SUPPLEMENTARY INFORMATION
Insilico Identification of MHC displayed Tumor Associated Peptides in Ovarian
Cancer for Multi-Epitope Vaccine Construct

Shivashish Dobhal1, Kanchan Chauhan1, Sachin Kumar1, Sristy Shikha2, Mukesh K Jogi2, Dinesh Kumar2, Anuj Kumar2, Varun K. Jaiswal3, Pramod Kumar2*
1: Amity University, Noida
2: Division of Molecular Biology, ICMR-National Institute of Cancer Prevention and Research, Noida- 201301, India
3: Department of Food and Nutrition, College of BioNano Technology, Gachon University, Korea

*: Address of correspondence
pramod.kumar@icmr.gov.in; pramodjnu1@gmail.com 
Next Generation Sequencing Facility,
Division of Molecular Biology
ICMR-National Institute of Cancer Prevention and Research, Noida, India


 MUC16 FASTA Sequence
Accession ID-  NP_078966.2
>NP_078966.2 mucin-16 [Homo sapiens]
MLKPSGLPGSSSPTRSLMTGSRSTKATPEMDSGLTGATLSPKTSTGAIVVTEHTLPFTSPDKTLASPTSSVVGRTTQSLGVMSSALPESTSRGMTHSEQRTSPSLSPQVNGTPSRNYPATSMVSGLSSPRTRTSSTEGNFTKEASTYTLTVETTSGPVTEKYTVPTETSTTEGDSTETPWDTRYIPVKITSPMKTFADSTASKENAPVSMTPAETTVTDSHTPGRTNPSFGTLYSSFLDLSPKGTPNSRGETSLELILSTTGYPFSSPEPGSAGHSRISTSAPLSSSASVLDNKISETSIFSGQSLTSPLSPGVPEARASTMPNSAIPFSMTLSNAETSAERVRSTISSLGTPSISTKQTAETILTFHAFAETMDIPSTHIAKTLASEWLGSPGTLGGTSTSALTTTSPSTTLVSEETNTHHSTSGKETEGTLNTSMTPLETSAPGEESEMTATLVPTLGFTTLDSKIRSPSQVSSSHPTRELRTTGSTSGRQSSSTAAHGSSDILRATTSSTSKASSWTSESTAQQFSEPQHTQWVETSPSMKTERPPASTSVAAPITTSVPSVVSGFTTLKTSSTKGIWLEETSADTLIGESTAGPTTHQFAVPTGISMTGGSSTRGSQGTTHLLTRATASSETSADLTLATNGVPVSVSPAVSKTAAGSSPPGGTKPSYTMVSSVIPETSSLQSSAFREGTSLGLTPLNTRHPFSSPEPDSAGHTKISTSIPLLSSASVLEDKVSATSTFSHHKATSSITTGTPEISTKTKPSSAVLSSMTLSNAATSPERVRNATSPLTHPSPSGEETAGSVLTLSTSAETTDSPNIHPTGTLTSESSESPSTLSLPSVSGVKTTFSSSTPSTHLFTSGEETEETSNPSVSQPETSVSRVRTTLASTSVPTPVFPTMDTWPTRSAQFSSSHLVSELRATSSTSVTNSTGSALPKISHLTGTATMSQTNRDTFNDSAAPQSTTWPETSPRFKTGLPSATTTVSTSATSLSATVMVSKFTSPATSSMEATSIREPSTTILTTETTNGPGSMAVASTNIPIGKGYITEGRLDTSHLPIGTTASSETSMDFTMAKESVSMSVSPSQSMDAAGSSTPGRTSQFVDTFSDDVYHLTSREITIPRDGTSSALTPQMTATHPPSPDPGSARSTWLGILSSSPSSPTPKVTMSSTFSTQRVTTSMIMDTVETSRWNMPNLPSTTSLTPSNIPTSGAIGKSTLVPLDTPSPATSLEASEGGLPTLSTYPESTNTPSIHLGAHASSESPSTIKLTMASVVKPGSYTPLTFPSIETHIHVSTARMAYSSGSSPEMTAPGETNTGSTWDPTTYITTTDPKDTSSAQVSTPHSVRTLRTTENHPKTESATPAAYSGSPKISSSPNLTSPATKAWTITDTTEHSTQLHYTKLAEKSSGFETQSAPGPVSVVIPTSPTIGSSTLELTSDVPGEPLVLAPSEQTTITLPMATWLSTSLTEEMASTDLDISSPSSPMSTFAIFPPMSTPSHELSKSEADTSAIRNTDSTTLDQHLGIRSLGRTGDLTTVPITPLTTTWTSVIEHSTQAQDTLSATMSPTHVTQSLKDQTSIPASASPSHLTEVYPELGTQGRSSSEATTFWKPSTDTLSREIETGPTNIQSTPPMDNTTTGSSSSGVTLGIAHLPIGTSSPAETSTNMALERRSSTATVSMAGTMGLLVTSAPGRSISQSLGRVSSVLSESTTEGVTDSSKGSSPRLNTQGNTALSSSLEPSYAEGSQMSTSIPLTSSPTTPDVEFIGGSTFWTKEVTTVMTSDISKSSARTESSSATLMSTALGSTENTGKEKLRTASMDLPSPTPSMEVTPWISLTLSNAPNTTDSLDLSHGVHTSSAGTLATDRSLNTGVTRASRLENGSDTSSKSLSMGNSTHTSMTYTEKSEVSSSIHPRPETSAPGAETTLTSTPGNRAISLTLPFSSIPVEEVISTGITSGPDINSAPMTHSPITPPTIVWTSTGTIEQSTQPLHAVSSEKVSVQTQSTPYVNSVAVSASPTHENSVSSGSSTSSPYSSASLESLDSTISRRNAITSWLWDLTTSLPTTTWPSTSLSEALSSGHSGVSNPSSTTTEFPLFSAASTSAAKQRNPETETHGPQNTAASTLNTDASSVTGLSETPVGASISSEVPLPMAITSRSDVSGLTSESTANPSLGTASSAGTKLTRTISLPTSESLVSFRMNKDPWTVSIPLGSHPTTNTETSIPVNSAGPPGLSTVASDVIDTPSDGAESIPTVSFSPSPDTEVTTISHFPEKTTHSFRTISSLTHELTSRVTPIPGDWMSSAMSTKPTGASPSITLGERRTITSAAPTTSPIVLTASFTETSTVSLDNETTVKTSDILDARKTNELPSDSSSSSDLINTSIASSTMDVTKTASISPTSISGMTASSSPSLFSSDRPQVPTSTTETNTATSPSVSSNTYSLDGGSNVGGTPSTLPPFTITHPVETSSALLAWSRPVRTFSTMVSTDTASGENPTSSNSVVTSVPAPGTWTSVGSTTDLPAMGFLKTSPAGEAHSLLASTIEPATAFTPHLSAAVVTGSSATSEASLLTTSESKAIHSSPQTPTTPTSGANWETSATPESLLVVTETSDTTLTSKILVTDTILFSTVSTPPSKFPSTGTLSGASFPTLLPDTPAIPLTATEPTSSLATSFDSTPLVTIASDSLGTVPETTLTMSETSNGDALVLKTVSNPDRSIPGITIQGVTESPLHPSSTSPSKIVAPRNTTYEGSITVALSTLPAGTTGSLVFSQSSENSETTALVDSSAGLERASVMPLTTGSQGMASSGGIRSGSTHSTGTKTFSSLPLTMNPGEVTAMSEITTNRLTATQSTAPKGIPVKPTSAESGLLTPVSASSSPSKAFASLTTAPPTWGIPQSTLTFEFSEVPSLDTKSASLPTPGQSLNTIPDSDASTASSSLSKSPEKNPRARMMTSTKAISASSFQSTGFTETPEGSASPSMAGHEPRVPTSGTGDPRYASESMSYPDPSKASSAMTSTSLASKLTTLFSTGQAARSGSSSSPISLSTEKETSFLSPTASTSRKTSLFLGPSMARQPNILVHLQTSALTLSPTSTLNMSQEEPPELTSSQTIAEEEGTTAETQTLTFTPSETPTSLLPVSSPTEPTARRKSSPETWASSISV
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KIPLALDTSTLETSAGTPSVVTEGFAHSKITTAMNNDVKDVSQTNPPFQDEASSPSSQAPVLVTTLPSSVAFTPQWHSTSSPVSMSSVLTSSLVKTAGKVDTSLETVTSSPQSMSNTLDDISVTSAATTDIETTHPSINTVVTNVGTTGSAFESHSTVSAYPEPSKVTSPNVTTSTMEDTTISRSIPKSSKTTRTETETTSSLTPKLRETSISQEITSSTETSTVPYKELTGATTEVSRTDVTSSSSTSFPGPDQSTVSLDISTETNTRLSTSPIMTESAEITITTQTGPHGATSQDTFTMDPSNTTPQAGIHSAMTHGFSQLDVTTLMSRIPQDVSWTSPPSVDKTSSPSSFLSSPAMTTPSLISSTLPEDKLSSPMTSLLTSGLVKITDILRTRLEPVTSSLPNFSSTSDKILATSKDSKDTKEIFPSINTEETNVKANNSGHESHSPALADSETPKATTQMVITTTVGDPAPSTSMPVHGSSETTNIKREPTYFLTPRLRETSTSQESSFPTDTSFLLSKVPTGTITEVSSTGVNSSSKISTPDHDKSTVPPDTFTGEIPRVFTSSIKTKSAEMTITTQASPPESASHSTLPLDTSTTLSQGGTHSTVTQGFPYSEVTTLMGMGPGNVSWMTTPPVEETSSVSSLMSSPAMTSPSPVSSTSPQSIPSSPLPVTALPTSVLVTTTDVLGTTSPESVTSSPPNLSSITHERPATYKDTAHTEAAMHHSTNTAVTNVGTSGSGHKSQSSVLADSETSKATPLMSTTSTLGDTSVSTSTPNISQTNQIQTEPTASLSPRLRESSTSEKTSSTTETNTAFSYVPTGAITQASRTEISSSRTSISDLDRPTIAPDISTGMITRLFTSPIMTKSAEMTVTTQTTTPGATSQGILPWDTSTTLFQGGTHSTVSQGFPHSEITTLRSRTPGDVSWMTTPPVEETSSGFSLMSPSMTSPSPVSSTSPESIPSSPLPVTALLTSVLVTTTNVLGTTSPEPVTSSPPNLSSPTQERLTTYKDTAHTEAMHASMHTNTAVANVGTSISGHESQSSVPADSHTSKATSPMGITFAMGDTSVSTSTPAFFETRIQTESTSSLIPGLRDTRTSEEINTVTETSTVLSEVPTTTTTEVSRTEVITSSRTTISGPDHSKMSPYISTETITRLSTFPFVTGSTEMAITNQTGPIGTISQATLTLDTSSTASWEGTHSPVTQRFPHSEETTTMSRSTKGVSWQSPPSVEETSSPSSPVPLPAITSHSSLYSAVSGSSPTSALPVTSLLTSGRRKTIDMLDTHSELVTSSLPSASSFSGEILTSEASTNTETIHFSENTAETNMGTTNSMHKLHSSVSIHSQPSGHTPPKVTGSMMEDAIVSTSTPGSPETKNVDRDSTSPLTPELKEDSTALVMNSTTESNTVFSSVSLDAATEVSRAEVTYYDPTFMPASAQSTKSPDISPEASSSHSNSPPLTISTHKTIATQTGPSGVTSLGQLTLDTSTIATSAGTPSARTQDFVDSETTSVMNNDLNDVLKTSPFSAEEANSLSSQAPLLVTTSPSPVTSTLQEHSTSSLVSVTSVPTPTLAKITDMDTNLEPVTRSPQNLRNTLATSEATTDTHTMHPSINTAVANVGTTSSPNEFYFTVSPDSDPYKATSAVVITSTSGDSIVSTSMPRSSAMKKIESETTFSLIFRLRETSTSQKIGSSSDTSTVFDKAFTAATTEVSRTELTSSSRTSIQGTEKPTMSPDTSTRSVTMLSTFAGLTKSEERTIATQTGPHRATSQGTLTWDTSITTSQAGTHSAMTHGFSQLDLSTLTSRVPEYISGTSPPSVEKTSSSSSLLSLPAITSPSPVPTTLPESRPSSPVHLTSLPTSGLVKTTDMLASVASLPPNLGSTSHKIPTTSEDIKDTEKMYPSTNIAVTNVGTTTSEKESYSSVPAYSEPPKVTSPMVTSFNIRDTIVSTSMPGSSEITRIEMESTFSLAHGLKGTSTSQDPIVSTEKSAVLHKLTTGATETSRTEVASSRRTSIPGPDHSTESPDISTEVIPSLPISLGITESSNMTIITRTGPPLGSTSQGTFTLDTPTTSSRAGTHSMATQEFPHSEMTTVMNKDPEILSWTIPPSIEKTSFSSSLMPSPAMTSPPVSSTLPKTIHTTPSPMTSLLTPSLVMTTDTLGTSPEPTTSSPPNLSSTSHEILTTDEDTTAIEAMHPSTSTAATNVETTSSGHGSQSSVLADSEKTKATAPMDTTSTMGHTTVSTSMSVSSETTKIKRESTYSLTPGLRETSISQNASFSTDTSIVLSEVPTGTTAEVSRTEVTSSGRTSIPGPSQSTVLPEISTRTMTRLFASPTMTESAEMTIPTQTGPSGSTSQDTLTLDTSTTKSQAKTHSTLTQRFPHSEMTTLMSRGPGDMSWQSSPSLENPSSLPSLLSLPATTSPPPISSTLPVTISSSPLPVTSLLTSSPVTTTDMLHTSPELVTSSPPKLSHTSDERLTTGKDTTNTEAVHPSTNTAASNVEIPSSGHESPSSALADSETSKATSPMFITSTQEDTTVAISTPHFLETSRIQKESISSLSPKLRETGSSVETSSAIETSAVLSEVSIGATTEISRTEVTSSSRTSISGSAESTMLPEISTTRKIIKFPTSPILAESSEMTIKTQTSPPGSTSESTFTLDTSTTPSLVITHSTMTQRLPHSEITTLVSRGAGDVPRPSSLPVEETSPPSSQLSLSAMISPSPVSSTLPASSHSSSASVTSLLTPGQVKTTEVLDASAEPETSSPPSLSSTSVEILATSEVTTDTEKIHPFSNTAVTKVGTSSSGHESPSSVLPDSETTKATSAMGTISIMGDTSVSTLTPALSNTRKIQSEPASSLTTRLRETSTSEETSLATEANTVLSKVSTGATTEVSRTEAISFSRTSMSGPEQSTMSQDISIGTIPRISASSVLTESAKMTITTQTGPSESTLESTLNLNTATTPSWVETHSIVIQGFPHPEMTTSMGRGPGGVSWPSPPFVKETSPPSSPLSLPAVTSPHPVSTTFLAHIPPSPLPVTSLLTSGPATTTDILGTSTEPGTSSSSSLSTTSHERLTTYKDTAHTEAVHPSTNTGGTNVATTSSGYKSQSSVLADSSPMCTTSTMGDTSVLTSTPAFLETRRIQTELASSLTPGLRESSGSEGTSSGTKMSTVLSKVPTGATTEISKEDVTSIPGPAQSTISPDISTRTVSWFSTSPVMTESAEITMNTHTSPLGATTQGTSTLDTSSTTSLTMTHSTISQGFSHSQMSTLMRRGPEDVSWMSPPLLEKTRPSFSLMSSPATTSPSPVSSTLPESISSSPLPVTSLLTSGLAKTTDMLHKSSEPVTNSPANLSSTSVEILATSEVTTDTEKTHPSSNRTVTDVGTSSSGHESTSFVLADSQTSKVTSPMVITSTMEDTSVSTSTPGFFETSRIQTEPTSSLTLGLRKTSSSEGTSLATEMSTVLSGVPTGATAEVSRTEVTSSSRTSISGFAQLTVSPETSTETITRLPTSSIMTESAEMMIKTQTDPPGSTPESTHTVDISTTPNWVETHSTVTQRFSHSEMTTLVSRSPGDMLWPSQSSVEETSSASSLLSLPATTSPSPVSSTLVEDFPSASLPVTSLLNPGLVITTDRMGISREPGTSSTSNLSSTSHERLTTLEDTVDTEDMQPSTHTAVTNVRTSISGHESQSSVLSDSETPKATSPMGTTYTMGETSVSISTSDFFETSRIQIEPTSSLTSGLRETSSSERISSATEGSTVLSEVPSGATTEVSRTEVISSRGTSMSGPDQFTISPDISTEAITRLSTSPIMTESAESAITIETGSPGATSEGTLTLDTSTTTFWSGTHSTASPGFSHSEMTTLMSRTPGDVPWPSLPSVEEASSVSSSLSSPAMTSTSFFSTLPESISSSPHPVTALLTLGPVKTTDMLRTSSEPETSSPPNLSSTSAEILATSEVTKDREKIHPSSNTPVVNVGTVIYKHLSPSSVLADLVTTKPTSPMATTSTLGNTSVSTSTPAFPETMMTQPTSSLTSGLREISTSQETSSATERSASLSGMPTGATTKVSRTEALSLGRTSTPGPAQSTISPEISTETITRISTPLTTTGSAEMTITPKTGHSGASSQGTFTLDTSSRASWPGTHSAATHRSPHSGMTTPMSRGPEDVSWPSRPSVEKTSPPSSLVSLSAVTSPSPLYSTPSESSHSSPLRVTSLFTPVMMKTTDMLDTSLEPVTTSPPSMNITSDESLATSKATMETEAIQLSENTAVTQMGTISARQEFYSSYPGLPEPSKVTSPVVTSSTIKDIVSTTIPASSEITRIEMESTSTLTPTPRETSTSQEIHSATKPSTVPYKALTSATIEDSMTQVMSSSRGPSPDQSTMSQDISTEVITRLSTSPIKTESTEMTITTQTGSPGATSRGTLTLDTSTTFMSGTHSTASQGFSHSQMTALMSRTPGDVPWLSHPSVEEASSASFSLSSPVMTSSSPVSSTLPDSIHSSSLPVTSLLTSGLVKTTELLGTSSEPETSSPPNLSSTSAEILAITEVTTDTEKLEMTNVVTSGYTHESPSSVLADSVTTKATSSMGITYPTGDTNVLTSTPAFSDTSRIQTKSKLSLTPGLMETSISEETSSATEKSTVLSSVPTGATTEVSRTEAISSSRTSIPGPAQSTMSSDTSMETITRISTPLTRKESTDMAITPKTGPSGATSQGTFTLDSSSTASWPGTHSATTQRFPQSVVTTPMSRGPEDVSWPSPLSVEKNSPPSSLVSSSSVTSPSPLYSTPSGSSHSSPVPVTSLFTSIMMKATDMLDASLEPETTSAPNMNITSDESLAASKATTETEAIHVFENTAASHVETTSATEELYSSSPGFSEPTKVISPVVTSSSIRDNMVSTTMPGSSGITRIEIESMSSLTPGLRETRTSQDITSSTETSTVLYKMPSGATPEVSRTEVMPSSRTSIPGPAQSTMSLDISDEVVTRLSTSPIMTESAEITITTQTGYSLATSQVTLPLGTSMTFLSGTHSTMSQGLSHSEMTNLMSRGPESLSWTSPRFVETTRSSSSLTSLPLTTSLSPVSSTLLDSSPSSPLPVTSLILPGLVKTTEVLDTSSEPKTSSSPNLSSTSVEIPATSEIMTDTEKIHPSSNTAVAKVRTSSSVHESHSSVLADSETTITIPSMGITSAVDDTTVFTSNPAFSETRRIPTEPTFSLTPGFRETSTSEETTSITETSAVLYGVPTSATTEVSMTEIMSSNRIHIPDSDQSTMSPDIITEVITRLSSSSMMSESTQMTITTQKSSPGATAQSTLTLATTTAPLARTHSTVPPRFLHSEMTTLMSRSPENPSWK
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ILFTLNFTITNLRYEENMWPGSRKFNTTERVLQGLLRPLFKNTSVGPLYSGCRLTLLRPEKDGEATGVDAICTHRPDPTGPGLDREQLYLELSQLTHSITELGPYTLDRDSLYVNGFTHRSSVPTTSTGVVSEEPFTLNFTINNLRYMADMGQPGSLKFNITDNVMQHLLSPLFQRSSLGARYTGCRVIALRSVKNGAETRVDLLCTYLQPLSGPGLPIKQVFHELSQQTHGITRLGPYSLDKDSLYLNGYNEPGPDEPPTTPKPATTFLPPLSEATTAMGYHLKTLTLNFTISNLQYSPDMGKGSATFNSTEGVLQHLLRPLFQKSSMGPFYLGCQLISLRPEKDGAATGVDTTCTYHPDPVGPGLDIQQLYWELSQLTHGVTQLGFYVLDRDSLFINGYAPQNLSIRGEYQINFHIVNWNLSNPDPTSSEYITLLRDIQDKVTTLYKGSQLHDTFRFCLVTNLTMDSVLVTVKALFSSNLDPSLVEQVFLDKTLNASFHWLGSTYQLVDIHVTEMESSVYQPTSSSSTQHFYLNFTITNLPYSQDKAQPGTTNYQRNKRNIEDALNQLFRNSSIKSYFSDCQVSTFRSVPNRHHTGVDSLCNFSPLARRVDRVAIYEEFLRMTRNGTQLQNFTLDRSSVLVDGYSPNRNEPLTGNSDLPFWAVILIGLAGLLGVITCLICGVLVTTRRRKKEGEYNVQQQCPGYYQSHLDLEDLQ

FOLR1 FASTA Sequence
Accession ID-  P15328.3	
>sp|P15328.3|FOLR1_HUMAN 
MAQRMTTQLLLLLVWVAVVGEAQTRIAWARTELLNVCMNAKHHKEKPGPEDKLHEQCRPWRKNACCSTNTSQEAHKDVSYLYRFNWNHCGEMAPACKRHFIQDTCLYECSPNLGPWIQQVDQSWRKERVLNVPLCKEDCEQWWEDCRTSYTCKSNWHKGWNWTSGFNKCAVGAACQPFHFYFPTPTVLCNEIWTHSYKVSNYSRGSGRCIQMWFDPAQGNPNEEVARFYAAAMSGAGPWAAWPFLLSLALMLLWLLS

DDX5 FASTA Sequence
Accession ID-  NP_004387.1
>NP_004387.1 probable ATP-dependent RNA helicase DDX5 isoform a [Homo sapiens]
MSGYSSDRDRGRDRGFGAPRFGGSRAGPLSGKKFGNPGEKLVKKKWNLDELPKFEKNFYQEHPDLARRTAQEVETYRRSKEITVRGHNCPKPVLNFYEANFPANVMDVIARQNFTEPTAIQAQGWPVALSGLDMVGVAQTGSGKTLSYLLPAIVHINHQPFLERGDGPICLVLAPTRELAQQVQQVAAEYCRACRLKSTCIYGGAPKGPQIRDLERGVEICIATPGRLIDFLECGKTNLRRTTYLVLDEADRMLDMGFEPQIRKIVDQIRPDRQTLMWSATWPKEVRQLAEDFLKDYIHINIGALELSANHNILQIVDVCHDVEKDEKLIRLMEEIMSEKENKTIVFVETKRRCDELTRKMRRDGWPAMGIHGDKSQQERDWVLNEFKHGKAPILIATDVASRGLDVEDVKFVINYDYPNSSEDYIHRIGRTARSTKTGTAYTFFTPNNIKQVSDLISVLREANQAINPKLLQLVEDRGSGRSRGRGGMKDDRRDRYSAGKRGGFNTFRDRENYDRGYSSLLKRDFGAKTQNGVYSAANYTNGSFGSNFVSAGIQTSFRTGNPTGTYQNGYDSTQQYGSNVPNMHNGMNQQAYAYPATAAAPMIGYPMPTGYSQ

IDO1 FASTA Sequence
Accession ID-  NP_002155.1
>NP_002155.1 indoleamine 2,3-dioxygenase 1 [Homo sapiens]
MAHAMENSWTISKEYHIDEEVGFALPNPQENLPDFYNDWMFIAKHLPDLIESGQLRERVEKLNMLSIDHLTDHKSQRLARLVLGCITMAYVWGKGHGDVRKVLPRNIAVPYCQLSKKLELPPILVYADCVLANWKKKDPNKPLTYENMDVLFSFRDGDCSKGFFLVSLLVEIAAASAIKVIPTVFKAMQMQERDTLLKALLEIASCLEKALQVFHQIHDHVNPKAFFSVLRIYLSGWKGNPQLSDGLVYEGFWEDPKEFAGGSAGQSSVFQCFDVLLGIQQTAGGGHAAQFLQDMRRYMPPAHRNFLCSLESNPSVREFVLSKGDAGLREAYDACVKALVSLRSYHLQIVTKYILIPASQQPKENKTSEDPSKLEAKGTGGTDLMNFLKTVRSTTEKSLLKEG




S1: List of HTL epitope for DDX5 Protein. 
	S.no 
	MHC
	Peptide
	Core peptide
	Score_EL
	% rank_EL
	ALLERGENICITY
	TOXICITY
	ANTIGENICITY
	IL-4

	1
	DRB1_0701
	KTGTAYTFFTPNNIK
	YTFFTPNNI
	0.828874
	0.33
	NON-ALLERGEN
	NON-TOXIN
	 0.5209 
	IL4-inducer

	2
	DRB1_1101
	DMGFEPQIRKIVDQI
	FEPQIRKIV
	0.794096
	1
	NON-ALLERGEN
	NON-TOXIN
	 0.7690 
	IL4-inducer

	3
	DRB1_1101
	LDMGFEPQIRKIVDQ
	FEPQIRKIV
	0.824223
	0.82
	NON-ALLERGEN
	NON-TOXIN
	0.8118 
	IL4-inducer

	4
	DRB1_0901
	FGAPRFGGSRAGPLS
	FGGSRAGPL
	0.724459
	0.5
	NON-ALLERGEN
	NON-TOXIN
	 0.5555 
	Non-IL4-inducer

	5
	DRB1_0701
	FGAPRFGGSRAGPLS
	FGGSRAGPL
	0.659609
	0.87
	NON-ALLERGEN
	NON-TOXIN
	 0.5555 
	Non-IL4-inducer

	6
	DRB1_0901
	APRFGGSRAGPLSGK
	FGGSRAGPL
	0.84524
	0.12
	NON-ALLERGEN
	NON-TOXIN
	 1.0601 
	Non-IL4-inducer

	7
	DRB1_0901
	GAPRFGGSRAGPLSG
	FGGSRAGPL
	0.802574

	0.22
	NON-ALLERGEN
	NON-TOXIN
	0.8255 
	Non-IL4-inducer

	8
	DRB1_0701
	GAPRFGGSRAGPLSG
	FGGSRAGPL
	0.767604
	0.49
	NON-ALLERGEN
	NON-TOXIN
	0.8255 
	Non-IL4-inducer

	9
	DRB1_0701
	APRFGGSRAGPLSGK
	FGGSRAGPL
	0.826467
	0.33
	NON-ALLERGEN
	NON-TOXIN
	1.0601 
	Non-IL4-inducer

	10
	DRB1_1302
	AYTFFTPNNIKQVSD
	FTPNNIKQV
	0.509508
	0.95
	NON-ALLERGEN
	NON-TOXIN
	0.8807 
	IL4-inducer

	11
	DRB1_0301
	PAMGIHGDKSQQERD
	IHGDKSQQE
	0.788141
	0.62
	NON-ALLERGEN
	NON-TOXIN
	0.5692 
	IL4-inducer

	12
	DRB1_1302
	LPAIVHINHQPFLER
	IVHINHQPF
	0.730933
	0.08
	NON-ALLERGEN
	NON-TOXIN
	0.7615 
	IL4-inducer

	13
	DRB1_0301
	KLLQLVEDRGSGRSR
	LVEDRGSGR
	0.722628
	0.9
	NON-ALLERGEN
	NON-TOXIN
	1.5977 
	Non-IL4-inducer

	14
	DRB1_0301
	GRGGMKDDRRDRYSA
	MKDDRRDRY
	0.817001
	0.51
	NON-ALLERGEN
	NON-TOXIN
	 1.2194 
	Non-IL4-in-

	15
	DRB1_0301
	RGRGGMKDDRRDRYS
	MKDDRRDRY
	0.724063
	0.89
	NON-ALLERGEN
	NON-TOXIN
	1.0614 
	Non-IL4-inducer

	16
	DRB1_0301
	RGGMKDDRRDRYSAG
	MKDDRRDRY
	0.844542
	0.43
	NON-ALLERGEN
	NON-TOXIN
	1.1568 
	Non-IL4-inducer

	17
	DRB1_0301
	HDVEKDEKLIRLMEE
	VEKDEKLIR
	0.95209
	0.08
	NON-ALLERGEN
	NON-TOXIN
	 0.8169 
	IL4-inducer

	18
	DRB1_0301
	CHDVEKDEKLIRLME
	VEKDEKLIR
	0.95357
	0.08
	NON-ALLERGEN
	NON-TOXIN
	0.7471 
	IL4-inducer

	19
	DRB1_0301
	VDVCHDVEKDEKLIR
	VEKDEKLIR
	0.727805
	0.87
	NON-ALLERGEN
	NON-TOXIN
	0.7522 
	Non-IL4-inducer

	20
	DRB1_0901
	QEVETYRRSKEITVR
	YRRSKEITV
	0.724752
	0.5
	NON-ALLERGEN
	NON-TOXIN
	 1.0334 
	IL4-inducer

	21
	DRB1_0901
	EVETYRRSKEITVRG
	YRRSKEITV
	0.796445
	0.24
	NON-ALLERGEN
	NON-TOXIN
	 1.1376 
	IL4-inducer

	22
	DRB1_0701
	VETYRRSKEITVRGH
	YRRSKEITV
	0.896115
	0.17
	NON-ALLERGEN
	NON-TOXIN
	 1.2786 
	IL4-inducer

	23
	DRB1_0901
	ETYRRSKEITVRGHN
	YRRSKEITV
	0.714375
	0.55
	NON-ALLERGEN
	NON-TOXIN
	 1.4272 
	Non-IL4-inducer

	24
	DRB1_0701
	QEVETYRRSKEITVR
	YRRSKEITV
	0.802942
	0.39
	NON-ALLERGEN
	NON-TOXIN
	1.0334 
	Non-IL4-inducer

	25
	DRB1_0701
	EVETYRRSKEITVRG
	YRRSKEITV
	0.879032
	0.21
	NON-ALLERGEN
	NON-TOXIN
	1.1376 
	Non-IL4-inducer

	26
	DRB1_0901
	VETYRRSKEITVRGH
	YRRSKEITV
	0.822637
	0.17
	NON-ALLERGEN
	NON-TOXIN
	1.2786 
	Non-IL4-inducer

	27
	DRB1_0701
	ETYRRSKEITVRGHN
	YRRSKEITV
	0.735544
	0.59
	NON-ALLERGEN
	NON-TOXIN
	1.4272 
	Non-IL4-inducer

	28
	DRB1_0101
	GTAYTFFTPNNIKQV
	YTFFTPNNI
	0.82713
	0.75
	NON-ALLERGEN
	NON-TOXIN
	 0.5973 
	Non-IL4-inducer

	29
	DRB1_0901
	GTAYTFFTPNNIKQV
	YTFFTPNNI
	0.833649
	0.15
	NON-ALLERGEN
	NON-TOXIN
	 0.5973 
	IL4-inducer

	30
	DRB1_0701
	GTAYTFFTPNNIKQV
	YTFFTPNNI
	0.883218
	0.2
	NON-ALLERGEN
	NON-TOXIN
	 0.5973 
	Non-IL4-inducer

	31
	DRB1_0901
	KTGTAYTFFTPNNIK
	YTFFTPNNI
	0.777104
	0.29
	NON-ALLERGEN
	NON-TOXIN
	0.5209 
	IL4-inducer

	32
	DRB1_0901
	TAYTFFTPNNIKQVS
	YTFFTPNNI
	0.691761
	0.67
	NON-ALLERGEN
	NON-TOXIN
	0.5599 
	Non-IL4-inducer

	33
	DRB1_0701
	TAYTFFTPNNIKQVS
	YTFFTPNNI
	0.712727
	0.67
	NON-ALLERGEN
	NON-TOXIN
	0.5599 
	IL4-inducer



[bookmark: _37m2jsg]S2: List of HTL epitope for FOLR1 Protein. 
	S.No.
	MHC
	Peptide
	Core peptide
	Core_rel
	Identity
	Score_EL
	%rank_EL
	ALLERGENICITY
	TOXICITY
	ANTIGENICITY
	IL-4 Nature

	1
	DRB1_0901
	EVARFYAAAMSGAGP
	YAAAMSGAG
	0.6
	Sequence
	0.690209
	0.68
	NON-ALLERGEN
	NON-TOXIN
	0.6526 
	Non-IL4-inducer


[bookmark: _1mrcu09]
S3: List of HTL epitope for IDO1 Protein. 
	SNO.
	MHC
	Peptide
	Core Peptide
	Score_EL
	%Rank_EL
	ALLERGENICITY
	TOXICITY
	ANTIGENICITY
	IL-4 nature

	1
	DRB1_0701
	AMENSWTISKEYHID
	WTISKEYHI
	0.792837
	0.42
	NON-ALLERGEN
	NON-TOXIN
	 0.6898 
	IL4-inducer

	2
	DRB1_0701
	MENSWTISKEYHIDE
	WTISKEYHI
	0.85229
	0.26
	NON-ALLERGEN
	NON-TOXIN
	0.5335 
	IL4-inducer

	3
	DRB1_0901
	MENSWTISKEYHIDE
	WTISKEYHI
	0.780175
	0.28
	NON-ALLERGEN
	NON-TOXIN
	0.5335 
	IL4-inducer

	4
	DRB1_0901
	AMENSWTISKEYHID
	WTISKEYHI
	0.71345
	0.56
	NON-ALLERGEN
	NON-TOXIN
	0.6898 
	IL4-inducer

	5
	DRB1_0701
	NSWTISKEYHIDEEV
	WTISKEYHI
	0.710209
	0.68
	NON-ALLERGEN
	NON-TOXIN
	 0.5243 
	IL4-inducer

	6
	DRB1_0901
	NSWTISKEYHIDEEV
	WTISKEYHI
	0.680766
	0.73
	NON-ALLERGEN
	NON-TOXIN
	 0.5243 
	IL4-inducer


[bookmark: _46r0co2]
[bookmark: _2lwamvv]S4: List of HTL epitope for MUC16 protein for vaccine construct

	S.NO
	MHC
	Peptide
	Core Peptide
	Score_EL
	%Rank_EL
	ALLERGENICITY
	TOXICITY
	ANTIGENICITY
	IL-4 Nature

