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TRAV1           F              MWNFFLLCVSLTVRGSA GKGVEQ.PTELTAME GASAQVNCTYQ TSG......FNG LFWYQQHD GGAPVFLSY NVL....DGL ETR.....G HFSSFLRRSD AHSYLLLKELHM KDFASYLC AVI... [6.6.3] 

TRAV2          ORF          MALQSTLEAVWLGLLLIAES KEQVFQ.PSTVVSLE GAVAEISCNHS ISN......DYG FFWYFHFP GFAPRLLIE GL......RP SQQ.....G RYNMTYER.. FSSSLLILQVQT ADAGVYYC AVR... [6.4.3] 

TRAV3           F            MASAHIWTLGILFTLSGLR AQSVTQPEDEVPVAE GDPVTVKCTYS VSG......SPY LSWYVQHR NQGLQFLLK YITG..DPLV KGN.....Y GFEAEFNESQ TSFHLKKPSVLG SDSAVYFC AVS... [6.8.3] 

TRAV4           F              MRQMTRVTVLLTLGTLS LAKTSQ.PIIIDSYE GQEVNIPCNHT TIAI.....SEY IFWYRQFP NQGPQFVIQ GYT.....TT VEN.....E VASLLIPPDR KFSTLSLPRASL GDAAVYYC IVRD.. [7.5.4] 

TRAV5           F          MKTPMGLWFLFLWLQLDYKSR GEKVEQYPSFQSVQE GDNCVINCTYT DSA......SAY FVWYKQEP GKGLQLLIH TLSN...VDK KEG.....Q GLIVLLNKKN KHLSLNITATHP GDSATYFC AAR... [6.7.3] 

TRAV8           P            MLLLLISILGMIFAPRDS* GQLVTQPDDPVLVSE GTSLELKCNYS YGA......TPY LFWYVQYP GQRPQLLLK YFSG..NTMV QGI.....R GFVAEFRSSD FSFNLRKFSAHW SDSAEYFC ALS... [6.8.3] 

TRAV9S1         P            MNYPLGSVIVLFLMFGGSN GDSVTQPKG*VTLLE GESSTVNCSYE TEQ......YPA LFWYVQYL GEGPQLLLR AQRD...NKK GSN.....K GFEATYNTET TSFHLEKALVQE SDSAVYYC ALS... [6.7.3] 

TRAV9S2         F            MSSSPGLVTVILLMLRQTH GNSVTQMDGQVSRSE GTSVTINCTYS ASG......YPA LFWYVQYP GEGPQLLLK ATKA...GDK GTN.....K GFEATYNTET TSFHLEKASVQE SDSAVYYC ALS... [6.7.3] 

TRAV9S3         F            MSSSPGLVTVILFLLGQTR GDSVSQMDGQVTLLE GATLTVNCTYS AIG......YPT LFWYVQYP GEGPQLLLK ATKA...NDK GTN.....E GFEATYDAKT TSFHLEKASVQE SDSAVYHC ALS... [6.7.3] 

TRAV9S4         F            MSSSPGLVTVILFLLGQTR GDSVSQMDGQVTLLE GATLTVNCTYS AIG......YPT LFWYVQYP GEGPQLLLK ATKA...NDK GTN.....E GFEATYDAKT TSFHLEKASVQE SDSAVYHC ALS... [6.7.3] 

TRAV10          F          MEMHVRSSLVVLWLHFCCVSG KNQVEQSPPSLAVLE GENCTFQCNYT VSP......FNT LRWYTQDT GRGLVSLIT MTYS...DNK KSN.....G RYTATMDATA KHSFLHLTAAQL SDLAFYIC VVG... [6.7.3] 

TRAV12          F          MKSSRVLLVILWVHLISVSSQ QNTVEQSPASLPVPE GVIASLGCTYS DSY......SQY FTWYRQYP GKGPEFLLQ VYA....DKD KEE.....G KFTVQSNKTN KRVSLRIRDSEP SDSATYLC AVS... [6.6.3] 

TRAV13          F        MKTPIGALITFLWLQLDCVSL GNKVEQSPSTLNVQE GNSSVITCTYT NGY......SEY FPWYKQEP GKGPQLLIA IRSN...KDK EED.....Q RLTVLLNKTA KRLSLHIAATEA GDSAVYFC AAG... [6.7.3] 
TRAV14S1       ORF          MLLSSLLRVVVASLCLGSTV AQKVTQDPQPILVQE KEAVTLDCTYD TSDS.....SYS LFWYKQPN SGAMIFLLS QDSY..GKQN ASE.....G RYSLNFQKAS KSITLVISASQL EDSAVYFC ALRE.. [7.8.4] 

