Supplementary Dataset 2. Comparison of sequence coverage of predicted cell wall proteins
that were identified in this study with that previously published for “surfomic” analysis (Prados
de la Torre et al, Vaccines 2020, 8(2):188. doi: 10.3390/vaccines8020188). For such a
comparison, peptides found in both proteomics datasets were mapped on the sequences of
cell wall proteins. For each protein sequence, those highlighted in yellow represent the
peptides found in the exoproteomes; those represented in green, the peptides found in the
“surfomes”.

AOAOH3MXC9-Exoproteome

>tr |AOAOH3MXCO|AOAOH3MXCY9 STRS4 Putative surface-anchored protein
OS=Streptococcus suis (strain BM407) 0X=568814 GN=SSUBM407 0180 PE=4
Sv=1

METANKKFRYSIRKFKVGVGSVLIATCLLGAGVSTPTAFATTETSTATQVEAMAKVEEVQ
KLVKELEKELGELDKVPSYGDAQDYSYQKALWEEFLRIGKDNMDYASKMKADDKEFHKVK
GDLNDFKYQIKVENYIRQVAELRKKYPGDNTIEEEYNAHLKQDEGKSIASQEGATLRDYV
DREASEAMGRIKQRVAELEKSKQPQPSPADEPAPAPKEEDTPAPTPKVEDETQEPKTEEK
APETKEETPTPTPKEEGIPAPKEDEVPAPKEEETPAPKEEDTPAPDAAPAPAPTPEVDPA
PTPIPDTPKAEEEAPTPVPDTPAPKEDEVPAPIPDAPTPKVEEETQEPKTEEKAPETKEE
TPTPAPDAEPAPTPVPDTPAPDTPAPKEDEVPAPMPDAPAPKAEEEVPAPTPMPETPMDK
PKTDKVESDKQMPEAKQPEMEQPKAEDMPKEEMPKSEQPKAEDSAPKTAVPEVAPKTAEK
PKLDFTTKERKVEEALPIKEEIRYDASLPLGKSYLLQEGKAGKKVSVYQDVIVDGKVVAT
NLLSETVVEGONRILVKGSLEMKKEEVKTTPSVQSNPTLSHKGAPSANKATLPATGEQRN
NLALVGLGLAGISLAVVATAINKKSKDQI

AOAOH3MXC9-Surfome

>tr |AOAOH3MXCO|AOAOH3MXCY9 STRS4 Putative surface-anchored protein
OS=Streptococcus suis (strain BM407) 0X=568814 GN=SSUBM407 0180 PE=4
Sv=1
METANKKFRYSIRKFKVGVGSVLIATCLLGAGVSTPTAFATTETSTATQVEAMAKVEEVQ

KLV
KYPGDNTIEEEYNAHLKQDEG
EDETQEPKTEEK

APETKEETPTPTPKEEGIPAPKEDEVPAPKEEETPAPKEEDTPAPDAAPAPAPTPEVDPA
PTPIPDTPKAEEEAPTPVPDTPAPKEDEVPAPIPDAPTPK TEEKAPETKEE
TPTPAPDAEPAPTPVPDTPAPDTPAPKEDEVPAPMPDAPAPK
QPEMEQPKAEDMPKEEMPK

NLALVGLGLAGISLAVVATAINKKSKDQI




AOAOH3MTA4-Exoproteome

>tr |AOAOH3MTA4 |AOAOH3MTA4 STRS4 Putative surface-anchored protein
OS=Streptococcus suis (strain BM407) 0X=568814 GN=SSUBM407 0194 PE=4
Sv=1
MNKKIFLKSAIILLSVTCLINAIKALDSSGVSSSTGEIVNQDRIYNITLKVKTDGVYNDL
GGNVISENNVLSGISGTKINLKVSTNSGYRFVGYQSFLESGNSTDGLLPIENDSFEISDK
TGNVTVVAMFEKIPIDETIYFSDEFSTENINNYLLSENLIGKIAVSNGKLNIHAPGVSSI
KPILSRQIDESSTLGYEIQFSIQQIGEVKQWNTFRVVFKENSDGSVYALEFTGKAVSIKK
LSSIDAPNQTGEKYAETGHNLGSEEHRIRLVVRGDTVTVSDNEIPLLSYSSPENWEGATA
SIVFTPISNRSVSLDDIITRQTRALRSLLVVSRIDGOQEVTDIQPGSIRGNTSQVEVGDSL
PLEVIEKPGYQFIGFKDEFGNVVDLSTFSVPNDESDLVIYADFQTAEVVNRETKTEYIDS
IEGNDTNSGESETNAWKTLEQLRKNTLIAGDRVLLKRGSREVGEDAALTFKGSGLEDAPTI
LISSYGEGELPLLEAQGKIESVIKLYNQEYITIENLEITNLDPNFSTSFELNSNNNRSKI
LRGVHVIAEDYGVVHDIVLRNMYLHDINGNLNSKWNGGIFFDVYGTTVPTKYDGILIENN
YLERVDRSGIKLVGSTWANQNLKNNKNIPLNWYPSTNVVVRGNRIEKAGGDSITVRDTDG
ALIEYNISADARYQDTGYNAGIWPFQASNTVIQYNESFRTHGVQDGQGLDLDHVSNNSVM
QYNYSHDNEGGFMLIMNWYEQTSPTVRYNISONDKDKIFELARGGAQGTAIYNNTIEFSDS
KLTGRAGVIDMPSTSGGTGVKDIFLENNIFYFTDGEKMEFVEASDAGKYKDSIHEFYNNAYV
GVEVPDDPKAITEGITLKGVGTGPTENKSMIANAGKFLTGQLDGYRLPENSSLAKLGVSK
EEAISYFYKKLGVQPTIDFQDNGSLTMSPTEAFALARQTNSVDAIARVYPAIEGVTYDTD
FFGETLSSENLSVGAAQEKKSVFEEKISDIEISDVKTGIGMRYKRSNQLADVNLSIRLIN
KDELQYTINANNPTEFSYEIQLOKNFGEYMDLSESVTITIPIEADKKILNVLKINKNEQTE
SVKELPYRIENNKIILETDELGSFIIEYOMEKIKKENNTNATISESGKSSLGLONKENSD
VQAVGDKDYFSGLELSNKGEELSREDSKLMGNSINNLQTIKESESIFEGNLGRNKELSDM
YOKSLPKTGESNQAYIVLIGLFSLEFVVLICQIFKKSID

AOAOH3MTA4-Surfome

>tr |AOAOH3MTA4 |AOAOH3MTA4 STRS4 Putative surface-anchored protein
OS=Streptococcus suis (strain BM407) 0X=568814 GN=SSUBM407 0194 PE=4
sv=1
MNKKIFLKSAIILLSVTCLINAIKALDSSGVSSSTGEIVNQD
INLKSTNSGYRrVGYQSFLESGNSTDGLLPIENDSFEISDK
TGNVTVVAMFEKIPIDETIYFSDEFSTENINNYLLSENLIGKIAVSNGK
QIDESSTLGYEIQFSIQQIGEVKQWNTFRVVFKENSDGSVYALEFTGKAVST
IRLVVRGDTVTVSDNEIPLLSYSSPENWEGATA
SIVFTPISNR QTRALR GNTSQVFVGDSL
PLEVIEKPGYQFIGFKDEFGNVVDLSTFSVPNDESDLVIYADFQTAEVVNRETKEENEDS
TLEQLRKNEEIAGDR YL LKRGSRFVGEDAALTFKGSGLEDAPT
LISSYGEGELPLLEAQGKIESVIKLYNQEYITIENLEITNLDPNFSTSFELNSNNNRSKI
LRGVHVIAEDYGVVHDIVLR WNGGIFFDVYGTTVPTKYDGILIENN
YLERVDRSGIK

QYNYSHDNEGGEFMLIMNWYEQTSPTVR

GVEVPDDPKAITEGITLKGVGTGPTENKSMIANAGK
KLGVQPTIDFQDNGSLTMSPTEAFALA
FFGETLSSENLSVGAAQEKKSVFEEKISDIEISDVKTGIGMRYK
KDELQYTINANNPTFSYEIQLOKNFGEYMDLSESVTITIPIEADKKILNVLK
-ELPYRIENNKIILETDELGSFI IEYQMEK SSLGLONKENSD
VOAVGDKDYFSGLELSNKGEELSREDSK:
-SLPKTGESNQAYIVLIGLFSLFVVLICQIFKKS ID




AOAOH3MTC5-Exoproteome

>tr |AOAQOH3MTCS5|AOAOH3MTCS5 STRS4 Putative surface-anchored protein
OS=Streptococcus suis (strain BM407) 0X=568814 GN=SSUBM407 0244 PE=4
Sv=1
MSKQKVVSSLLLSTVVLGGLAFYSTTTVKAESLEPDVTSVNASDATNKPVVPNEEGGDFLAEEELEDDDT
LEEELNEKAEEVTEPSSPEALLQPRAMMSDSETSGMEEIPMNDEPSDNTEEKVEKQQOSPLIQTSNADYKS
GKDQEKLRTSVSINLLKAEEGQIQWKVTEDTSEWSENVKHGGVYFILPNGLDLTKIVDNNQHDITASEPT
DINDYRNSGQEKYRFEFSSKOGLDNENGENSQWNWSAGQANPSETVNSWKSGNRLSKIYFINQITDTTELT
YTLTAKVTEPNQOSFPLLAVMKSEFTYTNSKSTEVTSLGAREITLEKEKTLPPKENPKPEPEAPKPDAPQA
PSAPESPTEEPKKEDAPQTPQAPSTPEKQPEVPESPNPETPDAPSTPKDEPQAPSIPEEKPQVPEEPKQE
APSAPSTPEKQPEAPESPTEEPKKEDAPAPSTPEKQPEVPESPNPETPDAPSTPKDEPQVPSIPEEQPKE
TPAPEEPKKEDTPQTPQAPSTPKEEAPKEEVPTPPAPSVPEEQPKETPTPEVPKOEDVQPEAPKSDKVES
DKOMPETKKPDMKQPKADDMPKEQKPKADEPKAEQPOMDKPOMEAPKKDSEAPKSDKVETDKQLPETKQP
DMKQPKADDMPKEQKPKADEPKAEQPOMDKPOMEAPKKDSEAPKSDKVETDKPMPETKQPDMKQPKADKP
EAEKAQMPRTEGMKPESKASMMPKAEAPKATLPNTGEASSAIGWLGGALATLATGLYLFKNKKEE

AOAOH3MTC5-Surfome

>tr |AOAQOH3MTCS|AQAOH3MTCS5 STRS4 Putative surface-anchored protein
OS=Streptococcus suis (strain BM407) 0OX=568814 GN=SSUBM407 0244 PE=4
Sv=1