	1
	DRB1_0901
	IHVFENTAASHVETT
	FENTAASHV
	0.95354
	0.04
	NON-ALLERGEN
	NON-TOXIN
	0.7108
	IL4-inducer

	2
	DRB1_0701
	AIHVFENTAASHVET
	FENTAASHV
	0.950959
	0.05
	NON-ALLERGEN
	NON-TOXIN
	0.5779 
	IL4-inducer

	3
	DRB1_0701
	IHVFENTAASHVETT
	FENTAASHV
	0.847848
	0.11
	NON-ALLERGEN
	NON-TOXIN
	0.7108
	IL4-inducer

	4
	DRB1_0701
	AIHVFENTAASHVET
	FENTAASHV
	0.836494
	0.14
	NON-ALLERGEN
	NON-TOXIN
	0.5779 
	IL4-inducer

	5
	DRB1_0701
	HVFENTAASHVETTS
	FENTAASHV
	0.887905
	0.19
	NON-ALLERGEN
	NON-TOXIN
	0.6449
	IL4-inducer

	6
	DRB1_0701
	HVFENTAASHVETTS
	FENTAASHV
	0.743596
	0.42
	NON-ALLERGEN
	NON-TOXIN
	0.6449
	IL4-inducer

	7
	DRB1_0101
	TEAIHVFENTAASHV
	FENTAASHV
	0.70577
	0.69
	NON-ALLERGEN
	NON-TOXIN
	0.5315
	IL4-inducer

	8
	DRB1_0901
	TSTSFFSTLPESISS
	FFSTLPESI
	0.78208
	0.45
	NON-ALLERGEN
	NON-TOXIN
	0.5676
	IL4-inducer

	9
	DRB1_0701
	TSTSFFSTLPESISS
	FFSTLPESI
	0.709797
	0.58
	NON-ALLERGEN
	NON-TOXIN
	0.5676
	IL4-inducer

	10
	DRB1_0901
	MTSTSFFSTLPESIS
	FFSTLPESI
	0.659079
	0.87
	NON-ALLERGEN
	NON-TOXIN
	0.5450
	IL4-inducer

	11
	DRB1_0701
	MPLFKNTSVSSLYSG
	FKNTSVSSL
	0.655411
	0.89
	NON-ALLERGEN
	NON-TOXIN
	0.5492
	IL4-inducer

	12
	DRB1_1101
	LRSLFKSTSVGPLYS
	FKSTSVGPL
	0.789099
	0.43
	NON-ALLERGEN
	NON-TOXIN
	0.6050
	IL4-inducer

	13
	DRB1_1101
	LRSLFKSTSVGPLYS
	FKSTSVGPL
	0.71027
	0.58
	NON-ALLERGEN
	NON-TOXIN
	0.6050
	IL4-inducer

	14
	DRB1_0701
	YEEFLRMTRNGTQLQ
	FLRMTRNGT
	0.933827
	0.27
	NON-ALLERGEN
	NON-TOXIN
	1.1725
	IL4-inducer

	15
	DRB1_0701
	IYEEFLRMTRNGTQL
	FLRMTRNGT
	0.915179
	0.37
	NON-ALLERGEN
	NON-TOXIN
	0.8949
	IL4-inducer

	16
	DRB1_0901
	AIYEEFLRMTRNGTQ
	FLRMTRNGT
	0.908554
	0.4
	NON-ALLERGEN
	NON-TOXIN
	1.1310 
	IL4-inducer

	17
	DRB1_0701
	EEFLRMTRNGTQLQN
	FLRMTRNGT
	0.858386
	0.65
	NON-ALLERGEN
	NON-TOXIN
	1.2214 
	IL4-inducer

	18
	DRB1_0701
	DPTFMPASAQSTKSP
	FMPASAQST
	0.85403
	0.1
	NON-ALLERGEN
	NON-TOXIN
	 0.6320 
	IL4-inducer

	19
	DRB1_0901
	YDPTFMPASAQSTKS
	FMPASAQST
	0.801345
	0.23
	NON-ALLERGEN
	NON-TOXIN
	0.8226
	IL4-inducer

	20
	DRB1_0901
	DPTFMPASAQSTKSP
	FMPASAQST
	0.916002
	0.35
	NON-ALLERGEN
	NON-TOXIN
	 0.6320 
	IL4-inducer

	21
	DRB1_0701
	YYDPTFMPASAQSTK
	FMPASAQST
	0.735731
	0.45
	NON-ALLERGEN
	NON-TOXIN
	0.7963
	IL4-inducer

	22
	DRB1_0701
	YDPTFMPASAQSTKS
	FMPASAQST
	0.848247
	0.65
	NON-ALLERGEN
	NON-TOXIN
	0.8226
	IL4-inducer

	23
	DRB1_0101
	PTFMPASAQSTKSPD
	FMPASAQST
	0.678331
	0.75
	NON-ALLERGEN
	NON-TOXIN
	0.6814
	IL4-inducer

	24
	DRB1_0701
	PGSRKFNITESVLQG
	FNITESVLQ
	0.701859
	0.71
	NON-ALLERGEN
	NON-TOXIN
	0.6346
	IL4-inducer

	25
	DRB1_0701
	PGSRKFNTTERVLQS
	FNTTERVLQ
	0.814415
	0.88
	NON-ALLERGEN
	NON-TOXIN
	0.5022
	IL4-inducer

	26
	DRB1_0901
	PGSRKFNTTERVLQT
	FNTTERVLQ
	0.792376
	1
	NON-ALLERGEN
	NON-TOXIN
	 0.5559
	IL4-inducer

	27
	DRB1_0701
	FPLFSAASTSAAKQR
	FSAASTSAA
	0.72608
	0.49
	NON-ALLERGEN
	NON-TOXIN
	0.8668 
	Non-IL4-inducer

	28
	DRB1_0701
	EFPLFSAASTSAAKQ
	FSAASTSAA
	0.716659
	0.54
	NON-ALLERGEN
	NON-TOXIN
	0.7968 
	IL4-inducer

	29
	DRB1_0701
	KTSPFSAEEANSLSS
	FSAEEANSL
	0.965321
	0.12
	NON-ALLERGEN
	NON-TOXIN
	0.6193 
	Non-IL4-inducer

	30
	DRB1_1101
	LKTSPFSAEEANSLS
	FSAEEANSL
	0.887795
	0.47
	NON-ALLERGEN
	NON-TOXIN
	0.5994 
	Non-IL4-inducer

	31
	DRB1_0901
	KTSPFSAEEANSLSS
	FSAEEANSL
	0.680016
	0.74
	NON-ALLERGEN
	NON-TOXIN
	0.6193 
	Non-IL4-inducer

	32
	DRB1_0701
	ESTFSLAHGLKGTST
	FSLAHGLKG
	0.887162
	0.48
	NON-ALLERGEN
	NON-TOXIN
	0.6820
	Non-IL4-inducer

	33
	DRB1_0101
	MESTFSLAHGLKGTS
	FSLAHGLKG
	0.856215
	0.61
	NON-ALLERGEN
	NON-TOXIN
	0.7558
	Non-IL4-inducer

	34
	DRB1_0101
	ESTFSLAHGLKGTST
	FSLAHGLKG
	0.643013
	0.94
	NON-ALLERGEN
	NON-TOXIN
	0.6820
	Non-IL4-inducer

	35
	DRB1_0901
	ETTFSLIFRLRETST
	FSLIFRLRE
	0.882488
	0.53
	NON-ALLERGEN
	NON-TOXIN
	0.5537
	IL4-inducer

	36
	DRB1_0701
	AIPFSMTLSNAETSA
	FSMTLSNAE
	0.671039
	0.83
	NON-ALLERGEN
	NON-TOXIN
	0.5749 
	IL4-inducer

	37
	DRB1_0701
	IHPFSNTAVTKVGTS
	FSNTAVTKV
	0.927249
	0.1
	NON-ALLERGEN
	NON-TOXIN
	 0.5429
	IL4-inducer

	38
	DRB1_0901
	KIHPFSNTAVTKVGT
	FSNTAVTKV
	0.913877
	0.13
	NON-ALLERGEN
	NON-TOXIN
	0.7585 
	IL4-inducer

	39
	DRB1_0901
	EKIHPFSNTAVTKVG
	FSNTAVTKV
	0.862096
	0.24
	NON-ALLERGEN
	NON-TOXIN
	 0.7392 
	IL4-inducer

	40
	DRB1_0901
	IHPFSNTAVTKVGTS
	FSNTAVTKV
	0.771422
	0.31
	NON-ALLERGEN
	NON-TOXIN
	0.5429 
	IL4-inducer

	41
	DRB1_0101
	KIHPFSNTAVTKVGT
	FSNTAVTKV
	0.745604
	0.41
	NON-ALLERGEN
	NON-TOXIN
	0.7585 
	IL4-inducer

	42
	DRB1_0701
	EKIHPFSNTAVTKVG
	FSNTAVTKV
	0.698245
	0.64
	NON-ALLERGEN
	NON-TOXIN
	 0.7392 
	IL4-inducer

	43
	DRB1_1101
	SLPNFSSTSDKILAT
	FSSTSDKIL
	0.633051
	0.99
	NON-ALLERGEN
	NON-TOXIN
	0.7479 
	Non-IL4-inducer

	44
	DRB1_0701
	PDIFSVASSRLSNSP
	FSVASSRLS
	0.845726
	0.12
	NON-ALLERGEN
	NON-TOXIN
	0.7751 
	Non-IL4-inducer

	45
	DRB1_0901
	FPDIFSVASSRLSNS
	FSVASSRLS
	0.825041
	0.17
	NON-ALLERGEN
	NON-TOXIN
	1.0336 
	Non-IL4-inducer

	46
	DRB1_0101
	KFPDIFSVASSRLSN
	FSVASSRLS
	0.77791
	0.29
	NON-ALLERGEN
	NON-TOXIN
	1.1681 
	IL4-inducer

	47
	DRB1_0701
	PDIFSVASSRLSNSP
	FSVASSRLS
	0.752382
	0.54
	NON-ALLERGEN
	NON-TOXIN
	0.7751 
	IL4-inducer

	48
	DRB1_0901
	PDIFSVASSRLSNSP
	FSVASSRLS
	0.850239
	0.64
	NON-ALLERGEN
	NON-TOXIN
	0.7751 
	IL4-inducer

	49
	DRB1_1101
	DIFSVASSRLSNSPP
	FSVASSRLS
	0.645667
	0.93
	NON-ALLERGEN
	NON-TOXIN
	0.5707 
	IL4-inducer

	50
	DRB1_0901
	FPDIFSVASSRLSNS
	FSVASSRLS
	0.779876
	0.97
	NON-ALLERGEN
	NON-TOXIN
	1.0336 
	IL4-inducer

	51
	DRB1_0301
	DKAFTAATTEVSRTE
	FTAATTEVS
	0.861731
	0.09
	NON-ALLERGEN
	NON-TOXIN
	 0.6496 
	IL4-inducer

	52
	DRB1_0101
	FDKAFTAATTEVSRT
	FTAATTEVS
	0.829025
	0.16
	NON-ALLERGEN
	NON-TOXIN
	 0.5160
	IL4-inducer

	53
	DRB1_0701
	DKAFTAATTEVSRTE
	FTAATTEVS
	0.782926
	0.96
	NON-ALLERGEN
	NON-TOXIN
	0.6496 
	IL4-inducer

	54
	DRB1_0901
	LPPFTITHPVETSSA
	FTITHPVET
	0.841448
	0.29
	NON-ALLERGEN
	NON-TOXIN
	0.7353 
	Non-IL4-inducer

	55
	DRB1_0101
	TLPPFTITHPVETSS
	FTITHPVET
	0.820574
	0.35
	NON-ALLERGEN
	NON-TOXIN
	0.6911 
	Non-IL4-inducer

	56
	DRB1_0701
	LPPFTITHPVETSSA
	FTITHPVET
	0.731913
	0.47
	NON-ALLERGEN
	NON-TOXIN
	0.7353 
	Non-IL4-inducer

	57
	DRB1_0901
	STLPPFTITHPVETS
	FTITHPVET
	0.750187
	0.54
	NON-ALLERGEN
	NON-TOXIN
	0.6706 
	Non-IL4-inducer

	58
	DRB1_0901
	TLPPFTITHPVETSS
	FTITHPVET
	0.699096
	0.63
	NON-ALLERGEN
	NON-TOXIN
	0.6911 
	Non-IL4-inducer

	59
	DRB1_0701
	PPFTITHPVETSSAL
	FTITHPVET
	0.720536
	0.64
	NON-ALLERGEN
	NON-TOXIN
	0.7759 
	Non-IL4-inducer

	60
	DRB1_0101
	PPFTITHPVETSSAL
	FTITHPVET
	0.639523
	0.96
	NON-ALLERGEN
	NON-TOXIN
	0.7759 
	Non-IL4-inducer

	61
	DRB1_0901
	PESRFTMSVTESTHH
	FTMSVTEST
	0.707497
	0.59
	NON-ALLERGEN
	NON-TOXIN
	0.5760 
	IL4-inducer

	62
	DRB1_0101
	ESRFTMSVTESTHHL
	FTMSVTEST
	0.656712
	0.87
	NON-ALLERGEN
	NON-TOXIN
	0.7310 
	IL4-inducer

	63
	DRB1_0701
	SKTDFTSSAKTSSPD
	FTSSAKTSS
	0.887512
	0.5
	NON-ALLERGEN
	NON-TOXIN
	0.8389 
	IL4-inducer

	64
	DRB1_0701
	IPRVFTSSIKTKSAE
	FTSSIKTKS
	0.944576
	0.21
	NON-ALLERGEN
	NON-TOXIN
	0.6527 
	IL4-inducer

	65
	DRB1_0901
	SSSTFTTTDSSTIPA
	FTTTDSSTI
	0.928867
	0.09
	NON-ALLERGEN
	NON-TOXIN
	0.6040 
	Non-IL4-inducer

	66
	DRB1_1101
	SSTFTTTDSSTIPAL
	FTTTDSSTI
	0.906482
	0.14
	NON-ALLERGEN
	NON-TOXIN
	 0.7236
	Non-IL4-inducer

	67
	DRB1_1302
	SSSTFTTTDSSTIPA
	FTTTDSSTI
	0.784806
	0.27
	NON-ALLERGEN
	NON-TOXIN
	0.6040 
	Non-IL4-inducer

	68
	DRB1_1101
	SSTFTTTDSSTIPAL
	FTTTDSSTI
	0.753075
	0.38
	NON-ALLERGEN
	NON-TOXIN
	 0.7236
	Non-IL4-inducer

	69
	DRB1_0901
	STFTTTDSSTIPALH
	FTTTDSSTI
	0.699042
	0.72
	NON-ALLERGEN
	NON-TOXIN
	0.7883 
	Non-IL4-inducer

	70
	DRB1_1101
	RTQDFVDSETTSVMN
	FVDSETTSV
	0.669157
	0.84
	NON-ALLERGEN
	NON-TOXIN
	0.6424 
	IL4-inducer

	71
	DRB1_0101
	RTQDFVDSETTSVMN
	FVDSETTSV
	0.640815
	0.95
	NON-ALLERGEN
	NON-TOXIN
	0.6424
	IL4-inducer

	72
	DRB1_0901
	SPRFVETTRSSSSLT
	FVETTRSSS
	0.929298
	0.3
	NON-ALLERGEN
	NON-TOXIN
	 0.7424
	IL4-inducer

	73
	DRB1_0901
	TSPRFVETTRSSSSL
	FVETTRSSS
	0.91331
	0.37
	NON-ALLERGEN
	NON-TOXIN
	0.7165 
	IL4-inducer

	74
	DRB1_0901
	WTSPRFVETTRSSSS
	FVETTRSSS
	0.88848
	0.5
	NON-ALLERGEN
	NON-TOXIN
	0.7564 
	IL4-inducer

	75
	DRB1_0701
	SPNEFYFTVSPDSDP
	FYFTVSPDS
	0.836037
	0.31
	NON-ALLERGEN
	NON-TOXIN
	1.0496 
	IL4-inducer

	76
	DRB1_0301
	SPNEFYFTVSPDSDP
	FYFTVSPDS
	0.736495
	0.45
	NON-ALLERGEN
	NON-TOXIN
	1.0496 
	IL4-inducer

	77
	DRB1_0701
	SSPNEFYFTVSPDSD
	FYFTVSPDS
	0.731412
	0.6
	NON-ALLERGEN
	NON-TOXIN
	1.1937 
	IL4-inducer

	78
	DRB1_0701
	FPDIFSVASSRLSNS
	IFSVASSRL
	0.796474
	0.41
	NON-ALLERGEN
	NON-TOXIN
	 1.0336
	Non-IL4-inducer

	79
	DRB1_0701
	DIETIHPSINKAVTN
	IHPSINKAV
	0.558299
	0.59
	NON-ALLERGEN
	NON-TOXIN
	0.5124 
	IL4-inducer

	80
	DRB1_0701
	TEKIHPSSNTAVAKV
	IHPSSNTAV
	0.734173
	0.59
	NON-ALLERGEN
	NON-TOXIN
	0.5208 
	Non-IL4-inducer

	81
	DRB1_0301
	TSAIRNTDSTTLDQH
	IRNTDSTTL
	0.884021
	0.2
	NON-ALLERGEN
	NON-TOXIN
	0.9250 
	Non-IL4-induce

	82
	DRB1_0701
	ADTSAIRNTDSTTLD
	IRNTDSTTL
	0.7847
	0.44
	NON-ALLERGEN
	NON-TOXIN
	 0.8850 
	IL4-induce

	83
	DRB1_0901
	SAIRNTDSTTLDQHL
	IRNTDSTTL
	0.723298
	0.63
	NON-ALLERGEN
	NON-TOXIN
	0.8613 
	IL4-induce

	84
	DRB1_0901
	LPKISHLTGTATMSQ
	ISHLTGTAT
	0.82527
	0.76
	NON-ALLERGEN
	NON-TOXIN
	1.1020 
	IL4-inducer

	85
	DRB1_0901
	NMNITSDESLAASKA
	ITSDESLAA
	0.935333
	0.13
	NON-ALLERGEN
	NON-TOXIN
	0.5411 
	IL4-inducer

	86
	DRB1_0701
	PNMNITSDESLAASK
	ITSDESLAA
	0.918942
	0.19
	NON-ALLERGEN
	NON-TOXIN
	0.5174 
	IL4-inducer

	87
	DRB1_0101
	MNITSDESLAASKAT
	ITSDESLAA
	0.844463
	0.43
	NON-ALLERGEN
	NON-TOXIN
	0.6308 
	IL4-inducer

	88
	DRB1_0701
	APNMNITSDESLAAS
	ITSDESLAA
	0.824417
	0.49
	NON-ALLERGEN
	NON-TOXIN
	0.5476 
	IL4-inducer

	89
	DRB1_1101
	SMNITSDESLATSKA
	ITSDESLAT
	0.867571
	0.36
	NON-ALLERGEN
	NON-TOXIN
	0.5782 
	IL4-inducer

	90
	DRB1_0701
	PSMNITSDESLATSK
	ITSDESLAT
	0.831874
	0.47
	NON-ALLERGEN
	NON-TOXIN
	0.5404 
	IL4-inducer

	91
	DRB1_0901
	SSASITTDKPQTVTS
	ITTDKPQTV
	0.832563
	0.46
	NON-ALLERGEN
	NON-TOXIN
	1.0779 
	IL4-inducer

	92
	DRB1_0101
	SASITTDKPQTVTSW
	ITTDKPQTV
	0.820638
	0.5
	NON-ALLERGEN
	NON-TOXIN
	 0.8805 
	Non-IL4-inducer

	93
	DRB1_1101
	LSSASITTDKPQTVT
	ITTDKPQTV
	0.725458
	0.88
	NON-ALLERGEN
	NON-TOXIN
	0.9567 
	Non-IL4-inducer

	94
	DRB1_0301
	PPTIVWTSTGTIEQS
	IVWTSTGTI
	0.85134
	0.27
	NON-ALLERGEN
	NON-TOXIN
	0.5091 
	Non-IL4-inducer

	95
	DRB1_0301
	PPTIVWTSTGTIEQS
	IVWTSTGTI
	0.526645
	0.8
	NON-ALLERGEN
	NON-TOXIN
	0.5091 
	Non-IL4-inducer

	96
	DRB1_0301
	PPTIVWTSTGTIEQS
	IVWTSTGTI
	0.642291
	0.95
	NON-ALLERGEN
	NON-TOXIN
	0.5091 
	Non-IL4-inducer

	97
	DRB1_0901
	DTNLEPVTRSPQNLR
	LEPVTRSPQ
	0.956265
	0.16
	NON-ALLERGEN
	NON-TOXIN
	 0.7129 
	Non-IL4-inducer

	98
	DRB1_0701
	MDTNLEPVTRSPQNL
	LEPVTRSPQ
	0.911114
	0.39
	NON-ALLERGEN
	NON-TOXIN
	0.6055 
	Non-IL4-inducer

	99
	DRB1_0701
	TNLEPVTRSPQNLRN
	LEPVTRSPQ
	0.839482
	0.74
	NON-ALLERGEN
	NON-TOXIN
	0.7506 
	Non-IL4-inducer

	100
	DRB1_1101
	TQPLHAVSSEKVSVQ
	LHAVSSEKV
	0.964996
	0.03
	NON-ALLERGEN
	NON-TOXIN
	0.5077 
	Non-IL4-inducer

	101
	DRB1_0301
	QSTQPLHAVSSEKVS
	LHAVSSEKV
	0.945834
	0.06
	NON-ALLERGEN
	NON-TOXIN
	0.5431 
	Non-IL4-inducer

	102
	DRB1_1101
	TQPLHAVSSEKVSVQ
	LHAVSSEKV
	0.849982
	0.11
	NON-ALLERGEN
	NON-TOXIN
	0.5077 
	Non-IL4-inducer

	103
	DRB1_0701
	QPLHAVSSEKVSVQT
	LHAVSSEKV
	0.899898
	0.16
	NON-ALLERGEN
	NON-TOXIN
	0.5883 
	Non-IL4-inducer

	104
	DRB1_0101
	QSTQPLHAVSSEKVS
	LHAVSSEKV
	0.772227
	0.31
	NON-ALLERGEN
	NON-TOXIN
	0.5431 
	Non-IL4-inducer

	105
	DRB1_1101
	TQPLHAVSSEKVSVQ
	LHAVSSEKV
	0.87897
	0.51
	NON-ALLERGEN
	NON-TOXIN
	0.5077 
	Non-IL4-inducer

	106
	DRB1_0901
	QPLHAVSSEKVSVQT
	LHAVSSEKV
	0.708809
	0.58
	NON-ALLERGEN
	NON-TOXIN
	0.5883 
	Non-IL4-inducer

	107
	DRB1_0301
	TPELKEDSTALVMNS
	LKEDSTALV
	0.827618
	0.48
	NON-ALLERGEN
	NON-TOXIN
	0.7112 
	Non-IL4-inducer

	108
	DRB1_1101
	LTPELKEDSTALVMN
	LKEDSTALV
	0.79682
	0.59
	NON-ALLERGEN
	NON-TOXIN
	 0.6615 
	Non-IL4-inducer

	109
	DRB1_0701
	LPSLLSLPATTSPPP
	LLSLPATTS
	0.834594
	0.72
	NON-ALLERGEN
	NON-TOXIN
	0.6321 
	Non-IL4-inducer

	110
	DRB1_0701
	VSELRATSSTSVTNS
	LRATSSTSV
	0.948593
	0.05
	NON-ALLERGEN
	NON-TOXIN
	1.0202 
	Non-IL4-inducer

	111
	DRB1_1101
	LVSELRATSSTSVTN
	LRATSSTSV
	0.940216
	0.07
	NON-ALLERGEN
	NON-TOXIN
	0.8733 
	Non-IL4-induce

	112
	DRB1_0701
	HLVSELRATSSTSVT
	LRATSSTSV
	0.891892
	0.18
	NON-ALLERGEN
	NON-TOXIN
	0.9163 
	Non-IL4-induce

	113
	DRB1_0901
	VSELRATSSTSVTNS
	LRATSSTSV
	0.727163
	0.49
	NON-ALLERGEN
	NON-TOXIN
	1.0202 
	Non-IL4-induce

	114
	DRB1_1101
	LVSELRATSSTSVTN
	LRATSSTSV
	0.699342
	0.63
	NON-ALLERGEN
	NON-TOXIN
	0.8733 
	Non-IL4-induce

	115
	DRB1_0901
	SHLVSELRATSSTSV
	LRATSSTSV
	0.674722
	0.82
	NON-ALLERGEN
	NON-TOXIN
	0.8256 
	Non-IL4-inducer

	116
	DRB1_0901
	PPNLSSTAGEALSTY
	LSSTAGEAL
	0.703615
	0.7
	NON-ALLERGEN
	NON-TOXIN
	0.5968 
	Non-IL4-inducer

	117
	DRB1_0701
	LPPNLSSTAGEALST
	LSSTAGEAL
	0.691416
	0.75
	NON-ALLERGEN
	NON-TOXIN
	0.6173 
	Non-IL4-inducer

	118
	DRB1_0701
	QDTLTLDTSTTKSQA
	LTLDTSTTK
	0.807459
	0.55
	NON-ALLERGEN
	NON-TOXIN
	0.6277 
	Non-IL4-inducer

	119
	DRB1_0301
	SQDTLTLDTSTTKSQ
	LTLDTSTTK
	0.763195
	0.72
	NON-ALLERGEN
	NON-TOXIN
	0.5798 
	Non-IL4-inducer

	120
	DRB1_1101
	ASLLTTSESKAIHSS
	LTTSESKAI
	0.659049
	0.87
	NON-ALLERGEN
	NON-TOXIN
	0.8610 
	IL4-inducer

	121
	DRB1_0701
	ASSTMDVTKTASISP
	MDVTKTASI
	0.712581
	0.67
	NON-ALLERGEN
	NON-TOXIN
	 0.8318 
	IL4-inducer

	122
	DRB1_0901
	TIDMLDTHSELVTSS
	MLDTHSELV
	0.760077
	0.51
	NON-ALLERGEN
	NON-TOXIN
	0.7799 
	Non-IL4-inducer

	123
	DRB1_1101
	KTIDMLDTHSELVTS
	MLDTHSELV
	0.710211
	0.68
	NON-ALLERGEN
	NON-TOXIN
	0.7164 
	Non-IL4-inducer

	124
	DRB1_0701
	TTDMLHTSPELVTSS
	MLHTSPELV
	0.692833
	0.75
	NON-ALLERGEN
	NON-TOXIN
	0.7526 
	IL4-inducer

	125
	DRB1_0701
	TTAMNNDVKDVSQTN
	MNNDVKDVS
	0.709485
	0.95
	NON-ALLERGEN
	NON-TOXIN
	0.9893 
	Non-IL4-inducer

	126
	DRB1_0701
	YEEDMRRTGSRKFNT
	MRRTGSRKF
	0.702714
	0.71
	NON-ALLERGEN
	NON-TOXIN
	0.7177 
	IL4-inducer

	127
	DRB1_0901
	GPRTEITSSKRISSS
	TEITSSKRI
	0.66063
	0.87
	NON-ALLERGEN
	NON-TOXIN
	0.5391 
	IL4-inducer

	128
	DRB1_0901
	KGPRTEITSSKRISS
	TEITSSKRI
	0.6372
	0.97
	NON-ALLERGEN
	NON-TOXIN
	0.6864 
	IL4-inducer

	129
	DRB1_0901
	DTTVAISTPHFLETS
	VAISTPHFL
	0.635863
	0.98
	NON-ALLERGEN
	NON-TOXIN
	0.5899 
	IL4-inducer

	130
	DRB1_0301
	SSSVHESHSSVLADS
	VHESHSSVL
	0.751923
	0.54
	NON-ALLERGEN
	NON-TOXIN
	0.8180 
	IL4-inducer

	131
	DRB1_0701
	TSSSVHESHSSVLAD
	VHESHSSVL
	0.719675
	0.65
	NON-ALLERGEN
	NON-TOXIN
	 0.8531 
	IL4-inducer

	132
	DRB1_1101
	QSSVLADSETSKATP
	VLADSETSK
	0.789689
	0.62
	NON-ALLERGEN
	NON-TOXIN
	 0.6323 
	IL4-inducer

	133
	DRB1_1101
	TSFVLADSQTSKVTS
	VLADSQTSK
	0.711281
	0.94
	NON-ALLERGEN
	NON-TOXIN
	0.5137 
	IL4-inducer

	134
	DRB1_0701
	PSSVLADSVTTKATS
	VLADSVTTK
	0.811977
	0.53
	NON-ALLERGEN
	NON-TOXIN
	0.6060 
	IL4-inducer

	135
	DRB1_0901
	SPSSVLADSVTTKAT
	VLADSVTTK
	0.775651
	0.67
	NON-ALLERGEN
	NON-TOXIN
	0.5198 
	IL4-inducer

	136
	DRB1_0701
	PSSVLPDSETTKATS
	VLPDSETTK
	0.745663
	0.8
	NON-ALLERGEN
	NON-TOXIN
	0.8038 
	IL4-inducer

	137
	DRB1_1302
	SPSSVLPDSETTKAT
	VLPDSETTK
	0.703125
	0.97
	NON-ALLERGEN
	NON-TOXIN
	0.7176 
	IL4-inducer

	138
	DRB1_0701
	ATTEVSRTEAISFSR
	VSRTEAISF
	0.729396
	0.61
	NON-ALLERGEN
	NON-TOXIN
	0.8017 
	IL4-inducer

	139
	DRB1_0701
	TTKVSRTEALSLGRT
	VSRTEALSL
	0.911722
	0.13
	NON-ALLERGEN
	NON-TOXIN
	1.0341 
	Non-IL4-inducer

	140
	DRB1_0701
	ATTKVSRTEALSLGR
	VSRTEALSL
	0.909359
	0.14
	NON-ALLERGEN
	NON-TOXIN
	 1.0638 
	Non-IL4-inducer

	141
	DRB1_0701
	TKVSRTEALSLGRTS
	VSRTEALSL
	0.73411
	0.6
	NON-ALLERGEN
	NON-TOXIN
	1.0428 
	IL4-inducer

	142
	DRB1_0901
	TTKVSRTEALSLGRT
	VSRTEALSL
	0.660376
	0.85
	NON-ALLERGEN
	NON-TOXIN
	1.0341 
	IL4-inducer

	143
	DRB1_0901
	ATTKVSRTEALSLGR
	VSRTEALSL
	0.639524
	0.96
	NON-ALLERGEN
	NON-TOXIN
	 1.0638 
	IL4-inducer

	144
	DRB1_0101
	PSPVSSTSPESIPSS
	VSSTSPESI
	0.687534
	0.77
	NON-ALLERGEN
	NON-TOXIN
	0.5277 
	Non-IL4-inducer

	145
	DRB1_0101
	TTPNWVETHSTVTQR
	WVETHSTVT
	0.874105
	0.22
	NON-ALLERGEN
	NON-TOXIN
	0.7359 
	IL4-inducer

	146
	DRB1_0901
	TPNWVETHSTVTQRF
	WVETHSTVT
	0.86429
	0.24
	NON-ALLERGEN
	NON-TOXIN
	 0.5345 
	IL4-inducer

	147
	DRB1_1101
	TTPNWVETHSTVTQR
	WVETHSTVT
	0.689445
	0.68
	NON-ALLERGEN
	NON-TOXIN
	0.7359
	IL4-inducer

	148
	DRB1_0701
	TPNWVETHSTVTQRF
	WVETHSTVT
	0.685501
	0.7
	NON-ALLERGEN
	NON-TOXIN
	 0.5345 
	IL4-inducer

	149
	DRB1_0901
	PNWVETHSTVTQRFS
	WVETHSTVT
	0.634322
	0.98
	NON-ALLERGEN
	NON-TOXIN
	 0.6287 
	IL4-inducer

	150
	DRB1_0701
	NLQYEEDMRRPGSRK
	YEEDMRRPG
	0.80661
	0.93
	NON-ALLERGEN
	NON-TOXIN
	0.5880 
	IL4-inducer

	151
	DRB1_0901
	EPTYFLTPRLRETST
	YFLTPRLRE
	0.905
	0.41
	NON-ALLERGEN
	NON-TOXIN
	0.6960 
	Non-IL4-inducer

	152
	DRB1_0901
	REPTYFLTPRLRETS
	YFLTPRLRE
	0.887022
	0.5
	NON-ALLERGEN
	NON-TOXIN
	0.6000 
	Non-IL4-inducer

	153
	DRB1_1101
	DDVYHLTSREITIPR
	YHLTSREIT
	0.903979
	0.42
	NON-ALLERGEN
	NON-TOXIN
	0.6421 
	IL4-inducer

	154
	DRB1_0701
	VPEYISGTSPPSVEK
	YISGTSPPS
	0.685266
	0.7
	NON-ALLERGEN
	NON-TOXIN
	0.5613 
	IL4-inducer

	155
	DRB1_0701
	TSSEYITLLRDIQDK
	YITLLRDIQ
	0.889842
	0.49
	NON-ALLERGEN
	NON-TOXIN
	1.0510 
	Non-IL4-inducer

	156
	DRB1_0901
	SSEYITLLRDIQDKV
	YITLLRDIQ
	0.886723
	0.5
	NON-ALLERGEN
	NON-TOXIN
	1.1974 
	Non-IL4-inducer

	157
	DRB1_0901
	NTLYITSTAQTTSLV
	YITSTAQTT
	0.667521
	0.81
	NON-ALLERGEN
	NON-TOXIN
	 0.5419 
	Non-IL4-inducer

	158
	DRB1_0701
	TSTVPYKELTGATTE
	YKELTGATT
	0.950134
	0.2
	NON-ALLERGEN
	NON-TOXIN
	0.5065 
	Non-IL4-inducer

	159
	DRB1_0901
	VPYKELTGATTEVSR
	YKELTGATT
	0.919612
	0.34
	NON-ALLERGEN
	NON-TOXIN
	0.5595 
	IL4-inducer

	160
	DRB1_0701
	SSGYKSQSSVLADSS
	YKSQSSVLA
	0.994046
	0
	NON-ALLERGEN
	NON-TOXIN
	0.7184 
	Non-IL4-inducer

	161
	DRB1_0901
	SSGYKSQSSVLADSS
	YKSQSSVLA
	0.747874
	0.4
	NON-ALLERGEN
	NON-TOXIN
	0.7184 
	Non-IL4-inducer

	162
	DRB1_0701
	TMPYLTETPLAVTPD
	YLTETPLAV
	0.86798
	0.56
	NON-ALLERGEN
	NON-TOXIN
	0.5716 
	IL4-inducer

	163
	DRB1_0901
	PAAYSGSPKISSSPN
	YSGSPKISS
	0.817372
	0.86
	NON-ALLERGEN
	NON-TOXIN
	0.6774 
	Non-IL4-inducer

	164
	DRB1_1302
	KESYSSVPAYSEPPK
	YSSVPAYSE
	0.715149
	0.66
	NON-ALLERGEN
	NON-TOXIN
	0.5883 
	Non-IL4-inducer

	165
	DRB1_0901
	KESYSSVPAYSEPPK
	YSSVPAYSE
	0.684237
	0.71
	NON-ALLERGEN
	NON-TOXIN
	0.5883 
	Non-IL4-inducer

	166
	DRB1_0101
	EQLYWELSKLTNDIE
	YWELSKLTN
	0.842857
	0.72
	NON-ALLERGEN
	NON-TOXIN
	 0.7011 
	IL4-inducer





S5: List of CTL epitope for DDX5 Protein
	S.No
	MHC
	Peptide
	Core
	Icore
	Score_EL
	%Rank_EL
	ALLERGENICITY
	TOXICITY
	ANTIGENICITY
	IMMUNOGENICITY

	1
	HLA-B*07:02
	APRFGGSRA
	APRFGGSRA
	APRFGGSRA
	0.849613
	0.102
	NON-ALLERGEN
	NON-TOXIC
	0.8628 
	0.09012

	2
	HLA-B*40:01
	REANQAINPKL
	REANQAIKL
	REANQAINPKL
	0.81882
	0.147
	NON-ALLERGEN
	NON-TOXIC
	 0.7639  
	-0.08036

	3
	HLA-A*24:02
	KWNLDELPKF
	KWLDELPKF
	KWNLDELPKF
	0.690581
	0.168
	NON-ALLERGEN
	NON-TOXIC
	 1.0878  
	-0.03996

	4
	HLA-A*24:02
	QYGSNVPNM
	QYGSNVPNM
	QYGSNVPNM
	0.596838
	0.228
	NON-ALLERGEN
	NON-TOXIC
	0.8721  
	-0.13605

	5
	HLA-A*11:01
	STCIYGGAPK
	STIYGGAPK
	STCIYGGAPK
	0.599423
	0.26
	NON-ALLERGEN
	NON-TOXIC
	0.7446  
	0.20426

	6
	HLA-A*24:02
	IYGGAPKGPQI
	IYAPKGPQI
	IYGGAPKGPQI
	0.488472
	0.319
	NON-ALLERGEN
	NON-TOXIC
	1.0248 
	-0.18274

	7
	HLA-B*07:02
	TPNNIKQVSDL
	TPNNIKQVL
	TPNNIKQVSDL
	0.554183
	0.329
	NON-ALLERGEN
	NON-TOXIC
	1.4572 
	-0.28961

	8
	HLA-B*40:01
	VEKDEKLIRL
	VEDEKLIRL
	VEKDEKLIRL
	0.570341
	0.352
	NON-ALLERGEN
	NON-TOXIC
	1.3703
	-0.02806

	9
	HLA-B*35:01
	TAQEVETY
	TAQEVETY
	TAQEVETY
	0.517329
	0.366
	NON-ALLERGEN
	NON-TOXIC
	 0.8236
	0.23036

	10
	HLA-A*03:01
	RIGRTARSTK
	RIGTARSTK
	RIGRTARSTK
	0.545183
	0.381
	NON-ALLERGEN
	NON-TOXIC
	1.6023 
	0.07076

	11
	HLA-A*02:01
	ELAQQVQQV
	ELAQQVQQV
	ELAQQVQQV
	0.46969
	0.432
	NON-ALLERGEN
	NON-TOXIC
	1.0968 
	-0.34324

	12
	HLA-B*35:01
	HNCPKPVLNFY
	HPKPVLNFY
	HNCPKPVLNFY
	0.42829
	0.465
	NON-ALLERGEN
	NON-TOXIC
	 0.5586
	-0.15676


[bookmark: _111kx3o]
S6: List of Final CTL epitope for FOLR-1 Protein.
	S.No
	MHC
	Peptide
	Core
	Icore
	Score_EL
	%RANK_EL
	ALLERGENICITY
	TOXICITY
	ALLERGENICITY
	IMMUNOGENICITY

	1
	HLA-B*35:01
	WPFLLSLAL
	WPFLLSLAL
	WPFLLSLAL
	0.667473
	0.223
	NON-ALLERGEN
	Non-Toxin
	1.0400 
	-0.12619

	2
	HLA-A*02:01
	AAWPFLLSL
	AAWPFLLSL
	AAWPFLLSL
	0.489733
	0.405
	NON-ALLERGEN
	Non-Toxin
	 1.3392 
	0.05828

	3
	HLA-A*02:01
	SPNLGPWIQQV
	SLGPWIQQV
	SPNLGPWIQQV
	0.440171
	0.472
	NON-ALLERGEN
	Non-Toxin
	1.0111 
	0.17538

	4
	HLA-B*35:01
	AACQPFHFY
	AACQPFHFY
	AACQPFHFY
	0.406758
	0.49
	NON-ALLERGEN
	Non-Toxin
	 1.6191 
	0.06104



[bookmark: _3l18frh]S7: List of Final CTL epitope for IDO1 Protein 
	S.No
	MHC
	Peptide
	Core
	Icore
	Score_EL
	%Rank_EL
	ALLERGENICITY
	TOXICITY
	ANTIGENECITY
	IMMUNOGENICITY

	1
	HLA-A*03:01
	RSYHLQIVTK
	RSYHQIVTK
	RSYHLQIVTK
	0.943891
	0.021
	NON-ALLERGEN
	NON-TOXIC
	1.2241 
	0.10135

	2
	HLA-A*11:01
	RSYHLQIVTK
	RSYHQIVTK
	RSYHLQIVTK
	0.840545
	0.072
	NON-ALLERGEN
	NON-TOXIC
	1.2241 
	0.10135

	3
	HLA-A*03:01
	AMENSWTISK
	AMNSWTISK
	AMENSWTISK
	0.84585
	0.079
	NON-ALLERGEN
	NON-TOXIC
	0.5889 
	0.09933

	4
	HLA-A*24:02
	TYENMDVLFSF
	TYMDVLFSF
	TYENMDVLFSF
	0.784328
	0.113
	NON-ALLERGEN
	NON-TOXIC
	0.9868 
	-0.00278

	5
	HLA-A*11:01
	ASQQPKENK
	ASQQPKENK
	ASQQPKENK
	0.752962
	0.129
	NON-ALLERGEN
	NON-TOXIC
	0.5174 
	-0.28724

	6
	HLA-A*11:01
	GTDLMNFLK
	GTDLMNFLK
	GTDLMNFLK
	0.667069
	0.187
	NON-ALLERGEN
	NON-TOXIC
	0.9181 
	-0.08873

	7
	HLA-B*40:01
	QERDTLLKAL
	QERDTLLAL
	QERDTLLKAL
	0.642452
	0.285
	NON-ALLERGEN
	NON-TOXIC
	 0.9821 
	0.07998

	8
	HLA-A*11:01
	SIDHLTDHK
	SIDHLTDHK
	SIDHLTDHK
	0.476401
	0.41
	NON-ALLERGEN
	NON-TOXIC
	0.6199 
	0.10311

	9
	HLA-A*11:01
	AMENSWTISK
	AMNSWTISK
	AMENSWTISK
	0.440273
	0.469
	NON-ALLERGEN
	NON-TOXIC
	0.5889 
	0.09933

	10
	HLA-A*11:01
	HAMENSWTISK
	HAMSWTISK
	HAMENSWTISK
	0.431015
	0.484
	NON-ALLERGEN
	NON-TOXIC
	0.5209 
	0.04443



[bookmark: _206ipza]S8: List of Final CTL epitope for MUC16 Protein
	SNO
	MHC
	Peptide
	Core
	Icore
	Score_EL
	%Rank_EL
	Allergenicity
	Toxicity
	Antigenicity
	Immunogenicity