TRAV14S2        F           MLLSSLLRVVVASLCLGSSI AQKVTQDQPPMSVQE KENVTLDCTYD ISIT.....TYS LFWYKQPS SGVMTFLIR QDSS..NKPN ATE.....G RYSLNFQKAG KFITLTISASQL EDSAVYFC ALSE.. [7.8.4] 

TRAV16S1        F            MKRALISVLVMIFTLGGTR AQTVTQPESHISVSE GDPVQVKCSYS YSG......SPV LFWYVQYP RQHLQLLLK HT......SK ESI.....Q GFTAELSRAE ASFHLKKPSTQE EDSAVYYC ALG... [6.4.3] 

TRAV17          F           MEKLLALSLVILWLQLAKVN SQQGEQNLQTLSIQE GENITMNCSYK SIT......ITA LQWYRQDS RRGFVHLIL MRSN...ERQ KHS.....G RLHFTLDSSI KSSSMSITASQA EDTATYFC APD... [6.7.3] 

TRAV18S1        F             MLSALCLGLVTLLIMRTS ADSVTQTEGVVTLPE MASLTLKCTYQ SSY......SVS LFWYVQYQ NKELELLLK SLLG...NQK VTS.....R GFEATHISSD SSFHLQKSSVKT SDSAVYYC ALS... [6.7.3] 

TRAV18S2        F            MLSALCLGLVIFMIMRGTS GDSVTQTEGVVILPE KASLTLKCTYQ SSY......SDF LFWYVQYK NKELELLLK SSLD...NQK VTS.....R GFEATHISSD SSFHLQKSSVQT SDSAVYYC ALS... [6.7.3] 

TRAV21          F            MDTSLSLLILWLQLDWSSS KQDVSQSPEALSVRE GDSLVLNCSYT DSA......LYF LQWFRQDP GKGLISLLS IQAN...QKE QTS.....G RITVSLDKSS RHSALYIATSQH SDSTTYLC AVR... [6.7.3] 

TRAV22S2        F           MKRLVGTVLGLLLAWVCCVR GVDVEQSPPALTPQE GASSTLWCNFS TLA.......DT VRWYLQKP GGRLIHLIY IPS.....GT RQE.....G RLNATAVPKE RRSSLHISSLRT TDSGTYFC AVR... [5.5.3] 

TRAV22S3        F           MKRLAGAVLGLLFAQVCGVR GVDVEQSPPALSLQE GASYTLQCNFS TSP.......QS VNWYLQNS EGHLIQLFY IPS.....GT KQD.....G RLKATTVPAE RRSSLHISSSQT TDSGTYFC AAQ... [5.5.3] 

TRAV22S5       ORF          MKRLAGAVLGLLFAQVCCVR GVDVEQSPPALSLQE GASYTLRCNFS TFP.......QS VNWYLQNP GGHLIHLFY IPS.....GT KQD.....E KLNTVTVLTE RRSSLHVSSSQT TDSGTYFC AVQ... [5.5.3] 

TRAV22S6        F           MKRLAGTVLGLLFAQVCCVR GLDVEQSPPALSLQE GASHMLRCNFS ASV.......SN VQWYLQNP SGRLIHLFN IPS.....GT KQD.....G RLNATTIPTE RRSSLHVSSSQT TDSGTYFC AAQ... [5.5.3] 

TRAV25S1        P             MLLLAPVLILWIQIS*MN GQQIKHFPEFLLLQE GENFTTYCNSS STF.......YN LQWYKQRP GGSPVFLMI LTKP...GEA KTE.....Q RLTGRLGETR QHSSLHLAAAQL SDAGTYFC AE.... [5.7.2] 

TRAV25S2        F             MLLIAPVLILWMQIPQMN GQQIKHFPESLLLQE GENFTTYCNFS STF.......YN LQWYKQRP GGSPVLLMI LAKG...GEV KTQ.....Q RLTVRFGESR QHSSLHLTATQP SDVGTYFC AT.... [5.7.2] 

TRAV26S1        F              MRLVTGITLLLALGVLG DSKTTQ.PNSVEGTE EEPVHLPCNHS TISG.....SEY VYWYRQIP RQGPEYLIH GLN.....NN VTN.....R MASLSIAKDR KSSTLVLPQVTL RDTAVYYC ILRD.. [7.5.4] 

TRAV26S2        F              MRLVTGITLLLALGVLG DTKTTQ.PNSVEGAE EEPVHLPCNHS TISG.....PEY IYWYRQIP HQGPEYLVH GLN.....NN VTN.....R MASLSIAKDR KSSTLVLPQVTL RDTAVYYC ILRE.. [7.5.4] 

TRAV27          F             MLQKLLVLVFWIQLAWES TQQLEQNPKFLRIQE GGNVTLYCNSS STF.......TF FQWYRQKP EEGPVLLVT LTKP...KEM KEQ.....K RIRAEFGEAR KDSSLLITAAQP GDAGTYLC AG.... [5.7.2] 

