAD32559|3.2.1.55 |A ..K I .SFGSSYTTVMSDTTKN. . .. PQ ..QGQ . NQ|. .
St_davaw CCK27711 A ..K T .GFG|SSYTTVMSDTVKN. . .. P Q . .KGQ.NQ. .
Am_medit|ADJ46583 A .. K I .SFGSSYTTVMSDSQAN. ... VE| .. QG . NQ|. .
Am_medit|AEK43384 A .. K I .SFGSSYTTVMSDSQAN. . .. VE| .. QG . NQ|. .
Ca_acidi|ACU73744 A .. S I .NFG|SSYTTVMSDSTAN. . .. VQ .. QGQ.NJQ. .
Ki_setae|BAJ33148 A .. § I .SFGSSYTTVMTDTAAN. . .. PQ . . K|GIQ . NQ|. .
St_scabi|CBG75744 A ..K I .SFG|SSYTTIMSDTEKN. ... P Q .. QGA.NJQ. .
St_llvid AAC26524|3.2.1.55 A ..K T .NFGSSYTTIMSDTKAN. . .. VQ .. QGQ.NJQ. .
St_coe'LJ. CAA16189 A ..K I .NFGSSYTTIMSDTKAN. . .. VQ .. QG0 . NQ|. .
_davaw CCK24720 A ..K L .NFGSSYTTIMSDTKAN. ... PQ .. QGQ.NJQ. .
_argen AGU424106 A .. K T .NFGSSYATIMSDTKAN. ... VQ .. QGQ.NQ. .
_rapam AGP52116 A .. K I .SFG|SSYTTVMSDSTNN. . .. VQ ..QDQ.NQ. .
t_hygro|AEY86327 A ..K I .NFGSSYTTVMSDTTNN. . .. VQ .. QG . NQ|. .
St _hygro|AGF60549 A ..K T .NFG|SSYTTVMSDTTNN. . .. V Q| .. QGQ.NJQ. .
Th”terre |AE064662 A .. K I .SFG|SSSTVVMSDSTNN . . .. VQ ..QGQ. TK. .
No_dasso |ADH68352 IA| ..R I .SFGSTSTVVMSDSTNN . . .. VQ . . EGE.NR. .
Ac_SE50/110 | AEV83898 A ..K T .SFGTISSAVVMSDSTSN. . .. VQ ..QGQ.SR. .
[c_ _gilvu|AEI13179 A .. K I .SFGISASTVVMSDTTNN. . .. VQ ..Q[GQ . SR .
Ce_fimi|AEE47269 A ..K I .SFG|S|SSTVVMSDTTNN. . .. PQ . .KDQ.NL|. .
St_therm|BAB84113|3.2.1.55 A .. K T .SFGSTATVVMSDTRNN. . .. P Q) ..QGQ.NR. .
Ce_flavi|ADG75907 A ..R I .SFGSNYTTIMQDSTNN. ... VQ . .AGQ.QR. .
Ce_f'Lavi ADG75732 A ..R I .SFGSNYQTIMTDTQAN. ... V Q| . .AGQ.QR. .
Ve_maris |AEB47822 A ..R T .SFGSNYTTIMTDTTNN. ... VQ ..QGQ.QR. .
Ve_maris |AEB44740 A ..R I .SFGSNYTTIMTDTTNN. ... VQ ..0QGQ.QR. .
Ve_maris [AEB47815 IA| ..R i .SFGSNYTTIMTDTTNN. ... VQ ..QGQ.QR. .
St_scabi|CBG74885 A ..K I .SFG|SSYTTVMSDTVKN. . .. P Q . .KDR.NJQ. .
Ac_N962-109|AGL19117 A ..K I .NFG|SSYTTIMSDSTNN. ... P Q .. QGQ.NJQ. .
St_blngc ADI06184 A .. K I .SFGTTSTVIMSDTTNN. . .. PQ ..QGQ.NR. .
St_flavo|ADWO7591 A ..K I .SFGATSTVVMSDTTNN. . .. PQ ..Q[GQ.NR. .
St_PAMC26508|AGI52854 A .. K I .SFGATSTVVMSDTTNN. ... PQ ..QGQ.NR. .
Ac_misso|BAL88054 A ..K I .NFG|SSYTTIMSDSTNN. . .. P Q .. QG . NQ|. .
Ml_auran ADL49492 A ..K L .SFGSTYTTIMSDSTNN. ... VQ ..QGQ.TR. .
Mi L5|ADU11518 A ..K I .SFGSNYTTIMSDSTNN. ... VQ ..QGQ.TR. .