MSKQKVVSSLLLSTVVLGGLAFYSTTTVKAESLEPDVTSVNASDATNKPVVPNEEGGDFLAEEELEDDDT

YFINQITDTTELT
YTLTA LPPKENPKPEPEAPKPDAPQA
PSAPESPTEEPKKEDAPQTPOAPSTPEKQPEVPESPNPETPDAPSTPKDEPQAPSIPEEKPQVPEEPKQE
APSAPSTPEKQPEAPESPTEEPKKEDAPAPSTPEKQPEVPESPNPETPDAPSTPKDEPQVPSIPEEQPKE

SMMPKAEAPKATLPNTGEASSAIGWLGGALATLATGLYLFKNKKEE

AOAOH3MTL3-Exoproteome

>tr |AOAQOH3MTL3 |AOAOH3MTL3 STRS4 Major pilus subunit OS=Streptococcus
suis (strain BM407) 0X=568814 GN=SSUBM407 0414 PE=4 SV=1
MKKLOQFFTSLVAVLTVFAFGSTALAQTVDSGKSGAGTITVSNASQGOTYTAYKLEFDATVTTDGSGISYK
LPAGKTATNFGGDTWEFEVDSKGNITAKEGATVSSEAFAAWAKNEFGTEVTSATANDNSLVEFTHLTEGYYEV
TSSLGAVLTVDSTTPNATVIDKNTTNPTIPDSNNGGGKKILSNGATTSETTAKIGDTINFQIKENATNYV
TKDRQTKQIVSYTIEDSPTALAIDONSVNVKVDGVDITAKISKTEFDATGKMNLVITWADAAASNKTIYNS
PAEVIITYSAVVTKDAKEGEATNSATIGYNTIDNPTTPPTPVDPDKPTETTKVTTHRFTLKKTNNVGETL
TGAEFKLYDAANNGTEIKVVKESDGVYRVAQADEQGVVIEAGEVVIKGLKHSTTYYLEEMKAPNGYNILT
ERQSTEVKENNTAQANIVNKKGGVLPSTGAIGTTLFYLVGSILLLVALVYTISKRRMNNTI

AOAOH3MTL3-Surfome

>tr |AOAQOH3MTL3 |AOAOH3MTL3 STRS4 Major pilus subunit OS=Streptococcus
suis (strain BM407) 0X=568814 GN=SSUBM407 0414 PE=4 SV=1
MKKLOQQFFTSLVAVLTVFAFGSTALAQTVDSG

TNFGGDTWEFEVDSKGNITA FGTEVTSATANDNSLVFTHLTEGYYFV
TSSLGAVLTVDSTTPNATVID

SKTFDATG
AKEGEATNSATIGYNTIDNPTTPPTPVDPDKPTETTKVTTHRETL

SIEVKENNTAQANIVNKKGGVLPSTGAIGTTLEFYLVGSILLLVALVYTISKRRMNNI




AOAOH3N2TO-Exoproteome

>tr |AOAQOH3N2TO|AOAOH3N2TO STRS4 Membrane dipeptidase OS=Streptococcus
suis (strain BM407) 0X=568814 GN=SSUBM407 0574 PE=3 SV=1
MKKTEVRIATFLMLVCLEPVQLVQACSGFIIGKGLTTDGSILYGRTEDYPYPPNNGAHNKNYIVVPATAY
AKGDMLVDESFGFTAPHLANEFKYTSTPDAARGDGSNGNFGAHGEFNEKGVSMTATVTAIPNKKVLAVDPL
VTAGGLGEAILIDYVLPRVTSAREGIELIAKTIDEKGSAEGNIIVIADKNEVWYMEILSGHQYVAIKFPE
DKYATFANTYYLGHVDFTDTENVIASAKVEEVAKQAENYMMVDGKFHIAKSYGPENYADGDRSRTYAGIK
LLDPASSVTYEDAVYDLLROQPTDPSRRESLODTFALQRNRFEHLPEFRPDDEAGKVKQGDNGANDQAADA
TYKYALGNENVIDAHVYQINSSLPSAFGGTVWLGLAQTRNTPYVPFYGIVTDTYEAFKNRSASYDTNSWY
WTVONIDKMAISHPELFGTSIQEKWIALEKEWIASQAALDAQYAGLSEDAAVALAPTVTEATLARSAETIF
AQLKAVEAEMMAKIEAATTPSSSSTEPSTSTEPSSSGTETSTSTSQSTSDSNTGGATDTSSSSRTVVPSD
KKVTPTNKKGKSSLPSTGEQVSLLLVALGVAGILTAIFLHRKKSSKE

AOAOH3N2TO-Surfome

>tr |AOAQOH3N2TO|AOAOH3N2TO STRS4 Membrane dipeptidase OS=Streptococcus
suis (strain BM407) 0X=568814 GN=SSUBM407 0574 PE=3 SV=1
MKKTEVRIATFLMLVCLEPVQLVQACSGFIIG

IDEKGSAEGNIIVIADKNEVWYMEILSGHQYVAIKFPE
DKYAIFANTYYLGHVDEFTDTENVIASAKVEEV

LGNENVIDAHVYQINSSLPSAFGGTVWLGLAQT
IALEKEWIASQAALDAQYAGLSEDAAVALAPTVTEATL
EAATTPSSSSTEPSTSTEPSSSGTETSTSTSQSTSDSNTGGATDTSSSSRTVVPSD
KKVTPTNKKGKSSLPSTGEQVSLLLVALGVAGILTAIFLHRKKSSKE

AOAOH3MU32-Exoproteome

>tr |AOAQOH3MU32 |AOAOH3MU32 STRS4 Putative surface-anchored protein
OS=Streptococcus suis (strain BM407) 0OX=568814 GN=sao PE=4 SV=1
MNTKKWRTSLLIPGIVLEGTVALVNNVSAQEVKNTIISAKQPDGGOATSKAVNVKIPAVVRLFGRELLEN
EFKFELREANGEELPVLDTAQNTKEGQVRFKNLSEFDKPGKYWYTISEVKDELGGIEYDSKYIVAKITVED
RNGOLOAMIEFIDNDNVENNEFYTPAPAAASLSIKKVLEGRTLNTGEFEFVLKNEKGDEIEKVSNQADGSV
NESALTEFTKEGTYTYTVSEVDGGLGDIIYDKSDIKATVTVKDNNHGOLVSTVTYENSDQIFENILNPGKL
IAPTTDSVITDNEVSKEAMTGKEKGNIEPPKEQIANEEKDNIEASEKQMPSIVNDMVVTPEKQMTNKEND
KVVISEKQMPSVVNENAVTPEKOMTNKENDNIETSEKQMPSVVNENAVTPEKOMTNKEKDNIETSEKQMP
SIVNDMVVTPQEQMANKENDKVVISEKQOMPSIVNDMVVTPQEQMANKENDKVVISEKQMPSIVNDMVVTP
QEQMANKENDKVVISEKQOMPSIVNDMVVTPQEQMANKENDKVETSEKOQMPVNEKDNAVTPEKQOMANKEKE
NIETSKKQIPVNENNONGTVEENSNTKPTTEKTDKQETSTFKTETAKQILPVTGEKGSLWLLTSGIIGLA
IALFTRKRK

AOAOH3MU32-Surfome

>tr |AOAOH3MU32 |AOAOH3MU32 STRS4 Putative surface-anchored protein
OS=Streptococcus suis (strain BM407) 0OX=568814 GN=sao PE=4 SV=1
MNTKKWRTSLLIPGIVLEGTVALVNNVSAQE

RNGOLOAMIEFIDNDNVENNFYTPAPAAASLSIKKVLEG

MPVNEKDNAVTPE
ILPVTGEKGSLWLLTSGIIGLA

IALFTRKRK




AOAOH3MU94-Exoproteome

>tr |AOAOH3MU94 |AOAOH3MU94 STRS4 Putative surface-anchored zinc
carboxypeptidase OS=Streptococcus suis (strain BM407) 0X=568814
GN=SSUBM407 0646 PE=4 SvV=1
MKLSYKKRLLNQVLLASTVLLAASLAQGTVFANTEETIPPTTNETVTPLPEETPITKTSTSEATDNLVEGK
ETEKQTEETIADTSPASVSTEEETTSSEPNAEETTLRTANNDNONTTEEKPAVPTIDTITLETKTVYLSEA
VTITESVTLPDTTEKIEWILDGKPISEWKTWNLKEGDFTGDTFITVEESRODNQLHLNIQLAALFGEDLS
KRTPSNIRRTYRHFTIKDMLLEGTSADGNLIISKTLHFRPYEAYRTHEEMLTEIEETKNNAATDRLVRIES
IGQSAEGRDIKMAVVAKNQASIDKYLTETTPLMLTQPDOMLKQLQAGTFDYRLPILINNTHADEQPGIDV
VISLEFKEFAQKDTITFPSTDADGNPVTLHLKVTDLLDKFIFLENFTENPDGDVKNLRSLVNGLDPNRDTG
FOQVNPETQAIVRQIHKWNPISVLDIHGEVSGFLIEPATPPHDPNFEYDLLADIMLEKAHEMGRAGIANSK
YERYTIPKVHWGDGWDDSEFSGYTAVYAMYHGILGHTIEIPEGNQESFKAGFFAVLGGVHNMATKPDSLME
MRLKYYSRGVNKVEDPKAESELVGPDGAVVGRVKKDQPKFFPDYYVIPMTLDKHNDMOQEAFKMIEYENRN
GVVVKELTEDVGNFRKGDLVVDMAQAKRGFANHVLYAGSDESAWGAMYAELVVNEPDMKGEFSAKAVFEEN
TESGKLGSITWTKAPRTTEIDFKAPYYVVANTSESAVQAINQATKSGAKVYLTDDGYIMETNQEFSHLLDT
YALYGEPLYKKPLGQELKAMKVYAPSHSYSWAGDFAILANAALAVERMGFEIVNSADEADATIILESDQFED
ASVFGKKPITIIVGGVAMQKLEELGILAGENAEQFTDGGDYEGLMQATIDDKDPLTSGYAMNGLEYSNSGN
WIEGIPEGFKTLVKIADKDYYTIAGWWPGHDKLANKIVATAGNYQDQPVEFIYAGNPTNKVHPVHFEFRWVSN
ALFGSQLASLEDLPAVEILVPQPEMPKNILDEAPKTTTVVHTTKSTEAKQLPQTGEKTNYIATALGSLLL
GSIALRRKERS

AOAOH3MU94-Surfome

>tr |AOAOH3MU94 |AOAOH3MU94 STRS4 Putative surface-anchored zinc
carboxypeptidase OS=Streptococcus suis (strain BM407) 0X=568814
GN=SSUBM407 0646 PE=4 SvV=1
MKLSYKKRLLNQVLLASTVLLAASLAQGTVFANTEEIPPTTNETVTPLPEETPITKTSTSEATDNLVEGK
ETEKQTEETIADTSPASVSTEEETTSSEPNAEETTLRTANNDNONTTEEKPAVPTIDTITLETKTVYLSEA
VTITESVTLPDTTEKIEWILDGKPISEWKTWNLKEGDFTGDTFITVEESRODNQLHLNIQLAALFGEDLS
TYRHFIKDMLLEGTSADGNLIIS
VVAKNQASIDKYLTETTPLMLTQPDOMLKQLQAGTEDY
FAQKDTITFPSTDADGNPVTLHLKVTDLLDKFIFLENFTENPDGDVKNL
IHKWNPISVLDIHGFVSGFLIEPATPPHDPNFEYDLLADIMLEKAHEMG