TRAV28S1        F          MKTQRRVLLSLLWIQICWLSV QMKVEQSPGVLTLQE GRNSSLICNYS ISI.......RS VQWFQQNP DGRLISLFY IAS.....GM QQK.....G RLKSTINSKE RYSQLYIRDSQP GDSATYFC AVE... [5.5.3] 

TRAV28S2        F          MKTQRRVLLGLLWILICCLRV QMKVEQSPGVLTLQE GRNSSLICNYS ISM.......TS VQWFQQNP DGHLISLFY IAS.....GM QQK.....G RLKSTINSKE RYSQLYIRDSQP GDSATYFC AVE... [5.5.3] 

TRAV29S1        F    MSKFSGTSLLILWLQSDWVKSQQNSA QQQVKQNPPSLSVTE GGISILNCDYD NTI......LDY FQWYRKYP AKSPTSLIS ISSV...LEK NED.....G RFTVFHNRSA KHLSLHISASQP GDSALYLC AAS... [6.7.3] 
TRAV29S2        F    MSKLLGTSLLILWLQSDWVKSQQKNGD QQKVKQNPPSLSVTE GGISILNCDYD DIM......FNY FQWYRNYP SKSPTFLIS IGSV...LEK NED.....G RFTVFHNRSA KHLSLHISASQP GDSALYLC AAS... [6.7.3] 

TRAV35          P             MFLED*LIILWMHLTCVS AQQLNQSPQSMSIQE GEDLSMNCNSS STL.......NL LLWYKQDA GEGLILLIK LLKG...GEL ARN.....G KLTAQFGGTR KDSLLNNSAFEP KDGGTYFC AG.... [5.7.2] 

TRAV36          F          METWPRALLGIFWLQLSLVKS DDNVMQSPSSLIVLE GSNATLSCSYK VTN......FQS LHWYKQEE KVP.TFLFV LIST...GIE KTS.....G RLKGTLDRKE LLSTLYITVTKP GDSATYLC AVE... [6.7.3] 

TRAV38          F           MTLVSLLWAVLVSMCLGPSV AQTVTQPQPEESVQE ADTVTLDCTYT TSES.....DCY LFWYKQPP SGEMVFIIH QYAY..EQQN STN.....D RYSVNFQKES KAFSLRISDSQL EDAAKYFC AYSG.. [7.8.4] 

TRAV39         ORF             MKKLLATILWLQLSWLN ADLKVEQSPPFLIIR ERQAGINCDHS VTTS......DT LLWYRQDQ GKSLESLFL LMSN...GAV RKK.....G GLTASLDTKA RRSPLHITASHP GLSATYFC AM.... [6.7.2] 

TRAV41          F          MVKTQQVSLAILWLQLHWVSG KNGVEQSPRYLSAQE GDLITINCNYL EGM.......TT LQWLQQNP GGSIISLLT LSL.....EM KKK.....G RVSATINRRE RYSSLNITAPQP TDSAIYFC AVE... [5.5.3] 

TRAV42S1       ORF           MSLVPITVLITLLALRGAG AQSVTQPDSYITVSE RSRLELRCNYS SPV......SLY LFWYMQYP NQGLQLLLK YISG..EGLV SGI.....K GFKAEFINET T.FHLEKPLAHW RDSAKYFC ALD... [6.8.3] 

TRAV43S1        F           MKRKWGILLGLLCIQISWVR GVKVEQSPSVLSLQE GANSTLWCNFS DTV.......SS VQWFQQNP EGSIISLFF IAS.....GT KQN.....E RLSSTLNSKE RYSTLHITASQL EDAATYLC AAE... [5.5.3] 

TRAV43S3        F           MKRKWGALLGFLWVQICWVR GVKVEQRPSILSLQE GANSTLWCNFS DTV.......ST VQWFQQNP GGSLTRLFV IAS.....GT KQN.....E RLSSTVNSKE QYSTLHITASQL EDAATYLC AVE... [5.5.3] 

TRAV43S4        F           MKRRWGTLLGFLWIQTCWVR GLKVEQSPSILSLQE GANSTLWCNSS DTV.......KS VQWFQQNP RGSLITLFF IAS.....GM KQN.....E RLSSTVNSKE QYSTLHITASQL EDAATYLC AVE... [5.5.3] 

TRAV44S1       ORF             MRLVIGVTVFLTLGTVI DAKTTQ.PSSMDCAE EEDVTLSCSHS TIGG.....NDY IHWCQQNP NQSPQYVIH GLR.....GT VNS.....S MASLHIASDK NSSTLVLPQVIL RDTAVFYC VLREA. [7.5.5] 

