Dataset S6. WOVitB Segment 2 ORF protein sequences
The amino acid sequences of the open reading frames in WOVitB Segment 2.

>WOVitB_segment2_Vbgp26_phage_related_protein_translation 

MSILTQSGRAAIAASIKEQSLHLAWGSGDTSWESSHQVEKVFIEGEIALDYHTIKDVRVFTGQTVYQSSIDYIVESSSGIIKRTENSSIPASDKVTIEYIQSTPPEPINSIKLLNELGRRTADEVLFCTGDENGELITPSGRFKPSNVPTNNLFLKFTFDFTDAANQVIRELGVMVGTQVKKKAPPGQRYFEPKDVEDPGILLVLEHTVPLIRTAATRETFSFVVTF*

>WOVitB_segment2_Vbgp27_putative_virulence_protein_VrlC.1_translation 

MTLNSYYNRFNPDKEYEKSLFLAGRGLQSAELNETQEYALSKLKGIGDAIFRDGDVITGSNCIIDRETGKVTLESGKIYLRGAVRKVEKEEFVIPLSTTVRIGVYYVESTITELEDENLRDPAIGTRNYQEVGAARLKISTIWGYQAEGLSPRFSEGEFYPIYNIENGVLIEHSPPPQANIVTTALARYDKEANGSYVVNGLEVMFLQKEEGEGGKKIFVINEGKAHVDGYEIELPHSIRISFDEDPDIKSVESEPHTFQPNSQRVMELKVNDFPISEIKKVDITIQKTITITHGSYSGAIDPIPDSAVLEIIQAKQGNVIYENSVDYKLNAGNVDWSLPGKEPAPGSSYQITYRCRTHVSPEDISEEGCKVKGAVDNSLVLIDYTWKMPRFDLITIDSKGVVRRIKGIAHPWRPSMPRAPSGQLLLCYIHQTWKNGEGVKIVNNAIHAVPMNELEAMKKGINDLYALVAEERLRSDANSREPTTKKGVFVDSFFDDDMRDQGISQSAAIVNKELILPIDVTIADIDGGEKTYLLPYELEPVLEQLLQTKGEKINPYQAFDPVPAQITLNKNIDHWTEVTTNWKSPVTRVFNVKETTELLSSTSYEAEFMREAVQDFEIEGFEPNERLKEIKFDGMSIQPTA*

>WOVitB_segment2_Vbgp28_putative_virulence_protein_VrlC.2_translation 

MLTANNQGKLKGKIKIPANIPAGTKLVQFYGDKGSYGETTYTGKKTITIEERRRVIAARRVDPLAQTFTLNESRHIGGVELWFINKGKKRVVVQTRETAVGMPSQTVIAESYIEPKDIKVDGTATRITWSPVFCHAGQEYAIVLLTDDADTAVKIAELGKYDSVNSRWVTSQPYQVGVLLSSSNASTWTPHQNLDLTFRLLAAKFSELFHLFNLGKVNANNVSDLIVLTNVEKVAFDTNVEFILTDEEGRENFLSDNLPLALRERLSGELTVKASLKGGQEKSPVLYPGLQLVMGNLSESGDYVTRSITAGSNTKVTITYDALIPGTADVKSYVEQSAKGGEKWQLVNLTSGKPIGENWVERTHVLSNFNGNETRIKLVLSGTVIYRPKVKNLRVIIT*

