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Supplementary Data 1. Peptide sequence of interfacial protein with carbohydrate binding 
domain. Carbohydrate binding domain highlighted in yellow. 

1. m.14349 [5’ partial sequence]

KPVPKYKSVVPDYKPPVVPDYKPPVVPDYKPPVVPDYKPPVVPDYKPPVVPDYKPP
VDYKPPVVPDYKPPVVPDYKPVEPVYKKPPVYKPKKPVYKPKKRPAYKPKKKPIYK
PTKPDYKPTETYKPGGNGAVKVGGHGYFPSSYGAGYYGVGYYGKGYYKQVPDAD
PLSATGGCPHGWLPYGGMCYLYSRDKLGWFEASMKCMYMGGYLAIANSAHENSY
FKLMAKKYELKPGVWFGLNDVLFPKSHKWFWGYGKKQCKWFDWGLKEPKYDGA
GYKHCVALWCDYKWQWKVENCYSKKYYICELNPKRPCKCGY*

2. m.8455 [complete sequence]

MYQISRVHQPISYYIPNGLHVGKQVILRGRVTSGTETFAINLQETENPGDGEIALHFNP
RPSTDVCVRNSFQGNWGPEETDQPHFPFDNNRSFLLRIEVGDEGYRTYVNGKPYVNF
NHRLDMGNVHFLHLTEGAEFYDISFQDRYSLPYRTEIPGRMRAGKAVRVRGASQDN
DGFSINFACDCENETCAFHFNPRPNEGVVVRNANLGGWGEEERDYDAEFPFQPNQY
FDALFVAGEDKYHVYVNDKYFSEFNHRQGLEDVSHFHIQGNMDIKDVEYMEPLDD
DFVKIIPSGLEKGDVMVFRGFMKPDGDTFSINFMNGYSADDDIAFHFNPRVGQGEVI
MNTCMGGNWGEEDKEDLPSVFANREPFEVKVVTKRNKFKIYVNGKKVGKYNARG
NVEDIKGVNVRGDAYVYQVKLQRKLEKPAWERLPGGLREFGWIVVHGIAKKGSEG
FAVNLRCGDDDDSNIALHFNPRLTEECTVRNTMTDGNWGEEERDQPSFPFEKKDTFE
VAINIQPDKFVTYVNGNHYVNYGHRLPLDSVCHLQLTGNADFFEPEFL*

3. m.9790 [internal sequence]

FTSASMVKLSTVSLLLILNSVVGIASSEIPTGGTYGINNVIFGKNKGNTNTGNKFDGG
KPQIRGKTGDVVFGNSGKLIQNVRKVEPRKTNQKPAVLPTYGKNAPIDQPPVKKNPN
TILKKGDVIHPFNKEVSIQQPLIKTNTGKEKIVMNKFDKSIPREMPSSNDSPVMVSTEK
LKPISKTTSKVAKNPKPDRFPSGKAIKPIKNKRKPKPTVVVDNGGKPQPSYIQKNIKFP
APYSGYFPTSDQFSYAAGYRQKYTKVGNVPPEPTDTGCPYGWMSYSGRCYYFSRDK
I

4. m.14568 [5’ partial sequence]

PFEIIILTQDSHFKIAINGNHFTEFQHRIPVHRITHLNISAGIQVSMVRYEPTAAPQVVQ
GGYPQQPMYQPSAPSIGFQPPPAFYPSAAPPMSYPSAAPQMPASPMYNPTVPLTVQIP
GGMTPGKMIFLSGIPKNTRFTVNIQDRAASGGEIAFHFDVRFNVSGNVNEVVRNHFT
HGTWGVEERQKPKFPFCPNANFDMIIMAEQQSFRVAVDNQHFIEFKSRLLPVARFNY
LNVTGNVRLTQVRFQ*

5. m.15895 [complete sequence]

MLVLCILLPGFMKLVDGQMLLQNTGQSKISSYYPWLVDTLTEARKENANNYNNVM
KTLNMCTMQAVGYKQTTNAAGSTGAPKISPKDFYTGITQKLSEMSTDSQNQKQLIN
NITDLMETQMGRIDEIERQNLKLLAALKKLLLSVNSIAFGSNSGDGRCSVDDFKCKE
NECKTHSGYVYRRDNAIGVCLKFVSGFSDINVTRFAEKCAKDGGMLLKIDGYEKHQI
IIKYLGTLSFGDPQIIIQGNDKISEGAWEFDDGTKMTYLPWYSGQPNSYSGEQDHIGM



KKSFSNYKWGDIWRVKSGFSAAYLCEIVV*

6. m.8438 [3’ partial sequence]