TRAV44S2        F              MRLVTGVTVLLTLGIMV DVEITQ.LSSMDCAE GEDVNLPCNHS TIDA.....LDY IHWYRQTP NQSPQYVIH GFR.....DT VNS.....S MGSLNIASDR KSSTLVLSQVTL RDTAVYYC VLRE.. [7.5.4] 

TRAV44S3        F              MRLVTGVTVFLTLGTVI DAKTIQ.PSSMDCAE EEDVNLPCNHS TISG.....NEH IHWYRHNP NQSPQYVIH GLR.....GT VNS.....S MASLHIASDR KSSTLVLPQVTL RDTAVYYC ILRE.. [7.5.4] 

TRAV44S5        F              MRLLIGVIVFLTLGNVI DAKTTQ.PSSMDYAE EEDVTLTCSHS TIGG.....DVY IHWCQQNP SQSPQYVIH GLR.....GT GNS.....S MASLTIDSDR KSSTLVLPQVTL RDAAVYYC IVRE.. [7.5.4] 

TRAV44S6        F            MRLVTVVTVFLTLGKWTMI DTKTTQ.PSSVDCAE GENVNLPCNHS TIGG.....DDY IHWYRQNP NQSPQYVIH GFR.....DT VNG.....S MASLTIASDR KSSTLVLPQVTL RDAAVYYC IVRE.. [7.5.4] 

TRAV45S1       nd                                                                       Y LFWYVQHL SKAPQLLLK GLTA...DKK VEH.....E GFQATLVQSD RSFHLQKRAVQA SDSAVYYC ALS... [?.7.3] 

TRAV45S2        F            MHSATHSVLLIILIFRGTN GDSVNQTEGSVTVSE GALMTLNCTYQ TAG.....LTPY LYWYVQHL SKAPRLLLK GSER...DPK PKS.....E GFQATLVQSD RSFHLQKLAVQT SDSAVYYC ALS... [7.7.3] 

TRAV45S3        F            MHPVTHSVLLIILVLGGTN GDSVNQTEGPVTVSE GALMTLNCTYQ ATY.....SIVY LFWYVQHL NKAPRLLLK GSMS...DLK PKS.....E GFQATLVQSD RSFHLQKRAVQA SDSAVYYC ALS... [7.7.3] 

TRAV45S4        F             MHPVTHSVLIILIFRGTN GDSVDQTEGPVTVSE GALMTLNCTYQ ATY.....SNVY LFWYVQHL SKAPQLLLK GLTA...DKK VEH.....E GFQATLVQSD RSFHLQKRAVQA SDSAVYYC ALS... [7.7.3] 

TRAV45S5        P            ---------------GGTN GDSVNQTEGPVTVSE GALMTLNCTYQ ATY.....STVY LFWYVQHL SKAPQLLLK GLTA...DKK VEH.....E GFQATLVKSD RSFHLQKRAVQA SDSAVYYC ALS... [7.7.3] 
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CACTGTG 

TRAJ 5'splice 

donor 

TRAJ1 F gctttctgt aatgaagacagt gagagtg     AGATGGAGGTGTTGCCTCCCAGATGCAGTTTGGCAAGGGAACCAGAGTCTCCATCACTCCAG 

     D  G  G  V  A  S  Q  M  Q  F  G  K  G  T  R  V  S  I  T  P 

gtatgt 

TRAJ2 F agtttctgt aatggtatcccc agcagtg TGGATACAGGAGGAGTGATGAGTAAACTCACGTTTGGGAAAGGAACCCAAGTGTCCATAATATCTG 

  D  T  G  G  V  M  S  K  L  T  F  G  K  G  T  Q  V  S  I  I  S   

gtgagt 

TRAJ3 F ggttattgc aaagaccttacc ctcggtg        GAGATTCAGCATTGATAAGTTAAACTTTGGAGCAGGGACCAGACTGAGTGTCCAACCAA 

        R  F  S  I  D  K  L  N  F  G  A  G  T  R  L  S  V  Q  P  

gtaagt 

TRAJ4 F ttcttgtaa agcatcctccta gtgggtg      TCATCTGGTGGCTACAATAAGCTGACCTTTGGACCCGGGACCAGGCTGACTGTACACGCAC 

     S  S  G  G  Y  N  K  L  T  F  G  P  G  T  R  L  T  V  H  A   

gtgagt 

TRAJ5 F tgtttgtac tgcactgtggca gggtgtg          GGCCCAGGCAGCAGAGCACTCACTTTGGGGGTGGAGCAAGACTCCGCAGACATCCAA 