TIPKVHWGDGWDDSEFSGYTAVYAMYHGILGHTIEIPEGNQESFE

GFANHVLYAGSDESAWGAMYAELVVNEFPDMKGES
GAKVYLTDDGYIMETNQFSHLLDT
YALYGEPLYKKPLGQELKAMKVYAPSHSYSWAGDFAILANAALAVERMGFEIVNSADEADAITILESDQED
ASVEGKKPIIIVGGVAMQKLEELGILAGENAEQFTDGGDYEGLMQAIIDDKDPLTSGYAMNGLEYSNSGN
WIEGIPEGFKTLVKIADKDYYIAGWWPGHDKLANKIVAIAGNYQODOQPVEFIYAGNPTNKVHPVHEFEFRWVSN

ALFGSQLASLEDLPAVEILVPQPEMPRNEHNDEAPKET IV VATERS TEAKQLPQTGEKTNY IATALGSLLL
GSIALRRKERS




AOAOH3MUB3-Exoproteome

>tr |AOAOH3MUB3 |AOAOH3MUB3 STRS4 Putative surface-anchored protein
OS=Streptococcus suis (strain BM407) 0X=568814 GN=SSUBM407 0661 PE=4
Sv=1
MKKKAIVKPLLMSGIFLALLGGATLPSGAVPVVAAETSQSTTYHLTDDEKVAVREYIQAKMTIDMQEYRL
AFLEGMMEEMASGSAEAAWDEEIADLKANLTAEQVVVLDELEANLIGSIAQHYHYLFETLTVAGKSGREE
AAATVSKYESEDDASTPEAELAALKYAREVIVELLNKESAAIDNYIAYAEATGQELAGLLESGNSNLESI
TSATIGYGQALATASQPKFPYDEFSEMDROIAELTASLOSKVEDKSTAKTENTGVQTSQSATNGSNDLQTV
PDOGGGQISDVATGKGNISEAGQKKVIPNDNAKVLPKTSGKSSLPLTVLGLITIFAGWLLTNKQEEK

AOAOH3MUB3-Surfome

>tr |AOAOH3MUB3 |AOAOH3MUB3 STRS4 Putative surface-anchored protein
OS=Streptococcus suis (strain BM407) 0X=568814 GN=SSUBM407 0661 PE=4
Sv=1

MKKKAIVKPLLMSGIFLALLGGATLPSGAVPVVAAETSQSTTYHLTDDEKVA
AFLEGMMEEMASGSAEAAWDEEIADLKANLTAEQVVVLDELEANLIGSIAQHYHYLFETLTVAG

SAAIDNYIAYAEATGQELAGLLESGNSNLEST

TSATIGYGQALATASQP

LPKTSGKSSLPLTVLGLITIFAGWLLTNKQEEK

AOAOH3MV17-Exoproteome

>tr |AOAOH3MV17|AOAOH3MV17 STRS4 Putative 5'-nucleotidase
OS=Streptococcus suis (strain BM407) 0OX=568814 GN=sntC PE=3 SV=1
MPKKGLFMKKKKILLPVMSTLLLAPEFVLAQQVQAAETTTAATTTNQPATTDATATVPATTDATATVPATS
VENVATEETVVPAAEETVEAVITIHTNDVHGRILEEKNVIGDAKAAAVIEEERAKVENTIVVDAGDAFQGL
PISNSTKGEDRANIMNQVGYDAMAVGNHEFDFGMDQATIKYKETLNFPLLSANTYVNGARVFEASTIVDKT
PTVVGDEFVVIGVTTPETATKTHPKNVEGVTFTDPVTEVNKVIDEVEARALADNRVYKNYITILAHLGVDS
TTPVEWRGSTLAEALSKNSKLAGKRVIVIDGHSHTVEATTYGDNVTYNQTGSYLNNIGKVTLKSDKLLGE
ASLTISAADTKNVTPNAKIAALVDEIKAKYEAENAQVVIENNPVELNGDRSNVRVRETNLGNAVTDATIYAY
GQTGFSNKTSLAVTNGGGLRATIAKDQPVTKGDITAVLPEGNIVSQITVTGOQIYDMEFTKSLSSTLQVNP
ETGEMLLDENGMPLFEASGGFLHISGANVFYDPTLPVEERVLLIGILNPETGEYDALDLEKTYYLATNDF
LAAGGDGYTMLGGAREEGPSMDSVFAEYLKTADLSAYEVVNPYSRITPVNSSIDTDEDGYPDFIEILLDT
DPENPASNPETVPAENTDSPSNQVONTSATDKKAPVDSPKVGDKKTEVASPAKTTKAGVLPNTGDQMNLT
LSLFGLGLAGLAVAVGRRKEN

AOAOH3MV17-Surfome

>tr |AOAOH3MV17|AOAOH3MV17 STRS4 Putative 5'-nucleotidase
OS=Streptococcus suis (strain BM407) 0OX=568814 GN=sntC PE=3 SV=1
MPKKGLFMKKKKILLPVMSTLLLAPEFVLAQQVQAAETTTAATTTNQPATTDATATVPATTDATATVPATS
VENVATEETVVPAAEETVEAVITIHTNDVHG

DITIAVLPEFGNIVSQITVTGQQIYDMEFTKSLSSTLQVNP
ETGEMLLDENGMPLFEASGGFLHISGANVEFYDPTLPVEE

IPVNSSIDTDEDGYPDFIEILLDT
DPENPASNPETVPAENTDSPSNQVONTSATD TKAGVLPNTGDQMNLT
LSLFGLGLAGLAVAVGRRKEN




AOAOH3MV42-Exoproteome

>tr|AOAQOH3MV42 |AOAOH3MV42 STRS4 Putative glucan-binding surface-
anchored protein 0OS=Streptococcus suis (strain BM407) 0X=568814
GN=SSUBM407 0949 PE=4 Sv=1
MTKTCNHHFLVNQEKGEKHVFRKSKKYRTLCSVALGTMVTAVVAWGGTVAHADEVVLSVDSTIQRTENPA
TNLPEAQPNPVSEQTESLGSTGKSNGAIAVTVPHETVTQTVEQAKAEGVSTVEDSPMDLGNTTSAAETNQ
QISKAEADAQONQVVAINEVTETYKADKAAYVDEKARIEQENKELSQAYEGANQTGKETNAWVDSKVNDLK
SQYADADVTVKEQVVSSGKGTSVLDYTDYGKAVETIQSTNEQAVADYLTKKTKADDIVAKNQAIQKENEA
GLAKAKADNEATERRNQAGQAAVDAENRAGQAAVDOANQEKQQLVSDRAVEIEVITKRNQAKEVAARKEN
EATDAYNAKEMERYQRDLAEISKGEEGYISEALAQALNLNNGEPQAQHGATITRNPNQIISTGDAMLGGYS
RILDSTGFEFVYDSFKTGETLSENYQONLQHARFDGKKISRVTYDITNLVSPAGTDAVKLVVPNDPTEGEIA
YRNDGNGDWRTDKMEFRVVAKYFLEDGSQVTESKEKPGVFTHSSLNHNDIGLEYVKDSSGKEVPINGSTV
QVTNEGLARSLGSNRASDLNLPEEWDTTSSRYAYKGAIVSTVTSGNTYTVTEFGQGDMPONVGLSYWEFALN
TLPVARTVTPYSPKPHVTVELEPVPEPITVTPDVYTPKTFTPEKPVTFTPKPLEEVVQPSLTLTKVTLPV
KPIPKELPTPPQVPTIHYHAYRLTTTPEIMKEVINSDQANLHDKTVAKDSTVIYPLTVDALSPKRTQTTS
LIFEDYLPAGYLEFDKETTQKENGNYALSEDESKNEFVTLTAKETLLOEVNQDLTKSYQLTAPKLYGTVQND
GATYSNSYKLLVNKGTANSYTVTSNIVTVRTPGDGETTTLITPDKNNENADGVLINDTVVALGTTNHYRL
TWDLDQYKEDRSAKETIARGFFEFVDDYPEEVLDVVENGTSVTTLDGQKVSGITVKTYASLNEAPKYLQDK
FARAKITPTGAFQVEFMPDDNQAFYDQYVKTGTSLALLTKMTVKDSLYGQTKTYTNKGYQVDFGNGYETKE
VINTLVSPEPKKQONLNKDKVDINGKPMLVGTONHYTLSWDLDQYRGIKADNSQIAQGFYFVDDYPEEALL
PDEAAIQFVTSDGKTVSGITVKAYSQLSEAPKTLOAALSKQKIQPKGAFQVEFMPEDPQAFYNSYVTKGEN
ITIVTPMTVLETMINSGKSYENVAYQVDEFGQAYETNTVTNEFVPKVTPHKSNTNQEGISIDGKTVLPNTVN
YYKIVLDYSQYKDMVVTDDVLAKGFYMVDDYPEEALTLNPDGIQVLDKDGNRVSGISVSTYDSLSEAPKV
VEDAMAKRQFTPKGAIQVLSSDDPKTEFYETYVKTGQTLVVTLPMTVKNELTKTGGQYENTAYQIDEFGLAY
VTETVVNNVPKLDPQKDVVVDLSHKNNSLDGKEVALNQITINYRLVGAMIPSNRATDLFEYGFEDNYDEKH
DEYNGVYRSYLMTDITLKDGSILKEGTEVTKYTLOQVDTENGLVSISFDKSFLETVSDDSAFQADVYLHM
KRIAAGQVENTYLHTVNGYVISSNTVVTHTPQPEEPSPNQPTPPOQPPIETIEPPVPASILPNTGEQESLL
GLIGAGILLGTAYGLKKKEEK

AOAOH3MV42-Surfome

>tr|AOAQOH3MV42 |AOAOH3MV42 STRS4 Putative glucan-binding surface-
anchored protein 0OS=Streptococcus suis (strain BM407) 0X=568814
GN=SSUBM407 0949 PE=4 Sv=1
MTKTCNHHFLVNQEKGEKHVFRKSKKYRTLCSVALGTMVTAVVAWGGTVAHADEVVLSVDSTIQRTENPA
TNLPEAQPNPVSEQTESLGSTGKSNGAIAVTVPHETVTQTVEQAKAEGVSTVEDSPMDLGNTTSAAETNQ