MWKFYQLCFLMFLLAEAESRSQDCKKPFVSLHRACYKFVKEMKSWTEAQRLCSEE
GATLVSIGSMAEKGQIVKQLHKIITHMKHASWWVGLKLNKTIAKWKWQEGTDLNL
RVTKWAPGEPNNALNGEHCAELSFRGTINDGNCSFERPYVCELIKITQPPTSSTVATR
LTTTGQPTTVTMTMTSTTSSTPQPTTTEKPITTTQNTTPQTTTSNKITSTTKAVGYTTT
QYTTPETTTNDTTTSATKAAEYTTTQTTKKYNKTTRNYLSGFPVDGNIHHFKTTRST
TVKPTIETTTMKIKIPSRRPDATPKPNTRCPLVNAYGTVWPRAVKGETVSQKCKETE
GYATWTCGGYPVHWLGEPNVSECASASFKEIVSMSTSIAGNKSSLTPEVAEDITKIIV
EKTETSNTMSAADIAVSTNLLKITSKVKPKDSKQAKKLVQDFVSAGNNLIEQTKHSL
AIKPFDKSRAASRLLSTMELATSNMVDVINEPTIFQTRTDKISLTLHVLNTTNENLIYD
DSGTDNTFKIPSSVLKSFNKDGLTKVVFMTHFDVGDLLSGKENTGNTDNYKTEVAS
DVISASFGKEKAIHLTEPVTFSMKMTKSVEYGTIPVCSFWNFSIGQIGDWSQVGCERQ
DYNATHTTCQCDHLTNFAILLDVSGVDVAYHHTRILDYITYIGCIISILSLSTAWLTFQ
CLSTLQGERNSIHKNLVFCLFAAELIFVVGISRTEQKVACAAIALLLHFFFLSAFTWMF
MEGIHIIFMLVQVFDKAKSKMKYYYLCGYGAPIIIVAVTATIDFKAYGTADHCWLTT
ENWFIWSFAGPVALILVMNAGVLAYSLTMVCKHSDYVFSRERAESSNFRA

7. m.8549 [complete sequence]

MLLELQKIFIVIIITSDVTHQQTLLAKPDNCPSIDAENGNLQIIRQSLLRNKETQEEMKT
DIAEIWRQLNMLKSLLDQKSNSTSTTKGTTTDMYVSTGTSTKPTTRKPKLACMDPW
LPYEDYCFYIGEERSSWSKASGQCQSLDSELATLDDKEKNEFIAGQIKRTENYWIGG
NDIDVEGIWRWKGTGEVIGPYKNWYLNDPDGRTNQNCMWYNYQGKPKWIDAPCK
RKLFFVCERKM*

8. m.218 [complete sequence]

MVPKLHMILVAVIIITDVTDQQVLLQKPDNCPKTDNERDLKVLRELTLKNQAKQEE
MINEISELKQQFKLLQKSNLQPTTTTSTTTRPTTNKLAPCNPPWLQYEEFCFFISSKKE
DWKAAAENCRQMNAELAAFETKDKNDFMGRKIISSNDYWIGGNDLDKEGDWRWK
KGNKKIGPYTNWYANDPDGRTGQNCMWFNYQNTQQWIDAPCSRSLNFICERNI*

9. m.14097 [complete sequence]

MDLGILRLVPTLSIVILSTVYADPCPSAEWKKDEESRMCYLFSEQRQTFTQAVDFCEK
YETHLLQYEKGFSKQTIRNFLNMNISEMWIKAPDTSEGEYEINSDRNSSTETSQNVST
ETISQIRYRLLSRREESCRVINMTNDKEVIESERCTRKLPFVCEESIKHLEKRRKGMRV
KVVAAIIVGAIIGVLFLGVIVKTCHKRLKMIEGGEYSIVENKKKKEDEMILRKSEYIHI
GSLRQPDTSGDTKV*

10. m.12209 [complete sequence]

MLLIIASVTLVAVIFRPVTGCSCLPPNPQDSFCTATFALKATVISDDTEYGDSNYTPLE
RQYTIRFMRKDIYKGSNFFPGANTTASIKTAGYQSTCGIRFEIGQEYFITGSLDNLVVS
LCDWISPLNNLTNHQRRGIQYMYEQGCNKCSIMRCFGRSCNNANVNQTCMVDNPT
NINNCHNKYGFCLENDQGICKWKDNRLLKLCLNPKEVSRQVVGTQ*

11. m.2564 [internal sequence]



EPIVQIGGPSLDADLVRQNALPLIDPIHTDVCGSVKGCYRVPEHCWEPYCDYIATWRP
YGTANTYLIEMSAMVDGVTDRHVSLGLSGDTRWGGDRVFECVHNGGTGVTQVFQ
AQSVGKSTERYQNSQAGISQRGYADGLKLGG

12. m.1338 [internal sequence]

SRRSSDPDKSGYGKKPKSDCSAKCTGDNSQTCGGTWRMNVYQINVEYMGCYLDKS
TRLLEAKFTHGADMTLEKCFKTCSNGKYRFAGLQYSTQCFCGNDISKPGYGIRPESE
CAAACRGDKDQTCG



Supplementary Table S1. Proteins and peptides identified through MS/MS analysis from 
each gel pieces.

(separate excel file)