           P  R  Q  Q  S  T  H  F  G  G  G  A  R  L  R  R  H  P 

gtgagt 

TRAJ6 ORF(1) ggttttagc aagggctttcct tgctgtg     TGTATCAAGACGAAACTATGGACTTATACTTGGAAGAGGGACCAAGCTTGTTGTTCACCCAC 

     V  S  R  R  N  Y  G  L  I  L  G  R  G  T  K  L  V  V  H  P   

gtgagt 

TRAJ7 F tttttgtaa tgcacttaccca gagtgtg           TGATTATGGGAACAGAGTCACTTTTGGAAACGGGACTCAAGTGCTGGTCACACCAA  

           D  Y  G  N  R  V  T  F  G  N  G  T  Q  V  L  V  T  P 

gtaagt 

TRAJ8 F ccattttgt atagagttatgt cagagtg       TGAACACAGGTTATCAGAAATTCATATTTGGAACTGGCACCCAACTTGTGATCAACCCAA 

        N  T  G  Y  Q  K  F  I  F  G  T  G  T  Q  L  V  I  N  P   

gtaagt 

TRAJ9 F ccattttgt cacagcacaaat cactgtg      GGAAATACGGGAGGCTTCAAAGTTGTCTTTGGGACAGGAACAAAGCTATTTGTTGAAACAA 

     G  N  T  G  G  F  K  V  V  F  G  T  G  T  K  L  F  V  E  T 

gtaagt 

TRAJ10 F ccattttgt atagagttatgt cagagtg       TGAACACAGGTTATCAGAAACTCGTATTTGGAACTGGCACCCAACTTTTAATCACCCCAA 

        N  T  G  Y  Q  K  L  V  F  G  T  G  T  Q  L  L  I  T  P   

gtaagt 

TRAJ11 F agtttattg tgaggcatcaga cactgtg    GGAATTGGGGAGGAGGAAGCAAACTCACCTTTGGGAAAGGCACCCACCTAAAAGTGAAGCTGG 

     N  W  G  G  G  S  K  L  T  F  G  K  G  T  H  L  K  V  K  L   

gtaagt 

TRAJ12 F ttttggtat gggggtttgcta cagtgtg         AATTCAGGATACAACACACTTACTTTTGGAAAGGGCACGGTGCTTCTTGTCTTTCCAG 

        N  S  G  Y  N  T  L  T  F  G  K  G  T  V  L  L  V  F  P 

gtaaat 

TRAJ13 F tatttttga ctgactaagaaa cactgtg       GGAAGGGAGGAGGCTATACGTGGACCTTCGGAAGCGGGACTAGACTGCTGGTCAGGCCTG 

        K  G  G  G  Y  T  W  T  F  G  S  G  T  R  L  L  V  R  P   

gtgagt 

TRAJ14 F attctgtat aggcctgcattg cagcgtg                 AATCCTAAAGGTTGCCTTTGGAACTGGAAGGATACTTCAAGTCACCCTAA 

                 I  L  K  V  A  F  G  T  G  R  I  L  Q  V  T  L   

gtaaat 

TRAJ15 ORF(2) aattattgt caggcagcacgg tgctgtg               ATTTATAACACATTCATCTTTGCAAGTGGGACAAGATTCTCAGTAAAACCCA 

              I  Y  N  T  F  I  F  A  S  G  T  R  F  S  V  K  P   

gtaagt 

TRAJ16 F ggtatttgc agcaccttgttt cactgtg       CCTACCGGGCAGGAAATGCACTGGTCTTTGGGAAAGGAACCACCGTATCAGTGCATCCCA 

        Y  R  A  G  N  A  L  V  F  G  K  G  T  T  V  S  V  H  P   

gtaagt 

TRAJ17 F ggtttttgt ggtgaaatagat cactgtg      GGGTTTTCAAGTGGCCAGAAGTTGGTTTTTGGAAGTGGGACCATGCTAAAGGTGAATCTTA 

     G  F  S  S  G  Q  K  L  V  F  G  S  G  T  M  L  K  V  N  L   

gtaagt 

TRAJ18 P(3) ggtttttgc tgggcctcaaat cactgtg    TGACCACCACTGCAGGGAGCAAGCTAACCTTTGGAGAAGGAACCAGGGTGACA 

     T  T  T  A  G  S  K  L  T  F  G  E  G  T  R  V  T   

gtcaag 

TRAJ19 F ggttcatgt aaagggggccgg cactgtg TCGATAGAGGCTCAAGTCTGGGGAAGTTCTACTTTGGAAGAGGAACCCGGCTAACTGTACAGCCTG 

  D  R  G  S  S  L  G  K  F  Y  F  G  R  G  T  R  L  T  V  Q  P   

gtgagt 

TRAJ20 F ggtttgcgt aggaagacgtag cactgtg         ACTCTAAATAACTACAAGTTCACCTTTGGATCAGGAACCACAGTAACTGTGAGAGCAA 