01 S KAERDAONOVVATNEVIETNRADKR + / Ox TNAFVDSKVNDLK
SQYADADVTVKEQVVSSGKGTSVLDYTDYG QATQKENEA

GQAAVDQANQEKQQLVSDRAVEIEVITKRNOAKEVAARKEN
ORDLAEISKGEEGYISEALAQALNLNNGEPQAQHGAITRNPNQIISTGDAMLGGYS

GETLSFNYQNLQHARFDGKKIS PNDPTEGFIA
YRNDGNGDWRTDKMEFRVVA SSGKEVPINGSTV
QVTNEGLARS YKGAIVSTVTSGNTYTVTFGQGDMPONVGLSYWFALN

TLPVARTVTPYSPKPHVTVELEPVPEPITVTPDVYTP TLPV
KPIPKELPTPPQVPTIHYHAYRLTTTPEIMKEVINSDQANLHDKTVAKDSTVIYPLTVDALSPKRTQTTS
LIFEDYLPAGYLFDKETTQKENGNYALSFDESKNFVTLTAKETLLOEVNQDLTKSYQLTAPKLYGTVQND
GATYSNSYKLLVNKGTANSYTVTSNIVTVRTPGDGETTTLITPDKNNENADGVLINDTVVALGTTNHYRL
TWDLDQYKEDRSAKET IARGFFFVDDYPEEVLDVVENGTSVTTLDGQKVSGITVKTYASLNEAPKYLQDK
FARAKITPTGAFQVFMPDDNQAFYDQYVKTGTSLALLTKMTVKDSLYGQTKTYTNKGYQVDFGNGYETKE
VTNTLVSPEPKKQNLNKDKVDINGKPMLVGTQNHYTLSWDLDQYRGIKADNSQIAQGFYFVDDYPEEALL
PDEAAIQFVTSDGKTVSGITVRAYSOUSEBAPKELOAALSKQKIQPKGAFQVFMPEDPOAFYNSYVTKGEN
ITIVTPMTVLETMINSGKSYENVAYQVDFGQAYETNTVTNFVPKVTPHKSNTNQEGISIDGKTVLENTVN
YYKIVLDYSQYKDMVVTDDVLAKGFYMVDDYPEEALTLNPDGIQVLDKDGNRVSGISVSTYDSLSEAPKV
VEDAMAKRQFTPKGAIQVLSSDDPKTFYETYVKTGQTLVVTLPMTVKNELTKTGGQYENTAYQIDFGLAY
VTETVVNNVPKLDPQKDVVVDLSHKNNSLDGKEVALNQI INYRLVGAMI PSNRATDLFEYGFEDNYDEKH
DEYNGVYRSYLMTDITLKDGSILKEGTEVTKYTLQQVDTENGLVSISFDKSFLETVSDDSAFQADVYLHM
KRIAAGQVENTYLHTVNGYVISSNTVVTHTPQPEEPSPNQPTPPQPPIETIEPPVPASILPNTGEQESLL
GLIGAGILLGTAYGLKKKEEK




AOAOH3MVU2-Exoproteome

>tr |AOAQOH3MVU2 |AOAOH3MVU2 STRS4 Beta-N-acetylhexosaminidase
OS=sStreptococcus suis (strain BM407) 0OX=568814 GN=SSUBM407 1236 PE=3
sv=1
MKKETSKEFTKKVILGQLLICTSFLVWAGQTVAAEEVSQGEPVAINNETPPVIEAKPLVEATPSTETEPST
PEEKQEEPQVAGKNVVEGKKPVTNSQHOMVSELSTVPSVSIKNPDAATDGSAYGSSDDANSNTKIIAGKE
TGEPDNGYSKWDHVYVQYDFEKEVPVHTVKIHRNTYDNAVSTEFKDVKVELSTSADESPETTEVIFKQADV
EETIANKGOQPQVIQLPAPINARYIRIWGRGHYIQONTNSSWKGYSNGVLENEIEVLAQVEADAGTNEEPQT
ELVNLAKLKKPYFYGKAPTNPEAINDGKEFDENYTTQESIGDKAYLOQYEFRNVYTIEEIKVQLAPGEYRNFE
RIDLDDDYNDGNNYNTIYKNENFTIDKEQIITIKTPKNSKARYVRFRGTRVDDTPLRYSEIQIMGRGKSY
DESAPEYVPPKSEYDTLVWSDEEFNGDKIDESKWQIIDGMWNHAATYNRKAVSIKKDGDKSYLSIRSTNHK
DKKTLVEAVGHDRYDDKELPDKVTWSSGRLESKDKYSFQFGRMAVRAKVNDSKGIWPAIWMLAQDETGHD
EIDVLEYLGONPWYAWTTNHFGILAKNKKSDGSAYKNYEAWSQEFHVYEVEWTPDVIKWY IDGKEVEQTD
RGKDRDGMHTRPMFPILETQVGDGWVGDVDYKRNMTKQODSEYLVDWVRIYQKADQSKVREDNLDDAKPND
YVIKPQOKLGHLVTVSNGKAAHENKNNEYYGGQPRYETSRLYADGDGENALVYKIANPEALHLTTYYKTL
EDYSVYNKEAGANEGKSVRKHLINAKDGEIDEFTVYSSVDGKSWNKENVTVVDNEVEATPAYARTTEDIRN
IRKGTKFVKIVEFPTVKGISYKLEDGTEKGLQASDVQLAKVTEFVATHPEAEPEKPIVDQEKLALSKVESLD
AGRKYFSVNQIKEIIDLISSYGYTDMNLLLGNDGLRELLDDMNLTVGDKVYDSEAVRKAIINGNKHYYDD
PNGTTLSQSEMDDILAYAKEKNISIIPTINSPGHMDAIVEAMEELGIKSPKESYNGKTSARTVDLKNDQA
VAFTKALIDKYASYFAGKSKIFNIGLDEYANDATNASGWHILQTQOGDYGKEFIQYANDLAATVKKHGLEPM
AFNDGIYYNHDTSSGTEFDKDIIASFWTITGGWGGYDVASSKFLHEKGHKILNTNDAWYYVIGREAEGLGWYN
LDOGLRGTKSTREDQVPKSENTKVPIIGSMVAVWADDPSKPYSYDSIKKLLHSFTENNSDYFLAEYRDLR
EEVGKIPTDLNSYTPESVATLKEVLNKIDWKLSRNNQAFVDGYLAEVKAAREALVPVTAKGDSVKAEPLP
EGKLPLITAKGKSVQAEPRPAFKGYLTSNYGPSVTPLSLVSKPSSEQSNSKQAASQKKELPNTGVVDGLG
FSLLGMIGLAFASRRRKKE

AOAOH3MVU2-Surfome

>tr |AOAQOH3MVU2 |AOAOH3MVU2 STRS4 Beta-N-acetylhexosaminidase
OS=sStreptococcus suis (strain BM407) 0OX=568814 GN=SSUBM407 1236 PE=3
sv=1
MKKETSKEFTKKVILGQLLICTSFLVWAGQTVAAEEVSQGEPVAINNETPPVIEAKPLVEATPSTETEPST
PEEKQEEPQVAGKNVVEGKKPVTINSQHOMVSELSTVPSVSIKNPDAATDGSAYGSSDDANSNTKIIAGKE
TGEPDNGYSKWDHVYVQYDFEKEVPVHTVKIHRNTYDNAVSTEFKDVKVELSTSADFSPETTEVIFKQADV
EETIANKGOQPQVIQLPAPINARYIRIWGRGHYIQONTNSSWKGYSNGVLENEIEVLAQVEADAGTNEEPQT
ELVNLAKLKKPYFYGKAPTNPEAINDGKEFDENYTTQESIGDKAYLOQYEFRNVYTIEEIKVQLAPGEYRNEFE
RIDLDDDYNDGNNYNTIYKNENFTIDKEQIITIKTPKNSKARYVRFRGTRVDDTPLRYSEIQIMGRGKSY
DESAPEYVPPKSEYDTLVWSDEEFNGDKIDESKWQIIDGMWNHAATYNRKAVSIKKDGDKSYLSIRSTNHK
DKKTLVEAVGHDRYDDKELPDKVTWSSGRLESKDKYSFQFGRMAVRAKVNDSKGIWPAIWMLAQDETGHD
EIDVLEYLGONPWYAWTTNHFGILAKNKKSDGSAYKNYEAWSQEFHVYEVEWTPDVIKWY IDGKEVEQTD
RGKDRDGMHTRPMFPILETQVGDGWVGDVDYKRNMTKQODSEYLVDWVRIYQKADQSKVREDNLDDAKPND
YVIKPQOKLGHLVTVSNGKAAHENKNNEYYGGQPRYETSRLYADGDGENALVYKIANPEALHLTTYYKTL
EDYSVYNKEAGANEGKSVRKHLINAKDGEIDEFTVYSSVDGKSWNKENVTVVDNEVEATPAYARTTEDIRN
IRKGTKFVKIVEFPTVKGISYKLEDGTEKGLQASDVQLAKVTEFVATHPEAEPEKPIVDQEKLALSKVESLD
AGRKYFSVNQIKEIIDLISSYGYTDMNLLLGNDGLRELLDDMNLTVGDKVYDSEAVRKAIINGNKHYYDD
PNGTTLSQSEMDDILAYAKEKNISIIPTINSPGHMDAIVEAMEELGIKSPKESYNGKTSARTVDLKNDQA
VAFTKALIDKYASYFAGKSKIFNIGLDEYANDATNASGWHILQTQOGDYGKEFIQYANDLAATVKKHGLEPM
AFNDGIYYNHDTSSGTEFDKDIIASFWTGGWGGYDVASSKFLHEKGHKILNTNDAWYYVIGREAEGLGWYN
LDOGLRGTKSTREDQVPKSENTKVPIIGSMVAVWADDPSKPYSYDSIKKLLHSFTENNSDYFLAEYRDLR
EEVGKIPTDLNSYTPESVATLKEVLNKIDWKLSRNNQAFVDGYLAEVKAAREALVPVTAKGDSVKAEPLP
EGKLPLITAKGKSVQAEPRPAFKGYLTSNYGPSVTPLSLVSKPSSEQSNSKQAASQKKELPNTGVVDGLG
FSLLGMIGLAFASRRRKKE




AOAOH3N5E4-Exoproteome

>tr |AOAOH3NS5E4 |AOAOH3NS5E4 STRS4 Putative surface-anchored 5'-
nucleotidase 0OS=Streptococcus suis (strain BM407) 0OX=568814
GN=SSUBM407 1432 PE=3 SV=1
MKKNIRLKSSILALVAGESVIATQAVLADELAVQIMGVNDFHGALDMTGTARLEGETVRNAGTAALLDAY
MDDSQAEFEETAAETETPAESIRVOAGDMVGASPSNSGLLODEPTVKVENKMDVEYGTLGNHEFDEGLDE
YNRIMTGEAPKKGQFNEIVDNYTREAAKQEIVIANVIDKETGEIPYGWKPYATIKTIPVNDKEAKIGEFIGV
VTITEIPNLVLKKNYEQYTFLNEAETIAKYARELAEKGVNAIVVLAHVPATSKDGVAAGEAADMIAKLNET
YPEHSVDLVFAGHNHVYTNGTTGKTLIVQATSQGKAYADVRAVYDTDIADFKAVPTAKITIAVAPGQKTPS
PEIQAIVDEANTIVKKVTEQKIATASQATDISREVNEFKESAVGNLVTSAQLATAKKSGYDVDEFAMTNDG
GIRADLKVQEDGTVTWGAAQAVQPEFGNILQVVOMTGEQIYTALNQQYDEGEKYFLOMSGIKYIYTKADNP
TEENPYKVVKAFKEDGTEIVPTETYTLVINDFLEGGGDGFSIFKEAKLIGAINPDTEVEVEYLTDLEKAG
QTISATIPGRKAFVEKYVEEPKAEEKEDNAGTTTDVKTPEKANDGGDSVTNQKATEQPAPSGSMAPISNK
KTEKASGNQTLPNTGQEALGSLLISLGGLVSLGMAVSVRRKEGE