>WOVitB_segment2_Vbgp29_phage_related_protein_translation 

MPNNQSKRGYTLPHPENIAVEDVVRIRRAIEKIDEDITEREDKHNQLKNNFKRFRFETFLNFWE*

>WOVitB_segment2_Vbgp30_phage_related_protein_translation 

MKEAIYQRIKDLAATSTPDQLAYLAKSLELIADKKAIANVVQMTEVKGIIDTLQKRLKDLAVNSTPDQLAYLAKALESIVDKSAVSEIVQMTDRKLKELLDSARKHLTDLDNKKASSLAVISESEKQLLKRIDEKGTTNLSLLDTRKNANIAAINSVGNDHKDGLKGLVNNFRTVNDVPSGSSIMKEVRNRHMIEPGALPFLFGVLSRKNNYFGHGTFTTELGQWSSDITKTDYMLQLLAGTHTYDTSYVSFYRPRQLCFLEGSKGTFIYGESYPRFMYDGFSEQFNMLKYPYAALGVIFVKNTSNVDISKTINFVGSAMWYKDEVNYGGAGLFIGTPDRTNTRKSEISRITWTRIYQHEISSSEFIGLGNIIIPAGKTVTVLLYTSSNLHSEGERVGETPEFFASEHAYSTIYGQFIQWGIYNFRSNFLTTGLEVDVERTLRAWQCPGLDATYKLWH*

>WOVitB_segment2_Vbgp31_tail_sheath_translation 

MTEQFLHGVNVIEVTSGTRSVRTAKSSVIGVIGTAPEADEQKFPLNKPVLIAGSLKEAVKLGKKGTLFSAVNGVFSQIGATVVVIRVKESENSDSKLKESETIQNIIGGVDKETGEYQGIEAFLSSESIVHIAPRILIAPQFTHQLPEDGKNSVVSALIPIAEKLRAIIVADGPNTNDEEAIKWRKSVGSSRVYIIDPWVKVLIEEEILPASPFVAGLIAKVDSEQGFWHSPSNKEINGIVGTSRPIDFTLGNTNCRANHLNENEVTTIIHQNGYRLWGNRTCSNDSKWAFLSVRRTADLINDSLLRAHLWAVDRNITKTYIDDVIEGVNSYLAHLKAQGAIISGKCYATPELNTPANIASGKVFFDFEFTPPYPAEQITFRSHLVSGTIL*

>WOVitB_segment2_Vbgp32_tail_tube_translation 

MLPKILKNFNVFVDGRGYAGKIDEITLPKLTIKTEEYRAGGMDIPVNIDMGMEKLEADFTFSEYDTELFRLFGLINGNSVSLTLRGGLQGSGNNDIEGVIINLRGIFKEFDFGSWKPAEKATLKCTVAAHYYKLTISGNELIEIDAENMMRKINGVDQMALLQTILGI*

>WOVitB_segment2_Vbgp33_hypothetical_protein_translation 

MALSKFLDPKNDIAFRRIFGTEKNKDILIHFLNDILNFTGKNAIQDIEFLSTIQDPEIASKKQSIVDVLCRDSTGVQWIIEMQVAKTKGFEKRAQYYAAKAYSRQADKGDQYHDLKEIIFIAIADCILFPDKSEYRSKHTIRDEDTNEHDLKDFYFVFIELPKFPKTKEDQLSNIVEKWVYFFKYADETGEEELERIIGSDVIIKKAYEELNRFNWSEKEFIAYEQEVKRIRDEQAALAQKLDDAKKEGKIEGKIEGKIEVAKAMLTNNVDISTIVKCTGLSVDEVQELIQVEEK*

