Epitope prediction

Highlights in yellow depict epitope regions predicted by the Bepipred 2.0 tool.
Highlights in red fonts show epitope regions predicted by the ABCpred tool (shown only
score = 0.8). Epitope regions predicted by the SVMTriP tool are shown in bold and
underline (shown only recommended sequences).

Bepipred 2.0
http://tools.iedb.org/bcell/

ABCpred (score 2 0.8)
https://webs.iiitd.edu.in/raghava/abcpred/ABC submission.html

SVMTriP (Only flag = highest score and recommended)
http://sysbio.unl.edu/SVMTriP/prediction.php



http://tools.iedb.org/bcell/
https://webs.iiitd.edu.in/raghava/abcpred/ABC_submission.html
http://sysbio.unl.edu/SVMTriP/prediction.php

P3 TmHam13

>XP 002149306.1 conserved hypothetical protein [Talaromyces marneffei ATCC
18224]
MGAKKSAVNRPMNAQORDADISTKLOQIYGIYSAFANGKLPSNKQCDVALNSATIKSKWLSSPPKELSEDGR
TLVKDLRDVIDKTKLLFLTKNEGELIQEFIWDAQQITGEEFQRITGPVSKESARGDADQAAEGEFKTLGTL
LITNGEFRKLLSDAVTLLRDIAGDTASKAASKLRPDEDALAQIDOPAEENVWHDKPDLNKESLKAQFKEQ
TDRFKPASKODVOEAANAATTAATGGQOQODASVSQIDARAGVNAAKETLOORAEONVAPEDRDQVRQVTEQ
AQAVSSEYNRRIKDFLASKMPKERREQIVWRLKKMIVEIQGHSDYQQATIETLLSLAESYAGHGRDISSOG
TTATKGARETTITHKAETNLRILIERFANSTSTDDFEDSLNTIYRDADOQDPRLKEWERGVDTY IRKCLRE
OGFIMODEANDOWNKLYDEGREFLLRDRYRSHTDRIADEAKFLATQFDEDPONRAFRQSLERLFKDLGQDQ
YGKPTFKPHLIKDITNVIVPEIFENASYIPIPRIEVSDPAVDMVIENLIIESDNLMPNVLEEFGTDNYWRW
GRKKISSFDDHKVMISASGIQADLRDVSYYFKKKQOGFPSLTDIGVMDILLGGSGFGFKIAASKAQKNDHN
AVFKLDSVKVNVKNLTIKLKKSKHKMLEFSIFRPMLLNVVRPVLEKVLEAQIREAFQKADAFAYQVQTEAQ
RAQETMREDPENAKNIFARYADATRHVITEKKKQAEATAERGTKVHMAMTHODAMEFKDIKLPGGVTNKAT
EFKELSAKGDRWOSPVENWGGASPTSNEPKASAVSRKPHTAAESHLOEKSTDGVNGVGASAVNGLHGVST
TGATARGSSGKAMLPTNGVTNGOSATNGTFQKEVERAFDANGTTLPTLGGV
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P6 TmMonl

>XP 002144612.1 conserved hypothetical protein [Talaromyces marneffei ATCC
18224]
METANDAPSTTLEGOHEADAQNSRTQOPOQSPDSQEDDAEEVRPPLPPRPETIDLLNEGIAFRTSTARPN
LOSHATTALSLTDITGQTNADGRDGEFVAGFGRTLLGRGLRAKASLSQLNSARGSEAGDTASVLSFAPNSE
EGODESLFGEFANETNAQDISGNIEVLGYDEYPODGNEYEFVEEFEPIGELDEDGONEESLLOKWKEKRK
HYLILSAAGKPIYTRHGDSGLVSGYIGIIQTIISFYQODADDTLRSEFSAGDTKIVILSKTPLYLVAISRLL
ESESHLRLQLDALYMQILSTLTLPALNHLFSIRPSTDLKRPLOGTETLLSSLADSFTKGSPTTLLSALEC
LKLRKAHRQVINNILLRNRAEKLLYGLVAAGGRLVSVVRPKKHSLHPGDLOLLFNMIFEADGVKAGGGES
WIPVCLPGEFNSSGYLYMYVSFIDLNDESGGVIMNDDTPKDESVAIVLISADKESFFQLOEMRNKLVGQOMR
KSGSLNIMKESIKKGRPSPTDIVPDTVLRHFLYKSKAHVQFVMSAYAPDETSLTRHRRLISTYNSLHESV
HARNTHVKIHYGTSKSASVFAWVTPIFELYCVAGPDATRTPISQGANKIROWVOKEEERLFIIGGAVSST
FHDLKDKRCSNML
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P7 TmFusl

