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CDR20291_1234      ATGCTAGGTGAAAAGATGAGAAATATAAGAAAAAGCAAGAAAAAAACATTAAGTGATGTT 60 
CD196_1256         ATGCTAGGTGAAAAGATGAGAAATATAAGAAAAAGCAAGAAAAAAACATTAAGTGATGTT 60 
630_CD1388         ATGCTAGGTGAAAAGATGAGAAATATAAGAAAAAGCAAGAAAAAA-CATTAAGTGATGTT 59 
                   ********************************************* ************** 
 
CDR20291_1234      TCCAAATTGACAGATTTATCTATAAGTTATATCTCTCAAATAGAAAGAGATGCTATTGAA 120 
CD196_1256         TCCAAATTGACAGATTTATCTATAAGTTATATCTCTCAAATAGAAAGAGATGCTATTGAA 120 
630_CD1388         TCCAAATTGACAGATTTATCTATAAGTTATATCTCTCAAATAGAAAGAGATGCTATTGAA 119 
                   ************************************************************ 
 
CDR20291_1234      CCATCCTTGTCTTCATTGAGAAAAATCGCTGAAGTTTTAGACACTCCTTTATATATGTTT 180 
CD196_1256         CCATCCTTGTCTTCATTGAGAAAAATCGCTGAAGTTTTAGACACTCCTTTATATATGTTT 180 
630_CD1388         CCATCCTTGTCTTCATTGAGAAAAATCGCTGAAGTTTTAGACACTCCTTTATATATGTTT 179 
                   ************************************************************ 
 
CDR20291_1234      ATGGATGACAATAATACTGATGATTTAGTAATTAGAAAAGAAGATAGAGTTATGATGAAA 240 
CD196_1256         ATGGATGACAATAATACTGATGATTTAGTAATTAGAAAAGAAGATAGAGTTATGATGAAA 240 
630_CD1388         ATGGATGACAATAATACTGATGATTTAGTCATTAGAAAAGAAGATAGAGTTATGATGAAA 239 
                   ***************************** ****************************** 
 
CDR20291_1234      TTTCCAAAGAGTGAAATGTTTTACGAGATAGTATCTCCAATGCCTACAACTGAATTTACA 300 
CD196_1256         TTTCCAAAGAGTGAAATGTTTTACGAGATAGTATCTCCAATGCCTACAACTGAATTTACA 300 
630_CD1388         TTTCCAAAGAGTGAAATGTTTTACGAGATAGTATCTCCAATGCCTACAACTGAGTTTACA 299 
                   ***************************************************** ****** 
 
CDR20291_1234      CCTTCAATTTTATTTGTAGAGTTTGAACTTAAACCAGAAAGTGAGGATGCTAAAGATTAT 360 
CD196_1256         CCTTCAATTTTATTTGTAGAGTTTGAACTTAAACCAGAAAGTGAGGATGCTAAAGATTAT 360 
630_CD1388         CCTTCAATTTTATTTGTAGAGTTTGAACTTAAACCAGAAAGTGAGGATGCCAAAGATTAT 359 
                   ************************************************** ********* 
 
CDR20291_1234      ATCTATCATGCATCAGAAGAAATTATGGTGGTAACGAGTGGTGTGGTTGATATTTGTATG 420 
CD196_1256         ATCTATCATGCATCAGAAGAAATTATGGTGGTAACGAGTGGTGTGGTTGATATTTGTATG 420 
630_CD1388         ATATATCATGCATCAGAAGAAATTATGGTGGTAACGAGTGGTGTGGTTGATATTTGTACG 419 
                   ** ******************************************************* * 
 
CDR20291_1234      GGTGAAAAGGTAGTTAGATTAAATCCAGGTGACTCAACATTTATAAAAGCTAATGTACCA 480 
CD196_1256         GGTGAAAAGGTAGTTAGATTAAATCCAGGTGACTCAACATTTATAAAAGCTAATGTACCA 480 
630_CD1388         GGTGAAAAGGTAGTTAGATTAAATCCAGGTGACTCAACATTTATAAAAGCTAATGTACCA 479 
                   ************************************************************ 
 
CDR20291_1234      CATAAAATCATCAATCCAAGTAAAGATACAATAGCTCGTGGATATGGAGTTATATCACCT 540 
CD196_1256         CATAAAATCATCAATCCAAGTAAAGATACAATAGCTCGTGGATATGGAGTTATATCACCT 540 
630_CD1388         CATAAAATCATCAATCCAAGTAAAGATACAATAGCTCGTGGATATGGAGTTATATCACCT 539 
                   ************************************************************ 
 
CDR20291_1234      CCAATTTGGCCAATAAAATCTAAATAA 567 
CD196_1256         CCAATTTGGCCAATAAAATCTAAATAA 567 
630_CD1388         CCAATTTGGCCAATAAAATCTAAATAA 566 
                   *************************** 



CDR20291_1656      MEYYIVDSFATKLFKGNPAGVCVLDRIIPLELMQKIAEENNLPETAFVVKGKGNYELRWF 60 
CD196_1681         MEYYIVDSFATKLFKGNPAGVCVLDRIIPLELMQKIAEENNLPETAFVVKGKGNYELRWF 60 
630_CD1761         MEYYIVDSFATKLFKGNPAGVCVLDRRIPLELMQKIAEENNLPETAFVVKGKGNYELRWF 60 
                   ************************** ********************************* 
 
CDR20291_1656      TPKAEIDLCGHATLAAAYVISNFIDVNVKRIDFFTQSGKLEVTRNGNLYEMIFPEIMPIE 120 
CD196_1681         TPKAEIDLCGHATLAAAYVISNFIDVNVKRIDFFTQSGKLEVTRNGNLYEMIFPEIMPIE 120 
630_CD1761         TPKAEIDLCGHATLAAAYVISNFIDVNVKKIDFFTQSGKLEVTRNGNLYEMIFPEIMPIE 120 
                   *****************************:****************************** 
 
CDR20291_1656      IELSP#QANLIGCVPSAVYSSRDLILLLNSEQEVINYKPNYAQLRKLTDWLGIIITPQGS 179 
CD196_1681         IELSP#QANLIGCVPSAVYSSRDLILLLNSEQEVINYKPNYAQLRKLTDWLGIIITPQGS 179 
630_CD1761         IELSPQQANLIGCVPSDVYSSRDLILLLNSEQEVINYKPNYAQLRKLTDWLGIIITAQGS 180 
                   ***** ********** ***************************************.*** 
 
CDR20291_1656      NTDFVSRYFCPELDSEDPVTGSSHCNFIPYWSEKLGKHKMVAAQLSNRGGIIQCEVLKDN 239 
CD196_1681         NTDFVSRYFCPELDSEDPVTGSSHCNFIPYWSEKLGKHKMVAAQLSNRGGIIQCEVLKDN 239 
630_CD1761         NTDFVSRYFCPELDSEDPVTGSSHCNLIPYWSEKLGKHKMVAAQLSNRGGIIQCEVLKDN 240 
                   **************************:********************************* 
 
CDR20291_1656      TVKISGEAVLFMQGTIKIDI 259 
CD196_1681         TVKISGEAVLFMQGTIKIDI 259 
630_CD1761         TVKISGEAVLFMQGTIKIDI 260 
                   ******************** 