	
	
	
	
	
	
	
	
	
	
	

	1
	HLA-A*02:01
	RLDPKSPGV
	RLDPKSPGV
	RLDPKSPGV
	0.978171
	0.009
	NON-ALLREGEN
	NON-TOXIN
	1.0795 
	-0.35925

	2
	HLA-A*02:01
	RLDPKSPGL
	RLDPKSPGL
	RLDPKSPGL
	0.961677
	0.018
	NON-ALLREGEN
	NON-TOXIN
	1.1998 
	-0.35925

	3
	HLA-A*03:01
	RLRETSTSQK
	RLRESTSQK
	RLRETSTSQK
	0.942409
	0.022
	NON-ALLREGEN
	NON-TOXIN
	1.6138 
	-0.21431

	4
	HLA-A*03:01
	RLASLRPEK
	RLASLRPEK
	RLASLRPEK
	0.941821
	0.023
	NON-ALLREGEN
	NON-TOXIN
	1.4114 
	-0.06671

	5
	HLA-A*03:01
	RLRESSTSEK
	RLRESSTSK
	RLRESSTSEK
	0.923381
	0.032
	NON-ALLREGEN
	NON-TOXIN
	1.4286 
	-0.26318

	6
	HLA-A*02:01
	GIMEHITKI
	GIMEHITKI
	GIMEHITKI
	0.915298
	0.041
	NON-ALLREGEN
	NON-TOXIN
	1.1484 
	0.10729

	7
	HLA-A*03:01
	SVLADSVTTK
	SVLDSVTTK
	SVLADSVTTK
	0.891451
	0.051
	NON-ALLREGEN
	NON-TOXIN
	 0.5053 
	-0.04808

	8
	HLA-A*03:01
	SSYPGLPEPSK
	SSYPGLPSK
	SSYPGLPEPSK
	0.877644
	0.061
	NON-ALLREGEN
	NON-TOXIN
	0.8029 
	-0.09582

	9
	HLA-A*03:01
	GTKMSTVLSK
	GTMSTVLSK
	GTKMSTVLSK
	0.876549
	0.062
	NON-ALLREGEN
	NON-TOXIN
	 0.6193 
	-0.25283

	10
	HLA-A*03:01
	ATEANTVLSK
	ATANTVLSK
	ATEANTVLSK
	0.867508
	0.069
	NON-ALLREGEN
	NON-TOXIN
	0.5541 
	-0.02317

	11
	HLA-A*02:01
	TLVEDFPSA
	TLVEDFPSA
	TLVEDFPSA
	0.853869
	0.073
	NON-ALLREGEN
	NON-TOXIN
	0.7006 
	0.13993

	12
	HLA-A*03:01
	STYEASRDTK
	STYEASRTK
	STYEASRDTK
	0.855683
	0.074
	NON-ALLREGEN
	NON-TOXIN
	 1.0921 
	0.04828

	13
	HLA-A*03:01
	STQMTITTQK
	STMTITTQK
	STQMTITTQK
	0.847091
	0.078
	NON-ALLREGEN
	NON-TOXIN
	 0.6277 
	0.11328

	14
	HLA-A*03:01
	ASTASSSLSK
	ATASSSLSK
	ASTASSSLSK
	0.841728
	0.081
	NON-ALLREGEN
	NON-TOXIN
	0.6964 
	-0.57662

	15
	HLA-A*03:01
	TTISHFPEK
	TTISHFPEK
	TTISHFPEK
	0.841096
	0.082
	NON-ALLREGEN
	NON-TOXIN
	0.5387 
	0.06757

	16
	HLA-A*03:01
	ATTGSSPTVAK
	ATSSPTVAK
	ATTGSSPTVAK
	0.836819
	0.087
	NON-ALLREGEN
	NON-TOXIN
	0.9963 
	-0.13673

	17
	HLA-A*03:01
	SLLTSGRRK
	SLLTSGRRK
	SLLTSGRRK
	0.830043
	0.093
	NON-ALLREGEN
	NON-TOXIN
	1.1181 
	-0.01982

	18
	HLA-A*03:01
	RLTSLRSEK
	RLTSLRSEK
	RLTSLRSEK
	0.815915
	0.108
	NON-ALLREGEN
	NON-TOXIN
	1.6656 
	-0.19707

	19
	HLA-A*03:01
	KTSDILDARK
	KTSDILARK
	KTSDILDARK
	0.815088
	0.109
	NON-ALLREGEN
	NON-TOXIN
	0.5629 
	0.15104

	20
	HLA-A*03:01
	SLMTGSRSTK
	SLMTGSRTK
	SLMTGSRSTK
	0.814156
	0.11
	NON-ALLREGEN
	NON-TOXIN
	 1.3261 
	-0.07431

	21
	HLA-A*02:01
	KLSQLTHGI
	KLSQLTHGI
	KLSQLTHGI
	0.772314
	0.125
	NON-ALLREGEN
	NON-TOXIN
	1.3359 
	-0.09742

	22
	HLA-A*03:01
	GTHSPVTQR
	GTHSPVTQR
	GTHSPVTQR
	0.785779
	0.137
	NON-ALLREGEN
	NON-TOXIN
	0.5724 
	-0.16283

	23
	HLA-A*03:01
	SIASSTMDVTK
	SIASSTMTK
	SIASSTMDVTK
	0.785601
	0.138
	NON-ALLREGEN
	NON-TOXIN
	 0.7141 
	-0.40385

	24
	HLA-A*03:01
	STFRSVPNR
	STFRSVPNR
	STFRSVPNR
	0.766108
	0.151
	NON-ALLREGEN
	NON-TOXIN
	 1.0349 
	-0.0453

	25
	HLA-A*03:01
	VSWPSPPFVK
	VSWPPPFVK
	VSWPSPPFVK
	0.761458
	0.154
	NON-ALLREGEN
	NON-TOXIN
	0.7186 
	0.16242

	26
	HLA-A*03:01
	SMPRSSAMKK
	SMRSSAMKK
	SMPRSSAMKK
	0.755876
	0.158
	NON-ALLREGEN
	NON-TOXIN
	1.0257 
	-0.54814

	27
	HLA-A*03:01
	RIAPSESTTDK
	RIAPSESTK
	RIAPSESTTDK
	0.75209
	0.16
	NON-ALLREGEN
	NON-TOXIN
	0.7471 
	-0.18225

	28
	HLA-A*03:01
	RLTLLRPKK
	RLTLLRPKK
	RLTLLRPKK
	0.741181
	0.167
	NON-ALLREGEN
	NON-TOXIN
	 1.0294 
	-0.096

	29
	HLA-A*03:01
	IETIHPSINK
	ITIHPSINK
	IETIHPSINK
	0.737781
	0.17
	NON-ALLREGEN
	NON-TOXIN
	 0.8179 
	0.01776

	30
	HLA-A*02:01
	TLLDSSPSSPL
	TLLDSSPSL
	TLLDSSPSSPL
	0.708711
	0.172
	NON-ALLREGEN
	NON-TOXIN
	0.6574 
	-0.40413

	31
	HLA-A*03:01
	RTSIQGTEK
	RTSIQGTEK
	RTSIQGTEK
	0.731192
	0.174
	NON-ALLREGEN
	NON-TOXIN
	 1.3852 
	0.09058

	32
	HLA-A*03:01
	TQMTITTQK
	TQMTITTQK
	TQMTITTQK
	0.724812
	0.18
	NON-ALLREGEN
	NON-TOXIN
	0.5010 
	0.11328

	33
	HLA-A*03:01
	KTDFTSSAK
	KTDFTSSAK
	KTDFTSSAK
	0.716331
	0.19
	NON-ALLREGEN
	NON-TOXIN
	0.6190 
	-0.10969

	34
	HLA-A*03:01
	STSDKILATSK
	STSDKILSK
	STSDKILATSK
	0.714
	0.192
	NON-ALLREGEN
	NON-TOXIN
	0.7401 
	-0.22212

	35
	HLA-A*03:01
	SVLPDSETTK
	SVLPSETTK
	SVLPDSETTK
	0.708662
	0.198
	NON-ALLREGEN
	NON-TOXIN
	 0.7595 
	-0.02617

	36
	HLA-A*02:01
	YLYSGCRLASL
	YLYSGLASL
	YLYSGCRLASL
	0.681124
	0.203
	NON-ALLREGEN
	NON-TOXIN
	 1.2855 
	-0.20875

	37
	HLA-A*02:01
	SLFSSDRPQV
	SLFSSDPQV
	SLFSSDRPQV
	0.678097
	0.206
	NON-ALLREGEN
	NON-TOXIN
	 0.5061 
	-0.34573

	38
	HLA-A*03:01
	RLTLLRPEK
	RLTLLRPEK
	RLTLLRPEK
	0.691287
	0.218
	NON-ALLREGEN
	NON-TOXIN
	1.1356 
	0.0885

	39
	HLA-A*03:01
	SSLSKSPEK
	SSLSKSPEK
	SSLSKSPEK
	0.691626
	0.218
	NON-ALLREGEN
	NON-TOXIN
	 0.9364 
	-0.48666

	40
	HLA-A*02:01
	YVFPDVPET
	YVFPDVPET
	YVFPDVPET
	0.650697
	0.232
	NON-ALLREGEN
	NON-TOXIN
	0.6965 
	0.13644

	41
	HLA-A*03:01
	SSSPSSPTPK
	SSSPSPTPK
	SSSPSSPTPK
	0.659139
	0.254
	NON-ALLREGEN
	NON-TOXIN
	0.6000 
	-0.21012

	42
	HLA-A*03:01
	ADMGQPGSLK
	AMGQPGSLK
	ADMGQPGSLK
	0.657692
	0.256
	NON-ALLREGEN
	NON-TOXIN
	 1.1562 
	-0.23056

	43
	HLA-A*02:01
	IQIEPTSSL
	IQIEPTSSL
	IQIEPTSSL
	0.622919
	0.259
	NON-ALLREGEN
	NON-TOXIN
	 0.6649 
	-0.06659

	44
	HLA-A*02:01
	SLYSGCRLTLL
	SLYSGLTLL
	SLYSGCRLTLL
	0.621324
	0.26
	NON-ALLREGEN
	NON-TOXIN
	0.8377 
	-0.11883

	45
	HLA-A*02:01
	TFLFDSLSTL
	TLFDSLSTL
	TFLFDSLSTL
	0.619773
	0.262
	NON-ALLREGEN
	NON-TOXIN
	 0.6474 
	-0.22816

	46
	HLA-A*03:01
	STSTPGSPETK
	STSTPGSTK
	STSTPGSPETK
	0.648057
	0.265
	NON-ALLREGEN
	NON-TOXIN
	0.7834 
	-0.11048

	47
	HLA-A*03:01
	KESISSLSPK
	KSISSLSPK
	KESISSLSPK
	0.647436
	0.266
	NON-ALLREGEN
	NON-TOXIN
	 0.6286 
	-0.44091

	48
	HLA-A*03:01
	GLAKTTDMLHK
	GLAKTTLHK
	GLAKTTDMLHK
	0.646631
	0.267
	NON-ALLREGEN
	NON-TOXIN
	1.1164 
	-0.12042

	49
	HLA-A*03:01
	SLLTTSESK
	SLLTTSESK
	SLLTTSESK
	0.643516
	0.27
	NON-ALLREGEN
	NON-TOXIN
	 1.2518 
	-0.09463

	50
	HLA-A*03:01
	TMLPEISTTRK
	TMLPSTTRK
	TMLPEISTTRK
	0.639347
	0.274
	NON-ALLREGEN
	NON-TOXIN
	0.6171 
	-0.07632

	51
	HLA-A*03:01
	TLYKGSQLH
	TLYKGSQLH
	TLYKGSQLH
	0.636931
	0.276
	NON-ALLREGEN
	NON-TOXIN
	 1.3727 
	-0.44517

	52
	HLA-A*03:01
	TLTLDTSTTK
	TLLDTSTTK
	TLTLDTSTTK
	0.628282
	0.285
	NON-ALLREGEN
	NON-TOXIN
	0.5491 
	-0.04377

	53
	HLA-A*03:01
	ASSESPSTIK
	ASSSPSTIK
	ASSESPSTIK
	0.617709
	0.295
	NON-ALLREGEN
	NON-TOXIN
	1.0822 
	-0.27618

	54
	HLA-A*03:01
	SLTNPSGGK
	SLTNPSGGK
	SLTNPSGGK
	0.61631
	0.296
	NON-ALLREGEN
	NON-TOXIN
	0.9806 
	-0.11204

	55
	HLA-A*03:01
	SLTDKSKHK
	SLTDKSKHK
	SLTDKSKHK
	0.609987
	0.303
	NON-ALLREGEN
	NON-TOXIN
	 0.8754 
	-0.49391

	56
	HLA-A*03:01
	QLHYTKLAEK
	QLYTKLAEK
	QLHYTKLAEK
	0.597781
	0.318
	NON-ALLREGEN
	NON-TOXIN
	 0.7116 
	-0.09106

	57
	HLA-A*03:01
	KLHSSVSIH
	KLHSSVSIH
	KLHSSVSIH
	0.587915
	0.33
	NON-ALLREGEN
	NON-TOXIN
	 0.5774 
	-0.34007

	58
	HLA-A*02:01
	VLADSQTSKV
	VLADSQTSV
	VLADSQTSKV
	0.550128
	0.335
	NON-ALLREGEN
	NON-TOXIN
	0.7528 
	-0.29902

	59
	HLA-A*02:01
	SVASLPPNL
	SVASLPPNL
	SVASLPPNL
	0.539747
	0.347
	NON-ALLREGEN
	NON-TOXIN
	0.8247 
	-0.18815

	60
	HLA-A*03:01
	RTTISGPDHSK
	RISGPDHSK
	RTTISGPDHSK
	0.572141
	0.348
	NON-ALLREGEN
	NON-TOXIN
	1.0978 
	-0.07888

	61
	HLA-A*03:01
	SLPNFSSTSDK
	SLFSSTSDK
	SLPNFSSTSDK
	0.570001
	0.351
	NON-ALLREGEN
	NON-TOXIN
	 1.1615 
	-0.37969

	62
	HLA-A*02:01
	SMMSESTQM
	SMMSESTQM
	SMMSESTQM
	0.535157
	0.352
	NON-ALLREGEN
	NON-TOXIN
	0.6778 
	-0.31662

	63
	HLA-A*02:01
	SLGRTGDLTTV
	SLTGDLTTV
	SLGRTGDLTTV
	0.534146
	0.353
	NON-ALLREGEN
	NON-TOXIN
	1.6765 
	0.1133

	64
	HLA-A*03:01
	STHTSMTYTEK
	STHTSMTYK
	STHTSMTYTEK
	0.567607
	0.354
	NON-ALLREGEN
	NON-TOXIN
	 0.5073 
	-0.24624

	65
	HLA-A*02:01
	STPESTHTV
	STPESTHTV
	STPESTHTV
	0.533607
	0.354
	NON-ALLREGEN
	NON-TOXIN
	0.9092 
	0.02257

	66
	HLA-A*03:01
	AGSSPPGGTK
	ASSPPGGTK
	AGSSPPGGTK
	0.565064
	0.357
	NON-ALLREGEN
	NON-TOXIN
	0.7327 
	0.00752

	67
	HLA-A*03:01
	RTSSTEGNFTK
	RTSSTNFTK
	RTSSTEGNFTK
	0.563328
	0.359
	NON-ALLREGEN
	NON-TOXIN
	1.1466 
	-0.06698

	68
	HLA-A*02:01
	GVSWPSPPFV
	GVWPSPPFV
	GVSWPSPPFV
	0.523381
	0.366
	NON-ALLREGEN
	NON-TOXIN
	0.6518 
	-0.05176

	69
	HLA-A*03:01
	RTDGIMEHITK
	RTDGIHITK
	RTDGIMEHITK
	0.55581
	0.368
	NON-ALLREGEN
	NON-TOXIN
	 0.8606 
	0.33635

	70
	HLA-A*03:01
	ATKPSTVPY
	ATKPSTVPY
	ATKPSTVPY
	0.545383
	0.381
	NON-ALLREGEN
	NON-TOXIN
	 0.7238 
	-0.17736

	71
	HLA-A*03:01
	SVLADSETSK
	SVLDSETSK
	SVLADSETSK
	0.544917
	0.381
	NON-ALLREGEN
	NON-TOXIN
	 0.8133 
	-0.11203

	72
	HLA-A*02:01
	VLSESTTEGV
	VLSESTTEV
	VLSESTTEGV
	0.510019
	0.381
	NON-ALLREGEN
	NON-TOXIN
	0.8407 
	0.01375

	73
	HLA-A*03:01
	LTLSPGEPK
	LTLSPGEPK
	LTLSPGEPK
	0.543393
	0.383
	NON-ALLREGEN
	NON-TOXIN
	0.6412 
	-0.07095

	74
	HLA-A*02:01
	QLTHSITEL
	QLTHSITEL
	QLTHSITEL
	0.502253
	0.39
	NON-ALLREGEN
	NON-TOXIN
	 0.7178 
	0.10059

	75
	HLA-A*02:01
	LLRDIQDKV
	LLRDIQDKV
	LLRDIQDKV
	0.501042
	0.392
	NON-ALLREGEN
	NON-TOXIN
	 1.5331 
	-0.0476

	76
	HLA-A*03:01
	SVSSETTKIK
	SVSSETTKK
	SVSSETTKIK
	0.533745
	0.395
	NON-ALLREGEN
	NON-TOXIN
	 1.2612 
	-0.17937

	77
	HLA-A*03:01
	STMSQGLSH
	STMSQGLSH
	STMSQGLSH
	0.531778
	0.397
	NON-ALLREGEN
	NON-TOXIN
	0.6594 
	-0.41039

	78
	HLA-A*03:01
	SVSSLTDKSK
	SVSSLTKSK
	SVSSLTDKSK
	0.528299
	0.402
	NON-ALLREGEN
	NON-TOXIN
	1.1208 
	-0.47309

	79
	HLA-A*03:01
	STYSLTPGLR
	STYSLTPLR
	STYSLTPGLR
	0.527225
	0.404
	NON-ALLREGEN
	NON-TOXIN
	 0.5344 
	-0.15777

	80
	HLA-A*03:01
	ILRATTSSTSK
	ILRASSTSK
	ILRATTSSTSK
	0.52604
	0.406
	NON-ALLREGEN
	NON-TOXIN
	 1.1896 
	-0.32456

	81
	HLA-A*02:01
	IMSSKEPSI
	IMSSKEPSI
	IMSSKEPSI
	0.485589
	0.411
	NON-ALLREGEN
	NON-TOXIN
	0.9746 
	-0.44194

	82
	HLA-A*02:01
	RTSEEINTV
	RTSEEINTV
	RTSEEINTV
	0.481023
	0.417
	NON-ALLREGEN
	NON-TOXIN
	1.0894 
	0.28705

	83
	HLA-A*03:01
	KITDILRTR
	KITDILRTR
	KITDILRTR
	0.515728
	0.424
	NON-ALLREGEN
	NON-TOXIN
	 0.8043 
	0.22044

	84
	HLA-A*02:01
	IHHLDPKSPGL
	ILDPKSPGL
	IHHLDPKSPGL
	0.474915
	0.425
	NON-ALLREGEN
	NON-TOXIN
	1.0256 
	-0.35925

	85
	HLA-A*02:01
	ELDALTPLV
	ELDALTPLV
	ELDALTPLV
	0.470773
	0.431
	NON-ALLREGEN
	NON-TOXIN
	0.8958 
	0.05647

	86
	HLA-A*02:01
	TLPDSIHSSSL
	TLPDSIHSL
	TLPDSIHSSSL
	0.468317
	0.434
	NON-ALLREGEN
	NON-TOXIN
	 0.6867 
	-0.08646

	87
	HLA-A*03:01
	SVSIHSEPSK
	SVIHSEPSK
	SVSIHSEPSK
	0.508072
	0.437
	NON-ALLREGEN
	NON-TOXIN
	0.6482 
	-0.09712

	88
	HLA-A*02:01
	HRLDPKSPGV
	HLDPKSPGV
	HRLDPKSPGV
	0.45938
	0.446
	NON-ALLREGEN
	NON-TOXIN
	0.8567 
	-0.35925

	89
	LA-A*03:01
	RSLMTGSRSTK
	RMTGSRSTK
	RSLMTGSRSTK
	0.502974
	0.446
	NON-ALLREGEN
	NON-TOXIN
	1.2967 
	-0.18262

	90
	HLA-A*02:01
	TLLRDIQDKV
	TLLDIQDKV
	TLLRDIQDKV
	0.457227
	0.449
	NON-ALLREGEN
	NON-TOXIN
	 1.3198 
	-0.068

	91
	HLA-A*02:01
	FLSGTHSTM
	FLSGTHSTM
	FLSGTHSTM
	0.454862
	0.453
	NON-ALLREGEN
	NON-TOXIN
	1.1892 
	-0.06829

	92
	HLA-A*02:01
	SISSLSPKL
	SISSLSPKL
	SISSLSPKL
	0.453398
	0.455
	NON-ALLREGEN
	NON-TOXIN
	 0.7852 
	-0.52206

	93
	HLA-A*03:01
	SSASITTDK
	SSASITTDK
	SSASITTDK
	0.497933
	0.455
	NON-ALLREGEN
	NON-TOXIN
	 0.5914 
	0.05809

	94
	HLA-A*02:01
	YLYSGCRLA
	YLYSGCRLA
	YLYSGCRLA
	0.445966
	0.465
	NON-ALLREGEN
	NON-TOXIN
	 0.7389 
	-0.14822

	95
	HLA-A*03:01
	RLENGSDTSSK
	RLGSDTSSK
	RLENGSDTSSK
	0.490986
	0.467
	NON-ALLREGEN
	NON-TOXIN
	1.6033 
	-0.33361

	96
	HLA-A*03:01
	SVLSDSETPK
	SVLSSETPK
	SVLSDSETPK
	0.490818
	0.467
	NON-ALLREGEN
	NON-TOXIN
	0.7726 
	-0.21064

	97
	HLA-A*03:01
	TSMPRSSAMKK
	TSMPSAMKK
	TSMPRSSAMKK
	0.491264
	0.467
	NON-ALLREGEN
	NON-TOXIN
	 0.9657 
	-0.46663

	98
	HLA-A*03:01
	MKTFADSTASK
	KTFDSTASK
	KTFADSTASK
	0.490621
	0.468
	NON-ALLREGEN
	NON-TOXIN
	0.6944 
	-0.12788

	99
	HLA-A*03:01
	RATTSSTSK
	RATTSSTSK
	RATTSSTSK
	0.490265
	0.468
	NON-ALLREGEN
	NON-TOXIN
	1.4846 
	-0.32907

	100
	HLA-A*03:01
	TTLDVIPHTAK
	TTLDPHTAK
	TTLDVIPHTAK
	0.488099
	0.472
	NON-ALLREGEN
	NON-TOXIN
	0.7425 
	0.09399

	101
	HLA-A*03:01
	HSEMTTVMNK
	HSMTTVMNK
	HSEMTTVMNK
	0.486949
	0.474
	NON-ALLREGEN
	NON-TOXIN
	1.0571 
	-0.09326

	102
	HLA-A*02:01
	NLSSTSHEI
	NLSSTSHEI
	NLSSTSHEI
	0.438272
	0.475
	NON-ALLREGEN
	NON-TOXIN
	1.3450 
	-0.2523

	103
	HLA-A*03:01
	VLADSEKTK
	VLADSEKTK
	VLADSEKTK
	0.484825
	0.478
	NON-ALLREGEN
	NON-TOXIN
	0.9519 
	-0.19115

	104
	HLA-A*03:01
	SSSASVLDNK
	SSSASVLNK
	SSSASVLDNK
	0.480736
	0.485
	NON-ALLREGEN
	NON-TOXIN
	 0.7164 
	-0.14971

	105
	HLA-A*02:01
	TLDTSTTPSL
	TLDSTTPSL
	TLDTSTTPSL
	0.425569
	0.492
	NON-ALLREGEN
	NON-TOXIN
	 0.6808 
	-0.19095

	106
	HLA-A*02:01
	SHRLDPKSPGL
	SLDPKSPGL
	SHRLDPKSPGL
	0.424773
	0.493
	NON-ALLREGEN
	NON-TOXIN
	 0.8710 
	-0.35925

	107
	HLA-A*03:01
	STSMPRSSAMK
	STSMPRSSK
	STSMPRSSAMK
	0.475907
	0.494
	NON-ALLREGEN
	NON-TOXIN
	0.9786 
	-0.42876

	108
	HLA-A*02:01
	TLYSSFLDL
	TLYSSFLDL
	TLYSSFLDL
	0.424231
	0.494
	NON-ALLREGEN
	NON-TOXIN
	0.5513 
	-0.21497


S9: List of the Final epitope selected for vaccine construct
	Protein
	Epitope
	Score
	Antigenicity
	Allergenicity
	Toxicity
	Position of epitope in the protein

	DDX5
	KSTCIYGGAPKGPQIRDLER
	1
	Antigenic
	Non-Allergen
	Non-Toxic
	197-216 [N-terminal]

	MUC16
	TPQMTATHPPSPDPGSARST
	1
	Antigenic
	Non-Allergen
	Non-Toxic
	1130-1149 [N-terminal]

	MUC16
	ESKAIHSSPQTPTTPTSGAN
	1
	Antigenic
	Non-Allergen
	Non-Toxic
	2567-2586 [N-terminal]

	MUC16
	KLTTLFSTGQAARSGSSSSP
	1
	Antigenic
	Non-Allergen
	Non-Toxic
	3012-3031 [N-terminal]

	MUC16
	SNMTIITRTGPPLGSTSQGT
	1
	Antigenic
	Non-Allergen
	Non-Toxic
	6731-6750 [N-terminal]

	MUC16
	KRMETTTTALKTTTTALKTT
	1
	Antigenic
	Non-Allergen
	Non-Toxic
	10470-10489 [N-terminal]



S10: List of DDX5 Protein HTL strong binders
		MHC
	Peptide
	
	Core peptide
	Core_rel
	Identity
	Score_EL
	% rank_EL

	DRB1_0101
	TGTAYTFFTPNNIKQ
	4
	YTFFTPNNI
	1
	NP_004387.1
	0.810796
	0.82

	DRB1_0101
	GTAYTFFTPNNIKQV
	3
	YTFFTPNNI
	1
	NP_004387.1
	0.82713
	0.75

	DRB1_0301
	KIVDQIRPDRQTLMW
	5
	IRPDRQTLM
	0.993
	NP_004387.1
	0.848894
	0.42

	DRB1_0301
	IVDQIRPDRQTLMWS
	4
	IRPDRQTLM
	1
	NP_004387.1
	0.910786
	0.22

	DRB1_0301
	VDQIRPDRQTLMWSA
	3
	IRPDRQTLM
	1
	NP_004387.1
	0.925374
	0.17

	DRB1_0301
	DQIRPDRQTLMWSAT
	2
	IRPDRQTLM
	1
	NP_004387.1
	0.822874
	0.49

	DRB1_0301
	VDVCHDVEKDEKLIR
	6
	VEKDEKLIR
	1
	NP_004387.1
	0.727805
	0.87

	DRB1_0301
	DVCHDVEKDEKLIRL
	5
	VEKDEKLIR
	1
	NP_004387.1
	0.917559
	0.2

	DRB1_0301
	VCHDVEKDEKLIRLM
	4
	VEKDEKLIR
	1
	NP_004387.1
	0.935337
	0.13

	DRB1_0301
	CHDVEKDEKLIRLME
	3
	VEKDEKLIR
	1
	NP_004387.1
	0.95357
	0.08

	DRB1_0301
	HDVEKDEKLIRLMEE
	2
	VEKDEKLIR
	1
	NP_004387.1
	0.95209
	0.08

	DRB1_0301
	DVEKDEKLIRLMEEI
	1
	VEKDEKLIR
	1
	NP_004387.1
	0.705288
	0.97

	DRB1_0301
	PAMGIHGDKSQQERD
	4
	IHGDKSQQE
	1
	NP_004387.1
	0.788141
	0.62

	DRB1_0301
	AMGIHGDKSQQERDW
	3
	IHGDKSQQE
	1
	NP_004387.1
	0.783329
	0.64

	DRB1_0301
	KLLQLVEDRGSGRSR
	4
	LVEDRGSGR
	1
	NP_004387.1
	0.722628
	0.9

	DRB1_0301
	LLQLVEDRGSGRSRG
	3
	LVEDRGSGR
	1
	NP_004387.1
	0.76814
	0.7

	DRB1_0301
	RGRGGMKDDRRDRYS
	5
	MKDDRRDRY
	1
	NP_004387.1
	0.724063
	0.89

	DRB1_0301
	GRGGMKDDRRDRYSA
	4
	MKDDRRDRY
	1
	NP_004387.1
	0.817001
	0.51

	DRB1_0301
	RGGMKDDRRDRYSAG
	3
	MKDDRRDRY
	1
	NP_004387.1
	0.844542
	0.43

	DRB1_0301
	GGMKDDRRDRYSAGK
	2
	MKDDRRDRY
	1
	NP_004387.1
	0.698667
	0.99

	DRB1_0901
	FGAPRFGGSRAGPLS
	5
	FGGSRAGPL
	1
	NP_004387.1
	0.724459
	0.5

	DRB1_0901
	GAPRFGGSRAGPLSG
	4
	FGGSRAGPL
	1
	NP_004387.1
	0.802574
	0.22

	DRB1_0901
	APRFGGSRAGPLSGK
	3
	FGGSRAGPL
	1
	NP_004387.1
	0.84524
	0.12

	DRB1_0901
	PRFGGSRAGPLSGKK
	2
	FGGSRAGPL
	1
	NP_004387.1
	0.72416
	0.5

	DRB1_0901
	QEVETYRRSKEITVR
	5
	YRRSKEITV
	1
	NP_004387.1
	0.724752
	0.5

	DRB1_0901
	EVETYRRSKEITVRG
	4
	YRRSKEITV
	1
	NP_004387.1
	0.796445
	0.24

	DRB1_0901
	VETYRRSKEITVRGH
	3
	YRRSKEITV
	1
	NP_004387.1
	0.822637
	0.17

	DRB1_0901
	ETYRRSKEITVRGHN
	2
	YRRSKEITV
	1
	NP_004387.1
	0.714375
	0.55

	DRB1_0901
	VLNEFKHGKAPILIA
	4
	FKHGKAPIL
	1
	NP_004387.1
	0.706563
	0.59

	DRB1_0901
	LNEFKHGKAPILIAT
	3
	FKHGKAPIL
	1
	NP_004387.1
	0.71561
	0.55

	DRB1_0901
	KTGTAYTFFTPNNIK
	5
	YTFFTPNNI
	0.993
	NP_004387.1
	0.777104
	0.29

	DRB1_0901
	TGTAYTFFTPNNIKQ
	4
	YTFFTPNNI
	1
	NP_004387.1
	0.834589
	0.15

	DRB1_0901
	GTAYTFFTPNNIKQV
	3
	YTFFTPNNI
	1
	NP_004387.1
	0.833649
	0.15

	DRB1_0901
	TAYTFFTPNNIKQVS
	2
	YTFFTPNNI
	0.953
	NP_004387.1
	0.691761
	0.67

	DRB1_0901
	RENYDRGYSSLLKRD
	3
	YDRGYSSLL
	1
	NP_004387.1
	0.637352
	0.97

	DRB1_1101
	LDMGFEPQIRKIVDQ
	4
	FEPQIRKIV
	1
	NP_004387.1
	0.824223
	0.82

	DRB1_1101
	DMGFEPQIRKIVDQI
	3
	FEPQIRKIV
	1
	NP_004387.1
	0.794096
	1

	DRB1_0701
	FGAPRFGGSRAGPLS
	5
	FGGSRAGPL
	1
	NP_004387.1
	0.659609
	0.87

	DRB1_0701
	GAPRFGGSRAGPLSG
	4
	FGGSRAGPL
	1
	NP_004387.1
	0.767604
	0.49

	DRB1_0701
	APRFGGSRAGPLSGK
	3
	FGGSRAGPL
	1
	NP_004387.1
	0.826467
	0.33

	DRB1_0701
	QEVETYRRSKEITVR
	5
	YRRSKEITV
	1
	NP_004387.1
	0.802942
	0.39

	DRB1_0701
	EVETYRRSKEITVRG
	4
	YRRSKEITV
	1
	NP_004387.1
	0.879032
	0.21

	DRB1_0701
	VETYRRSKEITVRGH
	3
	YRRSKEITV
	1
	NP_004387.1
	0.896115
	0.17

	DRB1_0701
	ETYRRSKEITVRGHN
	2
	YRRSKEITV
	1
	NP_004387.1
	0.735544
	0.59

	DRB1_0701
	KTGTAYTFFTPNNIK
	5
	YTFFTPNNI
	1
	NP_004387.1
	0.828874
	0.33

	DRB1_0701
	TGTAYTFFTPNNIKQ
	4
	YTFFTPNNI
	1
	NP_004387.1
	0.885148
	0.2

	DRB1_0701
	GTAYTFFTPNNIKQV
	3
	YTFFTPNNI
	1
	NP_004387.1
	0.883218
	0.2

	DRB1_0701
	TAYTFFTPNNIKQVS
	2
	YTFFTPNNI
	0.993
	NP_004387.1
	0.712727
	0.67

	DRB1_1302
	LLPAIVHINHQPFLE
	4
	IVHINHQPF
	0.68
	NP_004387.1
	0.61252
	0.34

	DRB1_1302
	LPAIVHINHQPFLER
	3
	IVHINHQPF
	0.573
	NP_004387.1
	0.730933
	0.08

	DRB1_1302
	PAIVHINHQPFLERG
	3
	VHINHQPFL
	0.62
	NP_004387.1
	0.721352
	0.09

	DRB1_1302
	LKDYIHINIGALELS
	4
	IHINIGALE
	0.907
	NP_004387.1
	0.517165
	0.87

	DRB1_1302
	KDYIHINIGALELSA
	3
	IHINIGALE
	0.993
	NP_004387.1
	0.563682
	0.57

	DRB1_1302
	NKTIVFVETKRRCDE
	3
	IVFVETKRR
	0.647
	NP_004387.1
	0.5284
	0.78

	DRB1_1302
	EDVKFVINYDYPNSS
	4
	FVINYDYPN
	0.853
	NP_004387.1
	0.547672
	0.66

	DRB1_1302
	DVKFVINYDYPNSSE
	3
	FVINYDYPN
	0.86
	NP_004387.1
	0.617804
	0.32

	DRB1_1302
	VKFVINYDYPNSSED
	2
	FVINYDYPN
	0.553
	NP_004387.1
	0.504546
	1

	DRB1_1302
	AYTFFTPNNIKQVSD
	4
	FTPNNIKQV
	0.98
	NP_004387.1
	0.509508
	0.95






S11: MUC16 Gene HTL strong binders
	MHC
	Peptide
	Core peptide
	Identity
	Score_EL
	%rank_EL