AOAOH3N5E4-Surfome

>tr |AOAOH3NS5E4 |AOAOH3NS5E4 STRS4 Putative surface-anchored 5'-
nucleotidase 0OS=Streptococcus suils (strain BM407) 0OX=568814
GN=SSUBM407 1432 PE=3 SV=1
MKKNIRLKSSILALVAGEFSVIATQAVLADELAVQIMGVNDEFHGALDMTGTA

IPVNDKEA

DLKVQEDGTVTWGAAQAVQPFGNILQVVOMTGEQIYTALNQQYDEGEKYFLOMSGI
FKEDGTEIVPTETYTLVINDFLEFGGGDGESIFKEA

EKASGNQTLPNTGQEALGSLLISLGGLVSLGMAVSVRRKEGE




AOAOH3N5P5-Exoproteome

>tr |AOAOH3NS5P5|AQAOH3NSP5 STRS4 Putative surface-anchored protein
OS=Streptococcus suis (strain BM407) 0X=568814 GN=SSUBM407 1550 PE=4
Sv=1
MNSKIFSLRKSKMGLVSVAIAFLWIGTGMNMETAMAEETDATALETQLESTESSLTNTVSENAEAEEVTD
EVPSEEKKSEEMEDMEEELSFIENHLEVAPIQAGDQTISGNTTPGGYVAITIDGEAITSIENILEADDKG
DEFSYRLSKPLAHSQTVEISALPKQFWTLEADSEERKVVVRTNRHPEAYETIPAKRLEKTSNGMHQVEIEPV
FEHTSKVIGHTSVKGSVYLSINGSFVSDKTLIDPKDGRFEVTFSESLAGSKFKADDRLVLSEVSEDGQPV
ITNTIVKPLVKEKVSSOMTVKPLSSATSVLEGTTFPLGRVHLYNADTSEFIMEAIADETGHYKIALPALQ
SEDKYYRLTHNQQEDLVSVHLDTVDGSSILLDKSVMASLATYLQDADMDEATDEDPIIVPKLHNKKDY IV
GRTIHLNAYVRMVSSIKGKQYPPVQVDELGFFGFQIQDLOLPFEKGERIRFEIIDPVTINNITIASKEEVVG
QYLEDEDVMDLPEFQVEKVTTDHGY ISGKTAPDVMIELVSTONGEEIIGKTSTDSTGRFEFDLGSRVLKNG
ETLSFRAFDKEGEQVAWEVVTVQKGNGHRINKPDKKDEKEEQPSKEITKNIEQSNTLEQTTLPPVRQTLT
DKKVEQNAEPSKEETVSIFDDSKKDMPTKQEKMARTVRDKGTKGNVSVHDSGENTQVQSLPKTGEKTSLV
ANIMLSIILFLFALFIGKKKITESE

AOAOH3N5P5- Surfome

>tr |AOAOH3NS5P5|AQAOH3NSP5 STRS4 Putative surface-anchored protein
OS=Streptococcus suis (strain BM407) 0X=568814 GN=SSUBM407 1550 PE=4
Sv=1
MNSKIFSLRKSKMGLVSVAIAFLWIGTGMNMETAMAEETDATALETQLESTESSLTNTVSENAEAEEVTD
EVPSEEKKSEEMEDMEEELSFIENHLEVAPIQAGDQTISGNTTPGGYVAITIDGEAITSIENILEADDKG

SVYLSINGSFVSDKTLIDPKDGRFEVTFSESLAGSKE

THNQQEDLVSVHLDTVDGSSILLDKSVMASLATYLODADMDEATDEDPIIVPKLHNKKDYIV
G SSIKGKQYPPVQVDELGFFGFQIQDLOLPFEKGERIRFEIIDPVTNNITIASKEEVVG

QYLEDEDVMDLPFQVE LENG
NGHRINKPDKKDEKEEQPSKEITKNIEQSNTLEQTTLPPVRQTLT

DKKVEQNAEPSKEETVSIFDDSKKDMPTKQEKMARTVRDKGTKGNVSVHDSCENTOVOSHPRE GEKTSLV

ANIMLSIILFLFALFIGKKKITESE




AOAOH3MXZ4-Exoproteome

>tr |AOAOH3MXZ4 |AOAOH3MXZ4 STRS4 Mannosyl-glycoprotein endo-beta-N-
acetylglucosaminidase OS=Streptococcus suis (strain BM407) 0OX=568814
GN=SSUBM407 1786 PE=3 SV=1
MTKCDFDKRQRFGIRKEFTIGACSVLIGATLFGTQVSADQLENVDSLSEPAVELSSVVNEHVEKTEAEEGM
SPISADEKAVTEELNGEASVSDSREEKLPSAPSDNPENKLEDTEEAEDKEVDSSDSGLLLSDEPQVEDQG
IRPKEIKFDNWDQVLAWE PGARPDDDLNRASVELVERFRGHVVNERANENAKVEALSNTNSKAKDHASVG
GEEFKAYAFDYWQYIDSMVFWEGLIPSPDVIDAGHRNGVPVLGTIFYNWSSSIEDQEKEFVSSMRODPDGS
FPVARKLVDMAKYYGEDGYFINQETTGGLVQPLGETMRNFMLYTKEYAESIGYPITYSWYDAMTYEYGRY
HEDGLGEYNYPFMEKEGDKVPADHFFANENWTRAKNNYSIEVAKRIGRNPFDIFAGFELQRGGSYKTQIN
WDALFDENGKLKLSLGLFAPDTITSLGATGEDYHENENIFFTGYQGDPTKQKPSDKNWYGLANLTIADKTA
ITSSNENSSENTGHGKKWEVDGKVAKDGEWNYRSVSGILPTWRWWIEASGEKLAAAYDEFDDAYNGGNSLR
FTGDLEKDGKQEIKLYSTKIPLSETSRLRVAHKGGQGANISLALALEPDYQFANKEAWRLLKLSGDWQDQ
TEDLSSLAGKTVYGIQVVVENEAALSDEDFRLGQLATYDQENSPTAPKDGOQVLAKRLKNAQDAEAVISET
GTDDADYYEVYAQVDGOQWKLLTGSSNTRIYLPQLVRSAQAEGRTQALKVHAVGKNGLRSEAGEFIFDWEM
TVKDTSLPKPSAENIVLGAEVIGSSFAKKEGGEGIEGMLNGTITSLSDKWSSHQLSGHVDIRLTQPRTVV
RWAMDHAGAGGESVNDGLMNTKDEDLYYKNENGDWVLAKEVRGNRDHVTDIVLDKPIRAQEWRLDVLTSD
NGTPWKAIRIYNWRMYEELDMETPNIPMTHAVARHLGNHQIQVGFKDVPANRKIALYSSPDAVKPLAELE
TTESGNLIFDPIRFESLPEFIYYRTLEEGKDWSNLLATIRVPQGEKVVKAMEWIAPLEKKVYRQGSPLSLA
GAQFRVVFEGDWPAERVNTTNPAVTVRGEDPQKLGEQTLTVSYLGETLAQPLMVYVVEDIAQGEKKAVGL
ETQQLPKVQYVVGDDLDVTNGRFATIIYDDESTQSFSLTEAGVEIVGFDSRKEGRQSLGLRYAGLETSFEDV
LVSPKPIVNDEYLKQKIAETEALQTQTAYLYSSEQTQLALQTALEEAKSVVADTNRTVEQVEAAQTLLEK
QLGELDGEKLYQADLGRLNQLTIQEVKGIDRPINSSELSSLLEKTEKILGSDSIRPDEMKELLSEWTDLFE
QSSLVTHVGTRDSMESKNLLAPEKPRMDLTYELVPRQIITRTSTDLPLGKERIVQEGADGOMMIAHLVYS
DGRRELYSRIVADESQPKIVEVGSGLPIQQEKTLMVENSLOQVEKQIRDASLOQKSGLPQTGDTYQEKYVFEL
GLIGVALAGLSQLAKLRKQGE

AOAOH3MXZ4-Surfome

>tr |AOAOH3MXZ4 |AOAOH3MXZ4 STRS4 Mannosyl-glycoprotein endo-beta-N-
acetylglucosaminidase 0OS=Streptococcus suis (strain BM407) 0OX=568814
GN=SSUBM407 1786 PE=3 SV=1
MTKCDFDKRQRFGIRKFTIGACSVLIGATLFGTQVSADQLENVDSLSEPAVELSSVVNEHVEKTEAEEGM
SPISADEKAVTEELNGEASVSDSREEKLPSAPSDNPENKLEDTEEAEDKEVDSSDSGLLLSDEPQVEDQG
IRPKEIKFDNWDQVLAWE PGARPDDDLNRASVELVERFRGHVVNERANENAKVEALSNTNSKAKDHASVG
GEEFKAYAFDYWQYIDSMVFWEGLIPSPDVIDAGHRNGVPVLGTIFYNWSSSIEDQEKEFVSSMRODPDGS
FPVARKLVDMAKYYGEDGYFINQETTGGLVQPLGETMRNFMLYTKEYAESIGYPITYSWYDAMTYEYGRY
HEDGLGEYNYPFMEKEGDKVPADHFFANENWTRAKNNYSIEVAKRIGRNPFDIFAGFELQRGGSYKTQIN
WDALFDENGKLKLSLGLFAPDTITSLGATGEDYHENENIFFTGYQGDPTKQKPSDKNWYGLANLTIADKTA
ITSSNENSSENTGHGKKWEVDGKVAKDGEWNYRSVSGILPTWRWWIEASGEKLAAAYDEFDDAYNGGNSLR
FTGDLEKDGKQEIKLYSTKIPLSETSRLRVAHKGGQGANISLALALEPDYQFANKEAWRLLKLSGDWQDQ
TEDLSSLAGKTVYGIQVVVENEAALSDEDFRLGQLATYDQENSPTAPKDGQVLAKRLKNAQDAEAVISFET
GTDDADYYEVYAQVDGOQWKLLTGSSNTRIYLPQLVRSAQAEGRTQALKVHAVGKNGLRSEAGEFIFDWEM
TVKDTSLPKPSAENIVLGAEVIGSSFAKKEGGEGIEGMLNGTITSLSDKWSSHQLSGHVDIRLTQPRTVV
RWAMDHAGAGGESVNDGLMNTKDEDLYYKNENGDWVLAKEVRGNRDHVTDIVLDKPIRAQEWRLDVLTSD
NGTPWKAIRIYNWRMYEELDMETPNIPMTHAVARHLGNHQIQVGFKDVPANRKIALYSSPDAVKPLAELE
TTESGNLIFDPIRFESLPEFIYYRTLEEGKDWSNLLAIRVPQGEKVVKAMEWIAPLEKKVYRQGSPLSLA
GAQFRVVFEGDWPAERVNTTNPAVTVRGEDPOQKLGEQTLTVSYLGETLAQPLMVYVVEDIAQGEKKAVGL
ETQQLPKVQYVVGDDLDVTNGRFATIIYDDESTQSFSLTEAGVEIVGFDSRKEGRQSLGLRYAGLETSFEDV
LVSPKPIVNDEYLKQKIAETITEALQTQTAYLYSSEQTQLALQTALEEAKSVVADTNRTVEQVEAAQTLLEK
QLGELDGEKLYQADLGRLNQLTIQEVKGIDRPINSSELSSLLEKTEKILGSDSIRPDEMKELLSEWTDLFE
QSSLVTHVGTRDSMESKNLLAPEKPRMDLTYELVPRQIITRTSTDLPLGKERIVQEGADGOMMIAHLVYS
DGRRELYSRIVADESQPKIVEVGSGLPIQQEKTLMVENSLOQVEKQIRDASLOQKSGLPQTGDTYQEKYVFEL
GLIGVALAGLSQLAKLRKQGE