>WOVitB_segment2_Vbgp34_phage_related_protein_translation 

MQAITLNNPITVDGISVSELTVRRPKVRDYLAIERLNGSDLSKEVTLTANLTSVAKEAIEELDIADYVKIQEVLKDFFSPIIQKT*

>WOVitB_segment2_Vbgp35_phage_related_protein_translation 

MFSSVVGGGVEQILDMEINEFILWHEVARKVQCQRYL*

>WOVitB_segment2_Vbgp36_tail_tape_measure_translation 

MSTLSIKIGAVLDGSFSTVIKGSSSQLSNLGENIRKLDSSLKSVSKFKQLGSDVLTSRRSWKGFEDQVKSLAKQMKAVEKPSKTLKAEFDKAKFSATKAKEAYLKKRDALHSFNEEARKSGRNVQSLIKDQHKLGASVSMLKSRYSKLSTAIKDRDMFLGRKAYFKSQMVETAALALGFATPIKVAIDFESAMADVKKVVRFAKDEAAHNQGAVEFGQILKELSRTIPLSAAELAQIAASGGQLGVPKEDLIGFTTTVAKMSTAFDMSAEEAGDSIAKLANIYGIKVADMERAGNIINHLSDNSAAKAGDMVKALAVVGGSAKQFGLDIKETSSLVNAFISLGKQPAKAATAINALLSKLQTAEGQGKEFKAALEDMGIAAEEMVQRIGENSQDALLYFFETLEKVDKQERSQILLNLFGQEYQDDIALLVGSLKNYKDAINHLADEKKFEKSMQEEFNNRAATTANNLRLLRNAIAEVGMNLGCNSLDLI*

>WOVitB_segment2_Vbgp37_ISSod13_tnpase_translation 

VSDMNTTQEKILKPKLGLLELAKQLGNVSQACKVMGYSRDTFYRFKELYETGGEEALHEISKSKPLYANRVSEDIEKAVVEIAIEFPAYGQERAANELKKRGILISASGIRSVWQRNDLENFKKRLKALEAKVAQDGIILTEEQITALEKAKEEKEAHGEIETEHPGYLGSQDSYYVGNIKGIGRIYQQTFVDTYSRVAFAKLYTERTAITAADLLNDRVVPFFDEQKVSLLRVLTDRGTEYCGRPENHAYQLYLGVE?IDHSRTKAR??QTNGICER?HR?M?D??YNIIFRKKIYTSLAELQLDVDHWVHSYNRSRPHSGKYCYGKTPMQTFFDSMHIAYQKNIDSIKQDADFGFDFVNSSVS*

>WOVitB_segment2_Vbfl1_putative_transcriptional_regulator_translation 

MFASVGKTAFRGFIYDNSEHIGSVNYELG?KIEGCRIVQGYTQAKLASKIGLTHKEIHNFELGCKAITIKESYIIAGALSVNVVDLLPGPTVLRENGWYEDEDKEIVYLTKIHREIKDQELRKKLYPLVRFVYISEKISQEEAKIEVARNLVKEGVSVDIISQVTRLSTYE???IEKEICTDSILYKVGKRIKEQRLIREYTQEDLANKIGSTPKEIHDYERGYTDIPICNSLDLI*

>WOVitB_segment2_Vbfl2_putative_transcriptional_regulator_translation 

MVLCMEKSLDYEVGQKVKNWRLERGYTQKDLAEKVGVKYWAIL?YE?GNRKIPIKKLYAIAEALSVNVKGLVCGETLPNEKRYFEDE?ILNLVKGYKDKELSEVFYLLTKFIRLSEERSRKAVKMEVARGLMKVGVSAHVISRTTNLSIGEYEENKIPVPYKVGQRIKEWRLIRGYTQKDLANKVGITNQGIYEYEQGRSAVSLEMLDEIAKVLSISIIDLLPESDEDSEAEEKLSKLIEEYKKIESRELRNVLIKSLLEGIHVCREKVREAKKIEVARNLVKEGISVDIILQTTGLSNYMIEKFL*

>WOVitB_segment2_Vbfl3_hypothetical_protein_translation 

MIKKEVLT?LNIDLDRLSKGEVLNAIVGIGRT??FVSKINKAKKPEEIAPFPGREVRENKINYGKGFDYVYGTKPVSDQEDKNPFASALKKIKPSAEKLSWFKSAVVRAKSPNELHKVVDEALAAGARLNACNDGEWSFAEYVILGTHFHKFDKADRKKLIRKLMLNGAEFHDTLLENKLIGEIYNELQPEVQPQIDERLEELEKAGESAVQEGELIDVEIDNTTSYIEFSGDSKVEVAKILEAKRELGSNILKIGNDAVEVKSEKGGIRNYIDMSDESSIILEFPTSIGKLNIILYHDVKKYDQVQVRVENKEMWSKLQERGEEIGKNCLFGGVKLQEAVEKGNFTRCGIWNEKYAIKEVSNNEVLSPWVNRIRAGSKETFREL*