>XP 002146157.1 SH3 domain protein [Talaromyces marneffei ATCC 18224]
MSHAHFHRHERRNEFISDVEDFFGVNYAKGPOSTVTETASIVYVTASPTFTGPIGGYITGTDTASPADPTT
TAGKGAPVAQSSTKTTAASSKSDTSTTTKAPAPTTHTTSTLSTTSTSLSDLLTTLSDPPATTFLTSSSTO
SASSTSTDTALDQLSSSPTASPTTSAAASTSNGLTGGAKAGIAIGVLFGVGLIAGLILFWLHKQKKNREE
AAAAAAAAENEKFTPSQPPPMTSAQSPQOSMAAYSSAPSTPATAPQVSLRPITOQFNPLLSQPGGANPYAAG
AVGAAVGGAAAAAGGLQVNRSAERPYSGSAHVPPOSPRODPFTDPVNPEDNGAQTASPPMPPAKDASSPV
RDLTPSPTGSAHNLASPIAEEPSAGSVEAAAAGAVAGAAVGAAAVAAAAAKSDDKPAESRTPSPEYVENA
GSRPQSPVVGGAGAPVSNVHRVOMDFTPSLADEMELRAGQLVRLLKSYDDGWTQCSSMDGSVQGIAPRTC
LSARPLOPRRSPGPNGPGGPRGPPIMAPNGRPMSPAGGRMGPPPOMKGAPPREFYNDGRPMTPTGSGMPQF
PPPPGTPRAMSPGPGRGVDVPRPLTPGGSRPASPAGGRSRSNSASVAQMGGRPAMHRGSQSPLAPPTGPL
PGPPMQPVQSPTAAPAAPAPOVONDARPEPAIERKPVPGQQ

>>Cannot be identified by Bepipred 2.0
>> Below threshold by Beipred 3.0



P9 Fbp

>XP 002151273.1 fructose-1, 6-bisphosphatase Fbpl, putative [Talaromyces
marneffei ATCC 18224]
MAANGNGGSGVGQENINTDIITLTRFLTEEQLRVPEATGDFTLLCHALQFAFKSIAYYIRRASLINLTGL
AGSSNITGDDQKKLDVIGNDVFIAAMRGSGKVRLLVSEEEEEATITFDEHPNARYAVVCDPIDGSSNLDAG
VSVGTIFGIFRLPDEILGPNKTVSAKDILRDGTELVASGFTMYGASAQLVITMRGGSVNGFTMENSLGEF
ILTHPKMQLPTKRAIYSVNEGNSMYWDDWVKDYFHSLKYPAEGDKPYSARYIGSMVADAYRTLLYGGIFA
YPADKKSPKGKLRILYECAPMAMVFENAGGLAINSHGERLLTVLPEHIHDRSGVFLGSKDEVOKAIDVYN
KHHKK
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P10 RPL20A

>XP 002150233.1 60S ribosomal protein L20 [Talaromyces marneffei ATCC 18224]
MGRLNEYQVIGRHLPTEANPTPKLYRMRIFAPNTVVAKSRFWYFLTKLKKVKKANGEIVSLNVISEKRPT
KVKNFGIWLRYDSRSGTHNMYKEFRELSRTDAVDSLYQDMAARHRARFGSIHILRVIEIEDNESIRRPYI
KOLLTKGLKFPLPHRVPAQSSKKVFAYKRPSTFA
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P11 Pho88

>XP 002151103.1 phosphate transporter (Pho88), putative [Talaromyces
marneffei ATCC 18224]
MAAQVTNLVIILGMMQVSKRIPFENPDVLLGVRALYIVSNVLILGIYLYVQSKISKKKDLTTLKYVEPAP
MGSGEEPRPVTTTVMEYDKQOLRQLMRSQLMGVGMMAVMHLYFKYTNPLLIQSILPVKSALESNLVKIHV
LGKPATGDLORPFKAAAGFMGMGQGE IKSDKASIENAEKNWRGGVKEE
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P12 Marvel

>XP 002152818.1 conserved hypothetical protein [Talaromyces marneffei ATCC
18224]
MAMLSSSLSRPILLGIRTMQWASSVIALGIYAYFVHHQRSGTNPIFNLVISVLSVVEFFIPAFVSPFMTVL
SKWVALIDMVFESYLWLTAFVLAAQSYNYGDVYLKAPSGVRVSIKHAAESFTFLAFIFTFFGLLTEVATRW
TDADDTPVTREKHNGDTRAPLDAPANPTGPAAV
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P13 Nuo21.3