AOAOH3MXF6-Exoproteome

>tr |AOAQOH3MXF6|AOAOH3MXF6 STRS4 Surface-anchored DNA nuclease
OS=Streptococcus suis (strain BM407) OX=568814 GN=ssnA PE=4 SV=1
MKIRNRSLFYTVGSVAVTAGLLLSLATSPIPSVHATEVAIENYPSLAITKSEVTIQGYLIAPLNSSGTAF
DATNKTNLALGASMDTAAADTIPIQLKEPLRSQFNLVNHPELVGKLVRITGTSDTYMKRAGIKPATAIET
VDSSSTNVQPPTSENTATKPSDLVSTPIATVRSGAQGTEYTVSGKIISLVNGWGGNGFYLQGSDGAGIYTI
YPGAALGYQLGDTVQLTGTLGEYKGELQLTTVSNHKAISENFNTPITETNIAQLATQAQATLVSLKNLTV
GDIQSDSYONSTFTVTDSEGQTVDVRLDSRTGIKTADLLNRINKGDKINLTAILSTYNGKIQLKPFDLSH
FEVIEKATTEAGLGKTEAVTVGRIQGASHQSPLVNQSVMLKNVVVTYVTSANNEYVQDVTPDGDTKTSDG
INIFTDKLKTNVKVGDLVTIAGRVEEYQGRGYAERDKTDLTITQIRATEVTVDGTAPVPSPIVLGLDRTI
PADIIDNDGLAQFDPEQDALDFWESVEGMVVAVDDAKILGPLKNKEIYVTPATSQLPLNNVGGVNLRPEG
NNTNIIPLLLKNGKQIVKSGDYFIGRIAGPVTYSYTNYKVYVDDSTLPTLHEGATKPETTTIIPNDDKLT
TIASYNIENFSANSKSTSDAKVQRIAKSFVSDLHSPDVIGLIEVQDNNGATNDGTTDASKSAERLIAATIQA
AGGPTYTYVDIAPENNKDGGQEGGNIRVGFLYNSKRVSLSDKPIGTATQAVAWENGELNLSLGRIDPTNP
AWAAVRKTLAAEFVFKGEKVVVLANHLNSKRGDNGLYGKIQPVSFKSEEKRHILAQTIADFTKAGLAQNP
NANIVMLGDENDYEFTKTIEILEAGGMANLVSRHDASDRESYFYNGNNQSLDNMLVSTNLFERYAFDMVH
VNSAFMEEHGRASDHDPLLVQLDVTKAQEPTQPEPSDKQTDDSGTVNNSDDNGTTNNNKPTNLSTSNQTA
VNADDRSGATDKRQTTVTPTANNSQKKILPKTGGETSFVLITIGLVFLSACLVKKQKES

AOAOH3MXF6-Surfome

>tr | AOAOH3MXF6|AOAOH3MXF6 STRS4 Surface-anchored DNA nuclease
OS=Streptococcus suis (strain BM407) OX=568814 GN=ssnA PE=4 35SV=1
MKIRNRSLEYTVGSVAVTAGLLLSLATSPIPSVHATEVAIENYPSLAIT

ISLVNGWGGNGEFYLQGSDGAGIYI
YPGAALGYQLGDTVQLTGTLGEY

PADIIDNDGLAQFDPEQDALDFWESVEGMVVAVDDA

DASDREFSYFYNGNNQSLDNMLVSTNLFE
QEPTQPEPSDKQTDDSGTVNNSDDNGTTNNNKPTNLSTSNQTA
VNADDRSGATD LPKTGGETSEVLITIGLVFLSACLVKKQKES




AOAOH3N6J4-Exoproteome

>tr |AOAOH3N6J4|AOAOH3N6J4 STRS4 Putative surface-anchored serine
protease 0OS=Streptococcus suis (strain BM407) 0X=568814
GN=SSUBM407 1843 PE=3 SV=1
MKOKWSQIENKQRFSIKKLSVGVASVSIGFFITGVPMVQADTSGEGLESTVAVATDMDSRONSAVEKKED
GPLSDDPVKTEQVDEPVAEEGVVEEVVDTEAGEESGLLTDQAATEIETTAGKTTDESKEKEDISGKEASA
POTIPQESQLEPEEVTTGRYILQFSEENRNLVLDKLKKIDGVKIVHEYKEVLTGASVEVGKESLSDVKAT
TELTSLEESRRIRPTLHTAKQLVGALKASSKYQTDGRGMVIAVIDSGLDIKHKDMRLDDGVIPKIKDITP
STTGTYTLKVPHGYNYVSGNDNLYDDTHEPHGMHIAGTLAGNATDEEVASKKGVDGIAPNAQLLVYKIEFES
NDPKNYKAETEDAAYAATIEDATKHGADVISLSVGYYDSGLPGNAYYTIAKRAAEKGIIITAAIGNAGASS
SDTSEFDLHTNNALGAVDTATTVGVAATPAVIAVGSARNTHLVQREFMLNGQSEFGYYPIGYTTLTEGKYEF
VDAGNGHWEEVQGLDLAGKVAVIKKDKEFDLKDAVRNLKFKDVAGIIVINTDQGWNKDYYRTHQLLVDDKT
LLSYSSIWGISLSGEDGRRLLEVANQSOGNTGLVLKPTIGMKKLIEVPTVSGEFSSWGPTVNLELKPEIVA
PGEDVYATLNDNRYGSMSGTSMASPIVAGASALLLPRIRQMTPPEGMTRMDLLRITILMNTATPLVDVLDS
SGHALENSPROOGAGLLOIDRAFETDVILHHRLKGGVELKEIGRETEFEVTLENLGNQQRSFATSAGKVL
TSODVPVDRIGRSGKVVKEIHATETIKGSSIHLSEQSTIQLGPKEKRTIRLKLDAGEAKDQFAEGYIYEFKSL
TEGQSDISIPYFGEFVGDWSKERIVDAPAWETSSKLKLTSVLSSYKHNKSGRYIELGREKIQDNQSPLNPD
NIATONQHSDSQIGNAFVRFALLRDITNYDLDIVKEATEDAPVLRRIDTGTMLSRVRYVDYFESLSEYSK
LRTPIELHRWDGKVYDASNDENIPAPEGQYFFRLRVKNKENGAYQYTYLPVKIDNQKPEIVAIDTNRLSS
HRELVVTAKDNNKVWEVRANLNGEDLLVEKVVDDAGQLHYHLKEVELPLDAKNHLRVEVMDIAGNVVAVE
KDLMAPVIQFKNLEDLMATIRSKKTVEIKANVSAQVSDVQOANLDAQAVNYSLENGQLSLQIPEQSDGRHSF
ELILKDKDGNLIYTKTLNYLVDNEKPTIDLDIEKDEEDEEVIQIGKNGRFTLKGKVSDNVSLPKDIKLYY
SNLDIGKGERKIIDVKEDGSFEQDFFKSDFPRATIMLTAVDEKGNKLKDLRINTSPESLDEEEETEVPITV
NNWLIDPIRFNKESLGRELDSGLVDFKKQEDGTYLFTFEIEAETEQAHSVRINGGEKRYFEDGKLTYPVT
LIEEGNVVDISVYNEADELTYTKKYOMLVDTENPVLQLENEVLPLERQVVDSEEDEDEENQYAGVLLADA
DGHLTLTGSAKDNGIYWSLKINEDEVARGGEFWRQYGNNEKAFRYELHSLKDGDTVKLDLSDSEFGNAVVKK
YKVRLNDKEVSEQVPEKDLHVERSDKDQTPSIPILKSEAHIPMPKEENSLAPQTGSTEIALLTGDTREDG
VEHLGKLTKHEEPLGISDERIEVSVPHREFFERSGIGETGALAADTSGKLPQTGDSLGSVEFISTLLGLEG
GAMALGNLKRKE

AOAOH3N6J4-Surfome

>tr| AOAOH3N6J4 | AOAOH3N6J4_STRS4 Putative surface-anchored serine protease
OS=Streptococcus suis (strain BM407) OX=568814 GN=SSUBM407_1843 PE=3 SV=1

MKQKWSQIENKQRFSIKKLSVGVASVSIGFFITGVPMVQADTSGEGLESTVAVATDMDSRONSAVEKKED
GPLSDDPVKTEQVDEPVAEEGVVEEVVDTEAGEESGLLTDQAATEIETTAG
PQTIPQESQLEPEEVTTGRYDHOFSHENRNIVEDREKE I DG
RPTLHTAKQLVGALKASSKYQTDGRGMVIAVIDSGLDIKHKDMRLDDGVIP
PHGYNYVSGNDNLYDDTHEPHGMHIAGTLAGNATDEEVAS
NDPKNYKAETEDAAYAAIEDAIKHGADVISLSVGYYDSGLPGNAYYTIAKRAAEKGIIITAAIGNAGASS
SDTSFDLHTNNALGAVDTATTVGVAATPAVIAVGS FMLNGQSFGYYPIGYTTLTEGKYEF
VDAGNGHWEEVQGLDLAGKVAVIK LKFKDVAGIIVINTDQGWNKDYYRTHQLLVDDKT
LLSYSSIWGISLSGEDGR LIEVPTVSGFSSWGPTVNLELKPEIVA
PGEDVYATLNDNRYGSMSGTSMASPIVAGASALLLPRIRQMT PPEGMTRMDLL