M1_auran|ADL46532 A ..K L .SFGSTYTTIMSDSTNN. ... V Q| ..0QGQ.TR. .
Mi_L5|ADU10857 Il LK L .SFGSNYTTIIMSDSTNN. . . .|LF[3Avq .Q6Q. TR.
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Structural characterization of GH62 a-L-arabinofuranosidases
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Po_anser|CAP62336]3.2.1.55 LGT.... TADST] GL N[JVQF . D[G| K
Am_medit|AEK42553 LGA. ... TSSAIA PLAD . . TESAPFAGAALVTEP AlG T
Am_medit|ADJ45772 (GA. ... TSSAT pLAD . . TESAPFAGAAVTEP AlG T
Pi“indic|ccA70773 LGS.... RS'S|S L] ALAA . . TEANPFAGKN[JVNE . PlG N
PiTindic|cca70772 LGS. ... KS'S|s L TLAA . . TESTPPFAIGKN[JVDF . P|g N
Pi~indic|cca7e771 LGS.. .. KS'S|s L ALA . . TEANPFAGKN[JVDE . Pl6 N
unTACQ07729 LGS.. .. TSNS L GLIAN . . TEANPFARSN[JVAF . sl6 K
un |ACQ05660 .GS....D TAP[S L GLIAN . . TEANPFARSIN[JVVF . Sl6 K
un_bacte |AFY23618 1GS....N TANGI PLIAA. . TEANPFARS[TRIVTE . Sl6 Q
Co_ciner|BAK14423]3.2.1.55 .GS....D TSTST ALAD . . QESNPFARAN[VAF . Tl6 R
Ac mirum|ACU37207 LGS.. .. TAPAT ALAD . . SESNPFARANJITTE . Pl6 R

St”bingc |ADI13653 .GS. TSiS|ST QLA . . SESNPFARAS[VTFPS|G R
CUsacch |AGF55270 SisL KVSE. .. ... KWAISSIHEILSY . T|A N
So_cellu|AGPa1689 AlSA QIAE. .. ... KWAWRGIILVY . NIA T
Clcellu|AcL75596 SiSA VNN . KWATRSEILTK Y N[A T
CUcellu|ACL75590 S|SA LUNN . .. KWATRS[ILTK Y NIA T
CUBNL1106|AEY65176 S|SA LVUNN ... KWATRSILTKYN[SDK . [TT
CUBNL11066|AEY65171 SiSA LUNN . .. ... KWATRSHILTKYN[SDK . T
Te_turne |ACR14688 o TisL AHHT . .DESAPFAGPERTTE . NiGP A . [sH
So_cellu | CAN98623 A TSE[ST PLIAD . . TKQKPFAGPAJVTF . E|GGK . [sD
So_cellu|CAN98620 Y SD.... TSESL PLAD . . TKQNPFAGPAVTY . ElGloD . [sp
Ce”japon [ACE85326]3.2.1.55 RO S TATS L P LIAD . . TEANPFAGNNEVEWS T|GK . . [JAD
Te_turne |ACR13064 Y . TSNS L AYKIT . . SESNPFMGLOMIIVSEPSIGQ . . [T
So_cellu | CAN94755 LGP. ... TADRL PLIAH . . TWNAPFAGQNEJVTYAP|GVAD[YSD
Op_terra|ACB73617 A TADRL P LIAQ ANSWD TIPF AGPMVTADDIGRT L[SV
Op_terra|ACB76517 R TSNRL P LIAQ ANSWE TIPF AIGP|VIJVNAADIGG AL[s|V
Am_medit|AD349532 .DS.... TAP[S L QIAN. .. ... FaGLAflvTEPS|GQ . . [TN
Am_medit|AF081241 .DS....VGH TAPSL QIAN. .. ... PFAGLARVTEPS|GQ . . TN
Le_macul|CBX95362 . TSNS L P LA . . TQQNPFMGEAJVKF ADIGQK . [JTR
St viola|AEM84965 .GS....DGR TAQGL P LA . . TESNPFARSN[JVSEP AlGA . -[JTR
Us_maydi | EAK85571 LGT....NG. TANS L VQIAG . . SESAPFAGKA .slgas . [Tn
Sp_reili|cBQ69122 L. ..NG. TSL VQIAG . . SESAPFAGKA ..slgas MmN
