File S1: Sequences and alignment of endo-1,5-alpha-L-arabinanases (GH43 AnAbnA-
like)

>Aspergillus.niger_ CBS513.88_XP_001397586.2 arabinan endo-1,5-alpha-L-arabinosidase
D

MKSITMLPSLLSVLFFLLYAVNAVPLAPRASALAGIDTKSFSKTKDYPLPNLGNIVAHDPNVIQHDGYFY
LYKGGVHIPIHRARSLSGPWEQVGTVLDDSSVIPKONRSRPWAPTTIQHDNRFYCFYAISENGSRDSAIG
VASSDTPVGGNWTDHGAVVNTGKGDLSDIYPYSVSNAIDGAFITDQQTGQSHLLYGSYWHGIFSVPLADD
LLSVKTPKTPNATNLAYIPDAKSKPIEGSFMTYKAPYYYLWFSHGKCCHFDIHAFPPMGDEYNIRVGRSK
SATGPFVDKDGHDTLKGGGTIVYGSNHGIVYAPGGVGVLINNGSEADVLYYHYLNTTSGFAQGDAHLGWN
YLHYVNGWPVAVEGYVNANGK

>Blastobotrys.raffinosifermentans ARAD1D18216

MKSQLIATIATVALGSMSSVVAAKSKTDDSNTYDRFRGLVDSNTYDLMNNSLGGTYVHTPNLTVIDTPD
WPLPNPVIGDIVPWGGVHLHDPSIIKHNGYYYSFTTHNLIGISKAPSMFGPWQKIGSVLEESSIINSTG
STDPWAPDVQKVGDTFYCYYAVSSFGSPKSSIGLATSKTLEPGSWTDHGEVISSGPNAPYPLNDSNAID
ANLLVVENGNSVQEAYLLWGSFWSNIWQIKLNNDLTVPDNAIANAVQLAYDGTIDTHPVEGAYLHKASN
GYYYLFVSNGVCCGYDAALPDAGREYKILVGRSKSPSGPFLDKNGVDMAKGGGSRIYGSHGIVYGPGGQ
GVFTDDDGQDIIYYHYVDLRVSLADDDKRLGWNYLKYEDGWPKLV

>Blastobotrys.mokoenaii ABNI1
MKVILQTIAVSLLATLSAAADSSSDQVNRFRGIVDQSVYNTLNNSLGGTYVHTPNFTVIDTPDWPLPNP
VVGDIVPWGGVHIHDPSIIKHNGNYYSFSTHDLVAISKAPTMYGPWTKIGSVLEKQSITENSGRGDPWA
PDVHKVGDTFYCYYAVSSFGSQNSSIGLATSKTLEPGSWTDHGAVLTSSPSAEHPLDVSNAIDANLEFVV
EDKKGNVQDAYLLWGSFWSNIWQIKLNKDLTVPDGALEKAVNVAFDGTIDTHPVEGAYLHLAKNGYYYL
FVSNGACCGYSNGLPDAGREYKILVGRSKSPSGPFLDKNGKSMAEGGGYRIYGSHGNIYGPGGQGVFTD
DDGQODIIYYHYVDLRVSLVDEDKRLGWNYLKYDKDGWPYLA

>Trichomonascus.ciferrii KAA8914121.1
MRFFLIACFWGAAAVAKESVEPSTYDLLNNSVGGTYVRESQFTVANTPDWPLPKPVTGDTDPWGGVHVHD
PCILKHDGYYYSFTTHNLVGISRAKSMEGPWEKIGSVLEGSSIINNTGSADPWAPDVHKVGDTFYCYYSV
STFGSONSSIGLATSKTLEPGSWTDHGPVLTSTPDAQFPLNDSNAIDANLMVVEKKNEVKEAYLLWGSFW
SNIWGVKLNEDLSMPEDALDNATHYAYDSTIDTHPVEGPYLHHARNGYYYLFVSNGVCCGYNNSLPDAGR
EYKILVGRSKNPEGPFLDKNGIDMVNGGGSRIYGSHGIVYGPGGQGVFTDDNGEDIIYYHYVDLRVSLID
EDKRLGWNYLKYDKDDWPYLV