>XP 002144515.1 NADH-ubiquinone oxidoreductase 21 kDa subunit, putative
[Talaromyces marneffei ATCC 18224]
MSREVAKAAKSASNAIAVSKKYTVOSTGIWEVIRRTLAVDPTRSTGVPLNSQFRNPAPGALPPQOSYDEPV
TLPAADLADNPYWKRDVRRNYPQLSVFSQGDVAGLLTFGNKQAPKEDALQLGEAGEKQLIAAKQEGDEKG
LAAQFEKDKNSVKSVLGPDGLPPLPVRLNNLAKYELGSGQGYPEKYPCRTFEFV
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P14 C2H2 zinc finger protein

>XP 002150081.1 C2HZ2 finger domain protein, putative [Talaromyces marneffei
ATCC 18224]

MSSYPKYNSYREFPNSONEENSRRNHHPAQQOQQQOOPVQPPRGYMEANY SWNNENTNRSYLNTNNAYSRAQ
DSLSSFPHFPVELSRYSQHGTRTDENTQRSAGLYRYPSQSNSAVNAQATTTYNQQPQOHVSNAVSLTSLAS
YTYRNTSVNNAAQPKWRPSPKANQORGQRNTENDKSPLVTQPSTNTSLNARSYSOMSHGYSLYTTNTSSVA
NPSHTVISIETLPTVTQDYPQVSETRTTDQISSSNVQYINPTDLYIQQYFLAQERARATEPEQMAGEEAR
KKEVEAQTQVQAEAVARAAEEASSTNAQATPTSTAKGTVKPKPAKNTSKKRSSAKKDAAPADPLDPEGDH
DMALEMRMMLEKLHSMRSKDPSLEFAKLWDDFKNPAASTQTTATSEQAAAGPSQSTTNPPPSTRTLSKTPK
GOAQAQDGFPDLGKFPAQRRKREKQSDVAEVGAANSQLDASAPVSQVNVNSMRNQQQOHQSPAPVPASVAK
KTAAKSLQKASTAASSASKPKATPAQEATWPVATOQOKLAKAVSGYLSKGAANNGKECSPESLMLLLRNNP
TYPDLCAQLESRGEFVLDROAMARFLLVAVPALLSGKNGQEKKAEAIKNTPSAQASRSLPPTMTOQPPPHPP
SLPPQPVQPTQASQLVPPAQSTIPPRPALPQGVPTSDLDVVYYQPGAPAHKPHAPKNVDPTISTARPQSN
QKGKTSWQRPRRSDGAWISNHPVGPKAAMARKRFFSEIVDMSQASSDEEGIPSDDDDDDEDGEFSGRPNAS
MNMSISQPPNFPDSGPDPMDIDTDSPYPIEQDLSDSHAAIPEPDIEFNPDDESVLCEIKRLPNITKPLNP
SDALKRVYYNPKSIARDIMLATGRHPSERPLNFHLMHFTQTFSGVTVRSDLETFKWNLVDPGGPSMPVVE
LEDILVEPPEFTRKKRRRRDVGSRDDADVKGPTSESQPQPSGTVATPGQPLSTSVSTPHGVRDSMVGTPT
TGOQRTGRRGRPPGAKNKNPTKATLKALVKTTAGSSTRDAQPAVPAPAPATSVPELSYPMEFTCEWASCPAQ
HDVHTLERHVVKNHISGQTTCLWONCPNLATEYSGEGLKEHLAQAHTIQPLAWKYGDGASVNGNVQLDLDR
YLNANGLIVTPDAITAGENDALIFPVEPIPIRAFNKLYGDQKATDRARQVLRAVOQKRRRRVGIGLEQEGC
EFSTPVRNKLEFVNDEEFYEVVTDGEQGTDDWESQGETY

>> cannot be identified by Bepipred 2.0



P17 Gpx1

>XP 002152894.1 glutathione peroxidase Hyrl, putative [Talaromyces marneffei

ATCC 18224]
MASATTEYDESPPDKKGNPYPLTDYKGKVVLVVNTASKCGEFTPQFAGLEKLYKSIEAKHPGAFTILGEPC
NOFGNQDPGSNDEIQSFCQVNYGVTEFPVLGKIDVNGSKAEPLFEWIKSEKPGLLGVKRVLWNFEKALING
KGEVVGRWRSITKPESLEATILKEIDIASKDVKGVEVVPTATETAASAAPAEEAKEA
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P21 TmNbrl