>WOVitB_segment2_Vbfl4_putative_DNA_repair_protein_radC_translation 

MNNKKDRREEIEFRALESNGKALLDREVIETFLSAVHDREEARIIARKLIDNFGIGGVLGQEIDDLKTIEGITDSTVAVILCLKEAAKRVPREELKKGPVMDNLETIVKYLRVSIGYSEEEKMKIIYFDQKCRLKGEEVFTGTVDKVPFYIREVTRKALIRKATSIIISHNHPEGRLKPSDEDEAVTKDLAKACQTIGIRLMDHIIITSVGYFSFKEQGLL*

>WOVitB_segment2_Vbfl5_putative_transcriptional_regulator_translation 

VKKENKCSNFLDYKVIGQEVRNRRLAKGYTQKDLAKKIDTTYQVILQYEKGTRRISIKKLYELAEALSTTARDLACGQEVSNEERYEEEEILNLVRRHKEIKDQELRETFYLLTKFIRISEEESGKAVKVEVAKGLVKEGVSAHVISQTTSLSIDEYDNDEKKISIPYKVGQRIKEWRLRRGYTQEDLASKVGIINQRIYEYEQGRAGVSLEMLDEIAKVLSISITDLLPETTENENSEVELSRLIEEYKKIKSQELRHVLIKSLFESIQVCKEKVKRVEKMKIAKNLVKEGISINIILKTVGISLDEIQQI*

>WOVitB_segment2_Vbfl6_MutL_translation 

MAIILLDTKTINRIAAGEVIERPASVVKELVENAIDAGSSEIEIKIESGGRNLITVTDDGNGIEKDDLELAFMRHATSKLSDSELIEIKHLGFRGEALPSIAAVSRMKLSSKASGAKEAWSIRYEGGEKIREITPCSLLQGTYIEVRDLFFATPNRLKFLKTERAETQSIVDIVNNLAMINYSIGFTLTSGNKKLLKYVKQTSLFNRLCEIEEEFQSNSLEVKEEEEGIKLKGHICKPNVNRGNSTQIYTFVNGRPIKDNLLVGAIRYAYHDFIPNNRYPFAVLHLEIPYDQVDVNVHPNKSEVRFQNKRLIYEIVRRGIIKTLSTRFAAGDQGIEEELIFNDSKSQEQVDSQEKKDQKEFYEKRPSLLENRLMKEFNAPDERRQSLPETFKYGESPPQKGTMVLERKQIDLVEDHPLGYARCQVHNTYIIAESGDRLIIVDQHAAYERLIYECLKQKSSIKRQKLLPETVEIKNQAGMGMVKTYKDELFEMGFDIEIQSEDKVTIKEIPAILGTIDIKEMLVDIVDKLMEMEDTLPIEDKVNKISATIACHGAGRKMKLEEMNEILRQIEKTPYSGHERPTYIEMKLSDIEKLFERR*