>Tothia.fuscella KAF2437171.1
MFALTTIWPLVIAIASALTTSNPFSQSNWPLPHNITGTDTPGQWGGVHLHDPSIVQGPDGAYYSFSTHGL
VSISRAVSLDGYWEHIGSVLTRQSIIDLPGRNDTWAPDVSKIGNTYYCYYSISTFGSQNSAIGLATSQTL
LPGSWTDHGAVLESGKDKRYPLNATNGIDANIFVDEKSGEVFLNYGSFWSDIWQFKLLKDLKGLDWSWPP
KQLSFEPKGTNPEEGASISENKGWYYLWVSHGVCCGFNTTLPVKGEEYEILVGRSKTHYGPFVDREGKDM
KNGGGSVVYGSHEYVYGPGGQGVLKNYNGRDVLYFHYVPTYVSYIDEDKRLGWDYIEYVDGWPVLVY

>Rhizodiscina.lignyota KAF2093984.1
MLLLVFALIATIAARAASHDPFSPANWPLPHNITGDSLTSTGQWGGVHVHDPSVVKGPDGYYYSFSTHNLV
AISKAPSLDGYWKFIGSVLKGESVIPLAGRNDTWAPNVVQIGDTYYCYYSVSTFGSMDSGIGLATSRTLQ
PGSWTDHGLVLESGATKEYPLNDTNAIDPNFFHDPKTGENLLNYGSFWSDIWQFQLAKDLKSVLWKPPPV
HLSFDPVGTNPEEGSFMSYHDGWYYLWYSHGICCGYNVSALPPPGQEYSIRLGRSKSSHGPFLDRNGTDL
VDGGGYIVYGSHDYVYGPGGQGVLODYHGRDVLYYHYVPTYISYLDTDKRLGWDYIDYVDGWPVLVY

>Aureobasidium.pullulans THY28006.1
MYALITKIGALAVASLATQAVAVPSNSKPDPFSNASWPLPHNVSGVSNPGANESYQGWGGVHLHDPSIVM
GPDGHFYSFSTHGLVVISRASQPNSLDGYWEPIGSVLEGSSIINNTGSTDPWAPDVHKVGDTYYCYYAVS
QFGSQFSSIGLATSKTLRPGSWVDHGAVLTSNTTAPSPLNITNAIDANLFIDPKTKIPYLTYGSFWSDIW
QFQLAKDLLSVVWTPAPVQLSLDPVSPQAEEGAYLSRHDSWYYLWYSHGSCCGYNVSALPAPGQEYSIRV
GRSRSATGPFVDRNGVDLRNGGGYIIYGSHDYVYGPGGQAVLTNYHGRDVLYYHYVNTIQNPTYVDELKL
LGWNYINYIQGWPVLSYD

>Hortaea.werneckii RMX89073.1
MPCFNGFTALALASLGTSVSTVLSAPSGDWKGHGGWRGHKDPFSNASWPLPRKVYGENDTANIDSATEGW
GGIHLHDPSIVLGPDGHYYSFSTHGLTVISRASKKGSIDGYWEIIGSVLDAGSSVIDNSGSTDPWAPDVH
KVGDTYYDYYSVSQFGSQISAIGLATSKTLMPGSWTDHGEVFSSDPNATYPLNVTNAIDANLFIDPKTKT
PYINYGSFWSNIYQFELTDDLKDVKQDTALQLSLDPVAPQPEEGAYMNYHDGWYYLWYSHGTCCGYNASA
LPAPGEEYSIRVGRSRSPRGPFVDREGVKLTEGGGYIVYGSHDFVYGPGGQGVLSDYHGRDVLYYHYVNT
IVDPSYADNLKLLGWNYIDYIQGWPVLSYH



Aspergillus.niger_CB
Blastobotrys.raffino
Blastobotrys.nokoena
Trichononascus,cifer
Tothia,fuscella_KAF2
Rhizodiscina,lignyot
Aureobasidiun,pullul
Hortaea,werneckii_RH

Aspergillus.niger_CB
Blastobotrys.raffino
Blastobotrys.nokoena
Trichononascus,cifer
Tothia,fuscella_KAF2
Rhizodiscina,lignyot
Aureobasidiun,pullul
Hortaea,werneckii_RH

Aspergillus.niger_CB
Blastobotrys.raffino
Blastobotrys.nokoena
Trichononascus,cifer
Tothia,fuscella_KAF2
Rhizodiscina,lignyot
Aureobasidiun,pullul
Hortaea,werneckii_RH

Aspergillus.niger_CB
Blastobotrys.raffino
Blastobotrys.nokoena
Trichononascus,cifer
Tothia,fuscella_KAF2
Rhizodiscina.lignyot
Aureobasidiun,pullul
Hortaea.werneckii_RH