        T  L  N  N  Y  K  F  T  F  G  S  G  T  T  V  T  V  R  A   

gtaagt 

TRAJ21 F actttttgt aatggtagtaaa catggtg             ACAACACCAACAGATTTTACTTCGGATCTGGGACAAAACTCAGTGTAAAGCCAA 

              N  T  N  R  F  Y  F  G  S  G  T  K  L  S  V  K  P   

gtaagt 

TRAJ22 F ggtttttgt tgttgggcttat catagtg    CTTCCTCTAGTTCAAGCTGGCACCTGACCTTTGGATCTGGGACCCAACTGACTGTTGTACCTG gtaggc 



     S  S  S  S  S  W  H  L  T  F  G  S  G  T  Q  L  T  V  V  P   

TRAJ23 F tgtttttga caggctgtataa cactgtg    TGAATTATAACCAGGGAGGAAAGCTTATCTTCGGACAGGGAACCGAGTTATCTGTGAAGCCCA 

     N  Y  N  Q  G  G  K  L  I  F  G  Q  G  T  E  L  S  V  K  P   

gtaagt 

TRAJ24 F attttgtag aggtgttcgtca cagtgtg      ACAACTGACGGCTGGGGGAAATTGAATTTTGGAGCGGGGACCCAGGTTGTGGTTACCCCAG 

     T  T  D  G  W  G  K  L  N  F  G  A  G  T  Q  V  V  V  T  P   

gtaagc 

TRAJ25 F ggtttttga tgctgagataat cactgtg       GGGAAGGACAAGGCTTCTCCCTCATCTTTGGGAAGGGGACAAGGCTGCTTGTCAAGCCGA 

        E  G  Q  G  F  S  L  I  F  G  K  G  T  R  L  L  V  K  P   

gtaagt 

TRAJ26 F gatttttgt aaagcccagggg cactgtg       GGAATAACTATGGCCAGGGTTTGATCTTCGGTGGAGGAACCAGATTGTCTGTGCAGCCCC 

        N  N  Y  G  Q  G  L  I  F  G  G  G  T  R  L  S  V  Q  P 

gtaagt 

TRAJ27 F ggttattgc aatagcactgag cactgtg        TAACACCGGCACAGGCAAATTAACCTTTGGGGACGGGACCGCGCTCACTGTGAAGCCAA 

        N  T  G  T  G  K  L  T  F  G  D  G  T  A  L  T  V  K  P 

gtaagt 

TRAJ28 F ggtttttgc aaagaaaggaaa ctctgtg CCTACTCTGGGGCTGGGAGTTACCAACTCAACTTCGGGAAGGGCACCAAACTCTTGGTCACACCAA 

  Y  S  G  A  G  S  Y  Q  L  N  F  G  K  G  T  K  L  L  V  T  P   

gtaagt 

TRAJ29 F agtttttgt gatgaaggcaat cactgtg       GGGATTCAGGAGACAGGCGACTTGTCTTTGGAAAAGGCACAAGACTTGCTGTGACTCCAA 

        D  S  G  D  R  R  L  V  F  G  K  G  T  R  L  A  V  T  P   

gtaagt 

TRAJ30 F tttttgttg tggccccaatca cagtgtg          AACAAACCACTGGCAAAATTGTCTTTGGAAGAGGGACTCAGCTTCATGTTCTCCCCA 

           Q  T  T  G  K  I  V  F  G  R  G  T  Q  L  H  V  L  P   

gtaagt 

TRAJ31 F ggtttcagt aaaagcaggaaa tgctgtg         GGGACTGACAATACCAGAATCTTCTTTGGAACTGGAACCCAGGTGGTGGTAAAGCCCA 

        G  T  D  N  T  R  I  F  F  G  T  G  T  Q  V  V  V  K  P 

gtaagt 

TRAJ32 F ggttgttgt aaggcactgaaa ggctgtg TGAATTATGGAGGCGCTGCCAACCAGCTCACCTTTGGGACTGGCACGTTGCTTTCTGTCAAGCCAAGTAC 

  N  Y  G  G  A  A  N  Q  L  T  F  G  T  G  T  L  L  S  V  K  P  S 

gtgagt 

TRAJ33 F ggtttttgt taaggtttttgt ctctgtg          TGGATGGCAACTATCGGTTGATCTGGGGCTCTGGGACCAAGCTAATTATAAAGCCAG 

           D  G  N  Y  R  L  I  W  G  S  G  T  K  L  I  I  K  P   

gtaagt 

TRAJ34 F ggtttttgt aggccttagtat cactgtg          TCTCCAACAGCAACAAACTCATCTTTGGGGCTGGAACCAGATTACAAGTTTTTCCAA 