	DRB1_0701
	FDATFIPTPAQSTKF
	FIPTPAQST
	NP_078966.2
	0.848925
	0.27

	DRB1_0101
	SSPTIMAAGPLLVPF
	IMAAGPLLV
	NP_078966.2
	0.643824
	0.94

	DRB1_0701
	STPAFLETRRIQTEL
	FLETRRIQT
	NP_078966.2
	0.817133
	0.86

	DRB1_1101
	DSDPYKATSAVVITS
	YKATSAVVI
	NP_078966.2
	0.954337
	0.18

	DRB1_1101
	DSDPYKATSAVVITS
	YKATSAVVI
	NP_078966.2
	0.989873
	0

	DRB1_1101
	DSDPYKATSAVVITS
	YKATSAVVI
	NP_078966.2
	0.960604
	0

	DRB1_0701
	LGPYTLDRNSLYVNG
	YTLDRNSLY
	NP_078966.2
	0.740272
	0.82

	DRB1_0901
	LGPYTLDRNSLYVNG
	YTLDRNSLY
	NP_078966.2
	0.740272
	0.82

	DRB1_0901
	LGPYTLDRNSLYVNG
	YTLDRNSLY
	NP_078966.2
	0.740272
	0.82

	DRB1_0901
	LGPYTLDRNSLYVNG
	YTLDRNSLY
	NP_078966.2
	0.740272
	0.82

	DRB1_0101
	LGPYTLDRNSLYVNG
	YTLDRNSLY
	NP_078966.2
	0.740272
	0.82

	DRB1_0701
	IGKGYITEGRLDTSH
	YITEGRLDT
	NP_078966.2
	0.83347
	0.77

	DRB1_0701
	TATTPSWVETHSIVI
	WVETHSIVI
	NP_078966.2
	0.836432
	0.31

	DRB1_0701
	ATTPSWVETHSIVIQ
	WVETHSIVI
	NP_078966.2
	0.784873
	0.27

	DRB1_1101
	ATTPSWVETHSIVIQ
	WVETHSIVI
	NP_078966.2
	0.960957
	0.03

	DRB1_0701
	DATFIPTPAQSTKFP
	FIPTPAQST
	NP_078966.2
	0.890845
	0.18

	DRB1_0701
	DATFIPTPAQSTKFP
	FIPTPAQST
	NP_078966.2
	0.750242
	0.39

	DRB1_0701
	PSTVPYKALTSATIE
	YKALTSATI
	NP_078966.2
	0.980113
	0.06

	DRB1_0101
	PSTVPYKALTSATIE
	YKALTSATI
	NP_078966.2
	0.886325
	0.19

	DRB1_0901
	PSTVPYKALTSATIE
	YKALTSATI
	NP_078966.2
	0.859513
	0.09

	DRB1_0701
	GSRKFNTTERVLQGL
	FNTTERVLQ
	NP_078966.2
	0.86943
	0.59

	DRB1_0101
	GSRKFNTTERVLQGL
	FNTTERVLQ
	NP_078966.2
	0.86943
	0.59

	DRB1_0701
	TASFTETSTVSLDNE
	FTETSTVSL
	NP_078966.2
	0.800675
	0.23

	DRB1_0301
	TASFTETSTVSLDNE
	FTETSTVSL
	NP_078966.2
	0.959931
	0.03

	DRB1_0301
	PRNTTYEGSITVALS
	YEGSITVAL
	NP_078966.2
	0.734117
	0.46

	DRB1_0701
	PPPISSTLPVTISSS
	ISSTLPVTI
	NP_078966.2
	0.677497
	0.75

	DRB1_0701
	PPPISSTLPVTISSS
	ISSTLPVTI
	NP_078966.2
	0.846218
	0.28

	DRB1_1101
	DEAYSSTSSWSDQTS
	YSSTSSWSD
	NP_078966.2
	0.724197
	0.63

	DRB1_1101
	SPFSAEEANSLSSQA
	FSAEEANSL
	NP_078966.2
	0.905572
	0.39

	DRB1_0101
	FDKAFTAATTEVSRT
	FTAATTEVS
	NP_078966.2
	0.829025
	0.16

	DRB1_0701
	TPNWVETHSTVTQRF
	WVETHSTVT
	NP_078966.2
	0.685501
	0.7

	DRB1_0901
	TPNWVETHSTVTQRF
	WVETHSTVT
	NP_078966.2
	0.86429
	0.24

	DRB1_0901
	NTLYITSTAQTTSLV
	YITSTAQTT
	NP_078966.2
	0.667521
	0.81

	DRB1_0701
	IHPFSNTAVTKVGTS
	FSNTAVTKV
	NP_078966.2
	0.927249
	0.1

	DRB1_0901
	PGSRKFNTTERVLQT
	FNTTERVLQ
	NP_078966.2
	0.792376
	1

	DRB1_0901
	PNWVETHSTVTQRFS
	WVETHSTVT
	NP_078966.2
	0.634322
	0.98

	DRB1_0901
	DPTFMPASAQSTKSP
	FMPASAQST
	NP_078966.2
	0.916002
	0.35

	DRB1_0701
	DPTFMPASAQSTKSP
	FMPASAQST
	NP_078966.2
	0.85403
	0.1

	DRB1_1101
	QSSVLADSETSKATP
	VLADSETSK
	NP_078966.2
	0.789689
	0.62

	DRB1_0301
	DKAFTAATTEVSRTE
	FTAATTEVS
	NP_078966.2
	0.861731
	0.09

	DRB1_1101
	LTPELKEDSTALVMN
	LKEDSTALV
	NP_078966.2
	0.79682
	0.59

	DRB1_0101
	EQLYWELSKLTNDIE
	YWELSKLTN
	NP_078966.2
	0.842857
	0.72

	DRB1_0901
	DTNLEPVTRSPQNLR
	LEPVTRSPQ
	NP_078966.2
	0.956265
	0.16

	DRB1_1101
	SSTFTTTDSSTIPAL
	FTTTDSSTI
	NP_078966.2
	0.906482
	0.14

	DRB1_1101
	SSTFTTTDSSTIPAL
	FTTTDSSTI
	NP_078966.2
	0.753075
	0.38

	DRB1_0901
	EKIHPFSNTAVTKVG
	FSNTAVTKV
	NP_078966.2
	0.862096
	0.24

	DRB1_0701
	EKIHPFSNTAVTKVG
	FSNTAVTKV
	NP_078966.2
	0.698245
	0.64

	DRB1_0901
	SPRFVETTRSSSSLT
	FVETTRSSS
	NP_078966.2
	0.929298
	0.3

	DRB1_0701
	ASSTMDVTKTASISP
	MDVTKTASI
	NP_078966.2
	0.712581
	0.67

	DRB1_0701
	TSSSVHESHSSVLAD
	VHESHSSVL
	NP_078966.2
	0.719675
	0.65

	DRB1_0101
	SASITTDKPQTVTSW
	ITTDKPQTV
	NP_078966.2
	0.820638
	0.5

	DRB1_0701
	ADTSAIRNTDSTTLD
	IRNTDSTTL
	NP_078966.2
	0.7847
	0.44

	DRB1_0701
	FPDIFSVASSRLSNS
	IFSVASSRL
	NP_078966.2
	0.796474
	0.41

	DRB1_0901
	ATTKVSRTEALSLGR
	VSRTEALSL
	NP_078966.2
	0.639524
	0.96

	DRB1_0701
	ATTKVSRTEALSLGR
	VSRTEALSL
	NP_078966.2
	0.909359
	0.14

	DRB1_0901
	LELILSTTGYPFSSP
	ILSTTGYPF
	NP_078966.2
	0.672809
	0.82

	DRB1_0701
	RPTIAPDISTGMITR
	IAPDISTGM
	NP_078966.2
	0.843345
	0.43

	DRB1_0701
	TEKMYPSTNIAVTNV
	MYPSTNIAV
	NP_078966.2
	0.657449
	0.88

	DRB1_1101
	SNPAFSETRRIPTEP
	FSETRRIPT
	NP_078966.2
	0.842162
	0.72

	DRB1_0701
	NTAFSYVPTGAITQA
	FSYVPTGAI
	NP_078966.2
	0.784115
	0.27

	DRB1_0901
	NTAFSYVPTGAITQA
	FSYVPTGAI
	NP_078966.2
	0.886424
	0.19

	DRB1_0701
	PSWVETHSIVIQGFP
	WVETHSIVI
	NP_078966.2
	0.698646
	0.63

	DRB1_0701
	PSWVETHSIVIQGFP
	WVETHSIVI
	NP_078966.2
	0.917839
	0.12

	DRB1_0701
	GTVIYKHLSPSSVLA
	YKHLSPSSV
	NP_078966.2
	0.902478
	0.41

	DRB1_0701
	SYNRRYWTPATSTPV
	WTPATSTPV
	NP_078966.2
	0.634454
	0.98

	DRB1_0701
	SYNRRYWTPATSTPV
	WTPATSTPV
	NP_078966.2
	0.692542
	0.67

	DRB1_0701
	VEQVFLDKTLNASFH
	VFLDKTLNA
	NP_078966.2
	0.830414
	0.47

	DRB1_0701
	LLGPMFKNTSVGPLY
	FKNTSVGPL
	NP_078966.2
	0.70272
	0.71

	DRB1_1302
	NRRYWTPATSTPVTS
	WTPATSTPV
	NP_078966.2
	0.901969
	0.15

	DRB1_1101
	NRRYWTPATSTPVTS
	WTPATSTPV
	NP_078966.2
	0.900902
	0.03

	DRB1_1101
	SLVEQVFLDKTLNAS
	VFLDKTLNA
	NP_078966.2
	0.71874
	0.91

	DRB1_0901
	SDPYKATSAVVITST
	YKATSAVVI
	NP_078966.2
	0.966881
	0.12

	DRB1_0901
	SDPYKATSAVVITST
	YKATSAVVI
	NP_078966.2
	0.990414
	0

	DRB1_0101
	SDPYKATSAVVITST
	YKATSAVVI
	NP_078966.2
	0.963026
	0

	DRB1_0101
	VLTASFTETSTVSLD
	FTETSTVSL
	NP_078966.2
	0.890097
	0.18

	DRB1_0701
	YNRRYWTPATSTPVT
	WTPATSTPV
	NP_078966.2
	0.853031
	0.26

	DRB1_0701
	YNRRYWTPATSTPVT
	WTPATSTPV
	NP_078966.2
	0.86063
	0.09

	DRB1_0701
	STSTLTLTVSPAVSG
	LTLTVSPAV
	NP_078966.2
	0.743907
	0.56

	DRB1_1101
	RGTLTLDTSTTFMSG
	LTLDTSTTF
	NP_078966.2
	0.700064
	0.99

	DRB1_0901
	NPAFSETRRIPTEPT
	FSETRRIPT
	NP_078966.2
	0.865043
	0.62

	DRB1_0701
	PTVYLGASKTPASIF
	YLGASKTPA
	NP_078966.2
	0.906063
	0.41

	DRB1_0301
	TPSWVETHSIVIQGF
	WVETHSIVI
	NP_078966.2
	0.829861
	0.16

	DRB1_1101
	TPSWVETHSIVIQGF
	WVETHSIVI
	NP_078966.2
	0.971113
	0.01

	DRB1_0901
	TSTLTLTVSPAVSGL
	LTLTVSPAV
	NP_078966.2
	0.671116
	0.83

	DRB1_0901
	HKTETWVSTTAIPST
	WVSTTAIPS
	NP_078966.2
	0.826404
	0.33

	DRB1_0701
	HKTETWVSTTAIPST
	WVSTTAIPS
	NP_078966.2
	0.808735
	0.21

	DRB1_0701
	TQTGYSLATSQVTLP
	YSLATSQVT
	NP_078966.2
	0.800157
	0.23

	DRB1_0901
	LLGPIFKNTSVGPLY
	FKNTSVGPL
	NP_078966.2
	0.729139
	0.61

	DRB1_0701
	PTSTISPAVSRLVTS
	ISPAVSRLV
	NP_078966.2
	0.700617
	0.71

	DRB1_0901
	PTSTISPAVSRLVTS
	ISPAVSRLV
	NP_078966.2
	0.707637
	0.59

	DRB1_1101
	TPTVYLGASKTPASI
	YLGASKTPA
	NP_078966.2
	0.9101
	0.39

	DRB1_0701
	RRYWTPATSTPVTST
	WTPATSTPV
	NP_078966.2
	0.82168
	0.77

	DRB1_0901
	RRYWTPATSTPVTST
	WTPATSTPV
	NP_078966.2
	0.908375
	0.14

	DRB1_0101
	RRYWTPATSTPVTST
	WTPATSTPV
	NP_078966.2
	0.908415
	0.03

	DRB1_0701
	KTETWVSTTAIPSTV
	WVSTTAIPS
	NP_078966.2
	0.790217
	0.92

	DRB1_1101
	KTETWVSTTAIPSTV
	WVSTTAIPS
	NP_078966.2
	0.856606
	0.25

	DRB1_0901
	KTETWVSTTAIPSTV
	WVSTTAIPS
	NP_078966.2
	0.839785
	0.13

	DRB1_0301
	PYKATSAVVITSTSG
	YKATSAVVI
	NP_078966.2
	0.758824
	0.36

	DRB1_0701
	TPAFLETRRIQTELA
	FLETRRIQT
	NP_078966.2
	0.862525
	0.63

	DRB1_0101
	SSAFREGTSLGLTPL
	FREGTSLGL
	NP_078966.2
	0.699046
	0.63

	DRB1_0701
	THGIKELGPYTLDRN
	IKELGPYTL
	NP_078966.2
	0.82104
	0.78

	DRB1_1101
	NTTYEGSITVALSTL
	YEGSITVAL
	NP_078966.2
	0.702838
	0.7

	DRB1_1101
	NTTYEGSITVALSTL
	YEGSITVAL
	NP_078966.2
	0.750885
	0.39

	DRB1_0101
	KHKTETWVSTTAIPS
	WVSTTAIPS
	NP_078966.2
	0.640491
	0.96

	DRB1_1101
	LGPMFKNTSVGLLYS
	FKNTSVGLL
	NP_078966.2
	0.648277
	0.92

	DRB1_1101
	LGPMFKNTSVGLLYS
	FKNTSVGLL
	NP_078966.2
	0.648277
	0.92

	DRB1_0901
	SSSAISTTISPGIPG
	ISTTISPGI
	NP_078966.2
	0.743366
	0.57

	DRB1_0901
	GPMFKNTSVGLLYSG
	FKNTSVGLL
	NP_078966.2
	0.707826
	0.69

	DRB1_0101
	GPMFKNTSVGLLYSG
	FKNTSVGLL
	NP_078966.2
	0.707826
	0.69

	DRB1_0901
	DPYKATSAVVITSTS
	YKATSAVVI
	NP_078966.2
	0.879334
	0.51

	DRB1_0701
	DPYKATSAVVITSTS
	YKATSAVVI
	NP_078966.2
	0.979674
	0

	DRB1_1101
	DPYKATSAVVITSTS
	YKATSAVVI
	NP_078966.2
	0.937539
	0

	DRB1_1101
	SPTIMAAGPLLVPFT
	IMAAGPLLV
	NP_078966.2
	0.650455
	0.9

	DRB1_0701
	SRVDLSPTASPGVSA
	LSPTASPGV
	NP_078966.2
	0.717934
	0.65

	DRB1_0901
	TTPSWVETHSIVIQG
	WVETHSIVI
	NP_078966.2
	0.853451
	0.1

	DRB1_0101
	TTPSWVETHSIVIQG
	WVETHSIVI
	NP_078966.2
	0.978738
	0

	DRB1_0901
	STSSLVSVTSVPTPT
	LVSVTSVPT
	NP_078966.2
	0.704873
	0.7

	DRB1_1101
	ETNTAFSYVPTGAIT
	FSYVPTGAI
	NP_078966.2
	0.76615
	0.49

	DRB1_0701
	TSTPAFLETRRIQTE
	FLETRRIQT
	NP_078966.2
	0.79456
	0.99

	DRB1_0701
	ETWVSTTAIPSTVLN
	WVSTTAIPS
	NP_078966.2
	0.645084
	0.93

	DRB1_0901
	TAFSYVPTGAITQAS
	FSYVPTGAI
	NP_078966.2
	0.689801
	0.68

	DRB1_0701
	TAFSYVPTGAITQAS
	FSYVPTGAI
	NP_078966.2
	0.756481
	0.52

	DRB1_0701
	PRTEITSSKRISSSF
	ITSSKRISS
	NP_078966.2
	0.804138
	0.94

	DRB1_0701
	DRPTIAPDISTGMIT
	IAPDISTGM
	NP_078966.2
	0.757664
	0.75

	DRB1_0701
	GPIFKNTSVGPLYSG
	FKNTSVGPL
	NP_078966.2
	0.703964
	0.61

	DRB1_0901
	GPIFKNTSVGPLYSG
	FKNTSVGPL
	NP_078966.2
	0.83717
	0.31

	DRB1_0701
	GPLFKNSSVGPLYSG
	FKNSSVGPL
	NP_078966.2
	0.64539
	0.93

	DRB1_0701
	LGPIFKNTSVGPLYS
	FKNTSVGPL
	NP_078966.2
	0.64914
	0.91

	DRB1_0701
	LGPIFKNTSVGPLYS
	FKNTSVGPL
	NP_078966.2
	0.80352
	0.39

	DRB1_0901
	TPSLVITHSTMTQRL
	LVITHSTMT
	NP_078966.2
	0.658547
	0.88

	DRB1_0701
	KPSTVPYKALTSATI
	YKALTSATI
	NP_078966.2
	0.716297
	0.54

	DRB1_1101
	SPDSDPYKATSAVVI
	YKATSAVVI
	NP_078966.2
	0.95277
	0.04

	DRB1_1101
	SPDSDPYKATSAVVI
	YKATSAVVI
	NP_078966.2
	0.89941
	0.03

	DRB1_0301
	TPGFFETSRIQTEPT
	FFETSRIQT
	NP_078966.2
	0.905569
	0.41

	DRB1_0701
	PSTSLIMTESSGVTI
	LIMTESSGV
	NP_078966.2
	0.739997
	0.58

	DRB1_0901
	LLKPLFKNTSVGPLY
	FKNTSVGPL
	NP_078966.2
	0.717117
	0.65

	DRB1_0701
	LLRPLFKNTSVGPLY
	FKNTSVGPL
	NP_078966.2
	0.691559
	0.75

	DRB1_0901
	LLRPVFKNTSVGPLY
	FKNTSVGPL
	NP_078966.2
	0.764469
	0.5

	DRB1_1101
	SIGLETLRANVSAVK
	LETLRANVS
	NP_078966.2
	0.802856
	0.86

	DRB1_0901
	KPSYTMVSSVIPETS
	YTMVSSVIP
	NP_078966.2
	0.635713
	0.98

	DRB1_0701
	KPSYTMVSSVIPETS
	YTMVSSVIP
	NP_078966.2
	0.64911
	0.91

	DRB1_1101
	TNGIQELGPYTLDRN
	IQELGPYTL
	NP_078966.2
	0.801691
	0.87

	DRB1_0701
	KDREKIHPSSNTPVV
	IHPSSNTPV
	NP_078966.2
	0.712823
	0.67

	DRB1_0701
	DTEKMYPSTNIAVTN
	MYPSTNIAV
	NP_078966.2
	0.656055
	0.88

	DRB1_0701
	SSAISTTISPGIPGV
	ISTTISPGI
	NP_078966.2
	0.750742
	0.54

	DRB1_0701
	LGPMFKNTSVGPLYS
	FKNTSVGPL
	NP_078966.2
	0.783746
	0.45

	DRB1_1101
	SPETWASSISVPAKT
	WASSISVPA
	NP_078966.2
	0.85146
	0.26

	DRB1_1101
	SPETWASSISVPAKT
	WASSISVPA
	NP_078966.2
	0.892012
	0.04

	DRB1_0101
	TSPPPISSTLPVTIS
	ISSTLPVTI
	NP_078966.2
	0.734178
	0.59

	DRB1_0901
	GPMFKNTSVGPLYSG
	FKNTSVGPL
	NP_078966.2
	0.82015
	0.35

	DRB1_0701
	GPMFKNTSVGPLYSG
	FKNTSVGPL
	NP_078966.2
	0.680638
	0.73

	DRB1_0701
	RVDLSPTASPGVSAK
	LSPTASPGV
	NP_078966.2
	0.792033
	0.42

	DRB1_0701
	TTPSLVITHSTMTQR
	LVITHSTMT
	NP_078966.2
	0.729321
	0.61

	DRB1_0901
	PDSDPYKATSAVVIT
	YKATSAVVI
	NP_078966.2
	0.875616
	0.53

	DRB1_0901
	PDSDPYKATSAVVIT
	YKATSAVVI
	NP_078966.2
	0.986379
	0

	DRB1_0701
	PDSDPYKATSAVVIT
	YKATSAVVI
	NP_078966.2
	0.950804
	0

	DRB1_0701
	KPLFKNTSVGPLYSG
	FKNTSVGPL
	NP_078966.2
	0.682528
	0.72

	DRB1_0901
	KPLFKNTSVGPLYSG
	FKNTSVGPL
	NP_078966.2
	0.833106
	0.32

	DRB1_0301
	KPLFKSTSVGPLYSG
	FKSTSVGPL
	NP_078966.2
	0.87931
	0.21

	DRB1_0101
	KPLFKSTSVGPLYSG
	FKSTSVGPL
	NP_078966.2
	0.800861
	0.23

	DRB1_0901
	TVIYKHLSPSSVLAD
	YKHLSPSSV
	NP_078966.2
	0.668619
	0.81

	DRB1_0701
	TVIYKHLSPSSVLAD
	YKHLSPSSV
	NP_078966.2
	0.950936
	0.2

	DRB1_0701
	REKIHPSSNTPVVNV
	IHPSSNTPV
	NP_078966.2
	0.812436
	0.37

	DRB1_0901
	KREPTYFLTPRLRET
	YFLTPRLRE
	NP_078966.2
	0.794051
	1

	DRB1_0701
	NKDPWTVSIPLGSHP
	WTVSIPLGS
	NP_078966.2
	0.673464
	0.78

	DRB1_0701
	VIYKHLSPSSVLADL
	YKHLSPSSV
	NP_078966.2
	0.804228
	0.85

	DRB1_1101
	LVEQVFLDKTLNASF
	VFLDKTLNA
	NP_078966.2
	0.772018
	0.69

	DRB1_0701
	KSSPETWASSISVPA
	WASSISVPA
	NP_078966.2
	0.642969
	0.94

	DRB1_0901
	ATFIPTPAQSTKFPD
	FIPTPAQST
	NP_078966.2
	0.693088
	0.74

	DRB1_0901
	TTASWVIHPAETIPT
	WVIHPAETI
	NP_078966.2
	0.649518
	0.91

	DRB1_0701
	TTASWVIHPAETIPT
	WVIHPAETI
	NP_078966.2
	0.728338
	0.61

	DRB1_0701
	SSPETWASSISVPAK
	WASSISVPA
	NP_078966.2
	0.862582
	0.09

	DRB1_0701
	SPPPISSTLPVTISS
	ISSTLPVTI
	NP_078966.2
	0.647043
	0.92

	DRB1_0701
	SPPPISSTLPVTISS
	ISSTLPVTI
	NP_078966.2
	0.825159
	0.34

	DRB1_1101
	LTASFTETSTVSLDN
	FTETSTVSL
	NP_078966.2
	0.74858
	0.39

	DRB1_1101
	LTASFTETSTVSLDN
	FTETSTVSL
	NP_078966.2
	0.946011
	0.06

	DRB1_0901
	GTSVEILAASEVTTD
	VEILAASEV
	NP_078966.2
	0.952976
	0.19

	DRB1_1101
	KDPWTVSIPLGSHPT
	WTVSIPLGS
	NP_078966.2
	0.690012
	0.68

	DRB1_0901
	VPYKALTSATIEDSM
	YKALTSATI
	NP_078966.2
	0.985216
	0.04

	DRB1_0101
	VPYKALTSATIEDSM
	YKALTSATI
	NP_078966.2
	0.862942
	0.24

	DRB1_0701
	VPYKALTSATIEDSM
	YKALTSATI
	NP_078966.2
	0.856941
	0.1

	DRB1_0301
	QGLLRPLFKNTSVGP
	LRPLFKNTS
	NP_078966.2
	0.910149
	0.39

	DRB1_0301
	QGLLRPVFKNTSVGP
	LRPVFKNTS
	NP_078966.2
	0.875851
	0.56

	DRB1_0701
	FDATFIPTPAQSTKF
	FIPTPAQST
	NP_078966.2
	0.67973
	0.74

	DRB1_0901
	RPVFKNTSVGPLYSG
	FKNTSVGPL
	NP_078966.2
	0.718599
	0.53

	DRB1_0901
	RPVFKNTSVGPLYSG
	FKNTSVGPL
	NP_078966.2
	0.863323
	0.24

	DRB1_0701
	SGTSVEILAASEVTT
	VEILAASEV
	NP_078966.2
	0.898127
	0.43

	DRB1_0701
	QTGYSLATSQVTLPL
	YSLATSQVT
	NP_078966.2
	0.754436
	0.37

	DRB1_0701
	TSSTIKDIVSTTIPA
	IKDIVSTTI
	NP_078966.2
	0.696892
	0.73

	DRB1_1101
	PTIVWTSTGTIEQST
	IVWTSTGTI
	NP_078966.2
	0.641571
	0.95

	DRB1_0901
	KAFTAATTEVSRTEL
	FTAATTEVS
	NP_078966.2
	0.714307
	0.55

	DRB1_0101
	AFSYVPTGAITQASR
	YVPTGAITQ
	NP_078966.2
	0.633481
	1

	DRB1_1101
	AFSYVPTGAITQASR
	YVPTGAITQ
	NP_078966.2
	0.661323
	0.87

	DRB1_0101
	SRKFNATERELQGLL
	FNATERELQ
	NP_078966.2
	0.911924
	0.38

	DRB1_0701
	SRKFNTTERVLQGLL
	FNTTERVLQ
	NP_078966.2
	0.818803
	0.85

	DRB1_0101
	SRKFNTTERVLQGLL
	FNTTERVLQ
	NP_078966.2
	0.818803
	0.85

	DRB1_0301
	SRKFNTTERVLQGLL
	FNTTERVLQ
	NP_078966.2
	0.818803
	0.85

	DRB1_0301
	SRKFNTTERVLQGLL
	FNTTERVLQ
	NP_078966.2
	0.818803
	0.85

	DRB1_1302
	SRKFNTTERVLQGLL
	FNTTERVLQ
	NP_078966.2
	0.818803
	0.85

	DRB1_0701
	SRKFNTTERVLQGLL
	FNTTERVLQ
	NP_078966.2
	0.818803
	0.85

	DRB1_0901
	SRKFNTTERVLQGLL
	FNTTERVLQ
	NP_078966.2
	0.818803
	0.85

	DRB1_0901
	GSRKFNTTERVLQGL
	FNTTERVLQ
	NP_078966.2
	0.86943
	0.59

	DRB1_0701
	GSRKFNTTERVLQGL
	FNTTERVLQ
	NP_078966.2
	0.86943
	0.59

	DRB1_0101
	GSRKFNTTERVLQGL
	FNTTERVLQ
	NP_078966.2
	0.86943
	0.59

	DRB1_0701
	GSRKFNTTERVLQGL
	FNTTERVLQ
	NP_078966.2
	0.86943
	0.59

	DRB1_0901
	GSRKFNTTERVLQGL
	FNTTERVLQ
	NP_078966.2
	0.86943
	0.59

	DRB1_0701
	SSLVSLSAVTSPSPL
	LVSLSAVTS
	NP_078966.2
	0.796052
	0.89

	DRB1_0901
	LLKPLFKSTSVGPLY
	FKSTSVGPL
	NP_078966.2
	0.772678
	0.48

	DRB1_0101
	LLKPLFKSTSVGPLY
	FKSTSVGPL
	NP_078966.2
	0.684594
	0.71

	DRB1_0901
	LLRSLFKSTSVGPLY
	FKSTSVGPL
	NP_078966.2
	0.699401
	0.72

	DRB1_0701
	GSPFSRTESGPGDAT
	FSRTESGPG
	NP_078966.2
	0.630522
	1

	DRB1_0701
	SPSTIKLTMASVVKP
	IKLTMASVV
	NP_078966.2
	0.921816
	0.11

	DRB1_0901
	SPSTIKLTMASVVKP
	IKLTMASVV
	NP_078966.2
	0.78586
	0.27

	DRB1_0901
	SPPNLSSTSAEILAI
	LSSTSAEIL
	NP_078966.2
	0.818253
	0.35

	DRB1_0701
	GTKLTRTISLPTSES
	LTRTISLPT
	NP_078966.2
	0.715348
	0.66

	DRB1_0701
	TRPSFSLMSSPATTS
	FSLMSSPAT
	NP_078966.2
	0.856296
	0.6

	DRB1_0101
	STVPYKALTSATIED
	YKALTSATI
	NP_078966.2
	0.994822
	0

	DRB1_0701
	STVPYKALTSATIED
	YKALTSATI
	NP_078966.2
	0.941683
	0.07

	DRB1_0901
	STVPYKALTSATIED
	YKALTSATI
	NP_078966.2
	0.913272
	0.02

	DRB1_0701
	SPPNLSSTSAEILAT
	LSSTSAEIL
	NP_078966.2
	0.848684
	0.27

	DRB1_0301
	TETWVSTTAIPSTVL
	WVSTTAIPS
	NP_078966.2
	0.814709
	0.36

	DRB1_1101
	TETWVSTTAIPSTVL
	WVSTTAIPS
	NP_078966.2
	0.807621
	0.21

	DRB1_0901
	TLTFEFSEVPSLDTK
	FEFSEVPSL
	NP_078966.2
	0.686737
	0.7

	DRB1_0701
	PETWASSISVPAKTS
	WASSISVPA
	NP_078966.2
	0.834621
	0.72

	DRB1_0901
	PETWASSISVPAKTS
	WASSISVPA
	NP_078966.2
	0.868017
	0.23

	DRB1_0901
	PETWASSISVPAKTS
	WASSISVPA
	NP_078966.2
	0.905137
	0.03

	DRB1_0701
	RPSFSLMSSPATTSP
	FSLMSSPAT
	NP_078966.2
	0.918851
	0.34

	DRB1_0101
	LKPLFKNTSVGPLYS
	FKNTSVGPL
	NP_078966.2
	0.796772
	0.41

	DRB1_0901
	LKPLFKSTSVGPLYS
	FKSTSVGPL
	NP_078966.2
	0.847938
	0.27

	DRB1_0701
	LKPLFKSTSVGPLYS
	FKSTSVGPL
	NP_078966.2
	0.759715
	0.35

	DRB1_0301
	PPSSLVSLSAVTSPS
	LVSLSAVTS
	NP_078966.2
	0.920135
	0.33

	DRB1_0101
	SPSPVSSTSPQSIPS
	VSSTSPQSI
	NP_078966.2
	0.70607
	0.69

	DRB1_0701
	PSSLVSLSAVTSPSP
	LVSLSAVTS
	NP_078966.2
	0.958666
	0.16

	DRB1_0101
	STSFVLADSQTSKVT
	FVLADSQTS
	NP_078966.2
	0.834489
	0.72

	DRB1_0301
	STSFVLADSQTSKVT
	FVLADSQTS
	NP_078966.2
	0.700283
	0.63

	DRB1_0901
	QDTFTMDPSNTTPQA
	FTMDPSNTT
	NP_078966.2
	0.526636
	0.8

	DRB1_0901
	TDTEKIHPSSSMAVT
	IHPSSSMAV
	NP_078966.2
	0.820104
	0.35

	DRB1_0901
	PYKALTSATIEDSMT
	YKALTSATI
	NP_078966.2
	0.856808
	0.6

	DRB1_0701
	PYKALTSATIEDSMT
	YKALTSATI
	NP_078966.2
	0.671081
	0.79

	DRB1_0701
	SPPSSLVSLSAVTSP
	LVSLSAVTS
	NP_078966.2
	0.80167
	0.87

	DRB1_0701
	TNDIEELGPYTLDRN
	IEELGPYTL
	NP_078966.2
	0.781037
	0.96

	DRB1_0701
	TNGIKELGPYTLDRN
	IKELGPYTL
	NP_078966.2
	0.845068
	0.66

	DRB1_0901
	TNGIKELGPYTLDRN
	IKELGPYTL
	NP_078966.2
	0.845068
	0.66

	DRB1_0701
	TNGIKELGPYTLDRN
	IKELGPYTL
	NP_078966.2
	0.845068
	0.66

	DRB1_0101
	TNGIKELGPYTLDRN
	IKELGPYTL
	NP_078966.2
	0.845068
	0.66

	DRB1_0901
	GSRKFNTTERVLQSL
	FNTTERVLQ
	NP_078966.2
	0.843453
	0.72

	DRB1_0701
	LRPLFKNTSVGPLYS
	FKNTSVGPL
	NP_078966.2
	0.777793
	0.46

	DRB1_0701
	LRPVFKNTSVGPLYS
	FKNTSVGPL
	NP_078966.2
	0.667502
	0.81

	DRB1_1101
	LRPVFKNTSVGPLYS
	FKNTSVGPL
	NP_078966.2
	0.831953
	0.32

	DRB1_0301
	ESPSTIKLTMASVVK
	IKLTMASVV
	NP_078966.2
	0.832679
	0.32

	DRB1_0701
	ESPSTIKLTMASVVK
	IKLTMASVV
	NP_078966.2
	0.668028
	0.81

	DRB1_0301
	STQPLHAVSSEKVSV
	LHAVSSEKV
	NP_078966.2
	0.788493
	0.93

	DRB1_0701
	STQPLHAVSSEKVSV
	LHAVSSEKV
	NP_078966.2
	0.816474
	0.19

	DRB1_0901
	STQPLHAVSSEKVSV
	LHAVSSEKV
	NP_078966.2
	0.958128
	0.04

	DRB1_0901
	STPYVNSVAVSASPT
	YVNSVAVSA
	NP_078966.2
	0.943128
	0.24

	DRB1_0701
	STPYVNSVAVSASPT
	YVNSVAVSA
	NP_078966.2
	0.881906
	0.2

	DRB1_1101
	STPYVNSVAVSASPT
	YVNSVAVSA
	NP_078966.2
	0.883515
	0.06

	DRB1_0701
	LQGLLRPLFKNTSVG
	LRPLFKNTS
	NP_078966.2
	0.863707
	0.62

	DRB1_0901
	LQGLLRPVFKNTSVG
	LRPVFKNTS
	NP_078966.2
	0.805896
	0.93

	DRB1_0101
	TSPFSAEEANSLSSQ
	FSAEEANSL
	NP_078966.2
	0.720649
	0.52

	DRB1_0901
	TSPFSAEEANSLSSQ
	FSAEEANSL
	NP_078966.2
	0.980093
	0.06

	DRB1_1101
	TASWVIHPAETIPTV
	WVIHPAETI
	NP_078966.2
	0.687926
	0.69

	DRB1_0101
	TASWVIHPAETIPTV
	WVIHPAETI
	NP_078966.2
	0.732032
	0.6

	DRB1_0901
	STVPYKELTGATTEV
	YKELTGATT
	NP_078966.2
	0.974271
	0.08

	DRB1_0901
	PSPPFVKETSPPSSP
	FVKETSPPS
	NP_078966.2
	0.849765
	0.64

	DRB1_0701
	PPNLSSTSAEILAIT
	LSSTSAEIL
	NP_078966.2
	0.827199
	0.33

	DRB1_0301
	RNTTYEGSITVALST
	YEGSITVAL
	NP_078966.2
	0.782519
	0.45

	DRB1_1101
	RNTTYEGSITVALST
	YEGSITVAL
	NP_078966.2
	0.800988
	0.23

	DRB1_0101
	EQSTQPLHAVSSEKV
	LHAVSSEKV
	NP_078966.2
	0.790967
	0.43

	DRB1_0101
	TEKIHPSSSMAVTNV
	IHPSSSMAV
	NP_078966.2
	0.741091
	0.43

	DRB1_1101
	TEKIHPSSSMAVTNV
	IHPSSSMAV
	NP_078966.2
	0.892426
	0.17

	DRB1_0901
	GSRKFNATERELQGL
	FNATERELQ
	NP_078966.2
	0.932097
	0.28

	DRB1_0701
	STIKLTMASVVKPGS
	IKLTMASVV
	NP_078966.2
	0.787144
	0.44

	DRB1_0301
	STIKLTMASVVKPGS
	IKLTMASVV
	NP_078966.2
	0.665743
	0.82

	DRB1_0701
	NTRKIQSEPASSLTT
	IQSEPASSL
	NP_078966.2
	0.823775
	0.76

	DRB1_0301
	DTEKIHPSSSMAVTN
	IHPSSSMAV
	NP_078966.2
	0.730547
	0.47

	DRB1_0101
	DTEKIHPSSSMAVTN
	IHPSSSMAV
	NP_078966.2
	0.889476
	0.18

	DRB1_0701
	ASFTETSTVSLDNET
	FTETSTVSL
	NP_078966.2
	0.84986
	0.27

	DRB1_0701
	SPSPVSSTSPESIPS
	VSSTSPESI
	NP_078966.2
	0.643814
	0.94

	DRB1_0701
	EPTFSLTPGFRETST
	FSLTPGFRE
	NP_078966.2
	0.666072
	0.85

	DRB1_0901
	GSRKFNTTERVLQTL
	FNTTERVLQ
	NP_078966.2
	0.822976
	0.83

	DRB1_1101
	PTRSAQFSSSHLVSE
	AQFSSSHLV
	NP_078966.2
	0.642118
	0.95

	DRB1_0701
	PGSRKFNATERELQG
	FNATERELQ
	NP_078966.2
	0.91113
	0.38

	DRB1_0701
	PSTIKLTMASVVKPG
	IKLTMASVV
	NP_078966.2
	0.565994
	0.55

	DRB1_0901
	PSTIKLTMASVVKPG
	IKLTMASVV
	NP_078966.2
	0.942466
	0.07

	DRB1_0701
	PSTIKLTMASVVKPG
	IKLTMASVV
	NP_078966.2
	0.822545
	0.17

	DRB1_0901
	VDEAYSSTSSWSDQT
	YSSTSSWSD
	NP_078966.2
	0.677301
	0.81

	DRB1_0901
	PGSRKFNTTERVLQG
	FNTTERVLQ
	NP_078966.2
	0.842818
	0.72

	DRB1_0901
	PGSRKFNTTERVLQG
	FNTTERVLQ
	NP_078966.2
	0.842818
	0.72

	DRB1_0701
	PGSRKFNTTERVLQG
	FNTTERVLQ
	NP_078966.2
	0.842818
	0.72

	DRB1_0901
	PGSRKFNTTERVLQG
	FNTTERVLQ
	NP_078966.2
	0.842818
	0.72

	DRB1_1101
	PGSRKFNTTERVLQG
	FNTTERVLQ
	NP_078966.2
	0.842818
	0.72

	DRB1_0901
	PGSRKFNTTERVLQG
	FNTTERVLQ
	NP_078966.2
