
cDNA_CR683680    1 -------MALLCILLALFSEFAPLAAKSSGVNQDPRVLMAQVGQTVTLKCFCGEDSVTFFFWYQQRLGGKPVIVSSRMRHNVEVSVSPSFKG--RFEVES 
cDNA_CR675622    1 QDAKHVHTNYCYSISCFLLHSVLTAGASSFVRPADGLVFVVAGGYIELQCSCQSESMTAFHWFKQSLGEKPSLIATVYKHNPTLQMSKDFENNHRFSVNL 
cDNA_CR664265    1 QDAKHVHTNYCYSISCFLLHSVLTAGASSFVRPADGLVFVVAGGYIELQCSCQSESMTAFHWFKQSLGEKPSLIATVYKHNPTLQMSKDFENNHRFSVNL 
cDNA_CR725053    1 -------------------------------------ITDKAGQNLTLTCFYNDDVSTDIYWFKQSLGEKLVVLRSYFISTQSSSFFNNFKNNPRFQVHL 
72801            1 -------MALLCILLALFSEFAPLAAKSSGVNQDPRVLMAQVGQTVTLKCFCGEDSVTFFFWYQQRLGGKPVIVSSRMRHNVEVSVSPSFKG--RFEVES 
77051            1 ---MESVTLASYLLCFCLWSLVLTAGASSFVRPADGLVFAVAGGNIELQCSCQSESETAFHWFKHSLGEKPSLIATVYKHNPNVQVSKDFENNHRFSVNL 
81391            1 ---MVSLNEDSYLSCFCLWSLVLTAEASLSPQPVSGLIFANVGDKMTLPCSREDNSKNQFHWYKQTLGGKPRRMSSIYKHARNIEFKEEFQSDIRLSLNI 
85651            1 ---MVSLNEASYLSCFCLWSLVLTAEASLSPQPVSGLIFANVEDKMTLPCSREDNSKNQFHWYKQTLGGKPRRMSSIYKHARNIEFKEEFQSDIRLSLNI 
89901            1 ---MVSLNEASYLSCFCLWSLVLTAEASLSPQPVSDLIFANVGDNMTLPCSREDNSKNKFDWYKQTLGGKPRLMSSFYEHDTNVKFKEEFQSDIRLSVNI 
96001            1 ---MVSLNEASYLSCFCLWSLVLTAEASLSPQPVSGLIFANVGDKMTLPCSREDDSKNQFHWYKQTLGGKPRRMSSFYKYDTNVEVKKEFRSDIRLSLNI 
99501            1 ---MVSLNEASYLSCFCLWSLVLTAEASLSPQPVSGLIFANVGDNMTLPCSREDDSKNQFHWYKQTLGGKPRRMSSFYKHDTNVEFKEEFQSDIRLSLNI 
104101           1 ---MTFAKFVFFLLCVEKLAQATTTDFS---QLGNRRISVKVGQNLTLTCFDNDAASTRIFWFKQPQGEKPSLLCLYYPSSQSTKCSKNFENNPRFQLHS 
109901           1 ---MASVKLIFFLMCLEKIAKTATMEFSSSINWKNTFIHVKPGQNLTLPCLYTGTVYARISWFKQTVGEMPKLICVYRTSSQTWTFYHDFKSNTRFNLHP 
113101           1 ----MTPAFIFLLMCLEKIGQAATMEFLPSMNWKNNFIVVKAGQNLTLPCLYREKFNTRISWFQQTLEKKPTIICVYRISSGNLAFYHHFDNNPRFKLHP 
116851           1 -------------MTNIALITALLSTFISFSGCVFHTLSVRRGDNVTLQCANFTSMMFHVVWFKMNDRHNASSIASMRSSDSNVTLYEGFESGK-FNMSS 
124301           1 ---MTSVTFFFFLMCLEKIAQAATTEFSPSMDWKSSFILVKPRQNLTLSCLYRDIIYTQISWFKQSLGENPRLICVYSISSQSQSFYNDLKNNQRFNLYP 
 
 
cDNA_CR683680   92 REGMNHLTISDLLPSDSAVYYCGILEFNLLQFGEGTFLHVRTPLLNVRAVAYQPGLSSVPPGDSLELSCEVRGEKCKGEQSFYWFKQTTAQPVILHPIEG 
cDNA_CR675622  101 TQDSCPLTIANLSISDSATYYCYSSYMYEFQLDKVYIVHVTSLHLNTPVEIQQSPIESLQAGESGILNCTVHTGTCDEELSVYWFRTSGASEPELIYAHR 
cDNA_CR664265  101 TQDSCPLTIANLSISDSATYYCYSSYMYEFQLDKVYIVHVTSLHLNTPVEIQQSPIESLQAGESGILNCTVHTGTCDEELSVYWFRTSGASEPELIYAHR 
cDNA_CR725053   64 DDKLANLTIADVEFSDSAVYYCAKQYSYIFEFIQGYDVIVE----ASELTVNQLASESIKSGGSMTLNCAVHTGTCDEDHTVYWFRNSGRSQMELVYSQK 