           S  N  S  N  K  L  I  F  G  A  G  T  R  L  Q  V  F  P   

gtaagt 

TRAJ35 F ggtttttgt agtggagtcagc cattgtg           GACCTTTGGGAATGTGCTGCATTGGGGGTCTGGCACTCAAGTGATTGTTATACCTC 

           T  F  G  N  V  L  H  W  G  S  G  T  Q  V  I  V  I  P 

gtaagt 

TRAJ36 F agtttttgt actgggcagaaa cactgtg      ATAACTGCTGGAGCAAATCGGCTTGTCTTTGGGACAGGAACAAGCCTCACCGTCCTCCCCC 

     I  T  A  G  A  N  R  L  V  F  G  T  G  T  S  L  T  V  L  P 

gtaagt 

TRAJ37 F ttcttgtaa agtagagcatta cagtgtg       GCTCAGGAAACACAGGAAGACTCACCTTTGGGCAGGGGACAGTGTTACAAGTAAAACCAG 

        S  G  N  T  G  R  L  T  F  G  Q  G  T  V  L  Q  V  K  P 

gtaggt 

TRAJ38 F ggtttctgt aaagctttccat gactgtg     TAATATTGGCAACAACCGTAAGCTGATTTGGGGACTGGGGACAAGTCTGGCAGTAAATCCAA 

     N  I  G  N  N  R  K  L  I  W  G  L  G  T  S  L  A  V  N  P 

gtgagt 

TRAJ39 F ggtttttgc tgagctgaagat cactgtg    TGAATAATAATGCAGGCAACGTGTTCACATTTGGAGGGGGAACAAGGTTAATGGTCAAACCTC 

     N  N  N  A  G  N  V  F  T  F  G  G  G  T  R  L  M  V  K  P 

gtgagt 

TRAJ40 F ggtttgtgt agagccacgtag cactgtg          ACTCAGGAAACTACAAATACGTCTTTGGAGCAGGCACTAAGCTGCAGGTTTTAACAA 

           S  G  N  Y  K  Y  V  F  G  A  G  T  K  L  Q  V  L  T   

gtgagt 

TRAJ41 F ggattttgt ttagggaaggtg cactgtg      GAACTCAATGCCGGCTACGTGCTCCGCTTTGGCCAAGGCACCTCAGTGCTGGTCACACCCG 

     E  L  N  A  G  Y  V  L  R  F  G  Q  G  T  S  V  L  V  T  P   

gtgagt 

TRAJ42 F gataattgt aaagtcccatat gactgtg TGAATGTTGGCAGCAGCCAAGGAAAGCTCATCTTTGGAAAAGGCACTATGGTCTCTGTTAAACCAA 

  N  V  G  S  S  Q  G  K  L  I  F  G  K  G  T  M  V  S  V  K  P   

gtaagt 

TRAJ43 F ggtttttgt tagagggtgtac tgctgtg          GCAGTTATAACAACGACCTGCGCTTTGGAGCAGGGACCAGACTGATGGTAAAACCAA 

           S  Y  N  N  D  L  R  F  G  A  G  T  R  L  M  V  K  P 

gtaagt 

TRAJ44 F ggtttctgt catggagcatct cacagtg     TAACACGGGCAGTGGCGGGAAAGTCATATTTGGGACTGGAACGAGACTTCAGGTCACCCTTG 

     N  T  G  S  G  G  K  V  I  F  G  T  G  T  R  L  Q  V  T  L 

gtaggt 

TRAJ45 F ggtttctgt catggagcatct cacagtg     TAACACGGGCAGTGGCGGGAAAGTCATATTTGGGACTGGAACGAGACTTCAGGTCACCCTTG 

     N  T  G  S  G  G  K  V  I  F  G  T  G  T  R  L  Q  V  T  L 

gtaggt 



TRAJ46 F tttatgtaa agggttgacatg gggtgtg      AATACAGGAGGAGGTAACAGACTCATCTTTGGAAAAGGGACTCAGCTCATCATCCAGCCTA 

     N  T  G  G  G  N  R  L  I  F  G  K  G  T  Q  L  I  I  Q  P 

gtaagt 

TRAJ47 F tgtttctgt aaagctgctgac aacagtg    AGAAGAGTGGCAGCGGAGACAGGCTGACTTTTGGGACCGGGACGCGTTTAGCAGTGAGGCCCA 

     K  S  G  S  G  D  R  L  T  F  G  T  G  T  R  L  A  V  R  P   

gtaagt 

TRAJ48 F tgtttttgt agaggagtttga tgctgtg          TGAATTATGGAAACACACTGATCTTTGGCTCAGGAACCACTTTGACAGTCAAGCCTC 