	0.842818
	0.72

	DRB1_0101
	PGSRKFNTTERVLQG
	FNTTERVLQ
	NP_078966.2
	0.842818
	0.72

	DRB1_1101
	TPYVNSVAVSASPTH
	YVNSVAVSA
	NP_078966.2
	0.809344
	0.83

	DRB1_1101
	TPYVNSVAVSASPTH
	YVNSVAVSA
	NP_078966.2
	0.712162
	0.67

	DRB1_1101
	TPYVNSVAVSASPTH
	YVNSVAVSA
	NP_078966.2
	0.794087
	0.24

	DRB1_0701
	ESTSFVLADSQTSKV
	FVLADSQTS
	NP_078966.2
	0.793025
	0.91

	DRB1_0701
	ESTSFVLADSQTSKV
	FVLADSQTS
	NP_078966.2
	0.677408
	0.75

	DRB1_0901
	DTEKIHPSSNTAVAK
	IHPSSNTAV
	NP_078966.2
	0.71836
	0.65

	DRB1_0701
	RSLFKSTSVGPLYSG
	FKSTSVGPL
	NP_078966.2
	0.758589
	0.36

	DRB1_0901
	RSLFKSTSVGPLYSG
	FKSTSVGPL
	NP_078966.2
	0.832483
	0.32

	DRB1_1101
	HPFSNTAVTKVGTSS
	FSNTAVTKV
	NP_078966.2
	0.797838
	0.41

	DRB1_0301
	HPFSNTAVTKVGTSS
	FSNTAVTKV
	NP_078966.2
	0.641047
	0.95

	DRB1_0301
	TEPTFSLTPGFRETS
	FSLTPGFRE
	NP_078966.2
	0.651739
	0.9

	DRB1_0101
	TVPYKELTGATTEVS
	YKELTGATT
	NP_078966.2
	0.98074
	0.05

	DRB1_0701
	PPNLSSTSAEILATS
	LSSTSAEIL
	NP_078966.2
	0.865378
	0.23

	DRB1_1101
	EKIHPSSSMAVTNVG
	IHPSSSMAV
	NP_078966.2
	0.733228
	0.6

	DRB1_0901
	TRKIQSEPASSLTTR
	IQSEPASSL
	NP_078966.2
	0.909162
	0.38

	DRB1_0701
	SDDVYHLTSREITIP
	YHLTSREIT
	NP_078966.2
	0.82953
	0.79

	DRB1_0701
	IETIHPSINKAVTNM
	IHPSINKAV
	NP_078966.2
	0.552054
	0.63

	DRB1_0901
	SSPPNLSSTSAEILA
	LSSTSAEIL
	NP_078966.2
	0.790387
	0.43

	DRB1_1101
	SSPPNLSSTSAEILA
	LSSTSAEIL
	NP_078966.2
	0.790387
	0.43

	DRB1_0701
	NPSTSLIMTESSGVT
	LIMTESSGV
	NP_078966.2
	0.69908
	0.72

	DRB1_0701
	PGSRKFNTTERVLQS
	FNTTERVLQ
	NP_078966.2
	0.814415
	0.88

	DRB1_0701
	TSTVPYKELTGATTE
	YKELTGATT
	NP_078966.2
	0.950134
	0.2

	DRB1_1101
	TQPLHAVSSEKVSVQ
	LHAVSSEKV
	NP_078966.2
	0.87897
	0.51

	DRB1_1101
	TQPLHAVSSEKVSVQ
	LHAVSSEKV
	NP_078966.2
	0.849982
	0.11

	DRB1_1101
	TQPLHAVSSEKVSVQ
	LHAVSSEKV
	NP_078966.2
	0.964996
	0.03

	DRB1_0301
	PPTIVWTSTGTIEQS
	IVWTSTGTI
	NP_078966.2
	0.642291
	0.95

	DRB1_0301
	PPTIVWTSTGTIEQS
	IVWTSTGTI
	NP_078966.2
	0.526645
	0.8

	DRB1_0301
	PPTIVWTSTGTIEQS
	IVWTSTGTI
	NP_078966.2
	0.85134
	0.27

	DRB1_0701
	DIETIHPSINKAVTN
	IHPSINKAV
	NP_078966.2
	0.558299
	0.59

	DRB1_1101
	TSFVLADSQTSKVTS
	VLADSQTSK
	NP_078966.2
	0.711281
	0.94

	DRB1_0701
	PNMNITSDESLAASK
	ITSDESLAA
	NP_078966.2
	0.918942
	0.19

	DRB1_0901
	SPSSVLADSVTTKAT
	VLADSVTTK
	NP_078966.2
	0.775651
	0.67

	DRB1_0701
	TEKIHPSSNTAVAKV
	IHPSSNTAV
	NP_078966.2
	0.734173
	0.59

	DRB1_0101
	PSPVSSTSPESIPSS
	VSSTSPESI
	NP_078966.2
	0.687534
	0.77

	DRB1_0101
	TEAIHVFENTAASHV
	FENTAASHV
	NP_078966.2
	0.70577
	0.69

	DRB1_0901
	GPRTEITSSKRISSS
	TEITSSKRI
	NP_078966.2
	0.66063
	0.87

	DRB1_0701
	PSMNITSDESLATSK
	ITSDESLAT
	NP_078966.2
	0.831874
	0.47

	DRB1_0901
	NMNITSDESLAASKA
	ITSDESLAA
	NP_078966.2
	0.935333
	0.13

	DRB1_0901
	IHPFSNTAVTKVGTS
	FSNTAVTKV
	NP_078966.2
	0.771422
	0.31

	DRB1_0101
	QSTQPLHAVSSEKVS
	LHAVSSEKV
	NP_078966.2
	0.772227
	0.31

	DRB1_0301
	QSTQPLHAVSSEKVS
	LHAVSSEKV
	NP_078966.2
	0.945834
	0.06

	DRB1_0901
	MTSTSFFSTLPESIS
	FFSTLPESI
	NP_078966.2
	0.659079
	0.87

	DRB1_0701
	APNMNITSDESLAAS
	ITSDESLAA
	NP_078966.2
	0.824417
	0.49

	DRB1_0701
	MPLFKNTSVSSLYSG
	FKNTSVSSL
	NP_078966.2
	0.655411
	0.89

	DRB1_0901
	ETTFSLIFRLRETST
	FSLIFRLRE
	NP_078966.2
	0.882488
	0.53

	DRB1_0901
	VPYKELTGATTEVSR
	YKELTGATT
	NP_078966.2
	0.919612
	0.34

	DRB1_0701
	VPEYISGTSPPSVEK
	YISGTSPPS
	NP_078966.2
	0.685266
	0.7

	DRB1_0701
	TSTSFFSTLPESISS
	FFSTLPESI
	NP_078966.2
	0.709797
	0.58

	DRB1_0901
	TSTSFFSTLPESISS
	FFSTLPESI
	NP_078966.2
	0.78208
	0.45

	DRB1_1101
	DIFSVASSRLSNSPP
	FSVASSRLS
	NP_078966.2
	0.645667
	0.93

	DRB1_0701
	TMPYLTETPLAVTPD
	YLTETPLAV
	NP_078966.2
	0.86798
	0.56

	DRB1_0701
	AIPFSMTLSNAETSA
	FSMTLSNAE
	NP_078966.2
	0.671039
	0.83

	DRB1_0901
	PESRFTMSVTESTHH
	FTMSVTEST
	NP_078966.2
	0.707497
	0.59

	DRB1_0701
	AIHVFENTAASHVET
	FENTAASHV
	NP_078966.2
	0.836494
	0.14

	DRB1_0701
	AIHVFENTAASHVET
	FENTAASHV
	NP_078966.2
	0.950959
	0.05

	DRB1_1101
	SMNITSDESLATSKA
	ITSDESLAT
	NP_078966.2
	0.867571
	0.36

	DRB1_0301
	SQDTLTLDTSTTKSQ
	LTLDTSTTK
	NP_078966.2
	0.763195
	0.72

	DRB1_0701
	NLQYEEDMRRPGSRK
	YEEDMRRPG
	NP_078966.2
	0.80661
	0.93

	DRB1_1302
	KESYSSVPAYSEPPK
	YSSVPAYSE
	NP_078966.2
	0.715149
	0.66

	DRB1_0901
	KESYSSVPAYSEPPK
	YSSVPAYSE
	NP_078966.2
	0.684237
	0.71

	DRB1_0901
	QPLHAVSSEKVSVQT
	LHAVSSEKV
	NP_078966.2
	0.708809
	0.58

	DRB1_0701
	QPLHAVSSEKVSVQT
	LHAVSSEKV
	NP_078966.2
	0.899898
	0.16

	DRB1_0901
	DTTVAISTPHFLETS
	VAISTPHFL
	NP_078966.2
	0.635863
	0.98

	DRB1_0901
	PPNLSSTAGEALSTY
	LSSTAGEAL
	NP_078966.2
	0.703615
	0.7

	DRB1_1101
	LKTSPFSAEEANSLS
	FSAEEANSL
	NP_078966.2
	0.887795
	0.47

	DRB1_0901
	REPTYFLTPRLRETS
	YFLTPRLRE
	NP_078966.2
	0.887022
	0.5

	DRB1_0901
	SSSTFTTTDSSTIPA
	FTTTDSSTI
	NP_078966.2
	0.928867
	0.09

	DRB1_1302
	SSSTFTTTDSSTIPA
	FTTTDSSTI
	NP_078966.2
	0.784806
	0.27

	DRB1_1101
	LRSLFKSTSVGPLYS
	FKSTSVGPL
	NP_078966.2
	0.71027
	0.58

	DRB1_1101
	LRSLFKSTSVGPLYS
	FKSTSVGPL
	NP_078966.2
	0.789099
	0.43

	DRB1_0701
	MDTNLEPVTRSPQNL
	LEPVTRSPQ
	NP_078966.2
	0.911114
	0.39

	DRB1_0701
	PSSVLADSVTTKATS
	VLADSVTTK
	NP_078966.2
	0.811977
	0.53

	DRB1_0701
	LPPNLSSTAGEALST
	LSSTAGEAL
	NP_078966.2
	0.691416
	0.75

	DRB1_0901
	KTSPFSAEEANSLSS
	FSAEEANSL
	NP_078966.2
	0.680016
	0.74

	DRB1_0701
	KTSPFSAEEANSLSS
	FSAEEANSL
	NP_078966.2
	0.965321
	0.12

	DRB1_0701
	QDTLTLDTSTTKSQA
	LTLDTSTTK
	NP_078966.2
	0.807459
	0.55

	DRB1_0101
	MNITSDESLAASKAT
	ITSDESLAA
	NP_078966.2
	0.844463
	0.43

	DRB1_0701
	LPSLLSLPATTSPPP
	LLSLPATTS
	NP_078966.2
	0.834594
	0.72

	DRB1_0701
	PGSRKFNITESVLQG
	FNITESVLQ
	NP_078966.2
	0.701859
	0.71

	DRB1_1101
	DDVYHLTSREITIPR
	YHLTSREIT
	NP_078966.2
	0.903979
	0.42

	DRB1_1101
	RTQDFVDSETTSVMN
	FVDSETTSV
	NP_078966.2
	0.669157
	0.84

	DRB1_0101
	RTQDFVDSETTSVMN
	FVDSETTSV
	NP_078966.2
	0.640815
	0.95

	DRB1_0701
	HVFENTAASHVETTS
	FENTAASHV
	NP_078966.2
	0.743596
	0.42

	DRB1_0701
	HVFENTAASHVETTS
	FENTAASHV
	NP_078966.2
	0.887905
	0.19

	DRB1_0701
	DKAFTAATTEVSRTE
	FTAATTEVS
	NP_078966.2
	0.782926
	0.96

	DRB1_0701
	IPRVFTSSIKTKSAE
	FTSSIKTKS
	NP_078966.2
	0.944576
	0.21

	DRB1_0901
	STLPPFTITHPVETS
	FTITHPVET
	NP_078966.2
	0.750187
	0.54

	DRB1_0901
	PAAYSGSPKISSSPN
	YSGSPKISS
	NP_078966.2
	0.817372
	0.86

	DRB1_0101
	PTFMPASAQSTKSPD
	FMPASAQST
	NP_078966.2
	0.678331
	0.75

	DRB1_0101
	ESTFSLAHGLKGTST
	FSLAHGLKG
	NP_078966.2
	0.643013
	0.94

	DRB1_0701
	ESTFSLAHGLKGTST
	FSLAHGLKG
	NP_078966.2
	0.887162
	0.48

	DRB1_0901
	KGPRTEITSSKRISS
	TEITSSKRI
	NP_078966.2
	0.6372
	0.97

	DRB1_0901
	TLPPFTITHPVETSS
	FTITHPVET
	NP_078966.2
	0.699096
	0.63

	DRB1_0101
	TLPPFTITHPVETSS
	FTITHPVET
	NP_078966.2
	0.820574
	0.35

	DRB1_0901
	EPTYFLTPRLRETST
	YFLTPRLRE
	NP_078966.2
	0.905
	0.41

	DRB1_0701
	IHVFENTAASHVETT
	FENTAASHV
	NP_078966.2
	0.847848
	0.11

	DRB1_0901
	IHVFENTAASHVETT
	FENTAASHV
	NP_078966.2
	0.95354
	0.04

	DRB1_0301
	TPELKEDSTALVMNS
	LKEDSTALV
	NP_078966.2
	0.827618
	0.48

	DRB1_1101
	KTIDMLDTHSELVTS
	MLDTHSELV
	NP_078966.2
	0.710211
	0.68

	DRB1_0901
	TSPRFVETTRSSSSL
	FVETTRSSS
	NP_078966.2
	0.91331
	0.37

	DRB1_1302
	SPSSVLPDSETTKAT
	VLPDSETTK
	NP_078966.2
	0.703125
	0.97

	DRB1_0701
	YEEDMRRTGSRKFNT
	MRRTGSRKF
	NP_078966.2
	0.702714
	0.71

	DRB1_0701
	SSGYKSQSSVLADSS
	YKSQSSVLA
	NP_078966.2
	0.994046
	0

	DRB1_0901
	SSGYKSQSSVLADSS
	YKSQSSVLA
	NP_078966.2
	0.747874
	0.4

	DRB1_0101
	ESRFTMSVTESTHHL
	FTMSVTEST
	NP_078966.2
	0.656712
	0.87

	DRB1_0701
	LPPFTITHPVETSSA
	FTITHPVET
	NP_078966.2
	0.731913
	0.47

	DRB1_0901
	LPPFTITHPVETSSA
	FTITHPVET
	NP_078966.2
	0.841448
	0.29

	DRB1_1101
	TTPNWVETHSTVTQR
	WVETHSTVT
	NP_078966.2
	0.689445
	0.68

	DRB1_0101
	TTPNWVETHSTVTQR
	WVETHSTVT
	NP_078966.2
	0.874105
	0.22

	DRB1_1101
	SLPNFSSTSDKILAT
	FSSTSDKIL
	NP_078966.2
	0.633051
	0.99

	DRB1_0701
	TNLEPVTRSPQNLRN
	LEPVTRSPQ
	NP_078966.2
	0.839482
	0.74

	DRB1_0701
	TTDMLHTSPELVTSS
	MLHTSPELV
	NP_078966.2
	0.692833
	0.75

	DRB1_0101
	MESTFSLAHGLKGTS
	FSLAHGLKG
	NP_078966.2
	0.856215
	0.61

	DRB1_0901
	WTSPRFVETTRSSSS
	FVETTRSSS
	NP_078966.2
	0.88848
	0.5

	DRB1_0101
	KIHPFSNTAVTKVGT
	FSNTAVTKV
	NP_078966.2
	0.745604
	0.41

	DRB1_0901
	KIHPFSNTAVTKVGT
	FSNTAVTKV
	NP_078966.2
	0.913877
	0.13

	DRB1_0901
	PDIFSVASSRLSNSP
	FSVASSRLS
	NP_078966.2
	0.850239
	0.64

	DRB1_0701
	PDIFSVASSRLSNSP
	FSVASSRLS
	NP_078966.2
	0.752382
	0.54

	DRB1_0701
	PDIFSVASSRLSNSP
	FSVASSRLS
	NP_078966.2
	0.845726
	0.12

	DRB1_0101
	PPFTITHPVETSSAL
	FTITHPVET
	NP_078966.2
	0.639523
	0.96

	DRB1_0701
	PPFTITHPVETSSAL
	FTITHPVET
	NP_078966.2
	0.720536
	0.64

	DRB1_0901
	TIDMLDTHSELVTSS
	MLDTHSELV
	NP_078966.2
	0.760077
	0.51

	DRB1_0901
	STFTTTDSSTIPALH
	FTTTDSSTI
	NP_078966.2
	0.699042
	0.72

	DRB1_0701
	YYDPTFMPASAQSTK
	FMPASAQST
	NP_078966.2
	0.735731
	0.45

	DRB1_0701
	EFPLFSAASTSAAKQ
	FSAASTSAA
	NP_078966.2
	0.716659
	0.54

	DRB1_0701
	ATTEVSRTEAISFSR
	VSRTEAISF
	NP_078966.2
	0.729396
	0.61

	DRB1_0701
	PSSVLPDSETTKATS
	VLPDSETTK
	NP_078966.2
	0.745663
	0.8

	DRB1_0301
	SSSVHESHSSVLADS
	VHESHSSVL
	NP_078966.2
	0.751923
	0.54

	DRB1_0701
	YDPTFMPASAQSTKS
	FMPASAQST
	NP_078966.2
	0.848247
	0.65

	DRB1_0901
	YDPTFMPASAQSTKS
	FMPASAQST
	NP_078966.2
	0.801345
	0.23

	DRB1_0901
	SHLVSELRATSSTSV
	LRATSSTSV
	NP_078966.2
	0.674722
	0.82

	DRB1_0701
	SKTDFTSSAKTSSPD
	FTSSAKTSS
	NP_078966.2
	0.887512
	0.5

	DRB1_1101
	ASLLTTSESKAIHSS
	LTTSESKAI
	NP_078966.2
	0.659049
	0.87

	DRB1_0901
	SAIRNTDSTTLDQHL
	IRNTDSTTL
	NP_078966.2
	0.723298
	0.63

	DRB1_0701
	FPLFSAASTSAAKQR
	FSAASTSAA
	NP_078966.2
	0.72608
	0.49

	DRB1_1101
	LVSELRATSSTSVTN
	LRATSSTSV
	NP_078966.2
	0.699342
	0.63

	DRB1_1101
	LVSELRATSSTSVTN
	LRATSSTSV
	NP_078966.2
	0.940216
	0.07

	DRB1_0701
	IYEEFLRMTRNGTQL
	FLRMTRNGT
	NP_078966.2
	0.915179
	0.37

	DRB1_0701
	HLVSELRATSSTSVT
	LRATSSTSV
	NP_078966.2
	0.891892
	0.18

	DRB1_0301
	TSAIRNTDSTTLDQH
	IRNTDSTTL
	NP_078966.2
	0.884021
	0.2

	DRB1_1101
	LSSASITTDKPQTVT
	ITTDKPQTV
	NP_078966.2
	0.725458
	0.88

	DRB1_0701
	TTAMNNDVKDVSQTN
	MNNDVKDVS
	NP_078966.2
	0.709485
	0.95

	DRB1_0901
	VSELRATSSTSVTNS
	LRATSSTSV
	NP_078966.2
	0.727163
	0.49

	DRB1_0701
	VSELRATSSTSVTNS
	LRATSSTSV
	NP_078966.2
	0.948593
	0.05

	DRB1_0901
	FPDIFSVASSRLSNS
	FSVASSRLS
	NP_078966.2
	0.779876
	0.97

	DRB1_0901
	FPDIFSVASSRLSNS
	FSVASSRLS
	NP_078966.2
	0.825041
	0.17

	DRB1_0901
	TTKVSRTEALSLGRT
	VSRTEALSL
	NP_078966.2
	0.660376
	0.85

	DRB1_0701
	TTKVSRTEALSLGRT
	VSRTEALSL
	NP_078966.2
	0.911722
	0.13

	DRB1_0701
	TKVSRTEALSLGRTS
	VSRTEALSL
	NP_078966.2
	0.73411
	0.6

	DRB1_0301
	SPNEFYFTVSPDSDP
	FYFTVSPDS
	NP_078966.2
	0.736495
	0.45

	DRB1_0701
	SPNEFYFTVSPDSDP
	FYFTVSPDS
	NP_078966.2
	0.836037
	0.31

	DRB1_0701
	TSSEYITLLRDIQDK
	YITLLRDIQ
	NP_078966.2
	0.889842
	0.49

	DRB1_0901
	SSASITTDKPQTVTS
	ITTDKPQTV
	NP_078966.2
	0.832563
	0.46

	DRB1_0901
	LPKISHLTGTATMSQ
	ISHLTGTAT
	NP_078966.2
	0.82527
	0.76

	DRB1_0901
	AIYEEFLRMTRNGTQ
	FLRMTRNGT
	NP_078966.2
	0.908554
	0.4

	DRB1_0101
	KFPDIFSVASSRLSN
	FSVASSRLS
	NP_078966.2
	0.77791
	0.29

	DRB1_0701
	YEEFLRMTRNGTQLQ
	FLRMTRNGT
	NP_078966.2
	0.933827
	0.27

	DRB1_0701
	SSPNEFYFTVSPDSD
	FYFTVSPDS
	NP_078966.2
	0.731412
	0.6

	DRB1_0901
	SSEYITLLRDIQDKV
	YITLLRDIQ
	NP_078966.2
	0.886723
	0.5

	DRB1_0701
	EEFLRMTRNGTQLQN
	FLRMTRNGT
	NP_078966.2
	0.858386
	0.65

	DRB1_0901
	AGTKLTRTISLPTSE
	LTRTISLPT
	NP_078966.2
	0.690111
	0.76

	DRB1_0701
	ASSLLSLPATTSPSP
	LLSLPATTS
	NP_078966.2
	0.844466
	0.67

	DRB1_0701
	DMDTNLEPVTRSPQN
	LEPVTRSPQ
	NP_078966.2
	0.865465
	0.61

	DRB1_0701
	DREKIHPSSNTPVVN
	IHPSSNTPV
	NP_078966.2
	0.798109
	0.41

	DRB1_0701
	DTSAIRNTDSTTLDQ
	IRNTDSTTL
	NP_078966.2
	0.860088
	0.24

	DRB1_0901
	DTTASWVIHPAETIP
	WVIHPAETI
	NP_078966.2
	0.666544
	0.85

	DRB1_0101
	EAIHVFENTAASHVE
	FENTAASHV
	NP_078966.2
	0.788535
	0.26

	DRB1_0701
	EAIHVFENTAASHVE
	FENTAASHV
	NP_078966.2
	0.930348
	0.09

	DRB1_0701
	EEDMRRTGSRKFNTM
	MRRTGSRKF
	NP_078966.2
	0.681432
	0.79

	DRB1_0901
	EIPRVFTSSIKTKSA
	FTSSIKTKS
	NP_078966.2
	0.876063
	0.56

	DRB1_0701
	ESSVYQPTSSSSTQH
	YQPTSSSST
	NP_078966.2
	0.741775
	0.57

	DRB1_0901
	ETWASSISVPAKTSL
	WASSISVPA
	NP_078966.2
	0.79949
	0.23

	DRB1_0101
	FSSSTFTTTDSSTIP
	FTTTDSSTI
	NP_078966.2
	0.86136
	0.24

	DRB1_0101
	FSSSTFTTTDSSTIP
	FTTTDSSTI
	NP_078966.2
	0.667441
	0.81

	DRB1_0101
	GATTKVSRTEALSLG
	VSRTEALSL
	NP_078966.2
	0.828551
	0.33

	DRB1_0101
	GSRKFNITESVLQGL
	FNITESVLQ
	NP_078966.2
	0.663335
	0.86

	DRB1_0101
	GTPTVYLGASKTPAS
	YLGASKTPA
	NP_078966.2
	0.869697
	0.59

	DRB1_0101
	ITPPTIVWTSTGTIE
	IVWTSTGTI
	NP_078966.2
	0.744277
	0.56

	DRB1_0101
	KFPDIFSVASSRLSN
	IFSVASSRL
	NP_078966.2
	0.753199
	0.53

	DRB1_1101
	KTDFTSSAKTSSPDW
	FTSSAKTSS
	NP_078966.2
	0.88599
	0.51

	DRB1_1101
	LCNFSPLARRVDRVA
	FSPLARRVD
	NP_078966.2
	0.818278
	0.86

	DRB1_0301
	LPNFSSTSDKILATS
	FSSTSDKIL
	NP_078966.2
	0.667778
	0.84

	DRB1_1101
	LQGLLKPLFKNTSVG
	LKPLFKNTS
	NP_078966.2
	0.844792
	0.71

	DRB1_0901
	LTTSLSPVSSTLLDS
	LSPVSSTLL
	NP_078966.2
	0.723983
	0.63

	DRB1_0701
	MNITSDESLATSKAT
	ITSDESLAT
	NP_078966.2
	0.717798
	0.92

	DRB1_0701
	PNEFYFTVSPDSDPY
	FYFTVSPDS
	NP_078966.2
	0.755546
	0.37

	DRB1_0901
	PNEFYFTVSPDSDPY
	FYFTVSPDS
	NP_078966.2
	0.840184
	0.3

	DRB1_0701
	PPNLSSTSAEILATS
	LSSTSAEIL
	NP_078966.2
	0.65761
	0.86

	DRB1_1101
	PRNTTYEGSITVALS
	YEGSITVAL
	NP_078966.2
	0.693732
	0.74

	DRB1_0101
	PRVFTSSIKTKSAEM
	FTSSIKTKS
	NP_078966.2
	0.940093
	0.23

	DRB1_0701
	PSPVSSTSPQSIPSS
	VSSTSPQSI
	NP_078966.2
	0.744472
	0.56

	DRB1_0901
	QGLLKPLFKNTSVGP
	LKPLFKNTS
	NP_078966.2
	0.897021
	0.45

	DRB1_0101
	QGLLKPLFKSTSVGP
	LKPLFKSTS
	NP_078966.2
	0.824641
	0.82

	DRB1_0901
	QGLLKPLFRNSSLEY
	LKPLFRNSS
	NP_078966.2
	0.802703
	0.95

	DRB1_0701
	QSSAFREGTSLGLTP
	FREGTSLGL
	NP_078966.2
	0.744528
	0.41

	DRB1_0901
	QSSVLSDSETPKATS
	VLSDSETPK
	NP_078966.2
	0.708031
	0.95

	DRB1_0101
	QSTPYVNSVAVSASP
	YVNSVAVSA
	NP_078966.2
	0.927786
	0.3

	DRB1_0101
	QSTPYVNSVAVSASP
	YVNSVAVSA
	NP_078966.2
	0.877292
	0.21

	DRB1_0701
	QSTPYVNSVAVSASP
	YVNSVAVSA
	NP_078966.2
	0.879421
	0.06

	DRB1_0301
	RPLFKNTSVGPLYSG
	FKNTSVGPL
	NP_078966.2
	0.659609
	0.85

	DRB1_0901
	RPLFKNTSVGPLYSG
	FKNTSVGPL
	NP_078966.2
	0.816895
	0.36

	DRB1_0101
	RYWTPATSTPVTSTF
	WTPATSTPV
	NP_078966.2
	0.684391
	0.78

	DRB1_0701
	RYWTPATSTPVTSTF
	WTPATSTPV
	NP_078966.2
	0.793137
	0.25

	DRB1_1101
	SELRATSSTSVTNST
	LRATSSTSV
	NP_078966.2
	0.864717
	0.24

	DRB1_1101
	SETTFSLIFRLRETS
	FSLIFRLRE
	NP_078966.2
	0.856477
	0.66

	DRB1_0701
	SFDATFIPTPAQSTK
	FIPTPAQST
	NP_078966.2
	0.826884
	0.33

	DRB1_0701
	SFDATFIPTPAQSTK
	FIPTPAQST
	NP_078966.2
	0.643598
	0.94

	DRB1_0701
	SGYKSQSSVLADSSP
	YKSQSSVLA
	NP_078966.2
	0.972287
	0.09

	DRB1_1101
	SPPFVKETSPPSSPL
	FVKETSPPS
	NP_078966.2
	0.840291
	0.69

	DRB1_0901
	SQSSVLADSETSKAT
	VLADSETSK
	NP_078966.2
	0.695499
	1

	DRB1_0701
	SSPETWASSISVPAK
	WASSISVPA
	NP_078966.2
	0.810104
	0.38

	DRB1_0101
	SSSLLSLPAITSPSP
	LLSLPAITS
	NP_078966.2
	0.891664
	0.46

	DRB1_0301
	SSSSLLSLPAITSPS
	LLSLPAITS
	NP_078966.2
	0.810088
	0.83

	DRB1_0901
	SSTIKDIVSTTIPAS
	IKDIVSTTI
	NP_078966.2
	0.739116
	0.58

	DRB1_0701
	SSTMDVTKTASISPT
	MDVTKTASI
	NP_078966.2
	0.726448
	0.62

	DRB1_0701
	SSVYQPTSSSSTQHF
	YQPTSSSST
	NP_078966.2
	0.72878
	0.61

	DRB1_0901
	STPGFFETSRIQTEP
	FFETSRIQT
	NP_078966.2
	0.885643
	0.51

	DRB1_0701
	STSFFSTLPESISSS
	FFSTLPESI
	NP_078966.2
	0.745311
	0.41

	DRB1_0901
	STSFFSTLPESISSS
	FFSTLPESI
	NP_078966.2
	0.819001
	0.35

	DRB1_0701
	STSLIMTESSGVTIT
	LIMTESSGV
	NP_078966.2
	0.763871
	0.5

	DRB1_0701
	STTPNWVETHSTVTQ
	WVETHSTVT
	NP_078966.2
	0.772548
	0.48

	DRB1_0901
	THGITRLGPYSLDKD
	ITRLGPYSL
	NP_078966.2
	0.822171
	0.77

	DRB1_0701
	TNTAFSYVPTGAITQ
	FSYVPTGAI
	NP_078966.2
	0.736653
	0.45

	DRB1_0901
	TNTAFSYVPTGAITQ
	FSYVPTGAI
	NP_078966.2
	0.853555
	0.26

	DRB1_0101
	TNTLYITSTAQTTSL
	YITSTAQTT
	NP_078966.2
	0.687511
	0.69

	DRB1_0101
	TPPTIVWTSTGTIEQ
	IVWTSTGTI
	NP_078966.2
	0.830528
	0.32

	DRB1_0701
	TQDFVDSETTSVMNN
	FVDSETTSV
	NP_078966.2
	0.735869
	0.59

	DRB1_0301
	TQDFVDSETTSVMNN
	FVDSETTSV
	NP_078966.2
	0.701515
	0.62

	DRB1_0101
	TQSTPYVNSVAVSAS
	YVNSVAVSA
	NP_078966.2
	0.766567
	0.49

	DRB1_0701
	TQSTPYVNSVAVSAS
	YVNSVAVSA
	NP_078966.2
	0.802849
	0.22

	DRB1_0901
	TSSGYKSQSSVLADS
	YKSQSSVLA
	NP_078966.2
	0.991438
	0.02

	DRB1_0101
	TSSGYKSQSSVLADS
	YKSQSSVLA
	NP_078966.2
	0.726479
	0.49

	DRB1_0701
	TSTISPAVSRLVTSM
	ISPAVSRLV
	NP_078966.2
	0.655887
	0.89

	DRB1_0901
	TSTISPAVSRLVTSM
	ISPAVSRLV
	NP_078966.2
	0.686444
	0.7

	DRB1_0101
	TTEVSRTEAISFSRT
	VSRTEAISF
	NP_078966.2
	0.751743
	0.54

	DRB1_0901
	TTQTGYSLATSQVTL
	YSLATSQVT
	NP_078966.2
	0.676502
	0.76

	DRB1_0701
	TTSLSPVSSTLLDSS
	LSPVSSTLL
	NP_078966.2
	0.756876
	0.52

	DRB1_1101
	TTSSGYKSQSSVLAD
	YKSQSSVLA
	NP_078966.2
	0.973789
	0.08

	DRB1_0101
	TTSSGYKSQSSVLAD
	YKSQSSVLA
	NP_078966.2
	0.659131
	0.86

	DRB1_0901
	TTTDMLHTSPELVTS
	MLHTSPELV
	NP_078966.2
	0.649446
	0.91

	DRB1_0701
	TVPYKALTSATIEDS
	YKALTSATI
	NP_078966.2
	0.996198
	0

	DRB1_1101
	TVPYKALTSATIEDS
	YKALTSATI
	NP_078966.2
	0.946912
	0.06

	DRB1_0701
	TVPYKALTSATIEDS
	YKALTSATI
	NP_078966.2
	0.921437
	0.02

	DRB1_0901
	VFDKAFTAATTEVSR
	FTAATTEVS
	NP_078966.2
	0.780477
	0.28

	DRB1_0901
	VTNTLYITSTAQTTS
	YITSTAQTT
	NP_078966.2
	0.697476
	0.64



S12: FOLR1 Gene HTL strong binders
	MHC
	Peptide
	
	Core peptide
	Core_rel
	Identity
	Score_EL
	%rank_EL

	DRB1_0901
	EVARFYAAAMSGAGP
	5
	YAAAMSGAG
	0.6
	Sequence
	0.690209
	0.68

	DRB1_0901
	VARFYAAAMSGAGPW
	4
	YAAAMSGAG
	0.647
	Sequence
	0.690366
	0.68

	DRB1_0901
	ARFYAAAMSGAGPWA
	3
	YAAAMSGAG
	0.8
	Sequence
	0.672899
	0.78



S13: IDO1 Gene HTL strong binders
	MHC
	Peptide
	
	Core Peptide
	Core_rel
	Identity
	Score_EL
	%Rank_EL

	DRB1_1501
	ACVKALVSLRSYHLQ
	5
	LVSLRSYHL
	1
	NP_002155.1
	0.696535
	0.82

	DRB1_0701
	AMENSWTISKEYHID
	5
	WTISKEYHI
	1
	NP_002155.1
	0.792837
	0.42

	DRB1_0701
	AMENSWTISKEYHID
	5
	WTISKEYHI
	1
	NP_002155.1
	0.792837
	0.42

	DRB1_0901
	AMENSWTISKEYHID
	5
	WTISKEYHI
	1
	NP_002155.1
	0.71345
	0.56

	DRB1_0101
	CVKALVSLRSYHLQI
	4
	LVSLRSYHL
	1
	NP_002155.1
	0.815219
	0.8

	DRB1_1501
	CVKALVSLRSYHLQI
	4
	LVSLRSYHL
	1
	NP_002155.1
	0.756052
	0.64

	DRB1_0701
	ENSWTISKEYHIDEE
	3
	WTISKEYHI
	1
	NP_002155.1
	0.871377
	0.22

	DRB1_0701
	ENSWTISKEYHIDEE
	3
	WTISKEYHI
	1
	NP_002155.1
	0.871377
	0.22

	DRB1_0901
	ENSWTISKEYHIDEE
	3
	WTISKEYHI
	1
	NP_002155.1
	0.808044
	0.21

	DRB1_0101
	IVTKYILIPASQQPK
	4
	YILIPASQQ
	1
	NP_002155.1
	0.806487
	0.84

	DRB1_1101
	IVTKYILIPASQQPK
	4
	YILIPASQQ
	1
	NP_002155.1
	0.881488
	0.53

	DRB1_0101
	LLVEIAAASAIKVIP
	4
	IAAASAIKV
	1
	NP_002155.1
	0.922255
	0.33

	DRB1_0701
	LLVEIAAASAIKVIP
	4
	IAAASAIKV
	1
	NP_002155.1
	0.803766
	0.39

	DRB1_0901
	LLVEIAAASAIKVIP
	4
	IAAASAIKV
	0.993
	NP_002155.1
	0.839694
	0.13

	DRB1_0101
	LVEIAAASAIKVIPT
	3
	IAAASAIKV
	1
	NP_002155.1
	0.94122
	0.25

	DRB1_0701
	LVEIAAASAIKVIPT
	3
	IAAASAIKV
	1
	NP_002155.1
	0.808351
	0.38

	DRB1_0901
	LVEIAAASAIKVIPT
	3
	IAAASAIKV
	1
	NP_002155.1
	0.846352
	0.12

	DRB1_0701
	MENSWTISKEYHIDE
	4
	WTISKEYHI
	1
	NP_002155.1
	0.85229
	0.26

	DRB1_0701
	MENSWTISKEYHIDE
	4
	WTISKEYHI
	1
	NP_002155.1
	0.85229
	0.26

	DRB1_0901
	MENSWTISKEYHIDE
	4
	WTISKEYHI
	1
	NP_002155.1
	0.780175
	0.28

	DRB1_0701
	NSWTISKEYHIDEEV
	2
	WTISKEYHI
	1
	NP_002155.1
	0.710209
	0.68

	DRB1_0701
	NSWTISKEYHIDEEV
	2
	WTISKEYHI
	1
	NP_002155.1
	0.710209
	0.68

	DRB1_0901
	NSWTISKEYHIDEEV
	2
	WTISKEYHI
	1
	NP_002155.1
	0.680766
	0.73

	DRB1_0701
	SLLVEIAAASAIKVI
	5
	IAAASAIKV
	0.993
	NP_002155.1
	0.636509
	0.97

	DRB1_0901
	SLLVEIAAASAIKVI
	5
	IAAASAIKV
	0.913
	NP_002155.1
	0.761856
	0.35

	DRB1_1101
	TKYILIPASQQPKEN
	2
	YILIPASQQ
	1
	NP_002155.1
	0.807476
	0.92

	DRB1_0101
	VEIAAASAIKVIPTV
	2
	IAAASAIKV
	1
	NP_002155.1
	0.880674
	0.51

	DRB1_0701
	VEIAAASAIKVIPTV
	2
	IAAASAIKV
	1
	NP_002155.1
	0.673944
	0.82

	DRB1_0901
	VEIAAASAIKVIPTV
	2
	IAAASAIKV
	1
	NP_002155.1
	0.793468
	0.24

	DRB1_0101
	VKALVSLRSYHLQIV
	3
	LVSLRSYHL
	1
	NP_002155.1
	0.82543
	0.76

	DRB1_1501
	VKALVSLRSYHLQIV
	3
	LVSLRSYHL
	1
	NP_002155.1
	0.763362
	0.62

	DRB1_0901
	VSLLVEIAAASAIKV
	6
	IAAASAIKV
	0.613
	NP_002155.1
	0.665216
	0.82

	DRB1_0101
	VTKYILIPASQQPKE
	3
	YILIPASQQ
	1
	NP_002155.1
	0.865366
	0.57

	DRB1_1101
	VTKYILIPASQQPKE
	3
	YILIPASQQ
	1
	NP_002155.1
	0.917033
	0.36

	DRB1_0301
	YEGFWEDPKEFAGGS
	3
	FWEDPKEFA
	1
	NP_002155.1
	0.704626
	0.97




S14: DDX5 Gene CTL strong binders
	MHC
	Peptide
	Core
	Icore
	Identity
	Score_EL
	%Rank_EL