>WOVitB_segment2_Vbfl7_ankyrin_repeat_protein_translation 

MFTNRISNNLDQLQFFVEFLNENYETQKHLSLTPLHLAAGNGQLDLVNTLLGEGLDINSEIKYDGFTPLYFAIAKNRLEMVNFLIAHGADVNHKTILGFTPLSFASQQGYLDIVNTLIANGADLSTKTDKLNTPLHLAAENGHLDIVNVFIENGLDVNAVNNDRARPLHSAVQNGNLEVVKALISQGSDINAGSSGIGNRKVDANITPLHLGTQTGRLDIVKVLLEAGANVNAKTDDKITPLHLASQNGFLELVDILLKAKSNVNAKDYENLTPLHLAAERNHFGVVKSLLLVRGIDVNAKDHDNSTALHIGSQNGHLEVVKLLIEKKANVNAKKNEGFTPLHLAMQQSHFEVSDFLIKNGANINTVDDQNWTPLHNAAYNGFSLKIVESLIAKGANINAKMDDGRRALHLAAEHNHLEIMNFLIENGADINALDNRSWTPLHCAAYDGNLEVAKSLLEKGADINAKTVKSTTPLHFAVDHDHLEVVELLLEKEADINALDHTNWTPLHFAAEKGYDQIAAILLKHGADVNVKENQNKGTALHLAAQYGHPKVVKTLIISGADVNAKMDKNATPLHLGAQIGNLDIVRSLLMSGAYFNARAEGGRYVLPLHFAERRGNPEVIKLLKLVEKLFKAIEDNNYLGIESSIRDGAIIDSKNVDGRTPLHYAVNNGHIKVVNILLANGADATKVTNKGNTPLHTAASKGHKEIIEALLQRVSHNKLSDFINAKTIVKGTTSLHVATENSFFEAVKSLLKHGAIYNIKNKEGK?PLDLSRDQNITNLLKLVEELFEDAKNGNVEIISKLKAIKPDECVAVTNARDDQGKSLVQVAVINKHSNLASRLLEILKSPNQSLQDVSVENRVKSLKL*

>WOVitB_segment2_Vbfl8_ankyrin_repeat_protein_translation 

MLNNNINKELEKAVY?RNLEKVKALLSAGANANLRVERNRDTLLHTTSSIEITKELLLGGAEVNARNMYSETPLHSAITLGKELELVRELLKHGADVNATNRKGNTALNHAVKKSGKNLGVVKELLEYGADINIRNRERRLYDNCSTSLDNAVSDLACAKLLIKFTLVRNFNKDYGKIIDLSPYKGCSNYSKLSSYLDDCVCEILQMKTDEIKDSLPLYEFVTNNFNIHVLWNNQLSVRLAKIDYSIRYPIYNDIILDKVKPFLERADLLNKLSKIQFYTKLDVADQDAKEKKIILDHDSTYNITEYLSNDNLLNFIVAFDDSNKRTFQSLSFLNNLVEPSTRLYETSISNDTKRARLE*