72801           92 REGMNHLTISDLLPSDSAVYYCGILEFNLLQFGEGTFLHVRTPLLNVRAVAYQPGLSSVPPGHSLELSCEVRGEKCKGEQSFYWFKQTTAQPVILHPIEG 
77051           98 TQGGCPLTIANLSISDSATYYCYSSYMYEFQLDKIYIVHVTSLHLNTPVEVHRLPSESLQAGESGILNCTVHTGTCDEELSVYWFRTSGASEPELIYAHR 
81391           98 TGRNYHLTIGNLSFSDSATYFCASSFVYTFQLDKIYIVHVTSLHLNTPVEVHRLPSESRQSGESGILNCTVHTGTCDEEVSVYWFRSSGGSEPELIYAHR 
85651           98 TGRNYHLTIGNLSFSDSATYFCASSFVYTFQLDKIYIVHVTSLHLNTPVEVHRLPSESRQSGESGILNCTVHTGTCDEELSVYWFRSSGASEPELIYAHR 
89901           98 TGRNYHLTIGNLSFSDSATYYCASSYAYEFQLDKIYIVHVTSLHLNRPVEVHRLPSESRQSGESGILNCTVHTGTCDEELSVYWFRTSGASEPELIYAHR 
96001           98 TGRNYHLMIGNLSFTDSATYYCTSSYAYTFQLDKIYIVHVTSLHLNTPVEVHRLPSESRQSGESGILNCTVHTGTCDEEVSVYWFRTSGGSEPELIYAHR 
99501           98 TGRNYHLTIGNLSFSDSATYFCASSYVYTFQLDKIYIVHVTSLHLNTPVEVHRLPSESLQSGESGILNCTVHTGTCDEEVSVYWFRTSGGSEPELIYAHK 
104101          95 DNKGVNLTISHLEFSDSADYYCANQRLNSFEFIYGYNVLVE----DSELPINQSPSWPNLSGDSGTLNCRVHTGTCDEDHTVYWFRNSGPSQLELVYSHS 
109901          98 HSKGINLTFANLNFSDSATYYCANQDQYFLEFIHGYNVIVE----DSELTITQSPSESIQPGGSGTLNCLVHTGSCDMNHTVHWFKHSGPSQLELVYSHN 
113101          97 HSKGANLTITNLRFSDSATYYCANQDFYVCEFTVGYTVIVE----GSELSVNQSPSDSFQSGGSGTLNCTVHTGTCDRNHTIYWFRNSKKSELKLAYSHQ 
116851          87 DSVTLTLTIKQVDSSDSGLYFCG----------------------------FKLQDYAVIQGGTSLIVEEEATTGLTVMHLIVGIQTTVLIGVIAALAVK 
124301          98 HSKGVNLKITDLKLSDSATYYCAKRYFYKFDFTEAYNVNVE----GSEMTINQSASESIPSGGSVTLNCSVQTGSCDGDHTVYWFRDSGPSRLGLINNHK 
 
 
cDNA_CR683680  192 KCVNEARGKK-------CTLTYSIHSANSSDEGVYYCALASCGKIKFGNGTQVQLTTKGSNAQALLVYGFSAMLAVSIAVLFALAFTAGTMKNQICSVCK 
cDNA_CR675622  201 ARNDHCKGKK-----NTCFYNLSTKNLTP-KAGTYYCAVAACGRILFGGGNKLDNEHKVTG-ADYLLYFLTGALVFSTILCVLLASFLFKLHKRSSSQRP 
cDNA_CR664265  201 ARNDHCKGKK-----NTCFYNLSTKNLTP-KAGTYYCAVAACGRILFGGGNKLDNEHKVTG-ADYLLYFLTGALVFSTILCVLLASFLFKLHKRSSSQRP 
cDNA_CR725053  160 GRNNQCEKKT-----NTCVYSLFVKNVNISQTAIYYCAVTACGRIAFGGGN------------------------------------------------- 
72801          192 KCVNEARGKK-------CTLTYSIHSANSSDEGVYYCALASCGKIKFGNGIQVQLTTKGSNAQALLVYGFSAMLAVSIVVLFALAFTTGTMKNQICSVCK 
77051          198 ARNDHCKGKNNTCFFQICLFNLSIKNLTS-KAGTYYCAVAACGRILFGGGNKLDNEHKVRQSADYLVYFLTGALVFSTILCVLLASFLFKLHKRSSSQRP 
81391          198 ARNDHCKGKN-----NTCFYNLSTKNLTS-KAGTYYCAVRLCGRILFGGGTKLENENKVRQSADYLVYFLTGALVFSTILCVLLASFLFKLHKRSSSQRP 
85651          198 ARNDHCKGKN-----NTCFYNLSTKNLTS-KAGTYYCAVRLCGRILFGGGTKLENDNKVRQSADYLVYFLTGALVFSTILCVLLASFLFKLHKRSSSQPP 