%

1 10 20 30 40 50 60 70 80 90 110 120 130
I I

HKSITHLPSLLSY-------LFFLLYAYNAYPLAPRASALAGIDTKSF SKTKDYPLPN======mmeeeeeaam-| LGNIYAHDPNYIQH-DGYFYLYKGGYHIPIHRAR---SL
HKSQLIATIATYALGSHSSYVARKSKTDDSHTYDRFRGLYDSHTYDL GGTYVHT] IDTPDHPLPNPVIGDIVP: ==HGGYHLHDPSIIKH-NGYYYSFTTHNLIGISKAP---SH

HKYILOQTIAVSLLATLSARADSSSDQ--YNRFRGIYDASYYNTLNNSLGGTYVHTPNFTYIDTPDHPLPNPYYGDIYP-~
HRFFLIACFHGARAYAKES--~-=-=-~----YEPSTYDLLNNSYGGTYYRESQF TYANTPDHPLPKPYTGDTDP-========-HGGYHYHDPCILKH-DGYYYSF T THNLYGISRAK-~--SH
HFALTTIHPLYIAIASALTTS-NPFSQSNHPLPHNITGTD--TPGQ-----HGGYHLHDPSIVQGPDGAYYSFSTHGLYSISRAY--=-SL
HLLLYFALIATIAARAASH-DPFSPANHPLPHNITGDSLTSTGQ-~---| HGGYHYHDPSYVKGPDGYYYSFSTHNLYAISKAP---SL

HYA=-==-| LITKIGALAYASLATQAYAYPSNSKPDPFSNASHPLPHNYSGYSHPGANESY-QGHGGYHLHDPSIVHGPDGHF YSFSTHGLYYISRASQPNSL

HPCFNGFTALALAS---~--~ LGTSYSTYLSAPSGDHKGHGGHRGHKDPFSNASHPLPRKYYGENDTANIDSATEGHGGIHLHDPSIYLGPDGHYYSFSTHGLTYISRASKKGSI

220 230

I I
SGPHEnVGTVLD-DSSVIPs%NRSRPHRPTTIﬂHDNRFYCFYHISENGSRDSHIGVRSSDTPVGGNHTDHGHVVNIGKGDLSDIYPY NAIDGAFITDQQTG----QSHLLYGSYHHGIFSYPLADDL

==HGGYHIHDPSIIKH-NGNYYSFSTHDLYAISKAP---TH

131 140 150 160 170 180 190 200 210 240 250 260

FGPHOKIGSYLE-ESST STDPHAPDYQKYGDTFYCYYAYSSFGSPKSSIGLATSKTLEPGSHTDHGEYISSGP---NAPYP ATDANLLYYENGN-SYQEAYLLHGSFHSHIMQIKLNNDL
YGPHTKIGSYLE-KQSIIENSGRGDPHAPDYHKYGDTFYCYYAYSSFGSANSSIGLATSKTLEPGSHTDHGAYLTSSP---SAEHPLDYSHALIDANLFYVEDKKGNYQDAYLLHGSFHSNIHQIKLNKDL
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1 1
GFAQGDAHLGHNYLHYY-NGHPYAVEGYYNANGK
SLADDDKRLGHNYLKYE-DGHPKLY
SLYDEDKRLGHNYLKYDKDGHPYLA
SLIDEDKRLGHNYLKYDKDDHPYLY
SYIDEDKRLGHDYIEYY-DGHPYLYY
SYLDTDKRLGHDYIDYV-DGHPYLYY
TYVDELKLLGHNYINYI-QGHPYLSYD
SYADNLKLLGHNYIDYI-OGHPYLSYH

Alignments were performed with the Multalin server (http://multalin.toulouse.inra.fr/multalin/). The B.
raffinosifermentans ARADI1D18216 predicted protein was aligned with Aspergillus niger CBS513.88
XP _001397586.2, Blastobotrys mokoenaii Abnl, Trichomonascus ciferrii KAA8914121.1, Tothia fuscella
KAF2437171.1, Rhizodiscina lignyota KAF2093984.1, Aureobasidium pullulans THY28006.1 and Hortaea
werneckii RMX89073.1 conserved proteins

BN Amino acids 104 to 402 of the B. raffinosifermentans Abnl protein correspond to the cd18831
conserved domain characterising the Aspergillus niger endo-alpha-L-arabinanase (AbnA)

J  Amino acids that form the active site in the conserved domain cd18831: D at position 90, D at position
207 and E at position 267 for the B. raffinosifermentans Abn1 protein.

> N-glycosylation sites predicted in B. raffinosifermentans Abnl protein: N at positions 49, 61, 135 and

201.