	HLA-B*07:02
	APRFGGSRA
	APRFGGSRA
	APRFGGSRA
	NP_004387_1_pro
	0.849613
	0.102

	HLA-A*03:01
	GSRAGPLSGK
	GSAGPLSGK
	GSRAGPLSGK
	NP_004387_1_pro
	0.749169
	0.162

	HLA-A*11:01
	GSRAGPLSGK
	GSAGPLSGK
	GSRAGPLSGK
	NP_004387_1_pro
	0.711615
	0.153

	HLA-A*02:01
	KLVKKKWNL
	KLVKKKWNL
	KLVKKKWNL
	NP_004387_1_pro
	0.5813
	0.299

	HLA-A*24:02
	KWNLDELPKF
	KWLDELPKF
	KWNLDELPKF
	NP_004387_1_pro
	0.690581
	0.168

	HLA-B*35:01
	LPKFEKNFY
	LPKFEKNFY
	LPKFEKNFY
	NP_004387_1_pro
	0.649329
	0.236

	HLA-B*07:02
	HPDLARRTA
	HPDLARRTA
	HPDLARRTA
	NP_004387_1_pro
	0.71708
	0.207

	HLA-A*11:01
	RTAQEVETYR
	RTAEVETYR
	RTAQEVETYR
	NP_004387_1_pro
	0.566322
	0.293

	HLA-B*35:01
	TAQEVETY
	TAQEVETY
	TAQEVETY
	NP_004387_1_pro
	0.517329
	0.366

	HLA-B*35:01
	HNCPKPVLNFY
	HPKPVLNFY
	HNCPKPVLNFY
	NP_004387_1_pro
	0.42829
	0.465

	HLA-B*35:01
	NCPKPVLNFY
	NPKPVLNFY
	NCPKPVLNFY
	NP_004387_1_pro
	0.397914
	0.5

	HLA-B*35:01
	CPKPVLNFY
	CPKPVLNFY
	CPKPVLNFY
	NP_004387_1_pro
	0.794156
	0.128

	HLA-B*40:01
	YEANFPANVM
	YEANPANVM
	YEANFPANVM
	NP_004387_1_pro
	0.739343
	0.201

	HLA-A*03:01
	GVAQTGSGK
	GVAQTGSGK
	GVAQTGSGK
	NP_004387_1_pro
	0.675543
	0.236

	HLA-A*11:01
	GVAQTGSGK
	GVAQTGSGK
	GVAQTGSGK
	NP_004387_1_pro
	0.56343
	0.296

	HLA-A*02:01
	TLSYLLPAI
	TLSYLLPAI
	TLSYLLPAI
	NP_004387_1_pro
	0.46561
	0.438

	HLA-A*02:01
	SYLLPAIVHI
	SLLPAIVHI
	SYLLPAIVHI
	NP_004387_1_pro
	0.575798
	0.305

	HLA-A*24:02
	SYLLPAIVHI
	SYLPAIVHI
	SYLLPAIVHI
	NP_004387_1_pro
	0.772236
	0.122

	HLA-A*02:01
	YLLPAIVHI
	YLLPAIVHI
	YLLPAIVHI
	NP_004387_1_pro
	0.988341
	0.005

	HLA-B*07:02
	APTRELAQQV
	APRELAQQV
	APTRELAQQV
	NP_004387_1_pro
	0.608466
	0.284

	HLA-A*02:01
	ELAQQVQQV
	ELAQQVQQV
	ELAQQVQQV
	NP_004387_1_pro
	0.46969
	0.432

	HLA-B*35:01
	QVQQVAAEY
	QVQQVAAEY
	QVQQVAAEY
	NP_004387_1_pro
	0.706958
	0.195

	HLA-A*11:01
	STCIYGGAPK
	STIYGGAPK
	STCIYGGAPK
	NP_004387_1_pro
	0.599423
	0.26

	HLA-A*24:02
	IYGGAPKGPQI
	IYAPKGPQI
	IYGGAPKGPQI
	NP_004387_1_pro
	0.488472
	0.319

	HLA-B*07:02
	APKGPQIRDL
	APKGPQIRL
	APKGPQIRDL
	NP_004387_1_pro
	0.913385
	0.062

	HLA-A*03:01
	RLIDFLECGK
	RLIDFLEGK
	RLIDFLECGK
	NP_004387_1_pro
	0.60787
	0.306

	HLA-A*02:01
	YLVLDEADRML
	YLDEADRML
	YLVLDEADRML
	NP_004387_1_pro
	0.455448
	0.452

	HLA-A*02:01
	VLDEADRML
	VLDEADRML
	VLDEADRML
	NP_004387_1_pro
	0.787732
	0.115

	HLA-A*03:01
	MGFEPQIRK
	MGFEPQIRK
	MGFEPQIRK
	NP_004387_1_pro
	0.566924
	0.355

	HLA-A*11:01
	MGFEPQIRK
	MGFEPQIRK
	MGFEPQIRK
	NP_004387_1_pro
	0.707294
	0.157

	HLA-B*07:02
	QIRPDRQTL
	QIRPDRQTL
	QIRPDRQTL
	NP_004387_1_pro
	0.865173
	0.092

	HLA-B*07:02
	RPDRQTLM
	RPD-RQTLM
	RPDRQTLM
	NP_004387_1_pro
	0.620546
	0.276

	HLA-A*24:02
	TWPKEVRQL
	TWPKEVRQL
	TWPKEVRQL
	NP_004387_1_pro
	0.660844
	0.186

	HLA-B*07:02
	WPKEVRQL
	WPKEVR-QL
	WPKEVRQL
	NP_004387_1_pro
	0.580388
	0.302

	HLA-B*40:01
	AEDFLKDYI
	AEDFLKDYI
	AEDFLKDYI
	NP_004387_1_pro
	0.518672
	0.403

	HLA-B*40:01
	LELSANHNIL
	LELSANHIL
	LELSANHNIL
	NP_004387_1_pro
	0.61604
	0.307

	HLA-B*40:01
	LELSANHNI
	LELSANHNI
	LELSANHNI
	NP_004387_1_pro
	0.60776
	0.316

	HLA-B*40:01
	VEKDEKLIRL
	VEDEKLIRL
	VEKDEKLIRL
	NP_004387_1_pro
	0.570341
	0.352

	HLA-A*02:01
	KLIRLMEEI
	KLIRLMEEI
	KLIRLMEEI
	NP_004387_1_pro
	0.589417
	0.291

	HLA-A*03:01
	RLMEEIMSEK
	RLMEEIMSK
	RLMEEIMSEK
	NP_004387_1_pro
	0.940193
	0.023

	HLA-A*11:01
	RLMEEIMSEK
	RLMEEIMSK
	RLMEEIMSEK
	NP_004387_1_pro
	0.675318
	0.181

	HLA-B*40:01
	SEKENKTIVF
	SEKENTIVF
	SEKENKTIVF
	NP_004387_1_pro
	0.536383
	0.385

	HLA-B*40:01
	KENKTIVFV
	KENKTIVFV
	KENKTIVFV
	NP_004387_1_pro
	0.607335
	0.316

	HLA-A*03:01
	KTIVFVETK
	KTIVFVETK
	KTIVFVETK
	NP_004387_1_pro
	0.711391
	0.195

	HLA-A*11:01
	KTIVFVETK
	KTIVFVETK
	KTIVFVETK
	NP_004387_1_pro
	0.898337
	0.035

	HLA-A*03:01
	VLNEFKHGK
	VLNEFKHGK
	VLNEFKHGK
	NP_004387_1_pro
	0.839189
	0.084

	HLA-A*11:01
	VLNEFKHGK
	VLNEFKHGK
	VLNEFKHGK
	NP_004387_1_pro
	0.562225
	0.297

	HLA-B*40:01
	NEFKHGKAPIL
	NEFKHGPIL
	NEFKHGKAPIL
	NP_004387_1_pro
	0.475327
	0.448

	HLA-A*02:01
	GLDVEDVKFV
	GLDEDVKFV
	GLDVEDVKFV
	NP_004387_1_pro
	0.457052
	0.45

	HLA-B*35:01
	YPNSSEDY
	YPN-SSEDY
	YPNSSEDY
	NP_004387_1_pro
	0.676471
	0.217

	HLA-A*03:01
	RIGRTARSTK
	RIGTARSTK
	RIGRTARSTK
	NP_004387_1_pro
	0.545183
	0.381

	HLA-A*11:01
	YTFFTPNNIK
	YTFTPNNIK
	YTFFTPNNIK
	NP_004387_1_pro
	0.591478
	0.268

	HLA-B*07:02
	TPNNIKQVSDL
	TPNNIKQVL
	TPNNIKQVSDL
	NP_004387_1_pro
	0.554183
	0.329

	HLA-A*02:01
	KQVSDLISV
	KQVSDLISV
	KQVSDLISV
	NP_004387_1_pro
	0.823603
	0.091

	HLA-B*40:01
	REANQAINPKL
	REANQAIKL
	REANQAINPKL
	NP_004387_1_pro
	0.81882
	0.147

	HLA-A*02:01
	AINPKLLQL
	AINPKLLQL
	AINPKLLQL
	NP_004387_1_pro
	0.707048
	0.173

	HLA-B*40:01
	RENYDRGYSSL
	REDRGYSSL
	RENYDRGYSSL
	NP_004387_1_pro
	0.5789
	0.344

	HLA-A*24:02
	NYDRGYSSL
	NYDRGYSSL
	NYDRGYSSL
	NP_004387_1_pro
	0.433723
	0.37

	HLA-A*03:01
	RGYSSLLKR
	RGYSSLLKR
	RGYSSLLKR
	NP_004387_1_pro
	0.550663
	0.374

	HLA-A*24:02
	NYTNGSFGSNF
	NYTNGSFNF
	NYTNGSFGSNF
	NP_004387_1_pro
	0.545086
	0.267

	HLA-B*35:01
	VSAGIQTSF
	VSAGIQTSF
	VSAGIQTSF
	NP_004387_1_pro
	0.437484
	0.454

	HLA-B*35:01
	NPTGTYQNGY
	NPTGTQNGY
	NPTGTYQNGY
	NP_004387_1_pro
	0.437452
	0.454

	HLA-B*35:01
	NGYDSTQQY
	NGYDSTQQY
	NGYDSTQQY
	NP_004387_1_pro
	0.798545
	0.124

	HLA-A*24:02
	QYGSNVPNM
	QYGSNVPNM
	QYGSNVPNM
	NP_004387_1_pro
	0.596838
	0.228

	HLA-B*07:02
	AYPATAAAPM
	APATAAAPM
	AYPATAAAPM
	NP_004387_1_pro
	0.535797
	0.348

	HLA-B*07:02
	YPATAAAPM
	YPATAAAPM
	YPATAAAPM
	NP_004387_1_pro
	0.819512
	0.126

	HLA-B*35:01
	YPATAAAPM
	YPATAAAPM
	YPATAAAPM
	NP_004387_1_pro
	0.948196
	0.039

	HLA-B*35:01
	TAAAPMIGY
	TAAAPMIGY
	TAAAPMIGY
	NP_004387_1_pro
	0.911353
	0.061

	HLA-B*07:02
	APMIGYPM
	APM-IGYPM
	APMIGYPM
	NP_004387_1_pro
	0.577566
	0.305

	HLA-B*35:01
	YPMPTGYSQ
	YPMPTGYSQ
	YPMPTGYSQ
	NP_004387_1_pro
	0.699471
	0.201



S15: MUC16 Gene CTL strong binders
	MHC
	Peptide
	Core
	Icore
	Identity
	Score_EL
	%Rank_EL