>WOVitB_segment2_Vbfl9_ankyrin_repeat_protein_translation 

MHVSKQQTSFYQEDKQFLSRSYTSKEEFIREYKKLYCRKAKAKELYLLILTELEEAISGGKVDSLKKLSNFIDYISDAEDQVTLRDYYDNANNPVKSTNLVILACKHNKVKILEYLLGSNSKILSNLSVGIRETTILPDDEDETCHNAFYYAIRSGNVELLDTLINKWPGNYFAVHFRELDEILSRAYEELKLKNVLLSEEIEIFVENKLINLRFFSSASGQNQNVKSYLNNIRERIELVLQNVSLLKAEYSNTEKVDEKFLFIAKFIAQNIHILKRQLKSTYDRLPWEEMEFCLVSFIFSHTKRQEINLFYHTVLNKSKILNYLENFVKKLETEKDIIEGVNIGKIADLPKLKREKVVAEIISNYPQFEELYNDYQQIRDIHSLEKISDYIKLALSANPKEREGQLIITRVLQVIGEYLKNTLESPKLSSTTSELLLLSLPKNTREVIIDLRNSLSHAYSLSRRTEIEENTDVNFFIGVQNDTKKVGDVITSILYDNKIKTVRILLKKIINSENLDEIKEVTKAFSNAKLDEITSGNFVTMEHEKLKKLIAELSN???????HEQELFNKI?NIINCAGTQSENIRTDYIT?FALLKSLSIGFSDNKIDHNVIRGMKFRANKTLENIVPRIESHSLKEIAELSKKISHSVKSRIQEDNLDEVNRLTCEIFYIAEFGTGDIKWIEELR?KLNEKGSFIPAYKQKKTYNITEEKYNNQLALKLSELKSILRNNALSGKLIEKLPSYKSNKKLQAVVEMLVLDIMSILGSSKNYLENNLLFLDENTPLLTGKCLRNHLAHDNALVDVLLSDPSIAVILNAKKLTSENIMKSKKKVGKLVRDDPSKLKDKYDQGLITITNQERMFVALEEGNLEDLKSYLKKGADINARSINLWTTLHFAAKGPSLEI?KFVLNQNLDVNVKDINGQSPLHIAAA?GRKNIVKFFVGEAGLYVDDADNHGKT?LHIAAQNGHKDTVEVLLKNKASTVTQDMSGLSPLYYAIRNNHVNVAKVLLEKDTNVDINEAMGGFTPLHEAAESGHLELVNFLLQNKADVNARNDRDWTPLHAAAFNGHLEIVNALILKGANVNASVINGCTPLHYAIENGHEKIANILLKHGAHVNVVDKTYNNTPLHYAAKDGHEKIVKALLTNKANASIATVEGITPLHFAVQSGHLKIVVALLEHGVNIRAKDKNNATPLHYAAESGHKAVAELLIKNGVEINDKANNNLTPLHVAALKG?KDIIELLIRNKAEVRAQDIKGSTPLHAAAMNGSKDVIDLLIKNKAEVDARTNDGMTPLHSAALNGRGDAVVFLIKNKAEVNAKANYGLTPLHAAVVEDHKDVVNLLIKNKAKVNAEGIAGSTPLHVAVEAGHKEIVEILVANGANVNVKSNNLTPLLSAIK?NHKEIVEVL??NGASVNVEGGEPLLLAVLAGYRDIVEILLRNKAYVNTKGPENTTLLHLAAKRGHKEIVNALITKGANVDAMTINGTTPLYLAAQEGHGEIAETLIANRADVNIVNVEGAPLHIAAGHGHDNVVEVLLSNGAKTNVKDNKSRTSLELAVSHGHLQVVKMLLQYKKVDMNAKGNDDWTILHIASQESNLEMVKCLVDEGSNINAKNASGSKPIHIAAREGYKDTVEFFLSKGLSINELGTANQTLLHYAAMKGRLEVVKYLIAQGADVNAKDTNGLTPMHIAANFGYKDVIEVLLKNGAVYNAVDKLCRRPLEMTNDKDVINLLASTEKLFEAVKRNSSSEVENYIKAGAFVNAKNADSVTPLYYAAWKGYDGVVNILLQNKANPNVVGNKGFTPLHYAAKFSHLKVVKALLSNGAVYNAVSDSGKTPSDFTVDKSITSLFKLVSESFKKVKDGNAQVINDLNKIKDIDTVKAVMSARNRENKTLVVAAVHSNFSKVEQLKQISQSDVSAQIDTALVLLNQGNYQKALSIFRSAFERRKEILGPDNPGTLDIQTYIAKVLYKQGIYQEALNMLEEIFQKQKEMLGLNDKDTLSTRSTIALVLHRQGKDEEAFNIYQEVYQRQKEILGSNHSDTLNTQFHMALVLDKQGKYEEALNINRAVFEKRKETLGTHDLATVSAKNNIAMVLANQGKYEESLKIYKEVFEKKKIILGINHADTLRTLHNIAGVLFNQNKYHEALKAFQEVLNIQKKALQQNHPETLNTQYNIANVLFAQGKWISALKVYRESFDQRKAVFGPSHPSVLDILKKIEMINFRFKLEGSEASEVLQHLQKDINIAASKGDIRTVQRLLKDGADANDKDIDGRTPLHYAVSNGHIDIVNILLTNGANVSQVTNKGNTPLHTATSKCYKEIVEVLLQHISRDKLNDFVNAKTTSSGTTSLHVAAKGGSLEVVKSLLKHGAIYKIENKEGKIPIDLSKDQRVTNLLKLIEELFRDIKNGNVESISKLRAVKPDEFLAITNARNNQGNTLLQVAIANGHKNVAGKLLEMLKKPDQNLQDVNIGSGVKSLKL*