>XP 002152652.1 7z7Z type zinc finger domain protein [Talaromyces marneffei
ATCC 18224]
MSDLVPLSKSSAILSTSMATPSPSAPAVGPDTLITIKILHNDSVNRRFKIPLRDLGARVEFPOKVRYLLAV
APTDSLVLERYSDSLANYIVLDSENPAVYKQLYRAAKAKLKLRIKATTKPOESTDSPVVTAPIEEPRIQE
QSHORFRYLETVLSPSTTASAQTKNMTSPLTSRARAFSPVSSVHEKQQAFPLREFSDNNYLGNAFCIDCNN
CGGSIPSEHYHCGICDDGDYDLCLNCVDAGVSCPGDDHWLLKRVVONGVIINSVTEIAPKRLGSLEPVAT
EKPAPVKEEPEEEPKVEEKEAIVPEPEVKEEPKEVADERTCNACFREFSESSMVHCDNCEDYDLCIGCLL
KNSHGHNPAHAFSIIQENQLGLKNLVLSRCRPGRHYHHAATICDGCEKRIVGVRHKCLSCPDWDYCWSCAK
TADOSHPQHRFVPIYGPISEYSFSQODVHYGIYCDGPLCRGKPSTSYITGVRYKCAVCHDTDFCAACEALP
TNTHNQTHPMIKFRTAVRNVTVNTLGDDGFGGQTMVMGDRTPPAVRSSANVTPTSPVEAPSVVEKVEPEA
VKEETAEEEPAPETPETPATPRRSSVDETDDYSAYFMKDTVSDGTAMAPSQVEFQOQTWTLYNPGPTTWPVG
TSVRYVGGDAMENINTEHPSSVVALAVAMSSNELVHPVAPSESADFSVTLKTPORIGSSISYWRMKLPNG
TPFGHKLWCDVKVVEQPIAATEPVVPVVEEEAESVVSEYESATVVDAATETESEAEMAGSNMVEPKLEKE
SPVSSTHTLAQNPAPSYTAPSVDDQALPDDMESLTLEDSDDDGFFTDEEYDILDASDQESINGKH
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P24 Nmtl

>XP 002145167.1 thiamine biosynthesis protein (Nmtl), putative [Talaromyces
marneffei ATCC 18224]
MGFKAMIHTLAAKARNEFPVTSEFGSLLDEPFTGVVYLKDSGITTDFKTLKGKRIGYVGEFGKIQIDELTKY
YGMTPDDYTAVRCGMNVTKAITEGNIDAGIGLENVOMVELEEWLAAQGRPRDDVOMLRIDQLAELGCCCEFE
CSILYIANDSFLAANGDKVMKFLRAIKRATDFVIAEPKKAYEEYVDFKPIMGTEVNRKIFERSYAYFSRD
LKNVPRDWOKVTNYGKRLGILDASFOPNYTNELLTWDLDADSTDPIGDOQORMAELQKKVATEGGFQRLET
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P26

>XP 002153087.1 conserved hypothetical protein [Talaromyces marneffei ATCC
18224]
MRSILISAALIGSALAYPGGYWAERRHYGTGIGTGTQPHPPPQTSTLTTTSMPPASTTTTTTSVSEWSTV
TETETNTKTVEVPCSTSVGTRGSSTVYSTWLTTTTSVWTTTHTTTVPVYGTTTTPVGGVGPVGSETGLAC
PLPVITTHTETKTTTATVIVIVAVTAPGAPETTTTKPAVAIPPPPPPPPVESTSTSTLTHTSTSTATATA
TTTATGTETSVEPTSTHTTTTTKPASTTTTITTHLGTGTITGPVGTGTGSPSWVHKRNEMKKPITHRVL
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P28 SdeA

>XP 002152122.1 stearic acid desaturase (SdeA), putative [Talaromyces
marneffei ATCC 18224]
MSATTADARPRPAADTKKVHIADTKMTLKNWYKHVDWLNVYFIIGIPLYGCIQSLWVPLQLKTAVWAVLY
YEYTGLGITAGYHRLWAHCSYSATLPLQIFLAAAGGGAVEGSIRWWARGHRAHHRYTDTDKDPYSVRKGL
LYSHLGWMVMKQONPKRIGRTDITDLNEDPIVKFQHRHYIKIVAFMGLVFPMMVAGLGWGDWWGGFVYAGI
LRIFFVQQOATFCVNSLAHWLGDQPFDDRNSPRDHVITALITLGEGYHNFHHEFPSDYRNAIEWHQYDPTK
WEIWTCKQLGLAYDLKQFRANEIEKGRLOQLOKKLDKRRTQLDWGIPLDQLPVMEWDDYVEQAKNGRGLI
AIAGVIHDVTDFIKDHPGGRAMINSGIGKDATAMENGGVYFHSNAAHNLLSTMRVGVIRGGCEVEIWKRA
QKENTNVDYVRDTNGOQRVVRAGEQVTKIPQPVATADAA
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