KGGVELKEIGRETEFEVTLENLGNQQRSFAISAG
GRSGKVVKETHATEIKGSSIHLSEQSIQLGPKEKRTI

TEGQOSDISIPYFGEFVGDWSKERIVDAPAWETSSKLKLTSVLSSYKHNKSGRYIELGRE

RVKNKENGAYQYTYLP
DDAGQLHYHLKEVELPLDAKNHLRVEVMDIAGNVVAVE
KDLMAPVIQFKNLEDLMAIRSKKTVEIKANVSAQVSDVQANLDAQAVNYSLENGQLSLOQIPEQSDGRHSFE
ELILKDKDGNLIYTKTLNYLVDNEKPTIDLDIEKDEEDEEVIQIGKNGREFTLKGKVSDNVSLPKDIKLYY
SNLDIGKGERKIIDVKEDGSFEQDFFKSDFPRAIMLTAVDEKGNKLKDLRINTSPESLDEEEETEVPITV
NNWLIDPIRFNKESLGRELDSGLVDFKKQEDGTYLFTFEIEAETEQAHSVRINGGEKRYFEDGKLTYPVT
LIEEGNVVDISVYNEADELTYTKKYQOMLVDTENPVLOQLENEVLPLERQVVDSEEDEDEENQYAGVLLADA
DGHLTLTGSAKDNGIYWSLKINEDFVARGGFWRQYGNNEKAFRYELHSLKDGDTVKLDLSDSEFGNAVVKK
YKVRLNDKEVSEQVPEKDLHVERSDKDQTPSIPILKSEAHIPMPKEENSLAPQTGSTEIALLTGDTREDG
VEHLGKLTKHEEPLGISDERIEVSVPHREFFERSGIGETGALAADTSGKLPQTGDSLGSVFISTLLGLEG
GAMALGNLKRKE




AOAOH3MYG2-Exoproteome

>tr |AOAOH3MYG2 | AOAOH3MYG2 STRS4 Putative surface-anchored
amylopullulanase OS=Streptococcus suis (strain BM407) 0OX=568814
GN=SSUBM407 1919 PE=3 SV=1
MKRTGMLEKKQIFGIRKLNVGVASVGIAAALFLSGAGQLVQAEEVVLPASTSSTTLSEQDGGAVEATTTA
IEATDSMVAEATAVTETADATAPEEAPIEEGSIRLHFENVDETAPESQGLWTWGGVAEPSDGNQWPTDTA
NEFSSSQVDDYGHYVDIKKSETPGTIGYLVLKNGEKITESDOKVELLVPEQNEAWIASDYSVSSYEPLKDE
NVLRINYTREDNNYEGWGVWTWGDTTEASSGWPAGAVDEFKLGKYGAYVDIPLSNGLDSKLGFLLINQONNP
DLAGNKTIDLAFADRKRHSQIFLRNDDDKVYTNPYFIEEKVELDTSKATPGTKNVTVGASVKAPENYNES
GLVSVTVTNPENAEIVKMEVDTSAIGGGLVPISTELNRVTIKATSSTAPGTYSLPVKVYDKDNGYYETKL
DVTITERIKADGEKDWDEQVIYFMMTDREYNGDTGNDKLVEGTASNPRGLYQGGDFKGVTAKLDYLKELG
VDSIWLTPIVENIPONVGSVKDGEYYAYHGYWASNFEKLNPHLGSLADFHELIDAAAEKGINIIVDVVLN
HAGYGTEETFAGMVRTKEEDKQGDDOLGSLSGLPDFKTEEAAVRNQLVAWQASWLERSTTAKGNSIYAFR
VDTVKHVDDTTWOHFKNELVDRDPDFHLIGETWGANYKDTKGDLGIGTMDSLLDEFGEFKDIAKYLVNGQLK
AAGKELEERSKVLTSAASLGOQFLGSHDEDGEFLYSLGGAEKEGNLDKLKLAASLLITAKGQPVIYYGEEVG
QOSGONNWPVYDNRYDEDWSKVETSDITDHYQKLLAFRNANSTLLSRGDTSTLAGNDSQGWLISKRSYQDO
AAYLVEFSTNTENKEMALEVSGKDVVVTDAYTGKSYQAIEKDGKWVVQIELPTIGOGGTMLLQTEAGDIVN
ASVQGATEEPIEAGYFRVHFKTLPSDNLSSLGLWTWDDVEKPSSDLGAWPTGATNESTAKQODDYGYYLDI
KMKDETASKISLLINNTSGDNITGDKTIERISTKMNEAWEDENYQLSLYQPLKEGYIRINYFRTDGNYDQ
KGLWIWGDVTDLTLGDWPNGIDFENQGKYGAYIDVKLTDLPSSIGFLLLDESKSGDDVKIQQKDYSFKDL
KNQTQIFLKDDDATIYTNPYFVNNVRATGVSHVSLTALEAAFTTLEGADKDSILEKLSVTDKNGQTVAVT
DLVLDLTSNKVRVLGDEFNQENAGYTLKYGNDSFTTTMSWQLKDELYAYDGELGARVRQAGSVVDMTLWSP
SADSVAVVLYDKDDQOSKVVGKLAMTKGDKGOWDLELNSQSGLGIADYRGYYYHYEITRGDOSVLVLDPYA
KSLAEWNSDLADTDPSYRIAKAAIVDPAEVGPSDLNYATIPNEFNQREDAIIYEAHVRDFTADPAISDELT
AQFGTFAAFAERLSYLKELGVTHIQLLPVMSYYFVNELKNAERMSEYASSNSNYNWGYDPQOSYFAFTGMY
STDPTDPMKRIEEFKNLVNEIHKQGMGVILDVVYNHTSKTFLEFEDLEPNYYHFMEADGTAKSSFGGGRLG
TTHYMSRRVLVDSIKYLVDEFKVDGFREFDMMGDHDAEATELAFTEAQKLNPNI IMLGEGWRTEFTGDANQP
VOPADQDWMSSTDTVAVESDEIRNTLKSGYPNEGOPAFITGGAKSVESVENNIKAQPGNFLADDPGDVIQ
YIAAHDNLTLFDITIAQSIKKDPSVTENYTEIHQRQRLGNLLVLTAQGTPFIHSGQEYGRTKQFRHPDYKE
PVTEDKVPNKAHLLTNADGTPEDYPYYIHDSYDSSDAVNKEDWTKATDEALYPENTRTQAFTKGLIALRK
STDAFRLGTKEEVEQKVSLISIPGONGIAKNDVVIAYQTIASNGDRYAVFVNADSKERSFVLSDIYKELL
KGQVLVDGERAGVEALSDLVGVELTDSSVVLAPLTATVIRLPYITTALPDTAPTAEEKPSLDEFTTKERTE
ETVLPIAEEVRYDATLAKGOSYVLQEGKAGKRVLVYQDVLVDGKVVATNLLSETVVDGEARIVVKGSMEA
KDVVEKPSLSTPTAQASGQATSGASKASLPITGDROSDLALLGLGLAGLGLTVAAQGRTKKSEE

AOAOH3MYG2-Surfome

>tr |AOAOH3MYG2 | AOAOH3MYG2 STRS4 Putative surface-anchored
amylopullulanase OS=Streptococcus suis (strain BM407) 0X=568814
GN=SSUBM407 1919 PE=3 SV=1
MKRTGMLEKKQIFGIRKLNVGVASVGIAAALFLSGAGQLVQAEEVVLPASTSSTTLSEQDGGAVEATTTA
IEATDSMVAEATAVTETADATAPEEAPIEEGSIRLHFENVDETAPESQGLWTWGGVAEPSDGNQWPTDTA
NEFSSSQVDDYGHYVDI GEKITESDQKVELLVPEQNEAWIASDYSVSSYEPLKDE
NVLRINYTREDNNYEGWGVWTWGDTTEASSGWPAGAVDFKLG

GLVSVTVTNPENAETI
KADGEKDWDEQVIYEFMMTD
VDSIWLTPIVENIPQNVGS
HAGYGTEETFAGMV

AAYLVESTNTENKEMALEVSG
ASVQGATEEPIEAGYFRVHFKTLPSDNLSSLGLWTWDDVEKPSSDLGAWPTGATNEST
.KDE TAS STKMNEAWFDENYQLSLYQPLKEGYIRINYFRTDGNYDQ
KGLWIWGDVTDLTLGDWPNGIDFENQG YSEFKDL
SVTDKNGQTVAVT




DLVLDLTSNKVRVEGDENOENAGYTHRY GNDSFTTTMSWQLKDELYAYDGELGARVRQAGSVVDMTLWS P

SADSVAVVLYDKDDQSKVVGKLAMTKGDKGQWDLELNSQSGLGIADYRGYYYHYET T-
m

YLKELGVTHIQLLPVMSYYFVNELKNAERMSEYASSNSNYNWGYDPQSYFAFTGMY
STDPTDPMKRIEEFKNLVNEIHKQGMGVILDVVYNHTS SFGGGREG
FFEYMSRR VL VDS IKYLVDEFKVDGFRFDMMGDHDAEAIELAFTEAQKLNPNI IMLGEGWRTFTGDANQP
VQPADQDWMSSTDTVAVFSDEIRNTL QPGNFLADDPGDVIQ
YIAAHDNLTLFDIIAQSI KQFRHPDYKE
PVTEDKVPNKAHLLTNADGTPFDYPYYIHDSYDSSDAVNKFDWT OAFTKGLIALRK
STDAFRUGTREEVEORYSLISIPGONGIAKNDVVIAYQTIASNGDRYAVFVNADSKE
KE€0VLVDGERAGVEALSDLVGVELTDSSVVLAPLTATVI

ETVLPIAEEVRYDATLA GKRVLVYQDVLVDG
SLPITGDRQSDLALLGLGLAGLGLTVAAQGRTKKSEE

AOAOH3MXR4-Exoproteome

>tr |AOAOH3MXR4 |AOAOH3MXR4 STRS4 2',3'-cyclic-nucleotide 2'-
phosphodiesterase/3'-nucleotidase OS=Streptococcus suis (strain BM407)
0X=568814 GN=SSUBM407 1949 PE=3 SV=1
MNFRESKCAVALTLALLAASNPKLAQAEEILNTTPASSTEASQAVPVESDTTEEADNTESPVPATTEAEN
PSSSETAETSDPTSETTDTTTSEARTVTPAATETSQPVEGQTVDVRILATTDLHTNLVNYDYYQODKPVET
LGLAKTAVLIEEAKKENPNVVLVDNGDTIQGTPLGNYKSIVDPIEEGEQHPMYAALETLGFDVGTLGNHE
FNYGLAYLEKVIRTANMPLVNANVLDPTTKDFLYTPYTIVKKTEFTDTEGKKVTLNVGVTGIVPPQILNWD
KAYLEGKVIVRDAVEAVRDITIPTMRENGADIVLVLSHSGIGDDQYEVGEENVGYQIASLSGVDAVITGHS
HAEFPGTAEKPSFYAKYSGVDDTNGKINGTPVTMAGKYGDHLGVIDLNLVEFKDGKWTTTSSKAATIRKIDT
KSSVADGRIIDLAKEAHNETIKYVROQQVGETTAPINSFFALVQDDPSVQIVNNAQIWYAKQOLAGTSEAN
LPILSAAAPFKAGTRGDASAYTDIPAGPIATKNVADLYLYDNVVAILKVNGAQLKEWLEMSAGQENQVDL
SSTEPONLVNTDFRTYNEDVIDGVTYQYDITQPNKYDRDGKIVNETASRVRNLOYNGODVTADQEFIVVT
NNYRANGTFPGVREASINRLLNLENRQATINYITAEKVINPTADNNWTEFTDSIKGLDLRFLTADRAKSLV
TDOQECIVYLQASTASEGFGEFKEFVYTESKVVTPDEQQSDQGNTGODIVLESGQRITLPAVNPPAPAPQHK
LASPHSQASTKTLPATGEATSMLSLLGLTLIGEFVGAWTKKKEH