>WOVitB_segment2_Vbfl10_ankyrin_repeat_protein_translation 

MLGNDNTSYSLIYAVREGRLERARELINSFGLSYSQAWSEGYVLLRDAIENKHTAVTKLLLTNGSKVNSKNKKPSNTPLHFAAINGDIEIVKMLLDRGANIDAKNQYGRTPLHNAIENKKMEITELLLNRGANINVRSNDGITPLHIAAEREYLQIVEYLLKYGAYVNCVCTSTWKKGYAPLHFAVEKGSKEVITLLLSRGANVDVKGEDSITPLHIAAKKGYMHIAEDLLNHGACTHSFTLKEGYTPLHFASELGNEEAVKLFLNKGADINASTNSNLTPLHIATKTGRKTVVKLLLQHGAKVDNQDKDGKTTLHLAVEKGYLMIVEDVLKYCPDINHQSNRSSLKIAVHGYGEEYKKIVEALLEYGLIVNPEDANNPKLLHAAVEKGYLKIIEDLLKYGADVNTLYNSTFKEGFTPLHSAAKNKQEEVAKLLISYEADINAQDKTGKTPIFYAIENADLKITKLLLTNRANIKDSPDLLNIAVKKKCIEIVEALLQHDTDINASDKYGRTALHFTALSESEGFFGFLTNEDPDINIKGEIAKLLLSKGANINAQTKNGITTLHAAAQKGYTKVVEALLEYNADVNSTVKSDITPLHLSAQQGNEVISKMLLNKGANANAKQKDGITALHIATQKGHKEVVKVLLECGAKVGSKIKSDITPLHLAAQKGYQEIIETILKFGADINSRDEYGRTALHIASKEGHEEVVTTLLEYGSDINITSRNNHTPLDSAMVGIRSFYSQLNNYDSDDDGYYDRDRGVCSCEVTAEALKRHIVKMKTANLYVSEKNLLSMSISGEISGFQDECEEEIARMKSEKINNPNISFYGILAKGTSSLAIYMRDENIVQVLKSDDYKTKFPIYASMIESHFRKGMERKELLEQGNKIFHFLFNNFPELPYDCTEKIFSYLSNEDLRILIDACKPLSISNPNTNINNVVITSSTSQVQYV*

>WOVitB_segment2_Vbfl11_Hsp20_heat_shock_protien_translation 

MSNIVHSNKNNNCDNFSVRGLQRAVDNIFDSFFTGWDSELSRRGSSLLPAYDFYETKESYCLSLELPGISKESIDISISGDSLIVKGEKTCNNESKDKQFYHRERYYGSFYRSIQLPVNVEQDKVSANFSDGVLHVTIPKSEKHIKRIDVK*

>WOVitB_segment2_Vbfl12_hypothetical_protein_translation 

MSEANPIVTLKAKIKEFGFSELKASESNKSANSGETMYFDFPRMNFVINGKIIDTVLTSALMEGAQYRKSNLFNSYDIYSTETAREKQREIDTDYGRAFVDSVLKDLEKELAHNALCELWKSHCKNSEIPDYQKTTSYGKDFERFYNAGRGHLHLLLKVGDENKNYRPFVKEVFKEMFQYAESSVPNDPILEEIITNCNQAGYEFAVSIPILESSLLEYGLKGEYSKNKTMCIDCADPISTKVKSDMLVFVTKFDNPGEKICDLSTSLEFVLESQDGKDGVTYKDGKLLLTIPKELKNYKGESRNLFDVIKEYFQKFCEKLGFKFEIKTQKIEHDLDDLLKVNSHLESLRPPICSNNYALGH*