Po_anser|CAP65929 A TINL PNJAA . . SESN/SFAGKA .S|GTT. SN
Ma_oryza|EAA47966 A TiSL AAJAA . . TQNDPFA/GKA -SIGAT . [TN
Ma_oryza|EAA57262 A TiSL PAAA . . TQSDPFAGKA -SlGAT . [TN
Tr_aesti|ABT18331 A NS L VNJAG . . TESN|PFAGKA .S|GAT. TN
Fu_grami |AAV66346 A NS L PN|AA . . SESS|PFAGKA .S|GAT. TN
My therm|AE060934 A SRL AQIAA . . SESQPFAGAA .slgas . [Ts
As_nlger CAA03159 R S|s L AQIAA . . SEDQPFA/GKA .SlGAT . [TE

As_tubin|CAB01468|3.2.1.55 R S|s L AQJAA . . SEDQPFA|GKA .SlGAT.[TE
As_niger|CAA83158|3.2.1.55 S.... Ss L AQIAA . . SEDQPFAGKA .S|GAT.[JTD
As_n1ger CAK38669(3.2.1.55 R SsL AQIAA . . SEDQPFAGKA .S|GAT.[TD
Pe_capsu [ CAM07245|3.2.1.55 R Ss L AQIAA . . SETKPFAGKA -SlGAT . [TN
Pe_chrys | CAP86632 S.... S|s L PQIAA . . SESKPFAGKA .S|GAT. TN
Pe_chrys |[BAG71682]3.2.1.55 A Ss L PQlAA . . SESKPFAGKA .S|GAT . TN
As_nidul|EAA59562(3.2.1.55 R DS L PQlAA . . TESAPFAGKA .SlGAT . [ITD
As_nidul|EAA62979 R DS L AQIAA . . TESQPFAGKA -slgas . [fTn
As_oryza|BAE62533 A DS L VQIA/G . . TESQIP FAGKA .S|GAT.[TN
As_sojae |BAA85252(3.2.1.55 L...NG DS L VQIAG . . TESQPFAGKA .S|GAT. TN
Th terre |AE070954 R sisL P QAT . . SESAPFAGKA .SlGAT . [TP
Bo_fucke | CCD43598 R TiSL PQlAA . . TEAAPFAGKA -SlGAT . [TN
Bi zeico|AAG42252]3.2.1.55 A S|s L PNJAA . . TESN/PFAGKA .S|GAT. TN
Ma_oryza|EAA47965 A AlsL PQIAA . . TESNPFAGKA .S|GAT . [TN
My therm|AE059813 R TRLDD! PNIA\V . . SEAS|PFA/GKA -slgas . [TN
Ch_luckn |AED84983]3.2.1.55 R TRL PN|A\V . . SEAS|PFAGKA -slgas . [fTn
Ac_N902-169 | AGL18056 A TSL PNJAA . . TYNNPFAGKA .S|GAT.[JTN
Tr_reese|AAP57756|3.2.1.55 R TINL P QAT . . SESQPFAGKA .S|GAT . [TN
St”scabi | CBG69407 R ss L EQAG. . SESS|PFAGKA -S|GAT . [TN
Am_medit|AEK41441 R TiSL PQlAA . . TESNPFAGKA -SlGAT.[ITR
An_medit|ADJ44701 A TSL PQIAA . . TESNPFAGKA .S|GAT.[JJTR
Th_bispo |ADG88274 R TiSL PQIAA . . TESNPFAGKA .S|GAT . [TN
St_venez | CCA60632 A ss Lis PQlAA . . TESNPFAGKA .SlGAT . [ITD
St”venez | CCAG60030 R TiSL PQlAA . . TESNPFAGKA -slgaT . TN
Ac_mirum|ACU38792 A S|s L PQIAA . . TESNPFAGKA .S|GAG . TN
St_scabi | CBG67595 A ssL PQIAA . . TESNPFAGKA .S|GAT . [TN
St”davaw|CCK27713 A TiSL PQlAA . . TESNPFAGKA -SlGAT.[TN
M1_auran ADL45228 R NS L PQlAA . . SESNPFAGKA -slGAT . [TN

Mi“L5]ADUG7461 A NS L PQIAA . . SESNPFAGKA .S|GAT. TN
Ac_SE50/110 | AEV83900 R S|s L PQIAA . . SESNPFAGAA -S|GAT . [TN
Ac_N902-169 |AGL16784 A SsL PQlAA . . TESNPFAGAA -SlGAT . [TN
Ac_SE50/110 | AEV85830 R Ss L PQlAA . . SESNPFAGTA -SlGAT.[TN