AOAOH3MXR4-Surfome

>tr |AOAOH3MXR4 |AOAOH3MXR4 STRS4 2',3'-cyclic-nucleotide 2'-
phosphodiesterase/3'-nucleotidase OS=Streptococcus suis (strain BM407)
0X=568814 GN=SSUBM407 1949 PE=3 SV=1
MNFRESKCAVALTLALLAASNPKLAQAEEILNTTPASSTEASQAVPVESDTTEEADNTESPVPATTEAEN
PSSSETAETSDPTSETTDTTTSEA

IVDPIEEGEQHPMYAALETLGEFDVGTLGNHE
TLNVGVTGIVPPQILNWD
NGADIVLVLSHSGIGDDQYEVGEENVGYQIASLSGVDAVITGHS

FNYGLAYLEKVI

QVGETTAPINSEFFALVQDDPSVQIVNNAQIWYA
NGAQLKEWLEMSAGQFNQVDL

LDLRFLTADRA

SSTEPONLVNTDF

ASINRLLNLEN

LPATGEATSMLSLLGLTLIGEFVGAWTKKKEH




AOAOH3MVO01-Exoproteome

>tr |AOAQOH3MVO1|AQAOH3MVO1l STRS4 Putative IgA-specific zinc
metalloproteinase OS=Streptococcus suis (strain BM407) 0X=568814
GN=zmpC PE=4 SV=1
MKRSLGEKRQRFGFRKMSVGLVSAAVTSLEFEFVSSVATAPTASAQSINYSYVTEQELTDGEKELIIRDLPG
LAQETDVNYYLIYRPATGTTSTPSTSTSQVLPNTGSVETELLVAGGVSLLLLAVRFGKKGKKELAGVILL
TATGASFFGPTSSALTSQILARYNHATETISAGQOALPAPAEIDGYVYVGYLKDSKAIEQTTSEEEKTAEFEFP
ASEGIRTETIVNKTEAIPFEIQTVENPQOQLSAGTERVVQEGODGERIVTIKQVHSKGQIISEEEISSTVTK
TAVPKIVEVGTKOATDDIVTEVPDTEPSYENSTNSLTEETVTHTEVFAFDVQEIYDVNLAEGSREVEQKG
ODGVRTIETRNYYADGVLIKSEQVSDVVTKEPVTEVVRVGTKTTDVIGSETIVITEELPFETTVTETEEL
YVGEEKFITEGKVGSKEVTTTYQTINGVSQPNPTVTEKVLEEPTTKEVLKGTKPIEGTEIETNQVEITFEFE
TEYVDDPTLLEGKTKVVTAGVNGSKTVTTTYQTIKGVROENSTVTEEITKQPVKQVIARGTKVEKVPQVI
ITDLVENDDAKSATISYKLTDETANFORAVALLYDNTGALVQEQTITDPNGQLTLENLDFYTDYTVKTKI
FYTMAEQEQSSEQEAILESMRKEDLVYKKIEIKDIDAVTIVYRRKNGSYIGOEFLEELPASTDELEFIKVTS
DRFKEVYLPVSSIEETTLNGKAVFKLVSSFDELVODKDAQYVANREFYIPKMATDANTYTSFKALLDAMK
ANPSGTFKLGAHLDASEVPVGDVASYVTNEFSGTLDGLNDGYAFSISNLKAPLEFNLGGKVONLDIKNASL
NTSSKNPLATIAINANGATITNVAVEASIKGPONVSGLVHSATNTTIKGVSFKGSIEVTGTNASLTGGIL
GNGTMASVGNAKVDATITLPGTENQVAGGIVGRTMLVYDVPGSVYNSYAAGSIVTTESAAIVGGIAGANQ
VTGAYAPHSGNVNNVVSDMTGTKSIIGQPANPTGKIKDGEFTTTSDSLTNVTVITDEEAQAKVEAMATIQAT
IDDSVPLNPNHYSVDYLTLDKAQADHETAYYNMEKILPEFYNKELLVYYGNKIATDDKLNKVRLLDVVPMK
DNAVVADVYAEKANINKIMLHYADGTVDYKTVSYLEDFKNNHVVEYTISGTDLIYTPESFLNDRSALVND
LVSSLSSVVLDSDAMKAVINYPTTLNADTQTGTAKDEYFGESYDQVMTNLESNVRKILVASLNGQGQASE
DYIKEKIINNKAAFVLGLTYLNRWYDINFGEMNTKDLTIFEPDFFGNDAASALDMILAIGNGGYDVLRAH
NNVTTFASIIGKONNQTKLEDMLEDYROQLFLPEMTNNEWEFKQTTKAYVVEGKSLIPEVAAKQETTDTYSK
YNVGAYSKIVNDTVSNPTWKYNHMLLPLLTLPQENIFIITNMNTIAIGSYEHYVDDYSTVENRDKVROMV
DLAAERQRDNADFWYKILDETNRDKLEFRSVLNNEGYVMYGKDGTKSYRNLTADVDAIQDEFYGPINKWYRE
HPSIKTAFADGSETYYITYDMLTDYGTALYTHEMVHNQODGDIYLKGYGRRIGQGMEVYAQGLLONVENVT
EMNLGENAVYNSDDANRVHVGDPVAREFNSEADEFNEYYHNQFDVLYLLDYLEGTNILAQSDANKKAWLRKI
ENYYVONNGVDTHAGNSARALTDAEVASLKSENDLIDOSIIVQORQYVNNPTNTSKKWDRNSYVSVPMEAA
NEFSALSNSNGSPGDIMFRRMAFELIAAKGYTDGEVPYASGOQLSDLAMEKGSIIYDTWNKKNTGLITDDHV
LEYVFQGOQYTSWTEFKKAMFTERLEKAATGQLKPEFTMOYELGVADSTKEVTITSFEQLONLMKEAMEADT
OANSLNLNNSRVHALKVKVYQALMNSTNDEFRTSIEN

AOAOH3MVO01-Surfome

>tr|AOAOH3MVO1l |AOAOH3MVO01l STRS4 Putative IgA-specific zinc
metalloproteinase OS=Stre§tococcus suis (strain BM407) 0X=568814
GN=zmpC PE=4 SV=1
MKRSLGEKRQRFGFRKMSVGLVSAAVTSLFFVSSVATAPTASAQSINYSYVTEQELTDGEKELIIRDLPG
LAQETDVNYYLIYRPATGTTSTPSTSTSQVLPNTGSVETELLVAGGVSLLLLAVRFGKKGKKELAGVILL
TATGASFFGPTSSALTSQILARYNHAIEISAGQALPAPAEIDGYVYVGYLKDSKATEQOTTSEEEKTARED
ASEGIRTETTVNKTEATPFEIQTVENPOLSAGTERVVOEGQDGERTVTTKQYHSKGQT ISEEETSSTVTK
EAVPKIVEVGTKQATDDIVTEVPDTEPSYENSTNSLTEETVTHTEVFAFDVQEIYDVNLAEGSREVEOKG
ODGVRT 1 = T RNV Y ADCVETKSEOVS DV IKEPVIEVVRVGTKT TDVIGSETIVITEELPFETTVIETEEL
YVGEEKFITEGKVGS KEVETIYOTINCVSOPNPIVIERY LEEPTTKEVLKGTKPIEGTEIETNQVEITEE
TEVYDDPTL L EGXTKVVTAGYNGSKTVI TTYQTTKGVROENS TVTEE TKQPVKQVI ARGTKVEKVEQVT
ETDEVENDDAKSA T 1S YKEFDETANEORAVALLYDNTGALVQEQTITDPNGOLTLENLDFYTDY TVKTRE
EYTVAROEOSSEOEATRESMRR DLV YKKIEIKDIDAVTVYRRKNGSY IGQEFLEELPASTDELFIKVTS
DRFKEVYLPVSS TEETTLNGKAY FKLVS SFDELVQDKDAQYVANREFY TPKMATDANTY TS FKALLDAUK
BANPSGTFKLGAHLDASEVPVGDVASYVTNFSGTLDGLNDGYAFSISNLKAPEEENBGERVONLDIKNASL
NTSSKNPLATIAINANGATITNVAVEASIKGPONVSCIVASATNTTIKG Y S r KESTEVICTNASETCCTH
ENCTMASVENARVDATITHPCTENOVAGEIVERTMLY Y DVPGSVYNSYAAGSIVTTESAAIVGGIAGANQ
VTGAYAPHSGNVNNVVSDMTG TRSTEGOPANPTGRIK DGFTTTSDSLTNVTVITDEEAQAKVEAMATQAT
IDDSVPLNPNHYSVDYLTLDKAQADHETAYYNMEKILPFYNKENEVYYCGNKIATDDRKENKVRELDVVPME
DNAVVADVYAERAN I NKIMBHYADETVDYRT VS Y LEDFKNNHVVEYTISGTDLIYTPESFLNDREAEVND
(LS SIS DS P LE LI DO f D PG S DO I L Sl LS LIV C0 R ]




DYTRERT 1 NNKAARVECETY ENRWY DINEGEMNTR DL T I FEPDFFGNDAASALDMILAIGNGGY DVLRAH
NNVETEASTINGHD o KRN DYRONREPEMINNE D T TREYIVEGKS . 175y AAKQETTDTYSK
NV CAYSKIVNDTVSNPTWKY N HMLLPLLTLPQENIFIITNMNT IAIGSYEHYVDDY STVENRDK VRONMY
DEARERORDNADE KD INRDKUERSVONNEGYVMNGRIDG T S Y RNLTADY DATODF Y GP TNKWYRE

HPSIKTAFADGSETYYITYDMLTDYGTALYTHEMVHNQDGDIYLKGYGRRIGQGMEVYAQGLLONVENVT
EMNLGEFNAVYNSDDANRVAVEDPVAREN SEADFNEYYHNQFDVLYLLDY LEGTNILAQS DANKKAWLREE

ENYYVONNGVDTHAGNSARALTDAEVASLKS FNDLTDQST IVQRQYVNNPTNTSKKCRNS 1Y 5V ZMFR L
NFSALSNSNGSPGDIMFRRMAFEDIAARGY TDCEVPYASCONSDEAMERGS I I Y DTWNKKNTGLITDDHV
LEYVFQGQYTSWTEFKKAMFTERLEKAATGQLKPFTMQYELGVADS TREVIT TS FEONONEMKEAMEADT
QANSLNLNNSRVE | </KVYQALMNSTNDERTS "