	HLA-A*03:01
	ADMGQPGSLK
	AMGQPGSLK
	ADMGQPGSLK
	NP_078966_2_muc
	0.657692
	0.256

	HLA-A*03:01
	AGSSPPGGTK
	ASSPPGGTK
	AGSSPPGGTK
	NP_078966_2_muc
	0.565064
	0.357

	HLA-A*02:01
	AIHPSTNTV
	AIHPSTNTV
	AIHPSTNTV
	NP_078966_2_muc
	0.542363
	0.344

	HLA-A*03:01
	AIPSTVLNNK
	AIPSTVLNK
	AIPSTVLNNK
	NP_078966_2_muc
	0.661657
	0.252

	HLA-A*02:01
	AIYEEFLRM
	AIYEEFLRM
	AIYEEFLRM
	NP_078966_2_muc
	0.499351
	0.393

	HLA-A*03:01
	ALADSETPK
	ALADSETPK
	ALADSETPK
	NP_078966_2_muc
	0.684756
	0.226

	HLA-A*03:01
	ALADSETSK
	ALADSETSK
	ALADSETSK
	NP_078966_2_muc
	0.744695
	0.165

	HLA-A*02:01
	ALDNDSLFV
	ALDNDSLFV
	ALDNDSLFV
	NP_078966_2_muc
	0.773267
	0.124

	HLA-A*02:01
	ALFSSNLDPSL
	ALFSSNPSL
	ALFSSNLDPSL
	NP_078966_2_muc
	0.631758
	0.25

	HLA-A*03:01
	ALKTTTTALK
	ALKTTTTLK
	ALKTTTTALK
	NP_078966_2_muc
	0.819926
	0.102

	HLA-A*02:01
	ALLAWSRPV
	ALLAWSRPV
	ALLAWSRPV
	NP_078966_2_muc
	0.468949
	0.433

	HLA-A*03:01
	ALLTLGPVK
	ALLTLGPVK
	ALLTLGPVK
	NP_078966_2_muc
	0.750892
	0.161

	HLA-A*02:01
	ALPRTTPSV
	ALPRTTPSV
	ALPRTTPSV
	NP_078966_2_muc
	0.846217
	0.077

	HLA-A*02:01
	ALVDSSAGL
	ALVDSSAGL
	ALVDSSAGL
	NP_078966_2_muc
	0.72911
	0.16

	HLA-A*03:01
	AMSEITTNR
	AMSEITTNR
	AMSEITTNR
	NP_078966_2_muc
	0.670831
	0.242

	HLA-A*03:01
	AMTSTSLASK
	ATSTSLASK
	AMTSTSLASK
	NP_078966_2_muc
	0.752544
	0.16

	HLA-A*02:01
	AQFSSSHLV
	AQFSSSHLV
	AQFSSSHLV
	NP_078966_2_muc
	0.70394
	0.175

	HLA-A*02:01
	AQVSTPHSV
	AQVSTPHSV
	AQVSTPHSV
	NP_078966_2_muc
	0.658851
	0.224

	HLA-A*03:01
	ASSESPSTIK
	ASSSPSTIK
	ASSESPSTIK
	NP_078966_2_muc
	0.617709
	0.295

	HLA-A*03:01
	ASSISVPAK
	ASSISVPAK
	ASSISVPAK
	NP_078966_2_muc
	0.700385
	0.208

	HLA-A*03:01
	ASTASSSLSK
	ATASSSLSK
	ASTASSSLSK
	NP_078966_2_muc
	0.841728
	0.081

	HLA-A*03:01
	ASTNIPIGK
	ASTNIPIGK
	ASTNIPIGK
	NP_078966_2_muc
	0.741628
	0.167

	HLA-A*03:01
	ATEANTVLSK
	ATANTVLSK
	ATEANTVLSK
	NP_078966_2_muc
	0.867508
	0.069

	HLA-A*03:01
	ATKPSTVPY
	ATKPSTVPY
	ATKPSTVPY
	NP_078966_2_muc
	0.545383
	0.381

	HLA-A*03:01
	ATKPSTVPYK
	ATKPSTVYK
	ATKPSTVPYK
	NP_078966_2_muc
	0.942788
	0.022

	HLA-A*02:01
	ATNGVPVSV
	ATNGVPVSV
	ATNGVPVSV
	NP_078966_2_muc
	0.472254
	0.429

	HLA-A*03:01
	ATSDSWNEK
	ATSDSWNEK
	ATSDSWNEK
	NP_078966_2_muc
	0.601335
	0.313

	HLA-A*03:01
	ATSPLVTSH
	ATSPLVTSH
	ATSPLVTSH
	NP_078966_2_muc
	0.57657
	0.343

	HLA-A*03:01
	ATSTFSHHK
	ATSTFSHHK
	ATSTFSHHK
	NP_078966_2_muc
	0.878499
	0.06

	HLA-A*03:01
	ATSVLTSGLVK
	AVLTSGLVK
	ATSVLTSGLVK
	NP_078966_2_muc
	0.525837
	0.406

	HLA-A*03:01
	ATTGSSPTVAK
	ATSSPTVAK
	ATTGSSPTVAK
	NP_078966_2_muc
	0.836819
	0.087

	HLA-A*03:01
	AVASTNIPIGK
	AVASTPIGK
	AVASTNIPIGK
	NP_078966_2_muc
	0.82996
	0.093

	HLA-A*02:01
	AVLTVSPEV
	AVLTVSPEV
	AVLTVSPEV
	NP_078966_2_muc
	0.792672
	0.112

	HLA-A*02:01
	AVLYGVPTSA
	ALYGVPTSA
	AVLYGVPTSA
	NP_078966_2_muc
	0.440031
	0.473

	HLA-A*02:01
	AVPTVLPEV
	AVPTVLPEV
	AVPTVLPEV
	NP_078966_2_muc
	0.838997
	0.081

	HLA-A*03:01
	AVTPDFMQSEK
	AVTPDFMQK
	AVTPDFMQSEK
	NP_078966_2_muc
	0.512005
	0.43

	HLA-A*02:01
	ELDALTPLV
	ELDALTPLV
	ELDALTPLV
	NP_078966_2_muc
	0.470773
	0.431

	HLA-A*02:01
	FLAHIPPSPL
	FLAHIPPSL
	FLAHIPPSPL
	NP_078966_2_muc
	0.690239
	0.193

	HLA-A*02:01
	FLFDSLSTL
	FLFDSLSTL
	FLFDSLSTL
	NP_078966_2_muc
	0.988705
	0.005

	HLA-A*02:01
	FLFDSLSTLD
	FLFDSLSTL
	FLFDSLSTL
	NP_078966_2_muc
	0.442611
	0.469

	HLA-A*02:01
	FLHSEMTTL
	FLHSEMTTL
	FLHSEMTTL
	NP_078966_2_muc
	0.923697
	0.036

	HLA-A*02:01
	FLSGTHSTM
	FLSGTHSTM
	FLSGTHSTM
	NP_078966_2_muc
	0.454862
	0.453

	HLA-A*02:01
	FLVTTIPPA
	FLVTTIPPA
	FLVTTIPPA
	NP_078966_2_muc
	0.670853
	0.213

	HLA-A*02:01
	FMQSEKTTL
	FMQSEKTTL
	FMQSEKTTL
	NP_078966_2_muc
	0.656188
	0.227

	HLA-A*02:01
	FPTLLPDTPAI
	FLLPDTPAI
	FPTLLPDTPAI
	NP_078966_2_muc
	0.689834
	0.193

	HLA-A*03:01
	FRLRETSTSQK
	RLRESTSQK
	RLRETSTSQK
	NP_078966_2_muc
	0.472575
	0.499

	HLA-A*02:01
	FRMNKDPWTV
	FMNKDPWTV
	FRMNKDPWTV
	NP_078966_2_muc
	0.424603
	0.493

	HLA-A*03:01
	FSRPDPTSKK
	FSRPPTSKK
	FSRPDPTSKK
	NP_078966_2_muc
	0.483701
	0.48

	HLA-A*02:01
	FVDSETTSV
	FVDSETTSV
	FVDSETTSV
	NP_078966_2_muc
	0.873502
	0.062

	HLA-A*02:01
	GIMEHITKI
	GIMEHITKI
	GIMEHITKI
	NP_078966_2_muc
	0.915298
	0.041

	HLA-A*03:01
	GLAKTTDMLHK
	GLAKTTLHK
	GLAKTTDMLHK
	NP_078966_2_muc
	0.646631
	0.267

	HLA-A*02:01
	GLDREQLYL
	GLDREQLYL
	GLDREQLYL
	NP_078966_2_muc
	0.6983
	0.182

	HLA-A*02:01
	GLLETTGLL
	GLLETTGLL
	GLLETTGLL
	NP_078966_2_muc
	0.570851
	0.31

	HLA-A*02:01
	GLLGVITCL
	GLLGVITCL
	GLLGVITCL
	NP_078966_2_muc
	0.826519
	0.089

	HLA-A*02:01
	GLPSATTTV
	GLPSATTTV
	GLPSATTTV
	NP_078966_2_muc
	0.725999
	0.162

	HLA-A*02:01
	GLSETPVGA
	GLSETPVGA
	GLSETPVGA
	NP_078966_2_muc
	0.567866
	0.314

	HLA-A*03:01
	GLSSASITTDK
	GLSSASITK
	GLSSASITTDK
	NP_078966_2_muc
	0.511435
	0.431

	HLA-A*03:01
	GLTGATLSPK
	GLTGATLSK
	GLTGATLSPK
	NP_078966_2_muc
	0.508497
	0.436

	HLA-A*02:01
	GLVKTTELL
	GLVKTTELL
	GLVKTTELL
	NP_078966_2_muc
	0.437355
	0.476

	HLA-A*02:01
	GMPETTALL
	GMPETTALL
	GMPETTALL
	NP_078966_2_muc
	0.566649
	0.315

	HLA-A*03:01
	GSSPPGGTK
	GSSPPGGTK
	GSSPPGGTK
	NP_078966_2_muc
	0.715713
	0.19

	HLA-A*03:01
	GTASSAGTK
	GTASSAGTK
	GTASSAGTK
	NP_078966_2_muc
	0.644765
	0.268

	HLA-A*03:01
	GTHSPVTQR
	GTHSPVTQR
	GTHSPVTQR
	NP_078966_2_muc
	0.785779
	0.137

	HLA-A*03:01
	GTKMSTVLSK
	GTMSTVLSK
	GTKMSTVLSK
	NP_078966_2_muc
	0.876549
	0.062

	HLA-A*03:01
	GTSGTPVSK
	GTSGTPVSK
	GTSGTPVSK
	NP_078966_2_muc
	0.863026
	0.071

	HLA-A*03:01
	GTSPPSVEK
	GTSPPSVEK
	GTSPPSVEK
	NP_078966_2_muc
	0.944388
	0.021

	HLA-A*03:01
	GTTSSPSWK
	GTTSSPSWK
	GTTSSPSWK
	NP_078966_2_muc
	0.544111
	0.382

	HLA-A*03:01
	GVSPTTILR
	GVSPTTILR
	GVSPTTILR
	NP_078966_2_muc
	0.676629
	0.235

	HLA-A*02:01
	GVSWPSPPFV
	GVWPSPPFV
	GVSWPSPPFV
	NP_078966_2_muc
	0.523381
	0.366

	HLA-A*03:01
	GVSWPSPPFVK
	GVSSPPFVK
	GVSWPSPPFVK
	NP_078966_2_muc
	0.605799
	0.308

	HLA-A*02:01
	HLDPKSPGL
	HLDPKSPGL
	HLDPKSPGL
	NP_078966_2_muc
	0.953191
	0.022

	HLA-A*03:01
	HLLRPLFQK
	HLLRPLFQK
	HLLRPLFQK
	NP_078966_2_muc
	0.952497
	0.017

	HLA-A*03:01
	HLLSPLFQR
	HLLSPLFQR
	HLLSPLFQR
	NP_078966_2_muc
	0.691235
	0.218

	HLA-A*02:01
	HLNPQSPGL
	HLNPQSPGL
	HLNPQSPGL
	NP_078966_2_muc
	0.823604
	0.091

	HLA-A*02:01
	HLTEVYPEL
	HLTEVYPEL
	HLTEVYPEL
	NP_078966_2_muc
	0.946978
	0.025

	HLA-A*02:01
	HRLDPKSPGV
	HLDPKSPGV
	HRLDPKSPGV
	NP_078966_2_muc
	0.45938
	0.446

	HLA-A*02:01
	HRLDPKSPGV
	HLDPKSPGV
	HRLDPKSPGV
	NP_078966_2_muc
	0.45938
	0.446

	HLA-A*03:01
	HSEMTTVMNK
	HSMTTVMNK
	HSEMTTVMNK
	NP_078966_2_muc
	0.486949
	0.474

	HLA-A*03:01
	HTLPFTSPDK
	HTLPFTSPK
	HTLPFTSPDK
	NP_078966_2_muc
	0.629604
	0.283

	HLA-A*03:01
	HTSMTYTEK
	HTSMTYTEK
	HTSMTYTEK
	NP_078966_2_muc
	0.565105
	0.357

	HLA-A*03:01
	IETIHPSINK
	ITIHPSINK
	IETIHPSINK
	NP_078966_2_muc
	0.737781
	0.17

	HLA-A*02:01
	IHHLDPKSPGL
	ILDPKSPGL
	IHHLDPKSPGL
	NP_078966_2_muc
	0.474915
	0.425

	HLA-A*02:01
	IITEVITRL
	IITEVITRL
	IITEVITRL
	NP_078966_2_muc
	0.804013
	0.105

	HLA-A*03:01
	ILATSEVTK
	ILATSEVTK
	ILATSEVTK
	NP_078966_2_muc
	0.658732
	0.255

	HLA-A*02:01
	ILFTLNFTI
	ILFTLNFTI
	ILFTLNFTI
	NP_078966_2_muc
	0.615106
	0.266

	HLA-A*02:01
	ILIGLAGLLGV
	ILIGGLLGV
	ILIGLAGLLGV
	NP_078966_2_muc
	0.58349
	0.297

	HLA-A*02:01
	ILPWDTSTTL
	ILWDTSTTL
	ILPWDTSTTL
	NP_078966_2_muc
	0.71157
	0.17

	HLA-A*24:02
	ILPWDTSTTLF
	IWDTSTTLF
	ILPWDTSTTLF
	NP_078966_2_muc
	0.41778
	0.385

	HLA-A*03:01
	ILRATTSSTSK
	ILRASSTSK
	ILRATTSSTSK
	NP_078966_2_muc
	0.52604
	0.406

	HLA-A*02:01
	IMAAGPLLV
	IMAAGPLLV
	IMAAGPLLV
	NP_078966_2_muc
	0.782988
	0.118

	HLA-A*02:01
	IMSSKEPSI
	IMSSKEPSI
	IMSSKEPSI
	NP_078966_2_muc
	0.485589
	0.411

	HLA-A*02:01
	IQIEPTSSL
	IQIEPTSSL
	IQIEPTSSL
	NP_078966_2_muc
	0.622919
	0.259

	HLA-A*02:01
	IQTEPTASL
	IQTEPTASL
	IQTEPTASL
	NP_078966_2_muc
	0.419723
	0.5

	HLA-A*02:01
	ISDEVVTRL
	ISDEVVTRL
	ISDEVVTRL
	NP_078966_2_muc
	0.447945
	0.462

	HLA-A*03:01
	ISGTSPPSVEK
	ITSPPSVEK
	ISGTSPPSVEK
	NP_078966_2_muc
	0.622229
	0.29

	HLA-A*03:01
	ITHERPATYK
	ITHEPATYK
	ITHERPATYK
	NP_078966_2_muc
	0.821256
	0.1

	HLA-A*03:01
	ITNLPYSQDK
	ITNLPYSQK
	ITNLPYSQDK
	NP_078966_2_muc
	0.486193
	0.476

	HLA-A*03:01
	ITRISTPLTRK
	IISTPLTRK
	ITRISTPLTRK
	NP_078966_2_muc
	0.535326
	0.393

	HLA-A*24:02
	IYKHLSPSSVL
	IYLSPSSVL
	IYKHLSPSSVL
	NP_078966_2_muc
	0.33384
	0.488

	HLA-A*03:01
	KESISSLSPK
	KSISSLSPK
	KESISSLSPK
	NP_078966_2_muc
	0.647436
	0.266

	HLA-A*03:01
	KILATSKDSK
	KILATSKSK
	KILATSKDSK
	NP_078966_2_muc
	0.632095
	0.281

	HLA-A*02:01
	KISTSIPLL
	KISTSIPLL
	KISTSIPLL
	NP_078966_2_muc
	0.496122
	0.397

	HLA-A*03:01
	KITDILRTR
	KITDILRTR
	KITDILRTR
	NP_078966_2_muc
	0.515728
	0.424

	HLA-A*03:01
	KLHSSVSIH
	KLHSSVSIH
	KLHSSVSIH
	NP_078966_2_muc
	0.587915
	0.33

	HLA-A*02:01
	KLSQLTHGI
	KLSQLTHGI
	KLSQLTHGI
	NP_078966_2_muc
	0.772314
	0.125

	HLA-A*02:01
	KLSSPMTSL
	KLSSPMTSL
	KLSSPMTSL
	NP_078966_2_muc
	0.818585
	0.095

	HLA-A*03:01
	KLTMASVVK
	KLTMASVVK
	KLTMASVVK
	NP_078966_2_muc
	0.691863
	0.217

	HLA-A*02:01
	KLTNDIEEL
	KLTNDIEEL
	KLTNDIEEL
	NP_078966_2_muc
	0.825448
	0.09

	HLA-A*02:01
	KMISAIPTL
	KMISAIPTL
	KMISAIPTL
	NP_078966_2_muc
	0.968612
	0.014

	HLA-A*03:01
	KMSTVLSK
	KMS-TVLSK
	KMSTVLSK
	NP_078966_2_muc
	0.480628
	0.485

	HLA-A*02:01
	KMSTVLSKV
	KMSTVLSKV
	KMSTVLSKV
	NP_078966_2_muc
	0.815703
	0.097

	HLA-A*02:01
	KMYPSTNIAV
	KMYPSTIAV
	KMYPSTNIAV
	NP_078966_2_muc
	0.644138
	0.238

	HLA-A*03:01
	KTDFTSSAK
	KTDFTSSAK
	KTDFTSSAK
	NP_078966_2_muc
	0.716331
	0.19

	HLA-A*03:01
	KTFADSTASK
	KTFDSTASK
	KTFADSTASK
	NP_078966_2_muc
	0.963858
	0.01

	HLA-A*03:01
	KTHSTLTQR
	KTHSTLTQR
	KTHSTLTQR
	NP_078966_2_muc
	0.820642
	0.101

	HLA-A*03:01
	KTIASLVTH
	KTIASLVTH
	KTIASLVTH
	NP_078966_2_muc
	0.64513
	0.268

	HLA-A*03:01
	KTSDILDARK
	KTSDILARK
	KTSDILDARK
	NP_078966_2_muc
	0.815088
	0.109

	HLA-A*02:01
	KTTDMLASV
	KTTDMLASV
	KTTDMLASV
	NP_078966_2_muc
	0.515454
	0.375

	HLA-A*02:01
	KVDTSLETV
	KVDTSLETV
	KVDTSLETV
	NP_078966_2_muc
	0.587923
	0.292

	HLA-A*02:01
	LLDTSTMPYL
	LLDTSTPYL
	LLDTSTMPYL
	NP_078966_2_muc
	0.454158
	0.453

	HLA-A*02:01
	LLMPLFKNTSV
	LLMPKNTSV
	LLMPLFKNTSV
	NP_078966_2_muc
	0.473714
	0.427

	HLA-A*02:01
	LLRDIQDKV
	LLRDIQDKV
	LLRDIQDKV
	NP_078966_2_muc
	0.501042
	0.392

	HLA-A*02:01
	LLTSGLVKI
	LLTSGLVKI
	LLTSGLVKI
	NP_078966_2_muc
	0.668764
	0.215

	HLA-A*02:01
	LLVTGTSRV
	LLVTGTSRV
	LLVTGTSRV
	NP_078966_2_muc
	0.444408
	0.467

	HLA-A*03:01
	LQYSPDMGK
	LQYSPDMGK
	LQYSPDMGK
	NP_078966_2_muc
	0.661261
	0.252

	HLA-A*03:01
	LSATVMVSK
	LSATVMVSK
	LSATVMVSK
	NP_078966_2_muc
	0.635862
	0.277

	HLA-A*03:01
	LSWTIPPSIEK
	LTIPPSIEK
	LSWTIPPSIEK
	NP_078966_2_muc
	0.611058
	0.302

	HLA-A*03:01
	LTLDTSTTK
	LTLDTSTTK
	LTLDTSTTK
	NP_078966_2_muc
	0.703188
	0.204

	HLA-A*03:01
	LTLSPGEPK
	LTLSPGEPK
	LTLSPGEPK
	NP_078966_2_muc
	0.543393
	0.383

	HLA-A*03:01
	MKTFADSTASK
	KTFDSTASK
	KTFADSTASK
	NP_078966_2_muc
	0.490621
	0.468

	HLA-A*02:01
	MLATERVSL
	MLATERVSL
	MLATERVSL
	NP_078966_2_muc
	0.435162
	0.479

	HLA-A*02:01
	MLDTHSELV
	MLDTHSELV
	MLDTHSELV
	NP_078966_2_muc
	0.855951
	0.072

	HLA-A*02:01
	MLDTSLEPV
	MLDTSLEPV
	MLDTSLEPV
	NP_078966_2_muc
	0.622657
	0.259

	HLA-A*02:01
	MLHTSPELV
	MLHTSPELV
	MLHTSPELV
	NP_078966_2_muc
	0.596549
	0.284

	HLA-A*03:01
	MLSTFAGLTK
	MLSTFGLTK
	MLSTFAGLTK
	NP_078966_2_muc
	0.565148
	0.357

	HLA-A*02:01
	MLWPSQSSV
	MLWPSQSSV
	MLWPSQSSV
	NP_078966_2_muc
	0.947314
	0.025

	HLA-A*02:01
	MSPDIITEV
	MSPDIITEV
	MSPDIITEV
	NP_078966_2_muc
	0.579048
	0.301

	HLA-A*03:01
	MTSTSLASK
	MTSTSLASK
	MTSTSLASK
	NP_078966_2_muc
	0.759946
	0.155

	HLA-A*02:01
	NLDPSLVEQV
	NLDPSLVQV
	NLDPSLVEQV
	NP_078966_2_muc
	0.721368
	0.165

	HLA-A*02:01
	NLSSTSHEI
	NLSSTSHEI
	NLSSTSHEI
	NP_078966_2_muc
	0.438272
	0.475

	HLA-A*02:01
	NLTNGIQEL
	NLTNGIQEL
	NLTNGIQEL
	NP_078966_2_muc
	0.568068
	0.314

	HLA-A*03:01
	NMHHPGSRK
	NMHHPGSRK
	NMHHPGSRK
	NP_078966_2_muc
	0.50543
	0.442

	HLA-A*03:01
	PRVFTSSIKTK
	RVFTSSITK
	RVFTSSIKTK
	NP_078966_2_muc
	0.599253
	0.316

	HLA-A*03:01
	QHLLRPLFQK
	QLLRPLFQK
	QHLLRPLFQK
	NP_078966_2_muc
	0.536528
	0.391

	HLA-A*03:01
	QLFRNSSIK
	QLFRNSSIK
	QLFRNSSIK
	NP_078966_2_muc
	0.706768
	0.2

	HLA-A*03:01
	QLHYTKLAEK
	QLYTKLAEK
	QLHYTKLAEK
	NP_078966_2_muc
	0.597781
	0.318

	HLA-A*03:01
	QLISLRPEK
	QLISLRPEK
	QLISLRPEK
	NP_078966_2_muc
	0.676255
	0.235

	HLA-A*02:01
	QLTHGITEL
	QLTHGITEL
	QLTHGITEL
	NP_078966_2_muc
	0.566843
	0.315

	HLA-A*02:01
	QLTHGVTQL
	QLTHGVTQL
	QLTHGVTQL
	NP_078966_2_muc
	0.52661
	0.362

	HLA-A*02:01
	QLTHNITEL
	QLTHNITEL
	QLTHNITEL
	NP_078966_2_muc
	0.488262
	0.407

	HLA-A*02:01
	QLTHSITEL
	QLTHSITEL
	QLTHSITEL
	NP_078966_2_muc
	0.502253
	0.39

	HLA-A*02:01
	QLYLELSQL
	QLYLELSQL
	QLYLELSQL
	NP_078966_2_muc
	0.600067
	0.281

	HLA-A*02:01
	QLYWELSKL
	QLYWELSKL
	QLYWELSKL
	NP_078966_2_muc
	0.59552
	0.285

	HLA-A*02:01
	QLYWELSQL
	QLYWELSQL
	QLYWELSQL
	NP_078966_2_muc
	0.7252
	0.162

	HLA-A*02:01
	QLYWELSQL
	QLYWELSQL
	QLYWELSQL
	NP_078966_2_muc
	0.7252
	0.162

	HLA-A*02:01
	QLYWELSQL
	QLYWELSQL
	QLYWELSQL
	NP_078966_2_muc
	0.7252
	0.162

	HLA-A*02:01
	QLYWELSQL
	QLYWELSQL
	QLYWELSQL
	NP_078966_2_muc
	0.7252
	0.162

	HLA-A*02:01
	QLYWELSQL
	QLYWELSQL
	QLYWELSQL
	NP_078966_2_muc
	0.7252
	0.162

	HLA-A*02:01
	QLYWELSQL
	QLYWELSQL
	QLYWELSQL
	NP_078966_2_muc
	0.7252
	0.162

	HLA-A*02:01
	QLYWELSQL
	QLYWELSQL
	QLYWELSQL
	NP_078966_2_muc
	0.7252
	0.162

	HLA-A*03:01
	QQSSPELVSK
	QQSSPLVSK
	QQSSPELVSK
	NP_078966_2_muc
	0.508762
	0.436

	HLA-A*03:01
	QSSPELVSK
	QSSPELVSK
	QSSPELVSK
	NP_078966_2_muc
	0.538622
	0.389

	HLA-A*03:01
	QTLLGPMFK
	QTLLGPMFK
	QTLLGPMFK
	NP_078966_2_muc
	0.801035
	0.127

	HLA-A*03:01
	QTSTSPASPK
	QTSSPASPK
	QTSTSPASPK
	NP_078966_2_muc
	0.524957
	0.408

	HLA-A*03:01
	RATTSSTSK
	RATTSSTSK
	RATTSSTSK
	NP_078966_2_muc
	0.490265
	0.468

	HLA-A*24:02
	RFTYSEKTTLF
	RYSEKTTLF
	RFTYSEKTTLF
	NP_078966_2_muc
	0.881111
	0.055

	HLA-A*03:01
	RIAPSESTTDK
	RIAPSESTK
	RIAPSESTTDK
	NP_078966_2_muc
	0.75209
	0.16

	HLA-A*03:01
	RISTPLTRK
	RISTPLTRK
	RISTPLTRK
	NP_078966_2_muc
	0.983884
	0.005

	HLA-A*03:01
	RISTPLTRKE
	RISTPLTRK
	RISTPLTRK
	NP_078966_2_muc
	0.52805
	0.402

	HLA-A*03:01
	RLASLRPEK
	RLASLRPEK
	RLASLRPEK
	NP_078966_2_muc
	0.941821
	0.023

	HLA-A*02:01
	RLDPKSPGL
	RLDPKSPGL
	RLDPKSPGL
	NP_078966_2_muc
	0.961677
	0.018

	HLA-A*02:01
	RLDPKSPGL
	RLDPKSPGL
	RLDPKSPGL
	NP_078966_2_muc
	0.961677
	0.018

	HLA-A*03:01
	RLDPKSPGLNR
	RLKSPGLNR
	RLDPKSPGLNR
	NP_078966_2_muc
	0.727184
	0.178

	HLA-A*03:01
	RLDPKSPGLNR
	RLKSPGLNR
	RLDPKSPGLNR
	NP_078966_2_muc
	0.727184
	0.178

	HLA-A*02:01
	RLDPKSPGV
	RLDPKSPGV
	RLDPKSPGV
	NP_078966_2_muc
	0.978171
	0.009

	HLA-A*02:01
	RLDPKSPGV
	RLDPKSPGV
	RLDPKSPGV
	NP_078966_2_muc
	0.978171
	0.009

	HLA-A*03:01
	RLENGSDTSSK
	RLGSDTSSK
	RLENGSDTSSK
	NP_078966_2_muc
	0.490986
	0.467

	HLA-A*02:01
	RLEPVTSSL
	RLEPVTSSL
	RLEPVTSSL
	NP_078966_2_muc
	0.698211
	0.182

	HLA-A*03:01
	RLFTSPIMTK
	RLFSPIMTK
	RLFTSPIMTK
	NP_078966_2_muc
	0.991239
	0.002

	HLA-A*03:01
	RLFTSPIMTKS
	RLFSPIMTK
	RLFTSPIMTK
	NP_078966_2_muc
	0.855305
	0.075

	HLA-A*03:01
	RLGPYSLDK
	RLGPYSLDK
	RLGPYSLDK
	NP_078966_2_muc
	0.874197
	0.063

	HLA-A*03:01
	RLISLRSEK
	RLISLRSEK
	RLISLRSEK
	NP_078966_2_muc
	0.907912
	0.038

	HLA-A*02:01
	RLPHSEITTLV
	RLPEITTLV
	RLPHSEITTLV
	NP_078966_2_muc
	0.545474
	0.34

	HLA-A*02:01
	RLPHSEITTLV
	RLPEITTLV
	RLPHSEITTLV
	NP_078966_2_muc
	0.545474
	0.34

	HLA-A*03:01
	RLRESSTSEK
	RLRESSTSK
	RLRESSTSEK
	NP_078966_2_muc
	0.923381
	0.032

	HLA-A*03:01
	RLRETSTSQK
	RLRESTSQK
	RLRETSTSQK
	NP_078966_2_muc
	0.942409
	0.022

	HLA-A*03:01
	RLTATQSTAPK
	RLTATQSTK
	RLTATQSTAPK
	NP_078966_2_muc
	0.594393
	0.322

	HLA-A*03:01
	RLTLLRPEK
	RLTLLRPEK
	RLTLLRPEK
	NP_078966_2_muc
	0.691287
	0.218

	HLA-A*03:01
	RLTLLRPEK
	RLTLLRPEK
	RLTLLRPEK
	NP_078966_2_muc
	0.691287
	0.218

	HLA-A*03:01
	RLTLLRPEK
	RLTLLRPEK
	RLTLLRPEK
	NP_078966_2_muc
	0.691287
	0.218

	HLA-A*03:01
	RLTLLRPEK
	RLTLLRPEK
	RLTLLRPEK
	NP_078966_2_muc
	0.691287
	0.218

	HLA-A*03:01
	RLTLLRPEK
	RLTLLRPEK
	RLTLLRPEK
	NP_078966_2_muc
	0.691287
	0.218

	HLA-A*03:01
	RLTLLRPKK
	RLTLLRPKK
	RLTLLRPKK
	NP_078966_2_muc
	0.741181
	0.167

	HLA-A*03:01
	RLTLLRSEK
	RLTLLRSEK
	RLTLLRSEK
	NP_078966_2_muc
	0.653709
	0.26

	HLA-A*03:01
	RLTLLRSEK
	RLTLLRSEK
	RLTLLRSEK
	NP_078966_2_muc
	0.653709
	0.26

	HLA-A*03:01
	RLTLLRSEK
	RLTLLRSEK
	RLTLLRSEK
	NP_078966_2_muc
	0.653709
	0.26

	HLA-A*03:01
	RLTSLRSEK
	RLTSLRSEK
	RLTSLRSEK
	NP_078966_2_muc
	0.815915
	0.108

	HLA-A*02:01
	RLYWELSNL
	RLYWELSNL
	RLYWELSNL
	NP_078966_2_muc
	0.746388
	0.15

	HLA-A*02:01
	RLYWELSQL
	RLYWELSQL
	RLYWELSQL
	NP_078966_2_muc
	0.836277
	0.083

	HLA-A*02:01
	RLYWKLSQL
	RLYWKLSQL
	RLYWKLSQL
	NP_078966_2_muc
	0.833373
	0.085

	HLA-A*03:01
	RLYWKLSQLTH
	RLYWSQLTH
	RLYWKLSQLTH
	NP_078966_2_muc
	0.55972
	0.363

	HLA-A*03:01
	RMETTTTALK
	RMTTTTALK
	RMETTTTALK
	NP_078966_2_muc
	0.608173
	0.305

	HLA-A*02:01
	RMNKDPWTV
	RMNKDPWTV
	RMNKDPWTV
	NP_078966_2_muc
	0.859395
	0.07

	HLA-A*03:01
	RSISQSLGR
	RSISQSLGR
	RSISQSLGR
	NP_078966_2_muc
	0.554652
	0.37

	LA-A*03:01
	RSLMTGSRSTK
	RMTGSRSTK
	RSLMTGSRSTK
	NP_078966_2_muc
	0.502974
	0.446

	HLA-A*03:01
	RTDGIMEHITK
	RTDGIHITK
	RTDGIMEHITK
	NP_078966_2_muc
	0.55581
	0.368

	HLA-A*03:01
	RTHSTVPPR
	RTHSTVPPR
	RTHSTVPPR
	NP_078966_2_muc
	0.804478
	0.124

	HLA-A*03:01
	RTIPNFSHH
	RTIPNFSHH
	RTIPNFSHH
	NP_078966_2_muc
	0.571612
	0.349

	HLA-A*03:01
	RTNPSFGTLY
	RTNPSFTLY
	RTNPSFGTLY
	NP_078966_2_muc
	0.61326
	0.299

	HLA-A*02:01
	RTSEEINTV
	RTSEEINTV
	RTSEEINTV
	NP_078966_2_muc
	0.481023
	0.417

	HLA-A*03:01
	RTSIQGTEK
	RTSIQGTEK
	RTSIQGTEK
	NP_078966_2_muc
	0.731192
	0.174

	HLA-A*03:01
	RTSSTEGNFTK
	RTSSTNFTK
	RTSSTEGNFTK
	NP_078966_2_muc
	0.563328
	0.359

	HLA-A*03:01
	RTTISGPDHSK
	RISGPDHSK
	RTTISGPDHSK
	NP_078966_2_muc
	0.572141
	0.348

	HLA-A*03:01
	RTTPKFSHSK
	RTTPKFSSK
	RTTPKFSHSK
	NP_078966_2_muc
	0.87467
	0.063

	HLA-A*03:01
	RTTPSVFNR
	RTTPSVFNR
	RTTPSVFNR
	NP_078966_2_muc
	0.692883
	0.216

	HLA-A*03:01
	RVFTSSIK
	RVFTSSI-K
	RVFTSSIK
	NP_078966_2_muc
	0.487807
	0.473

	HLA-A*03:01
	RVFTSSIKTK
	RVFTSSIKK
	RVFTSSIKTK
	NP_078966_2_muc
	0.974626
	0.007

	HLA-A*03:01
	RVFTSSIKTKS
	RVFTSSITK
	RVFTSSIKTK
	NP_078966_2_muc
	0.54881
	0.377

	HLA-A*03:01
	RVIALRSVK
	RVIALRSVK
	RVIALRSVK
	NP_078966_2_muc
	0.771551
	0.147

	HLA-A*24:02
	RYIPVKITSPM
	RYIPVKITM
	RYIPVKITSPM
	NP_078966_2_muc
	0.569222
	0.247

	HLA-A*02:01
	SAYPEPSKV
	SAYPEPSKV
	SAYPEPSKV
	NP_078966_2_muc
	0.425092
	0.493

	HLA-A*03:01
	SFVLADSQTSK
	SLADSQTSK
	SFVLADSQTSK
	NP_078966_2_muc
	0.628296
	0.285

	HLA-A*03:01
	SGTSPPSVEK
	STSPPSVEK
	SGTSPPSVEK
	NP_078966_2_muc
	0.859499
	0.073

	HLA-A*02:01
	SHRLDPKSPGL
	SLDPKSPGL
	SHRLDPKSPGL
	NP_078966_2_muc
	0.424773
	0.493

	HLA-A*03:01
	SIASSTMDVTK
	SIASSTMTK
	SIASSTMDVTK
	NP_078966_2_muc
	0.785601
	0.138

	HLA-A*02:01
	SINTVVTNV
	SINTVVTNV
	SINTVVTNV
	NP_078966_2_muc
	0.672291
	0.212

	HLA-A*02:01
	SISSLSPKL
	SISSLSPKL
	SISSLSPKL
	NP_078966_2_muc
	0.453398
	0.455

	HLA-A*02:01
	SISSSPHPV
	SISSSPHPV
	SISSSPHPV
	NP_078966_2_muc
	0.42384
	0.494

	HLA-A*03:01
	SITHERPATYK
	SITHPATYK
	SITHERPATYK
	NP_078966_2_muc
	0.532807
	0.396

	HLA-A*02:01
	SLASKLTTL
	SLASKLTTL
	SLASKLTTL
	NP_078966_2_muc
	0.925825
	0.035

	HLA-A*02:01
	SLATEANTV
	SLATEANTV
	SLATEANTV
	NP_078966_2_muc
	0.665433
	0.218

	HLA-A*02:01
	SLATEMSTV
	SLATEMSTV
	SLATEMSTV
	NP_078966_2_muc
	0.88769
	0.055

	HLA-A*02:01
	SLATSQVTL
	SLATSQVTL
	SLATSQVTL
	NP_078966_2_muc
	0.746299
	0.15

	HLA-A*02:01
	SLDKDSLYL
	SLDKDSLYL
	SLDKDSLYL
	NP_078966_2_muc
	0.855832
	0.072

	HLA-A*02:01
	SLDTKSASL
	SLDTKSASL
	SLDTKSASL
	NP_078966_2_muc
	0.80542
	0.104

	HLA-A*02:01
	SLFLGPSMA
	SLFLGPSMA
	SLFLGPSMA
	NP_078966_2_muc
	0.514264
	0.376

	HLA-A*03:01
	SLFLGPSMAR
	SLFGPSMAR
	SLFLGPSMAR
	NP_078966_2_muc
	0.732487
	0.173

	HLA-A*02:01
	SLFSSDRPQV
	SLFSSDPQV
	SLFSSDRPQV
	NP_078966_2_muc
	0.678097
	0.206

	HLA-A*03:01
	SLFTPVMMK
	SLFTPVMMK
	SLFTPVMMK
	NP_078966_2_muc
	0.988861
	0.003

	HLA-A*03:01
	SLFTPVMMKT
	SLFTPVMMK
	SLFTPVMMK
	NP_078966_2_muc
	0.569019
	0.352

	HLA-A*03:01
	SLFTSIMMK
	SLFTSIMMK
	SLFTSIMMK
	NP_078966_2_muc
	0.980244
	0.006

	HLA-A*02:01
	SLGRTGDLTTV
	SLTGDLTTV
	SLGRTGDLTTV
	NP_078966_2_muc
	0.534146
	0.353

	HLA-A*03:01
	SLGTPSISTK
	SLGPSISTK
	SLGTPSISTK
	NP_078966_2_muc
	0.882507
	0.057

	HLA-A*03:01
	SLILPGLVK
	SLILPGLVK
	SLILPGLVK
	NP_078966_2_muc
	0.827448
	0.095

	HLA-A*03:01
	SLISSTLPEDK
	SLISSTLPK
	SLISSTLPEDK
	NP_078966_2_muc
	0.66451
	0.249

	HLA-A*03:01
	SLLGPMFK
	SLLGP-MFK
	SLLGPMFK
	NP_078966_2_muc
	0.506034
	0.441

	HLA-A*02:01
	SLLSLPVTT
	SLLSLPVTT
	SLLSLPVTT
	NP_078966_2_muc
	0.578842
	0.301

	HLA-A*03:01
	SLLTPGMVK
	SLLTPGMVK
	SLLTPGMVK
	NP_078966_2_muc
	0.938674
	0.024

	HLA-A*03:01
	SLLTPGQVK
	SLLTPGQVK
	SLLTPGQVK
	NP_078966_2_muc
	0.859205
	0.073

	HLA-A*03:01
	SLLTSGLAK
	SLLTSGLAK
	SLLTSGLAK
	NP_078966_2_muc
	0.89045
	0.052

	HLA-A*03:01
	SLLTSGLVK
	SLLTSGLVK
	SLLTSGLVK
	NP_078966_2_muc
	0.852462
	0.076

	HLA-A*03:01
	SLLTSGLVK
	SLLTSGLVK
	SLLTSGLVK
	NP_078966_2_muc
	0.852462
	0.076

	HLA-A*02:01
	SLLTSGLVKI
	SLLSGLVKI
	SLLTSGLVKI
	NP_078966_2_muc
	0.556073
	0.328

	HLA-A*03:01
	SLLTSGRRK
	SLLTSGRRK
	SLLTSGRRK
	NP_078966_2_muc
	0.830043
	0.093

	HLA-A*03:01
	SLLTTSESK
	SLLTTSESK
	SLLTTSESK
	NP_078966_2_muc
	0.643516
	0.27

	HLA-A*02:01
	SLMPSPAMT
	SLMPSPAMT
	SLMPSPAMT
	NP_078966_2_muc
	0.443454
	0.468

	HLA-A*03:01
	SLMTGSRSTK
	SLMTGSRTK
	SLMTGSRSTK
	NP_078966_2_muc
	0.814156
	0.11

	HLA-A*03:01
	SLPNFSSTSDK
	SLFSSTSDK
	SLPNFSSTSDK
	NP_078966_2_muc
	0.570001
	0.351

	HLA-A*02:01
	SLPSPTTAV
	SLPSPTTAV
	SLPSPTTAV
	NP_078966_2_muc
	0.83335
	0.085

	HLA-A*03:01
	SLPTSGLVK
	SLPTSGLVK
	SLPTSGLVK
	NP_078966_2_muc
	0.574161
	0.346

	HLA-A*03:01
	SLSATVMVSK
	SLATVMVSK
	SLSATVMVSK
	NP_078966_2_muc
	0.797217
	0.13

	HLA-A*02:01
	SLSPNLSGTSV
	SLSPNLTSV
	SLSPNLSGTSV
	NP_078966_2_muc
	0.588054
	0.292

	HLA-A*02:01
	SLSPNLSGTSV
	SLSPNLTSV
	SLSPNLSGTSV
	NP_078966_2_muc
	0.588054
	0.292

	HLA-A*02:01
	SLSPSPPEA
	SLSPSPPEA
	SLSPSPPEA
	NP_078966_2_muc
	0.865334
	0.067

	HLA-A*02:01
	SLSPVSSTL
	SLSPVSSTL
	SLSPVSSTL
	NP_078966_2_muc
	0.879655
	0.059

	HLA-A*02:01
	SLSSQAPLL
	SLSSQAPLL
	SLSSQAPLL
	NP_078966_2_muc
	0.739749
	0.154

	HLA-A*02:01
	SLSSTSVEI
	SLSSTSVEI
	SLSSTSVEI
	NP_078966_2_muc
	0.612529
	0.269

	HLA-A*03:01
	SLTDKSKHK
	SLTDKSKHK
	SLTDKSKHK
	NP_078966_2_muc
	0.609987
	0.303

	HLA-A*03:01
	SLTNPSGGK
	SLTNPSGGK
	SLTNPSGGK
	NP_078966_2_muc
	0.61631
	0.296

	HLA-A*02:01
	SLTPFLVTT
	SLTPFLVTT
	SLTPFLVTT
	NP_078966_2_muc
	0.66237
	0.221

	HLA-A*02:01
	SLTPGLMET
	SLTPGLMET
	SLTPGLMET
	NP_078966_2_muc
	0.466466
	0.437

	HLA-A*02:01
	SLTSLPLTTSL
	SLLPLTTSL
	SLTSLPLTTSL
	NP_078966_2_muc
	0.529648
	0.358

	HLA-A*02:01
	SLTSPLSPGV
	SLSPLSPGV
	SLTSPLSPGV
	NP_078966_2_muc
	0.510005
	0.381

	HLA-A*03:01
	SLVSFRMNK
	SLVSFRMNK
	SLVSFRMNK
	NP_078966_2_muc
	0.928675
	0.029

	HLA-A*02:01
	SLYSGCRLTLL
	SLYSGLTLL
	SLYSGCRLTLL
	NP_078966_2_muc
	0.621324
	0.26

	HLA-A*03:01
	SLYVNGFTHR
	SLYNGFTHR
	SLYVNGFTHR
	NP_078966_2_muc
	0.602635
	0.312

	HLA-A*03:01
	SLYVNGFTHR
	SLYNGFTHR
	SLYVNGFTHR
	NP_078966_2_muc
	0.602635
	0.312

	HLA-A*03:01
	SLYVNGFTHR
	SLYNGFTHR
	SLYVNGFTHR
	NP_078966_2_muc
	0.602635
	0.312

	HLA-A*03:01
	SLYVNGFTHR
	SLYNGFTHR
	SLYVNGFTHR
	NP_078966_2_muc
	0.602635
	0.312

	HLA-A*03:01
	SLYVNGFTQR
	SLYNGFTQR
	SLYVNGFTQR
	NP_078966_2_muc
	0.681939
	0.229

	HLA-A*03:01
	SLYVNGFTQR
	SLYNGFTQR
	SLYVNGFTQR
	NP_078966_2_muc
	0.681939
	0.229

	HLA-A*02:01
	SMAGHEPRV
	SMAGHEPRV
	SMAGHEPRV
	NP_078966_2_muc
	0.825001
	0.09

	HLA-A*02:01
	SMGDALASI
	SMGDALASI
	SMGDALASI
	NP_078966_2_muc
	0.655673
	0.227

	HLA-A*02:01
	SMMSESTQM
	SMMSESTQM
	SMMSESTQM
	NP_078966_2_muc
	0.535157
	0.352

	HLA-A*03:01
	SMPRSSAMKK
	SMRSSAMKK
	SMPRSSAMKK
	NP_078966_2_muc
	0.755876
	0.158

	HLA-A*02:01
	SMSSLTPGL
	SMSSLTPGL
	SMSSLTPGL
	NP_078966_2_muc
	0.741363
	0.153

	HLA-A*03:01
	SMSYPDPSK
	SMSYPDPSK
	SMSYPDPSK
	NP_078966_2_muc
	0.710799
	0.196

	HLA-A*02:01
	SMTPAETTV
	SMTPAETTV
	SMTPAETTV
	NP_078966_2_muc
	0.639839
	0.242

	HLA-A*03:01
	SMVTSLAAK
	SMVTSLAAK
	SMVTSLAAK
	NP_078966_2_muc
	0.701403
	0.206

	HLA-A*02:01
	SPLSPGVPEA
	SLSPGVPEA
	SPLSPGVPEA
	NP_078966_2_muc
	0.504422
	0.388

	HLA-A*02:01
	SQLDVTTLM
	SQLDVTTLM
	SQLDVTTLM
	NP_078966_2_muc
	0.424736
	0.493

	HLA-A*02:01
	SQSTVLPEI
	SQSTVLPEI
	SQSTVLPEI
	NP_078966_2_muc
	0.576885
	0.303

	HLA-A*03:01
	SSASITTDK
	SSASITTDK
	SSASITTDK
	NP_078966_2_muc
	0.497933
	0.455

	HLA-A*03:01
	SSFLDLSPK
	SSFLDLSPK
	SSFLDLSPK
	NP_078966_2_muc
	0.591574
	0.325

	HLA-A*03:01
	SSLGTPSISTK
	SSLPSISTK
	SSLGTPSISTK
	NP_078966_2_muc
	0.636088
	0.277

	HLA-A*03:01
	SSLSKSPEK
	SSLSKSPEK
	SSLSKSPEK
	NP_078966_2_muc
	0.691626
	0.218

	HLA-A*03:01
	SSLTLGLRK
	SSLTLGLRK
	SSLTLGLRK
	NP_078966_2_muc
	0.643899
	0.269

	HLA-A*03:01
	SSLVKTAGK
	SSLVKTAGK
	SSLVKTAGK
	NP_078966_2_muc
	0.494663
	0.461

	HLA-A*03:01
	SSSASVLDNK
	SSSASVLNK
	SSSASVLDNK
	NP_078966_2_muc
	0.480736
	0.485

	HLA-A*03:01
	SSSPGFSEPTK
	SSSPGFSTK
	SSSPGFSEPTK
	NP_078966_2_muc
	0.506732
	0.44

	HLA-A*03:01
	SSSPISLSTEK
	SSSPISLSK
	SSSPISLSTEK
	NP_078966_2_muc
	0.607051
	0.307

	HLA-A*03:01
	SSSPSSPTPK
	SSSPSPTPK
	SSSPSSPTPK
	NP_078966_2_muc
	0.659139
	0.254

	HLA-A*03:01
	SSVLADLVTTK
	SLADLVTTK
	SSVLADLVTTK
	NP_078966_2_muc
	0.597169
	0.318

	HLA-A*03:01
	SSVLADSVTTK
	SLADSVTTK
	SSVLADSVTTK
	NP_078966_2_muc
	0.728443
	0.176

	HLA-A*03:01
	SSVLTSSLVK
	SVLTSSLVK
	SSVLTSSLVK
	NP_078966_2_muc
	0.599005
	0.316

	HLA-A*03:01
	SSYPGLPEPSK
	SSYPGLPSK
	SSYPGLPEPSK
	NP_078966_2_muc
	0.877644
	0.061

	HLA-A*03:01
	STAPKGIPVK
	STAPKGIPK
	STAPKGIPVK
	NP_078966_2_muc
	0.859255
	0.073

	HLA-A*03:01
	STASSSLSK
	STASSSLSK
	STASSSLSK
	NP_078966_2_muc
	0.922745
	0.032

	HLA-A*03:01
	STEKSAVLHK
	STKSAVLHK
	STEKSAVLHK
	NP_078966_2_muc
	0.739891
	0.168

	HLA-A*03:01
	STETSTVLYK
	STTSTVLYK
	STETSTVLYK
	NP_078966_2_muc
	0.640923
	0.272

	HLA-A*03:01
	STETSTVPYK
	STTSTVPYK
	STETSTVPYK
	NP_078966_2_muc
	0.532137
	0.397

	HLA-A*02:01
	STFLFDSLSTL
	SLFDSLSTL
	STFLFDSLSTL
	NP_078966_2_muc
	0.754894
	0.142

	HLA-A*03:01
	STFRSVPNR
	STFRSVPNR
	STFRSVPNR
	NP_078966_2_muc
	0.766108
	0.151

	HLA-A*03:01
	STFSLAHGLK
	STFSLAHLK
	STFSLAHGLK
	NP_078966_2_muc
	0.78726
	0.136

	HLA-A*03:01
	STHLLQSSK
	STHLLQSSK
	STHLLQSSK
	NP_078966_2_muc
	0.735845
	0.171

	HLA-A*03:01
	STHPRTETSK
	STHPRTTSK
	STHPRTETSK
	NP_078966_2_muc
	0.821808
	0.1

	HLA-A*03:01
	STHTSMTYTEK
	STHTSMTYK
	STHTSMTYTEK
	NP_078966_2_muc
	0.567607
	0.354

	HLA-A*03:01
	STIPAHSASSK
	STIPSASSK
	STIPAHSASSK
	NP_078966_2_muc
	0.763749
	0.152

	HLA-A*02:01
	STIPALHEI
	STIPALHEI
	STIPALHEI
	NP_078966_2_muc
	0.603913
	0.277

	HLA-A*03:01
	STISPAVSR
	STISPAVSR
	STISPAVSR