89901          198 ARNDHCKGKN-----NICFYNLSIKNLTS-KAGTYYCAVRLCGRILFGGGNKLENENKVTG-ADYLVYFLTGALVFSTILCVLLASFLFKLHKRSSSQRP 
96001          198 ARNDHCKGKN-----NTCFYNLSTKNLTS-KAGTYYCTVRLCGRILFGGGTKLENENKVTG-ADHLVNFLTGALVFSTILCVLLPLFLFKPHERSSSQRP 
99501          198 SRNDHCKGKN-----NTCFYNLSTKNLTS-KAGTYYCAVRLCGRILFGGGTKLENENKVTG-ADYLLYFLTGALVFSTILSVLLASFLFKLHKRSSSRLT 
104101         191 SRNNQCEKRT-----KTCFYS--LKNVNISQTGTYYCAVAACGRILFGNDTRLNCEG--N---LVWVYFLSAAWILATIVIVSLS-ISIFMAKKRNSHPS 
109901         194 KSRNECGEKT-----NTCFYSLNIKSWNSSHRGIYYCDVEACGRFLFGNGTKLDFED--KENLLVWVYFLSTASLFMMIMFILLS-IYTFKMKKRNSH-- 
113101         193 GRNNQCEKKT-----NTCFYSLSIKNLDISQTGTYYCAVEACGRILFGNGTKLEFED--KGNLFVWVFYLSAAWIFTIIVVVVLLSIYIFLTKKRNSP-- 
116851         159 IRRLQKDKAT--------RTNEDLDSDIQNYASLDFQEAKRQRRISPENPS------------------------------------------------- 
124301         194 GSKNQCEKTT-----NTCFYSLSLKNLNISQTGTYYCAVAACGNILFGNGTKLDFEE--KGNLLVWVYFLSAAWIFTIIMAVLLF-ISILMMKKKNSH-- 
 
 
cDNA_CR683680  285 GTVAHQS-------PSACDPTDAGDVRYAAVELKKSSKHDSAEDENQCQESLCVYLKIN------ 
cDNA_CR675622  294 DIQTDPS------LEMSEMQIQEDNVHYAALKNHKVHKSRRKRESSGNNCVYSSVVTLQAS---- 
cDNA_CR664265  294 DIQTDPS------LEMSEMQIQEDNVHYAALKNHKVHKSRRKRESSGNNCVYSSVVTLQAS---- 
cDNA_CR725053      ----------------------------------------------------------------- 
72801          285 GTVAHQS-------PSACDPTDAGDVRYAAVELKKSSKHDSAEDKNQCQESFCVYLKIN------ 
77051          297 DIQTDPS------LEMSEMQIQEDNVHYAALKNHKVHKSRRERESSGNNCVYSSVVTLQAS---- 
81391          292 DIQTDPS------LEMSEMQIQEDNVHYAALKNHKVHKSRRERESSGNNCVYSSVVTLQAS---- 
85651          292 DIQTDPS------LEMSEMQIQEDSVHYAALKNHKVHKSRRKRESSGNNCVYSSVVTLQAS---- 
89901          291 DIQTDPS------LEMSEMQIQEDSVHYAALKNHKVHKSRRKRESSGNNCVYSSVVTLQAS---- 
96001          291 DIQTDAS------FEMSEMQVQKDNVHYAALRKRKVNKLGWKRESTESECVYSLFSDGSNELQFF 
99501          291 ETQSGPS------FNMTEMQVQEDNVHYAALRDHKINRPRKKRPS--NDCVYASVHQ-------- 
104101         278 LDKESQSRFLAESTASTEGDQGEVNLHYAALRINRPNKPRTQR-NSQNKCVYSGVRQ-------- 
109901         284 HLLDSQLRFPVGSTANTEGDQEEANLHYASVTGSQKTRSRMQR-NIQNECVYSGVMG-------- 
113101         284 YLSDSQSSFPVAFTATTERNQEEDNLHYAAVRANQLSRSRIQR-NGHNECVYSGVRQ-------- 
116851         202 ----------------------ETNVVYATTR--------------------------------- 
124301         284 HLLDTHSRLPVAPTVNTEGDQEEDRLHYAAVRGNDYNRTRRQR-NRQNECVYSECVYSGVKQ--- 
 
 