St_chatt|AAD32559|3.2.1.55 A TsL PQIAA . . TESNPFAGKA .S|GAT.[TD
St_davaw| CCK27711 R TiSL PQIAA . . TESNPFAGKA -S|GAT . [TN
Am_medit|ADJ46583 A S|s L PQIAA . . SESN/PFAGKA -S|GAT.[TN
Am_medit|AEK43384 A SisL PQlA/A . . SESN|PFAGKA .SiGAT . [T
Ca_acidi|ACU73744 A ssL PQIAA . . SESNPFAGKA .S|GAT. TN
Ki“setae |BAJ33148 R YIFRS|FTATS L PQIAA . . TEANPFAGKA -S|GAG . [IJTN
St”scabi | CBG75744 R FRS|FTA[S|S L P QAT . . SENNPFAGKA -SlGAG . [TN
St_livid [AAC26524]3.2.1.55 GA....NG.[JYFRSFTAS/SL PQIAA . . SEGN|PFAGKA .S|GAT. TN
St_coeli|CAAL6189 GA....NG.[JYFRSFTAS/SL PQIAA . . SEGN/PFAGKA .S|GAT. TN
St_davaw|CCK24720 GA....NG.[YFRSFTAS/SL PQIAA . . TESNPFAGKA -S|GAT . [TN
St_argen |AGU42410 GA....NG.[YFRSFTAS/SL PQlAA . . AESN/PFAGKA -SlGAT . [TN
St_rapam AGP52116 GA....RG.[JYFRSFTAS/SL PQIAlS . . SESN/PFAGKA .S|GAT. TN

t_hygro |AEY86327 GA....NG.[JYFRSFTAS/SL PQIAA . . SESNPFAGKA .S|GAG . TN
st “hygro|AGF66549 GA....NG.[YFRSFTAS/SL PQlAA . . SESNPFAGKA -S|GAG . TN
Th_terre |AE064662 GS....QG.[YFRSFTATSL PN|AA . . TESS|PFAGKA -SlGAT . [TN
No_dasso | ADH68352 A TATSL PQAA . . TEGNPFAGRA .S|GAT. TN
Ac_SE50/110 | AEV83898 ....GG TATSL PQIAA . . TEANPFAGKA -S|GAT . [TN
[Cgilvu|AEI13179 R TA/S|S L PQlAA . . SESN/PFAGKA -SlGAT . [TN
Ce_fimi |AEE47269 A TATSL PQIAA . . TESNPFAGKA .S|GAT. TN
St”therm|BAB84113|3.2.1.55 R TATS L PQIAT . . SESNPFAGKA .S/GAT . [TD
Ce_flavi|ADG75967 GS....QG. TATDL PQAT. . SESNPFAGKA .S|GAT. TN
Ce_flavi|ADG75732 GS....QG. TATSL PQIAA . . SESNPFAGKA .S|GAT.[TN
Ve_maris |AEB47822 GS....QG. TATS L P QAT . . SESNPFAGKA SNAT . [TN
Ve_maris |AEB44740 GS....QG. TATSL PQIAA . . TESNPFAGKA .SNAT. TN
Ve maris |AEB47815 GS....QG. TATSL PQIAA . . TESNPFAGKA SNAT . [TN
St_scabi | CBG74885 GA....DE TATS L PQIAA . . TESN/PFAGKA -SlGAT. TN
AcN902-169|AGL19117 GA....NG. TA/SS L PQlAA . . SESNPFAGKA .S|GAT. TN
St_bingc |ADI06184 .GS....QG. TATS L PQIAA . . TESN/PFAGKA .S|GAT . [TN
St_flavo|ADWO7591 .GS....QG. TATSL PQIAA . . TESNPFAGKT .S|GAT. TN
St_PAMC26508 | AGI52854 .GS....QG. TATSL PQIAA . . TESNPFAGKT .S|GAT.[TN
Ac_misso|BAL88054 .GS....QG. TATS L PQIAA . . TESN/PFAGKA -SlGAT . [TN
Mi“auran |ADL49492 .GS....QG. TATSL PQIAA . . TESNPFAGKA .S|GAT. TN
Mi“L5|ADU11518 YLMIV[EAI.GS....QG. TATSL PQIAA . . TESNPFAGKA .S|GAT . [TN
Mi—auran |ADL46532 YLMIV[EAI.GS....QG. TATS L pQlAA . . TESN|PFAGKA -SlGAT. TN
Mi“L5|ADU16857 YLMIV[HAI.GS....QG. [TATS L) P QA . . TESN[PFAGKA| .SlGAT. [N