	NP_078966_2_muc
	0.728115
	0.177

	HLA-A*03:01
	STISPDISTR
	STISPISTR
	STISPDISTR
	NP_078966_2_muc
	0.515208
	0.425

	HLA-A*03:01
	STLPRTTSR
	STLPRTTSR
	STLPRTTSR
	NP_078966_2_muc
	0.700296
	0.208

	HLA-A*02:01
	STLVEDFPSA
	SLVEDFPSA
	STLVEDFPSA
	NP_078966_2_muc
	0.458823
	0.447

	HLA-A*03:01
	STMSQGLSH
	STMSQGLSH
	STMSQGLSH
	NP_078966_2_muc
	0.531778
	0.397

	HLA-A*02:01
	STPESTHTV
	STPESTHTV
	STPESTHTV
	NP_078966_2_muc
	0.533607
	0.354

	HLA-A*03:01
	STPSHELSK
	STPSHELSK
	STPSHELSK
	NP_078966_2_muc
	0.571914
	0.349

	HLA-A*03:01
	STQMTITTQK
	STMTITTQK
	STQMTITTQK
	NP_078966_2_muc
	0.847091
	0.078

	HLA-A*03:01
	STSDKILATSK
	STSDKILSK
	STSDKILATSK
	NP_078966_2_muc
	0.714
	0.192

	HLA-A*03:01
	STSMPRSSAMK
	STSMPRSSK
	STSMPRSSAMK
	NP_078966_2_muc
	0.475907
	0.494

	HLA-A*02:01
	STSPLTPEL
	STSPLTPEL
	STSPLTPEL
	NP_078966_2_muc
	0.448521
	0.461

	HLA-A*03:01
	STSPLTPELK
	STSPLTPLK
	STSPLTPELK
	NP_078966_2_muc
	0.744108
	0.165

	HLA-A*03:01
	STSTPGSPETK
	STSTPGSTK
	STSTPGSPETK
	NP_078966_2_muc
	0.648057
	0.265

	HLA-A*03:01
	STTFPTLTK
	STTFPTLTK
	STTFPTLTK
	NP_078966_2_muc
	0.915401
	0.035

	HLA-A*03:01
	STTLKIMSSK
	STLKIMSSK
	STTLKIMSSK
	NP_078966_2_muc
	0.675438
	0.236

	HLA-A*24:02
	STTWPETSPRF
	SWPETSPRF
	STTWPETSPRF
	NP_078966_2_muc
	0.608574
	0.22

	HLA-A*03:01
	STVSTPPSK
	STVSTPPSK
	STVSTPPSK
	NP_078966_2_muc
	0.894651
	0.049

	HLA-A*02:01
	STWDPTTYI
	STWDPTTYI
	STWDPTTYI
	NP_078966_2_muc
	0.605138
	0.276

	HLA-A*03:01
	STYEASRDTK
	STYEASRTK
	STYEASRDTK
	NP_078966_2_muc
	0.855683
	0.074

	HLA-A*03:01
	STYSLTPGLR
	STYSLTPLR
	STYSLTPGLR
	NP_078966_2_muc
	0.527225
	0.404

	HLA-A*02:01
	SVASLPPNL
	SVASLPPNL
	SVASLPPNL
	NP_078966_2_muc
	0.539747
	0.347

	HLA-A*02:01
	SVIPETSSL
	SVIPETSSL
	SVIPETSSL
	NP_078966_2_muc
	0.444701
	0.466

	HLA-A*03:01
	SVLADLVTTK
	SVADLVTTK
	SVLADLVTTK
	NP_078966_2_muc
	0.823794
	0.098

	HLA-A*03:01
	SVLADSETSK
	SVLDSETSK
	SVLADSETSK
	NP_078966_2_muc
	0.544917
	0.381

	HLA-A*03:01
	SVLADSVTTK
	SVLDSVTTK
	SVLADSVTTK
	NP_078966_2_muc
	0.891451
	0.051

	HLA-A*03:01
	SVLPDSETTK
	SVLPSETTK
	SVLPDSETTK
	NP_078966_2_muc
	0.708662
	0.198

	HLA-A*03:01
	SVLSDSETPK
	SVLSSETPK
	SVLSDSETPK
	NP_078966_2_muc
	0.490818
	0.467

	HLA-A*03:01
	SVLTSGLVK
	SVLTSGLVK
	SVLTSGLVK
	NP_078966_2_muc
	0.829122
	0.094

	HLA-A*03:01
	SVLTSSLVK
	SVLTSSLVK
	SVLTSSLVK
	NP_078966_2_muc
	0.87505
	0.063

	HLA-A*03:01
	SVPADSHTSK
	SVADSHTSK
	SVPADSHTSK
	NP_078966_2_muc
	0.741798
	0.167

	HLA-A*03:01
	SVPTPTLAK
	SVPTPTLAK
	SVPTPTLAK
	NP_078966_2_muc
	0.881588
	0.058

	HLA-A*03:01
	SVSIHSEPSK
	SVIHSEPSK
	SVSIHSEPSK
	NP_078966_2_muc
	0.508072
	0.437

	HLA-A*03:01
	SVSSETTKIK
	SVSSETTKK
	SVSSETTKIK
	NP_078966_2_muc
	0.533745
	0.395

	HLA-A*03:01
	SVSSLTDKSK
	SVSSLTKSK
	SVSSLTDKSK
	NP_078966_2_muc
	0.528299
	0.402

	HLA-A*03:01
	SVVSGFTTLK
	SVSGFTTLK
	SVVSGFTTLK
	NP_078966_2_muc
	0.854847
	0.075

	HLA-A*03:01
	SVVTTPMSR
	SVVTTPMSR
	SVVTTPMSR
	NP_078966_2_muc
	0.545889
	0.38

	HLA-A*02:01
	SWLWDLTTSL
	SLWDLTTSL
	SWLWDLTTSL
	NP_078966_2_muc
	0.806171
	0.104

	HLA-A*03:01
	SWMSPPLLEK
	SMSPPLLEK
	SWMSPPLLEK
	NP_078966_2_muc
	0.948104
	0.019

	HLA-A*03:01
	SWTIPPSIEK
	STIPPSIEK
	SWTIPPSIEK
	NP_078966_2_muc
	0.915145
	0.035

	HLA-A*24:02
	SWTSESTAQQF
	SWTSESQQF
	SWTSESTAQQF
	NP_078966_2_muc
	0.378974
	0.43

	HLA-A*03:01
	SWTSPPSVDK
	STSPPSVDK
	SWTSPPSVDK
	NP_078966_2_muc
	0.607796
	0.306

	HLA-A*02:01
	TFLFDSLSTL
	TLFDSLSTL
	TFLFDSLSTL
	NP_078966_2_muc
	0.619773
	0.262

	HLA-A*02:01
	TIPPSIPGV
	TIPPSIPGV
	TIPPSIPGV
	NP_078966_2_muc
	0.840031
	0.08

	HLA-A*02:01
	TISPGIPGV
	TISPGIPGV
	TISPGIPGV
	NP_078966_2_muc
	0.906664
	0.046

	HLA-A*02:01
	TISSLTHEL
	TISSLTHEL
	TISSLTHEL
	NP_078966_2_muc
	0.515035
	0.375

	HLA-A*02:01
	TLASPTSSV
	TLASPTSSV
	TLASPTSSV
	NP_078966_2_muc
	0.794916
	0.111

	HLA-A*02:01
	TLATNGVPVSV
	TLAGVPVSV
	TLATNGVPVSV
	NP_078966_2_muc
	0.595521
	0.285

	HLA-A*02:01
	TLDRDSLYV
	TLDRDSLYV
	TLDRDSLYV
	NP_078966_2_muc
	0.663405
	0.22

	HLA-A*02:01
	TLDRDSLYV
	TLDRDSLYV
	TLDRDSLYV
	NP_078966_2_muc
	0.663405
	0.22

	HLA-A*02:01
	TLDRDSLYV
	TLDRDSLYV
	TLDRDSLYV
	NP_078966_2_muc
	0.663405
	0.22

	HLA-A*02:01
	TLDRHSLYV
	TLDRHSLYV
	TLDRHSLYV
	NP_078966_2_muc
	0.86901
	0.065

	HLA-A*02:01
	TLDRNSLYV
	TLDRNSLYV
	TLDRNSLYV
	NP_078966_2_muc
	0.692113
	0.19

	HLA-A*02:01
	TLDRNSLYV
	TLDRNSLYV
	TLDRNSLYV
	NP_078966_2_muc
	0.692113
	0.19

	HLA-A*02:01
	TLDRNSLYV
	TLDRNSLYV
	TLDRNSLYV
	NP_078966_2_muc
	0.692113
	0.19

	HLA-A*02:01
	TLDRNSLYV
	TLDRNSLYV
	TLDRNSLYV
	NP_078966_2_muc
	0.692113
	0.19

	HLA-A*02:01
	TLDRNSLYV
	TLDRNSLYV
	TLDRNSLYV
	NP_078966_2_muc
	0.692113
	0.19

	HLA-A*02:01
	TLDRNSLYV
	TLDRNSLYV
	TLDRNSLYV
	NP_078966_2_muc
	0.692113
	0.19

	HLA-A*02:01
	TLDRNSLYV
	TLDRNSLYV
	TLDRNSLYV
	NP_078966_2_muc
	0.692113
	0.19

	HLA-A*02:01
	TLDRSSVLV
	TLDRSSVLV
	TLDRSSVLV
	NP_078966_2_muc
	0.600114
	0.28

	HLA-A*02:01
	TLDTSTTFM
	TLDTSTTFM
	TLDTSTTFM
	NP_078966_2_muc
	0.43672
	0.477

	HLA-A*02:01
	TLDTSTTPSL
	TLDSTTPSL
	TLDTSTTPSL
	NP_078966_2_muc
	0.425569
	0.492

	HLA-A*02:01
	TLDVIPHTA
	TLDVIPHTA
	TLDVIPHTA
	NP_078966_2_muc
	0.764036
	0.133

	HLA-A*02:01
	TLLDSSPSSPL
	TLLDSSPSL
	TLLDSSPSSPL
	NP_078966_2_muc
	0.708711
	0.172

	HLA-A*02:01
	TLLPDTPAI
	TLLPDTPAI
	TLLPDTPAI
	NP_078966_2_muc
	0.947814
	0.024

	HLA-A*02:01
	TLLPDTPAIPL
	TLLPDTPAL
	TLLPDTPAIPL
	NP_078966_2_muc
	0.613346
	0.268

	HLA-A*02:01
	TLLRDIQDKV
	TLLDIQDKV
	TLLRDIQDKV
	NP_078966_2_muc
	0.457227
	0.449

	HLA-A*02:01
	TLMSRIPQDV
	TLMSRIPQV
	TLMSRIPQDV
	NP_078966_2_muc
	0.525534
	0.363

	HLA-A*02:01
	TLNASFHWL
	TLNASFHWL
	TLNASFHWL
	NP_078966_2_muc
	0.439974
	0.473

	HLA-A*02:01
	TLNFTITNL
	TLNFTITNL
	TLNFTITNL
	NP_078966_2_muc
	0.503208
	0.389

	HLA-A*02:01
	TLNFTITNL
	TLNFTITNL
	TLNFTITNL
	NP_078966_2_muc
	0.503208
	0.389

	HLA-A*02:01
	TLNFTITNL
	TLNFTITNL
	TLNFTITNL
	NP_078966_2_muc
	0.503208
	0.389

	HLA-A*02:01
	TLNFTITNL
	TLNFTITNL
	TLNFTITNL
	NP_078966_2_muc
	0.503208
	0.389

	HLA-A*02:01
	TLNFTITNL
	TLNFTITNL
	TLNFTITNL
	NP_078966_2_muc
	0.503208
	0.389

	HLA-A*02:01
	TLNFTITNL
	TLNFTITNL
	TLNFTITNL
	NP_078966_2_muc
	0.503208
	0.389

	HLA-A*02:01
	TLNFTITNL
	TLNFTITNL
	TLNFTITNL
	NP_078966_2_muc
	0.503208
	0.389

	HLA-A*02:01
	TLNFTITNL
	TLNFTITNL
	TLNFTITNL
	NP_078966_2_muc
	0.503208
	0.389

	HLA-A*02:01
	TLNFTITNL
	TLNFTITNL
	TLNFTITNL
	NP_078966_2_muc
	0.503208
	0.389

	HLA-A*02:01
	TLNFTITNL
	TLNFTITNL
	TLNFTITNL
	NP_078966_2_muc
	0.503208
	0.389

	HLA-A*02:01
	TLNFTITNL
	TLNFTITNL
	TLNFTITNL
	NP_078966_2_muc
	0.503208
	0.389

	HLA-A*03:01
	TLNFTITNLK
	TLFTITNLK
	TLNFTITNLK
	NP_078966_2_muc
	0.715075
	0.191

	HLA-A*03:01
	TLNFTITNLK
	TLFTITNLK
	TLNFTITNLK
	NP_078966_2_muc
	0.715075
	0.191

	HLA-A*02:01
	TLNTLDINL
	TLNTLDINL
	TLNTLDINL
	NP_078966_2_muc
	0.587278
	0.293

	HLA-A*02:01
	TLPDSIHSSSL
	TLPDSIHSL
	TLPDSIHSSSL
	NP_078966_2_muc
	0.468317
	0.434

	HLA-A*02:01
	TLPLDTSTTL
	TLLDTSTTL
	TLPLDTSTTL
	NP_078966_2_muc
	0.51102
	0.38

	HLA-A*02:01
	TLPPFTITHPV
	TLPPFTITV
	TLPPFTITHPV
	NP_078966_2_muc
	0.427202
	0.49

	HLA-A*03:01
	TLPVSPGASK
	TLVSPGASK
	TLPVSPGASK
	NP_078966_2_muc
	0.633855
	0.279

	HLA-A*02:01
	TLSTIAESL
	TLSTIAESL
	TLSTIAESL
	NP_078966_2_muc
	0.55362
	0.33

	HLA-A*03:01
	TLTLDTSTTK
	TLLDTSTTK
	TLTLDTSTTK
	NP_078966_2_muc
	0.628282
	0.285

	HLA-A*02:01
	TLVEDFPSA
	TLVEDFPSA
	TLVEDFPSA
	NP_078966_2_muc
	0.853869
	0.073

	HLA-A*02:01
	TLVEDFPSASL
	TLVEDFPSL
	TLVEDFPSASL
	NP_078966_2_muc
	0.459346
	0.446

	HLA-A*03:01
	TLYKGSQLH
	TLYKGSQLH
	TLYKGSQLH
	NP_078966_2_muc
	0.636931
	0.276

	HLA-A*02:01
	TLYSSFLDL
	TLYSSFLDL
	TLYSSFLDL
	NP_078966_2_muc
	0.424231
	0.494

	HLA-A*02:01
	TMDSVLVTV
	TMDSVLVTV
	TMDSVLVTV
	NP_078966_2_muc
	0.952059
	0.023

	HLA-A*02:01
	TMGETSVSI
	TMGETSVSI
	TMGETSVSI
	NP_078966_2_muc
	0.439485
	0.473

	HLA-A*02:01
	TMHPSINTA
	TMHPSINTA
	TMHPSINTA
	NP_078966_2_muc
	0.447404
	0.463

	HLA-A*03:01
	TMLPEISTTRK
	TMLPSTTRK
	TMLPEISTTRK
	NP_078966_2_muc
	0.639347
	0.274

	HLA-A*03:01
	TMLSTFAGLTK
	TMLSTGLTK
	TMLSTFAGLTK
	NP_078966_2_muc
	0.519519
	0.417

	HLA-A*02:01
	TMSPDIITEV
	TMSDIITEV
	TMSPDIITEV
	NP_078966_2_muc
	0.757043
	0.14

	HLA-A*03:01
	TMVPRTTPK
	TMVPRTTPK
	TMVPRTTPK
	NP_078966_2_muc
	0.861258
	0.072

	HLA-A*03:01
	TQMTITTQK
	TQMTITTQK
	TQMTITTQK
	NP_078966_2_muc
	0.724812
	0.18

	HLA-A*02:01
	TQMVITTTV
	TQMVITTTV
	TQMVITTTV
	NP_078966_2_muc
	0.432302
	0.483

	HLA-A*03:01
	TRISTPLTRK
	TISTPLTRK
	TRISTPLTRK
	NP_078966_2_muc
	0.713473
	0.193

	HLA-A*03:01
	TRLFTSPIMTK
	RLFSPIMTK
	RLFTSPIMTK
	NP_078966_2_muc
	0.882277
	0.057

	HLA-A*03:01
	TSLFTPVMMK
	TLFTPVMMK
	TSLFTPVMMK
	NP_078966_2_muc
	0.892497
	0.051

	HLA-A*03:01
	TSLFTSIMMK
	TLFTSIMMK
	TSLFTSIMMK
	NP_078966_2_muc
	0.789445
	0.135

	HLA-A*03:01
	TSLLTPGMVK
	TLLTPGMVK
	TSLLTPGMVK
	NP_078966_2_muc
	0.692267
	0.217

	HLA-A*03:01
	TSLLTSGLAK
	TLLTSGLAK
	TSLLTSGLAK
	NP_078966_2_muc
	0.533486
	0.395

	HLA-A*03:01
	TSMDFTMAK
	TSMDFTMAK
	TSMDFTMAK
	NP_078966_2_muc
	0.739559
	0.168

	HLA-A*03:01
	TSMPRSSAMKK
	TSMPSAMKK
	TSMPRSSAMKK
	NP_078966_2_muc
	0.491264
	0.467

	HLA-A*03:01
	TSTSPASPK
	TSTSPASPK
	TSTSPASPK
	NP_078966_2_muc
	0.501328
	0.449

	HLA-A*03:01
	TSTTFPTLTK
	TTTFPTLTK
	TSTTFPTLTK
	NP_078966_2_muc
	0.529566
	0.4

	HLA-A*03:01
	TSVPTPTLAK
	TSVPPTLAK
	TSVPTPTLAK
	NP_078966_2_muc
	0.684466
	0.226

	HLA-A*02:01
	TSWLWDLTTSL
	TLWDLTTSL
	TSWLWDLTTSL
	NP_078966_2_muc
	0.662662
	0.221

	HLA-A*03:01
	TTAMGYHLK
	TTAMGYHLK
	TTAMGYHLK
	NP_078966_2_muc
	0.505524
	0.442

	HLA-A*03:01
	TTFPTLTK
	TTF-PTLTK
	TTFPTLTK
	NP_078966_2_muc
	0.482409
	0.482

	HLA-A*03:01
	TTGSSPTVAK
	TTSSPTVAK
	TTGSSPTVAK
	NP_078966_2_muc
	0.707967
	0.199

	HLA-A*03:01
	TTGSSPTVAK
	TTSSPTVAK
	TTGSSPTVAK
	NP_078966_2_muc
	0.707967
	0.199

	HLA-A*03:01
	TTGTPEISTK
	TTGTPISTK
	TTGTPEISTK
	NP_078966_2_muc
	0.537574
	0.39

	HLA-A*03:01
	TTISGPDHSK
	TTISGPHSK
	TTISGPDHSK
	NP_078966_2_muc
	0.516816
	0.422

	HLA-A*03:01
	TTISHFPEK
	TTISHFPEK
	TTISHFPEK
	NP_078966_2_muc
	0.841096
	0.082

	HLA-A*03:01
	TTISRSIPK
	TTISRSIPK
	TTISRSIPK
	NP_078966_2_muc
	0.822365
	0.099

	HLA-A*03:01
	TTLDVIPHTAK
	TTLDPHTAK
	TTLDVIPHTAK
	NP_078966_2_muc
	0.488099
	0.472

	HLA-A*03:01
	TTLKIMSSK
	TTLKIMSSK
	TTLKIMSSK
	NP_078966_2_muc
	0.880818
	0.058

	HLA-A*03:01
	TTLKTSSTK
	TTLKTSSTK
	TTLKTSSTK
	NP_078966_2_muc
	0.769825
	0.148

	HLA-A*03:01
	TTSGPVTEK
	TTSGPVTEK
	TTSGPVTEK
	NP_078966_2_muc
	0.878408
	0.06

	HLA-A*03:01
	TTSIFFHSK
	TTSIFFHSK
	TTSIFFHSK
	NP_078966_2_muc
	0.60869
	0.305

	HLA-A*03:01
	TTWPETSPRFK
	TTWPSPRFK
	TTWPETSPRFK
	NP_078966_2_muc
	0.662628
	0.251

	HLA-A*02:01
	TTYEGSITV
	TTYEGSITV
	TTYEGSITV
	NP_078966_2_muc
	0.762919
	0.134

	HLA-A*03:01
	TTYITTTDPK
	TTYITTTPK
	TTYITTTDPK
	NP_078966_2_muc
	0.510119
	0.434

	HLA-A*02:01
	TVFDKAFTA
	TVFDKAFTA
	TVFDKAFTA
	NP_078966_2_muc
	0.63128
	0.25

	HLA-A*03:01
	TVMTSDISK
	TVMTSDISK
	TVMTSDISK
	NP_078966_2_muc
	0.58208
	0.337

	HLA-A*02:01
	TVPTVSPEV
	TVPTVSPEV
	TVPTVSPEV
	NP_078966_2_muc
	0.439142
	0.474

	HLA-A*02:01
	TVSPEVPGV
	TVSPEVPGV
	TVSPEVPGV
	NP_078966_2_muc
	0.786113
	0.116

	HLA-A*02:01
	TVSPGVPGV
	TVSPGVPGV
	TVSPGVPGV
	NP_078966_2_muc
	0.791619
	0.113

	HLA-A*02:01
	TVSPGVSGV
	TVSPGVSGV
	TVSPGVSGV
	NP_078966_2_muc
	0.454058
	0.454

	HLA-A*02:01
	TVSTEVPGV
	TVSTEVPGV
	TVSTEVPGV
	NP_078966_2_muc
	0.428103
	0.489

	HLA-A*24:02
	TWGIPQSTLTF
	TWPQSTLTF
	TWGIPQSTLTF
	NP_078966_2_muc
	0.726714
	0.147

	HLA-A*24:02
	TYPESTNTPSI
	TYPESTNTI
	TYPESTNTPSI
	NP_078966_2_muc
	0.540315
	0.272

	HLA-A*02:01
	VAAPITTSV
	VAAPITTSV
	VAAPITTSV
	NP_078966_2_muc
	0.549073
	0.336

	HLA-A*03:01
	VETTSGPVTEK
	VTSGPVTEK
	VETTSGPVTEK
	NP_078966_2_muc
	0.584554
	0.334

	HLA-A*03:01
	VLADLVTTK
	VLADLVTTK
	VLADLVTTK
	NP_078966_2_muc
	0.913511
	0.036

	HLA-A*03:01
	VLADSEKTK
	VLADSEKTK
	VLADSEKTK
	NP_078966_2_muc
	0.484825
	0.478

	HLA-A*03:01
	VLADSETSK
	VLADSETSK
	VLADSETSK
	NP_078966_2_muc
	0.660198
	0.253

	HLA-A*02:01
	VLADSETTI
	VLADSETTI
	VLADSETTI
	NP_078966_2_muc
	0.71273
	0.17

	HLA-A*02:01
	VLADSETTI
	VLADSETTI
	VLADSETTI
	NP_078966_2_muc
	0.71273
	0.17

	HLA-A*02:01
	VLADSETTITI
	VLADSTITI
	VLADSETTITI
	NP_078966_2_muc
	0.441594
	0.47

	HLA-A*03:01
	VLADSQTSK
	VLADSQTSK
	VLADSQTSK
	NP_078966_2_muc
	0.892708
	0.05

	HLA-A*02:01
	VLADSQTSKV
	VLADSQTSV
	VLADSQTSKV
	NP_078966_2_muc
	0.550128
	0.335

	HLA-A*03:01
	VLADSVTTK
	VLADSVTTK
	VLADSVTTK
	NP_078966_2_muc
	0.927351
	0.03

	HLA-A*02:01
	VLFTINFTI
	VLFTINFTI
	VLFTINFTI
	NP_078966_2_muc
	0.606605
	0.274

	HLA-A*02:01
	VLFTLNFTI
	VLFTLNFTI
	VLFTLNFTI
	NP_078966_2_muc
	0.566202
	0.316

	HLA-A*02:01
	VLFTLNFTI
	VLFTLNFTI
	VLFTLNFTI
	NP_078966_2_muc
	0.566202
	0.316

	HLA-A*02:01
	VLNNKIMAA
	VLNNKIMAA
	VLNNKIMAA
	NP_078966_2_muc
	0.675869
	0.208

	HLA-A*02:01
	VLPEVPGMV
	VLPEVPGMV
	VLPEVPGMV
	NP_078966_2_muc
	0.605926
	0.275

	HLA-A*03:01
	VLQGLLGPIFK
	VLQGGPIFK
	VLQGLLGPIFK
	NP_078966_2_muc
	0.651296
	0.262

	HLA-A*03:01
	VLQGLLGPLFK
	VLQGGPLFK
	VLQGLLGPLFK
	NP_078966_2_muc
	0.742461
	0.166

	HLA-A*03:01
	VLQGLLGPMFK
	VLQGGPMFK
	VLQGLLGPMFK
	NP_078966_2_muc
	0.743278
	0.166

	HLA-A*03:01
	VLQGLLKPLFK
	VLQGKPLFK
	VLQGLLKPLFK
	NP_078966_2_muc
	0.734793
	0.171

	HLA-A*03:01
	VLQGLLKPLFK
	VLQGKPLFK
	VLQGLLKPLFK
	NP_078966_2_muc
	0.734793
	0.171

	HLA-A*02:01
	VLQGLLMPL
	VLQGLLMPL
	VLQGLLMPL
	NP_078966_2_muc
	0.546688
	0.339

	HLA-A*03:01
	VLQGLLMPLFK
	VLQGLPLFK
	VLQGLLMPLFK
	NP_078966_2_muc
	0.565649
	0.356

	HLA-A*03:01
	VLQGLLRPLFK
	VLQGRPLFK
	VLQGLLRPLFK
	NP_078966_2_muc
	0.674537
	0.237

	HLA-A*02:01
	VLQGLLRPV
	VLQGLLRPV
	VLQGLLRPV
	NP_078966_2_muc
	0.506171
	0.386

	HLA-A*03:01
	VLQGLLRPVFK
	VLQGRPVFK
	VLQGLLRPVFK
	NP_078966_2_muc
	0.553839
	0.37

	HLA-A*02:01
	VLQGLLRSL
	VLQGLLRSL
	VLQGLLRSL
	NP_078966_2_muc
	0.531735
	0.356

	HLA-A*03:01
	VLQGLLRSLFK
	VLQGRSLFK
	VLQGLLRSLFK
	NP_078966_2_muc
	0.566774
	0.355

	HLA-A*03:01
	VLQSLLGPMFK
	VLQSGPMFK
	VLQSLLGPMFK
	NP_078966_2_muc
	0.744277
	0.165

	HLA-A*03:01
	VLQTLLGPMFK
	VLQTGPMFK
	VLQTLLGPMFK
	NP_078966_2_muc
	0.660941
	0.252

	HLA-A*03:01
	VLSDSETPK
	VLSDSETPK
	VLSDSETPK
	NP_078966_2_muc
	0.557881
	0.366

	HLA-A*02:01
	VLSESTTEGV
	VLSESTTEV
	VLSESTTEGV
	NP_078966_2_muc
	0.510019
	0.381

	HLA-A*02:01
	VLSEVPSGA
	VLSEVPSGA
	VLSEVPSGA
	NP_078966_2_muc
	0.529276
	0.359

	HLA-A*02:01
	VLSEVPTTT
	VLSEVPTTT
	VLSEVPTTT
	NP_078966_2_muc
	0.557422
	0.326

	HLA-A*02:01
	VLSEVSIGA
	VLSEVSIGA
	VLSEVSIGA
	NP_078966_2_muc
	0.591002
	0.289

	HLA-A*02:01
	VLTSTPAFL
	VLTSTPAFL
	VLTSTPAFL
	NP_078966_2_muc
	0.536214
	0.351

	HLA-A*03:01
	VSASSSPSK
	VSASSSPSK
	VSASSSPSK
	NP_078966_2_muc
	0.691957
	0.217

	HLA-A*03:01
	VSAYPEPSK
	VSAYPEPSK
	VSAYPEPSK
	NP_078966_2_muc
	0.497493
	0.456

	HLA-A*03:01
	VSVSPAVSK
	VSVSPAVSK
	VSVSPAVSK
	NP_078966_2_muc
	0.82182
	0.1

	HLA-A*03:01
	VSWMSPPLLEK
	VMSPPLLEK
	VSWMSPPLLEK
	NP_078966_2_muc
	0.841456
	0.082

	HLA-A*02:01
	VSWPSPLSV
	VSWPSPLSV
	VSWPSPLSV
	NP_078966_2_muc
	0.506197
	0.386

	HLA-A*03:01
	VSWPSPLSVEK
	VSWPSPLSK
	VSWPSPLSVEK
	NP_078966_2_muc
	0.741064
	0.167

	HLA-A*02:01
	VSWPSPPFV
	VSWPSPPFV
	VSWPSPPFV
	NP_078966_2_muc
	0.516951
	0.373

	HLA-A*03:01
	VSWPSPPFVK
	VSWPPPFVK
	VSWPSPPFVK
	NP_078966_2_muc
	0.761458
	0.154

	HLA-A*03:01
	VSWPSRPSVEK
	VSWPPSVEK
	VSWPSRPSVEK
	NP_078966_2_muc
	0.585936
	0.332

	HLA-A*03:01
	VTFSRPDPTSK
	VTFSRPTSK
	VTFSRPDPTSK
	NP_078966_2_muc
	0.830863
	0.093

	HLA-A*03:01
	VTSLFTPVMMK
	VLFTPVMMK
	VTSLFTPVMMK
	NP_078966_2_muc
	0.821276
	0.1

	HLA-A*03:01
	VTSLFTSIMMK
	VLFTSIMMK
	VTSLFTSIMMK
	NP_078966_2_muc
	0.692768
	0.216

	HLA-A*03:01
	VTSLLTPGMVK
	VLLTPGMVK
	VTSLLTPGMVK
	NP_078966_2_muc
	0.633495
	0.279

	HLA-A*03:01
	VTSLLTSGLAK
	VLLTSGLAK
	VTSLLTSGLAK
	NP_078966_2_muc
	0.476387
	0.493

	HLA-A*03:01
	VTSVPTPTLAK
	VTSTPTLAK
	VTSVPTPTLAK
	NP_078966_2_muc
	0.67101
	0.241

	HLA-A*02:01
	VVIPTSPTI
	VVIPTSPTI
	VVIPTSPTI
	NP_078966_2_muc
	0.496117
	0.397

	HLA-A*03:01
	VVNVGTVIYK
	VVNGTVIYK
	VVNVGTVIYK
	NP_078966_2_muc
	0.842096
	0.081

	HLA-A*02:01
	VVSEEPFTL
	VVSEEPFTL
	VVSEEPFTL
	NP_078966_2_muc
	0.698817
	0.182

	HLA-A*03:01
	VVSGFTTLK
	VVSGFTTLK
	VVSGFTTLK
	NP_078966_2_muc
	0.92659
	0.03

	HLA-A*02:01
	WLWDLTTSL
	WLWDLTTSL
	WLWDLTTSL
	NP_078966_2_muc
	0.948667
	0.024

	HLA-A*03:01
	WMSPPLLEK
	WMSPPLLEK
	WMSPPLLEK
	NP_078966_2_muc
	0.870422
	0.066

	HLA-A*03:01
	WTIPPSIEK
	WTIPPSIEK
	WTIPPSIEK
	NP_078966_2_muc
	0.75562
	0.158

	HLA-A*02:01
	YALDNDSLFV
	YLDNDSLFV
	YALDNDSLFV
	NP_078966_2_muc
	0.435308
	0.479

	HLA-A*02:01
	YLGCQLISL
	YLGCQLISL
	YLGCQLISL
	NP_078966_2_muc
	0.610888
	0.27

	HLA-A*02:01
	YLLDTSTMPYL
	YLLDTSPYL
	YLLDTSTMPYL
	NP_078966_2_muc
	0.898594
	0.05

	HLA-A*02:01
	YLNFTITNL
	YLNFTITNL
	YLNFTITNL
	NP_078966_2_muc
	0.838204
	0.081

	HLA-A*02:01
	YLQPLSGPGL
	YLQPLSPGL
	YLQPLSGPGL
	NP_078966_2_muc
	0.591256
	0.289

	HLA-A*02:01
	YLTETPLAV
	YLTETPLAV
	YLTETPLAV
	NP_078966_2_muc
	0.975864
	0.01

	HLA-A*02:01
	YLYSGCRLA
	YLYSGCRLA
	YLYSGCRLA
	NP_078966_2_muc
	0.445966
	0.465

	HLA-A*02:01
	YLYSGCRLASL
	YLYSGLASL
	YLYSGCRLASL
	NP_078966_2_muc
	0.681124
	0.203

	HLA-A*02:01
	YSLDKDSLYL
	YLDKDSLYL
	YSLDKDSLYL
	NP_078966_2_muc
	0.617588
	0.264

	HLA-A*02:01
	YTHESPSSV
	YTHESPSSV
	YTHESPSSV
	NP_078966_2_muc
	0.510611
	0.38

	HLA-A*02:01
	YTLDRDSLYV
	YLDRDSLYV
	YTLDRDSLYV
	NP_078966_2_muc
	0.431479
	0.484

	HLA-A*02:01
	YTLDRDSLYV
	YLDRDSLYV
	YTLDRDSLYV
	NP_078966_2_muc
	0.431479
	0.484

	HLA-A*02:01
	YTLDRDSLYV
	YLDRDSLYV
	YTLDRDSLYV
	NP_078966_2_muc
	0.431479
	0.484

	HLA-A*02:01
	YTLDRHSLYV
	YLDRHSLYV
	YTLDRHSLYV
	NP_078966_2_muc
	0.511735
	0.379

	HLA-A*02:01
	YVFPDVPET
	YVFPDVPET
	YVFPDVPET
	NP_078966_2_muc
	0.650697
	0.232

	HLA-A*02:01
	YVNGFTHWI
	YVNGFTHWI
	YVNGFTHWI
	NP_078966_2_muc
	0.44778
	0.462



S16: FOLR1 Gene CTL strong binders
	Peptide
	Core
	Icore
	Identity
	Score_EL
	%RANK_EL

	RIAWARTEL
	RIAWARTEL
	RIAWARTEL
	sp_P15328_3_FOL
	0.701367
	0.219

	KEKPGPEDKL
	KEKPGPEKL
	KEKPGPEDKL
	sp_P15328_3_FOL
	0.726455
	0.213

	KLHEQCRPWRK
	KLHEQPWRK
	KLHEQCRPWRK
	sp_P15328_3_FOL
	0.568382
	0.353

	STNTSQEAHK
	STNTSQAHK
	STNTSQEAHK
	sp_P15328_3_FOL
	0.473815
	0.497

	STNTSQEAHK
	STNTSQAHK
	STNTSQEAHK
	sp_P15328_3_FOL
	0.72254
	0.146

	QEAHKDVSYL
	QEAHKDVSL
	QEAHKDVSYL
	sp_P15328_3_FOL
	0.635115
	0.291

	EAHKDVSYLY
	EAHDVSYLY
	EAHKDVSYLY
	sp_P15328_3_FOL
	0.600631
	0.28

	EAHKDVSY
	EAHKD-VSY
	EAHKDVSY
	sp_P15328_3_FOL
	0.528187
	0.355

	APACKRHFI
	APACKRHFI
	APACKRHFI
	sp_P15328_3_FOL
	0.692269
	0.226

	CLYECSPNL
	CLYECSPNL
	CLYECSPNL
	sp_P15328_3_FOL
	0.540239
	0.346

	SPNLGPWIQQV
	SLGPWIQQV
	SPNLGPWIQQV
	sp_P15328_3_FOL
	0.440171
	0.472

	NLGPWIQQV
	NLGPWIQQV
	NLGPWIQQV
	sp_P15328_3_FOL
	0.973508
	0.012

	QQVDQSWRK
	QQVDQSWRK
	QQVDQSWRK
	sp_P15328_3_FOL
	0.481755
	0.401

	KERVLNVPLCK
	KVLNVPLCK
	KERVLNVPLCK
	sp_P15328_3_FOL
	0.60788
	0.306

	KERVLNVPLCK
	KVLNVPLCK
	KERVLNVPLCK
	sp_P15328_3_FOL
	0.45454
	0.446

	KERVLNVPL
	KERVLNVPL
	KERVLNVPL
	sp_P15328_3_FOL
	0.65931
	0.271

	RVLNVPLCK
	RVLNVPLCK
	RVLNVPLCK
	sp_P15328_3_FOL
	0.958426
	0.013

	RVLNVPLCK
	RVLNVPLCK
	RVLNVPLCK
	sp_P15328_3_FOL
	0.938825
	0.016

	YTCKSNWHK
	YTCKSNWHK
	YTCKSNWHK
	sp_P15328_3_FOL
	0.53925
	0.326

	AACQPFHFY
	AACQPFHFY
	AACQPFHFY
	sp_P15328_3_FOL
	0.406758
	0.49

	FHFYFPTPTVL
	FYFPTPTVL
	FHFYFPTPTVL
	sp_P15328_3_FOL
	0.553749
	0.26

	HFYFPTPTVL
	HYFPTPTVL
	HFYFPTPTVL
	sp_P15328_3_FOL
	0.621378
	0.211

	FYFPTPTVL
	FYFPTPTVL
	FYFPTPTVL
	sp_P15328_3_FOL
	0.949221
	0.02

	NPNEEVARFY
	NPNEEVAFY
	NPNEEVARFY
	sp_P15328_3_FOL
	0.738962
	0.172

	NPNEEVARF
	NPNEEVARF
	NPNEEVARF
	sp_P15328_3_FOL
	0.950643
	0.038

	PWAAWPFLL
	PWAAWPFLL
	PWAAWPFLL
	sp_P15328_3_FOL
	0.513407
	0.296

	AAWPFLLSL
	AAWPFLLSL
	AAWPFLLSL
	sp_P15328_3_FOL
	0.489733
	0.405

	AWPFLLSLAL
	APFLLSLAL
	AWPFLLSLAL
	sp_P15328_3_FOL
	0.470988
	0.421

	WPFLLSLAL
	WPFLLSLAL
	WPFLLSLAL
	sp_P15328_3_FOL
	0.469533
	0.423

	WPFLLSLAL
	WPFLLSLAL
	WPFLLSLAL
	sp_P15328_3_FOL
	0.667473
	0.223

	FLLSLALML
	FLLSLALML
	FLLSLALML
	sp_P15328_3_FOL
	0.773352
	0.124



S17: IDO1 Gene CTL strong binders
	MHC
	Peptide
	Core
	Icore
	Identity
	Score_EL
	%Rank_EL

	HLA-A*03:01
	AIKVIPTVFK
	AIKVPTVFK
	AIKVIPTVFK
	NP_002155_1_ind
	0.812106
	0.113

	HLA-A*11:01
	AIKVIPTVFK
	AIVIPTVFK
	AIKVIPTVFK
	NP_002155_1_ind
	0.664376
	0.189

	HLA-A*03:01
	ALLEIASCLEK
	ALLEIALEK
	ALLEIASCLEK
	NP_002155_1_ind
	0.495916
	0.458

	HLA-A*02:01
	ALLEIASCL
	ALLEIASCL
	ALLEIASCL
	NP_002155_1_ind
	0.780549
	0.12

	HLA-A*02:01
	ALPNPQENL
	ALPNPQENL
	ALPNPQENL
	NP_002155_1_ind
	0.421901
	0.497

	HLA-A*03:01
	AMENSWTISK
	AMNSWTISK
	AMENSWTISK
	NP_002155_1_ind
	0.84585
	0.079

	HLA-A*11:01
	AMENSWTISK
	AMNSWTISK
	AMENSWTISK
	NP_002155_1_ind
	0.440273
	0.469

	HLA-A*11:01
	ASQQPKENK
	ASQQPKENK
	ASQQPKENK
	NP_002155_1_ind
	0.752962
	0.129

	HLA-A*11:01
	AVPYCQLSK
	AVPYCQLSK
	AVPYCQLSK
	NP_002155_1_ind
	0.553336
	0.308

	HLA-A*03:01
	AVPYCQLSKK
	AVYCQLSKK
	AVPYCQLSKK
	NP_002155_1_ind
	0.56297
	0.36

	HLA-B*35:01
	DPNKPLTY
	DPN-KPLTY
	DPNKPLTY
	NP_002155_1_ind
	0.583224
	0.299

	HLA-A*02:01
	ELPPILVYA
	ELPPILVYA
	ELPPILVYA
	NP_002155_1_ind
	0.446294
	0.464

	HLA-B*35:01
	ESNPSVREF
	ESNPSVREF
	ESNPSVREF
	NP_002155_1_ind
	0.602542
	0.278

	HLA-A*02:01
	FIAKHLPDL
	FIAKHLPDL
	FIAKHLPDL
	NP_002155_1_ind
	0.640417
	0.242

	HLA-A*02:01
	FLCSLESNPSV
	FLLESNPSV
	FLCSLESNPSV
	NP_002155_1_ind
	0.843725
	0.078

	HLA-A*02:01
	FLVSLLVEI
	FLVSLLVEI
	FLVSLLVEI
	NP_002155_1_ind
	0.826859
	0.089

	HLA-A*11:01
	GTDLMNFLK
	GTDLMNFLK
	GTDLMNFLK
	NP_002155_1_ind
	0.667069
	0.187

	HLA-B*35:01
	HAAQFLQDM
	HAAQFLQDM
	HAAQFLQDM
	NP_002155_1_ind
	0.437007
	0.455

	HLA-B*35:01
	HAMENSWTI
	HAMENSWTI
	HAMENSWTI
	NP_002155_1_ind
	0.438295
	0.453

	HLA-A*11:01
	HAMENSWTISK
	HAMSWTISK
	HAMENSWTISK
	NP_002155_1_ind
	0.431015
	0.484

	HLA-A*03:01
	ILIPASQQPK
	ILIPASQQK
	ILIPASQQPK
	NP_002155_1_ind
	0.711531
	0.195

	HLA-A*11:01
	ITMAYVWGK
	ITMAYVWGK
	ITMAYVWGK
	NP_002155_1_ind
	0.785199
	0.107

	HLA-A*03:01
	ITMAYVWGK
	ITMAYVWGK
	ITMAYVWGK
	NP_002155_1_ind
	0.522948
	0.411

	HLA-B*40:01
	KEYHIDEEVGF
	KEYDEEVGF
	KEYHIDEEVGF
	NP_002155_1_ind
	0.492815
	0.43

	HLA-B*40:01
	KEYHIDEEV
	KEYHIDEEV
	KEYHIDEEV
	NP_002155_1_ind
	0.815927
	0.149

	HLA-A*02:01
	KLELPPILV
	KLELPPILV
	KLELPPILV
	NP_002155_1_ind
	0.553768
	0.33

	HLA-A*03:01
	KLELPPILVY
	KLLPPILVY
	KLELPPILVY
	NP_002155_1_ind
	0.761463
	0.154

	HLA-A*11:01
	KTVRSTTEK
	KTVRSTTEK
	KTVRSTTEK
	NP_002155_1_ind
	0.89218
	0.037

	HLA-A*03:01
	KTVRSTTEK
	KTVRSTTEK
	KTVRSTTEK
	NP_002155_1_ind
	0.878528
	0.06

	HLA-A*03:01
	KVIPTVFK
	KVI-PTVFK
	KVIPTVFK
	NP_002155_1_ind
	0.730741
	0.174

	HLA-A*11:01
	KVIPTVFK
	KVI-PTVFK
	KVIPTVFK
	NP_002155_1_ind
	0.670244
	0.185

	HLA-A*02:01
	KVIPTVFKA
	KVIPTVFKA
	KVIPTVFKA
	NP_002155_1_ind
	0.702418
	0.177

	HLA-A*02:01
	KVLPRNIAV
	KVLPRNIAV
	KVLPRNIAV
	NP_002155_1_ind
	0.729661
	0.16

	HLA-B*35:01
	LPNPQENLPDF
	LPNPQENLF
	LPNPQENLPDF
	NP_002155_1_ind
	0.488225
	0.396

	HLA-B*35:01
	LPRNIAVPY
	LPRNIAVPY
	LPRNIAVPY
	NP_002155_1_ind
	0.935581
	0.049

	HLA-B*35:01
	LPRNIAVPY
	LPRNIAVPY
	LPRNIAVPY
	NP_002155_1_ind
	0.935581
	0.049

	HLA-B*35:01
	MAHAMENSW
	MAHAMENSW
	MAHAMENSW
	NP_002155_1_ind
	0.424482
	0.469

	HLA-B*07:02
	MPPAHRNFL
	MPPAHRNFL
	MPPAHRNFL
	NP_002155_1_ind
	0.852685
	0.1

	HLA-B*07:02
	NPKAFFSVL
	NPKAFFSVL
	NPKAFFSVL
	NP_002155_1_ind
	0.905001
	0.067

	HLA-B*35:01
	NPKAFFSVL
	NPKAFFSVL
	NPKAFFSVL
	NP_002155_1_ind
	0.415311
	0.48

	HLA-B*35:01
	NPKAFFSVL
	NPKAFFSVL
	NPKAFFSVL
	NP_002155_1_ind
	0.415311
	0.48

	HLA-B*35:01
	NPQLSDGLVY
	NPLSDGLVY
	NPQLSDGLVY
	NP_002155_1_ind
	0.850466
	0.095

	HLA-B*35:01
	NPQENLPDF
	NPQENLPDF
	NPQENLPDF
	NP_002155_1_ind
	0.839958
	0.1

	HLA-B*35:01
	NPQENLPDFY
	NPQENLPFY
	NPQENLPDFY
	NP_002155_1_ind
	0.643041
	0.24

	HLA-B*07:02
	NPSVREFVL
	NPSVREFVL
	NPSVREFVL
	NP_002155_1_ind
	0.61928
	0.277

	HLA-B*35:01
	NPSVREFVL
	NPSVREFVL
	NPSVREFVL
	NP_002155_1_ind
	0.485782
	0.399

	HLA-B*35:01
	NSWTISKEY
	NSWTISKEY
	NSWTISKEY
	NP_002155_1_ind
	0.686593
	0.21

	HLA-A*24:02
	PYCQLSKKL
	PYCQLSKKL
	PYCQLSKKL
	NP_002155_1_ind
	0.325024
	0.5

	HLA-A*24:02
	PYCQLSKKL
	PYCQLSKKL
	PYCQLSKKL
	NP_002155_1_ind
	0.325024
	0.5

	HLA-A*24:02
	PYCQLSKKL
	PYCQLSKKL
	PYCQLSKKL
	NP_002155_1_ind
	0.325024
	0.5

	HLA-B*40:01
	QERDTLLKAL
	QERDTLLAL
	QERDTLLKAL
	NP_002155_1_ind
	0.642452
	0.285

	HLA-A*11:01
	QIHDHVNPK
	QIHDHVNPK
	QIHDHVNPK
	NP_002155_1_ind
	0.677969
	0.179

	HLA-A*03:01
	QIHDHVNPK
	QIHDHVNPK
	QIHDHVNPK
	NP_002155_1_ind
	0.663867
	0.25

	HLA-B*40:01
	REAYDACVKAL
	REAYDAKAL
	REAYDACVKAL
	NP_002155_1_ind
	0.520131
	0.402

	HLA-B*40:01
	RERVEKLNML
	REVEKLNML
	RERVEKLNML
	NP_002155_1_ind
	0.774839
	0.175

	HLA-B*07:02
	RYMPPAHRNFL
	RPPAHRNFL
	RYMPPAHRNFL
	NP_002155_1_ind
	0.446132
	0.456

	HLA-A*03:01
	RSYHLQIVTK
	RSYHQIVTK
	RSYHLQIVTK
	NP_002155_1_ind
	0.943891
	0.021

	HLA-A*11:01
	RSYHLQIVTK
	RSYHQIVTK
	RSYHLQIVTK
	NP_002155_1_ind
	0.840545
	0.072

	HLA-A*03:01
	RSTTEKSLLK
	RTTEKSLLK
	RSTTEKSLLK
	NP_002155_1_ind
	0.746535
	0.164

	HLA-A*11:01
	RSTTEKSLLK
	RTTEKSLLK
	RSTTEKSLLK
	NP_002155_1_ind
	0.654783
	0.195

	HLA-A*24:02
	RYMPPAHRNFL
	RYMPPAHFL
	RYMPPAHRNFL
	NP_002155_1_ind
	0.933641
	0.025

	HLA-A*24:02
	RYMPPAHRNF
	RYMPPAHNF
	RYMPPAHRNF
	NP_002155_1_ind
	0.9934
	0.002

	HLA-A*24:02
	RRYMPPAHRNF
	RYMPPAHNF
	RYMPPAHRNF
	NP_002155_1_ind
	0.818165
	0.093

	HLA-A*11:01
	SAIKVIPTVFK
	SAIKPTVFK
	SAIKVIPTVFK
	NP_002155_1_ind
	0.715958
	0.15

	HLA-A*02:01
	SAIKVIPTV
	SAIKVIPTV
	SAIKVIPTV
	NP_002155_1_ind
	0.716525
	0.168

	HLA-A*11:01
	SIDHLTDHK
	SIDHLTDHK
	SIDHLTDHK
	NP_002155_1_ind
	0.476401
	0.41

	HLA-A*02:01
	SLLVEIAAA
	SLLVEIAAA
	SLLVEIAAA
	NP_002155_1_ind
	0.433722
	0.481

	HLA-A*11:01
	STTEKSLLK
	STTEKSLLK
	STTEKSLLK
	NP_002155_1_ind
	0.954285
	0.011

	HLA-A*03:01
	STTEKSLLK
	STTEKSLLK
	STTEKSLLK
	NP_002155_1_ind
	0.83529
	0.089

	HLA-A*03:01
	SVREFVLSK
	SVREFVLSK
	SVREFVLSK
	NP_002155_1_ind
	0.96587
	0.01

	HLA-A*11:01
	SVREFVLSK
	SVREFVLSK
	SVREFVLSK
	NP_002155_1_ind
	0.944404
	0.015

	HLA-A*02:01
	TLLKALLEI
	TLLKALLEI
	TLLKALLEI
	NP_002155_1_ind
	0.766797
	0.13

	HLA-A*24:02
	TYENMDVLFSF
	TYMDVLFSF
	TYENMDVLFSF
	NP_002155_1_ind
	0.784328
	0.113

	HLA-B*40:01
	VEIAAASAI
	VEIAAASAI
	VEIAAASAI
	NP_002155_1_ind
	0.739059
	0.201

	HLA-A*02:01
	VLLGIQQTA
	VLLGIQQTA
	VLLGIQQTA
	NP_002155_1_ind
	0.618222
	0.263

	HLA-B*07:02
	VNPKAFFSVL
	VPKAFFSVL
	VNPKAFFSVL
	NP_002155_1_ind
	0.439235
	0.466

	HLA-A*24:02
	VYADCVLANW
	VYADVLANW
	VYADCVLANW
	NP_002155_1_ind
	0.740944
	0.139

	HLA-A*02:01
	YLSGWKGNPQL
	YLWKGNPQL
	YLSGWKGNPQL
	NP_002155_1_ind
	0.825191
	0.09

	HLA-A*24:02
	YMPPAHRNF
	YMPPAHRNF
	YMPPAHRNF
	NP_002155_1_ind
	0.892389
	0.05
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