           N  Y  G  N  T  L  I  F  G  S  G  T  T  L  T  V  K  P 

gtgagt 

TRAJ49 F ggtttttgt aatgatttaaaa cactgtg    TGTCTAACTACCAAGCCAGTCAATTAAACTTTGGAACAGGAACTAGACTCACCATCACAGCCA 

     S  N  Y  Q  A  S  Q  L  N  F  G  T  G  T  R  L  T  I  T  A   

gtaagt 

TRAJ50 F ggtttttgt tgagcttcctat cacagtg           GAACAGCTACGGCCAGAACTATTTTGGGAGAGGGACAAGTTTGACAGTCATTCCAA 

           N  S  Y  G  Q  N  Y  F  G  R  G  T  S  L  T  V  I  P   

gtaagt 

TRAJ51 F agttattgc aaagtgttcgat ggctgtg           TGACAACTCCTACAAGTTGATGTTCGGGCAAGGGACGAGCTTATCAGTCATTCCAA 

           D  N  S  Y  K  L  M  F  G  Q  G  T  S  L  S  V  I  P 

gtaagt 

TRAJ52 P(4) agtcgttgt aaaactctccac tgcaggg          AGTAGCACGGCAGCTCTGAGTTAGAAAAAGAAGGAACTTGACTAACCGTGAAGCCGA 

           *  H  G  S  S  E  L  E  K  E  G  T  *  L  T  V  K  P   

gaagct 

TRAJ53 F ggttcttgt aaaggcttccat cgcagtg TTAATACTGGTGGTGCCTATGGAAAGCTGATGTTTGGACAAGGAACCACTTTGACTGTCCATCCAA 

  N  T  G  G  A  Y  G  K  L  M  F  G  Q  G  T  T  L  T  V  H  P   

gtaagt 

TRAJ54 F cgtttttgt aaagcctcccct gactgtg AGACGAGTAGAGCTAGCAGCTATATACAGACATTTGGAAAAGGCACTCTCTTAATTGTGAATCCAA 

  T  S  R  A  S  S  Y  I  Q  T  F  G  K  G  T  L  L  I  V  N  P 

gtaagt 

TRAJ55 F tttatgtaa agctctttgctg gggtgtg       ACTCAGGTGCAGGCCAGGAGCTGGTATTCGGGCGAGGAACCAAGCTGACCATCAACCCCA 

        S  G  A  G  Q  E  L  V  F  G  R  G  T  K  L  T  I  N  P   

gtgagt 

TRAJ56 F ggcttttgt agagcctcgtgt cattgtg     TAGAACCCCATCCAATAATAAGCTGACATTTGGAAAAGGAACGATCCTGAGTGTTAGACCAG 

     R  T  P  S  N  N  K  L  T  F  G  K  G  T  I  L  S  V  R  P 

gtatgt 

TRAJ57 F ggtatttgt aaagcagtctgt gggggtg    TAACTCAGGACGGATCTGAAAGACTCCTCTTTGGAAAGGGAACGAAGCTGACAGTAAGCCCAC 

     T  Q  D  G  S  E  R  L  L  F  G  K  G  T  K  L  T  V  S  P   

gtaagt 

TRAJ58 F ggtttttgc aaagcctcggag cattgtg    TTCAACAAACCAGTGGCTCTAAGATGATATTTGGGAAAGGGACTCAGCTCACAGTGCAACTTG 

     Q  Q  T  S  G  S  K  M  I  F  G  K  G  T  Q  L  T  V  Q  L 

gtaagt 

TRAJ59 F agtttatgt aaaggtgtctgc tcctgtg              GGAAGCAAGGCAATTTACATTCGGAACCGGGACTCAAGTGAGAGTGAAACTTA 

              E  A  R  Q  F  T  F  G  T  G  T  Q  V  R  V  K  L   

gtaagt 

TRAJ60 F acttttggt aaagggcccagg cactgtg          TAAAGAGCACCGAGAAATTCACCTTTGGGAAAGGGACTCAGTTAATTGTAAGCCTGG 

           K  S  T  E  K  F  T  F  G  K  G  T  Q  L  I  V  S  L   

gtgagt 

TRAJ61 P(5) agtttttgt aaaggtgttcac tcctgtg       GGAATGAGGTTAGTGGGAAACTGACATTTTGGAACCAAGACTAGAGGAATCTTGAAACTCA 

        N  E  V  S  G  K  L  T  F  W  N  Q  D  *  R  N  L  E  T   

gtgcgt 

Notes: 

(1)ORF because of LEU instead of J-PHE 

(2)ORF because of ALA instead of J-GLY 

(3) Pseudogene because of one “N” missing at the end of the J-REGION  
(4) Pseudogene because of frameshifts in J-REGION and defective splice site 

(5) Pseudogene because of frameshifts in J-REGION 
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