AXL Antibody Nucleotide sequence:

Seq. #1: Rat-11B7-VLkappa-clone 33:

1
51
101
151
201
251
301

GACATCCAGATGACCCAGGCTCCATCTTCCCTGCCTGCATCTCTGGGAG
ACAGAGTCACTATTACTTGCCGGGCAAGCCAAGACATTGGAAATTATTT
AAGATGGTTCCAGCAGAAACCGGGGAAATCTCCTAGGCTTATGATTTCT
GGTGCAACCAACTTGGCAGCTGGGGTCCCATCAAGGTTCAGTGGCAGTA
GGTCTGGGTCAGATTATTCTCTGACCATCAGCAGCCTGGAGTCTGAAGA
TATGGCAGACTATTACTGTCTACAGTCTAAAGAGTCCCCTTGGACGTTC
GGTGGA GGCACCAAGCTGGAGCTGAAACGG

Seq. #2. Rat-11B7-VH-clone 20:

1
51
101
151
201
251
301

GAGGTGCAGCTTCAGGAGTCAGGACCTGGCCTTGTGAAACCCTCACAGT
CACTCTCCCTCACTGTTCTGTCACTGGTTACTCCATCACTAGTAATTAC
TGGGGCTGGATCCGGAAGTTCCCAGGAGATAAAATGGAGTGGATGGGAT
ACATAACCTACAGTGGTAGCACTAGCTACAACCCATCTCTCAAAAGTCG
AATCTCCATTACTAGAGACACATCGAAGAATCAGTTCTTCCTGCAGTTG
AACTCTGTAACTTCTGAGGACACAGCCACATATTACTGTGCTATAACAA
CCTTTT ATTACTGGGGCCAAGGAGTCATGGTCACTGTCTCCTCA

Seq. #3: Rat-11D5-VLkappa-clone 10:

1
51
101
151
201
251
301

GACATCCAGATGACCCAGTCTCCATCCTCCATGTCTACATCTCTGGGAG
ACAGAGTCACTATTACTTGCCGGGCAAGTCAAGACATTGGAAATTATTT
AAGCTGGTTCCAACAGAAAGTAGGGAAATCTCCTAGGCGTATGATTTAT
GGTGCAATCAAGTTGGCAGTTGGGGTCCCATCAAGGTTCAGTGGAAGTA
GGTCTGGATCAGATTATTCTCTGACCATCAGCAGCCTGGAGTCTGAAGA
TATGGCGATCTATTACTGTCTACAGTATATACAGTTTCCGCTCACGTTC
GGTTCT GGGACCAAGCTGGAGCTGAAACGG

Seq. #4: Rat-11D5-VH-clone 66:

1
51
101
151
201
251
301

GAGGTGCAACTTCAGGAGTCAGGACCTGGCCTTGTGAAACCCTCACAGT
CACTCTCCCTCACCTGTTCTGTCACTGGTTATTCCATCACTAGTAATTA
CTGGGGCTGGATCCGGAAGTTCCCAGGAAATAAAATGGAGTGGATTGGA
CACATAACCAACAGTGGTAACACTACCTACAATCCATCTCTCARAAGTC
GAATCTCCATTAGTAGAGACACATCGAGGAATCAGTTCTTCCTGCAGTT
GAACTCTGTGACTACTGAGGACACAGCCACATATTACTGTGCAAAAGGA
GCGTTT GATTACTGGGGCCAAGGAGTCATGGTCACAGTCTCGTCA

‘50
100
150
200
250
300
350

50
100
150
200
250
300
350

50
100
150
200
250
300
350

50
100
150
200
250
300
350
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Seq. #5: Rat-10D12-VLKkappa-clone 8:

1
51
101
151
201
251
301

GACATCCAGATGACCCAGGCTCCATCTTCCCTGCCTGCATCTCTGGGAG
ACAGAGTCACTATTGCTTGCCGGGCAAGCCAAGACATTGGAAATTATTT
AAGATGGTTCCAGCAGAAACCGGGGAAATCTCCTAGGCTTATGATTTCT
GGTGCAACCAACTTGGCAGCTGGGGTCCCATCAAGGTTCAGTGGCAGTA
GGTCTGGGTCAGATTATTCTCGGACCATCAGCAGCCTGGAGTCTGAAGA
TATGGCAGACTATTACTGTCTACAGTCTAAAGAGTCCCCTTGGACGTTC
GGTGGA GGCACCAAGCTGGAGCTGAAACGG

Seq. #6: Rat-10D12-VH-clone S:

1
51
101
151
201
251
301

GAGGTGCAGCTTCAGGAGTCAGGACCTGGCCTTGTGAAGCCCTCACAGT
CACTCTCCCTCACCTGCTCTGTCACCGGTTACTCCATCACTAGTAATTA
CTGGGGCTGGATCCGGAAGTTCCCAGGAAATAAAATGGAGTGGATGGGA
TACATAACCAACAGTGGTGGCACTGCCTACAACCCATCTCTCAAAAGTC
GAATCTCCATTACTAGAGACACATCGAAGAATCAGTTCTTCCTGCAATT
GAACTCTGTAATTCCTGAGGACTCAGCCACATACTTCTGTTCAAGAACC
CCCTGG GACTGGGGCCAAGGAGTCATGGTCACAGTCTCCTCA 336

50
100
150
200
250
300
350

50
100
150
200
250
300
350



AXL Antibody Amino acid sequence:
11B7:
Seq. #7: Rat-11B7-VLkappa-clone 33:

1 DIQOMTQAPSSLPASLGDRVTITCRASQDIGNYLRWFQOKPGKSPRLMIS
51 GATNLAAGVPSRFSGSRSGSDYSLTISSLESEDMADYYCLQSKESPWTF
101 GGGTKLELKR

Seq. #8: Rat-11B7-VH-clone 20:

1 EVQOLQESGPGLVKPSQSLSLTCSVTGY SITSNYWGWIRKFPGDKMEWMG
51 YITYSGSTSYNPSLKSRISITRDTSKNQFFLQLNSVTSEDTATYYCAIT
101 TFYYWGQGVMVTVSS

11Ds:
Seq. #9: Rat-11D5-VLkappa-clone 10:

1 DIOMTQSPSSMSTSLGDRVTITCRASQDIGNYLSWFQQKVGKSPRRMIY
51 GAIKLAVGVPSRFSGSRSGSDYSLTISSLESEDMAIYYCLQYIQFPLTF
101 GSGTKLELKR

Seq. #10: Rat-11D5-VH-clone 66:

1 EVQLQESGPGLVKPSQSLSLTCSVTGYSITSNYWGWIRKFPGNKMEWIG
51 HITNSGNTTYNPSLKSRISISRDTSRNQFFLQLNSVTTEDTATYYCAKG
101 AFDYWGQGVMVTVSS

10D12:

Seq. #11: Rat-10D12-VLkappa-clone 8:

1 DIQMTQAPSSLPASLGDRVTIACRASQDIGNYLRWFQQKPGKSPRLMIS
51 GATNLAAGVPSRFSGSRSGSDYSRTISSLESEDMADYYCLQSKESPWTF
101 GGGTKLELKR

50
100
150

50
100
150

50
100
150

50
100
150

50
100
150



Seq. #712: Rat-10D12-VH-clone 5:

1 EVQLQESGPGLVKPSQSLSLTCSVTGYSITSNYWGWIRKFPGNKMEWMG 50

51 YITNSGGTAYNPSLKSRISITRDTSKNQFFLQLNSVIPEDSATYFCSRT 100
101 PWDWGQGVMVTVSS 150



CDR Sequences

SeqID No: | Antibody CDR Sequence

#13 11B7 Light chain 1 RASQDIGNYLR

#14 11B7 Light chain 2 GATNLAA

#15 11B7 Light chain 3 LOSKESPWT

#16 11B7 Heavy Chain 1 SNYWG

#17 11B7 Heavy Chain | 2 YITYSGSTSYNPSLKS
#18 11B7 Heavy Chain | 3 - TTFYY

#19 11D5 Light Chain | 1 RASQDIGNYLS

#20 11D5 Light Chain 2 GATKLAV

#21 11D5 Light Chain 3 LQYIQFPLT

#22 11D5 Heavy Chain 1 SNYWG

#23 11D5 Heavy Chain | 2 HITNSGNTTYNPSLKS
#24 11D5 Heavy Chain 3 ----GAFDY

#25 10D12 Light Chain | 1 RASODIGNYLR

#26 10D12 Light Chain | 2 GATNLAA

#27 10D12 Light Chain | 3 LOSKESPWT

#28 10D12 Heavy Chain 1 SNYWG

#29 10D12 Heavy Chain | 2 Y ITNSGGTAYNPSLKS
#30 10D12 Heavy Chain 3 ----TPWD-




Chimerization nucleotide sequences

Seq. #31: ch11B7k

1
51
101
151
201
251
301
351
401
451
500
551
601

GACATCCAGATGACCCAGGCTCCATCTTCCCTGCCTGCATCTCTGGGAG
ACAGAGTCACTATTACTTGCCGGGCAAGCCAAGACATTGGAAATTATTT
AAGATGGTTCCAGCAGAAACCGGGGAAATCTCCTAGGCTTATGATTTCT
GGTGCAACCAACTTGGCAGCTGGGGTCCCATCAAGGTTCAGTGGCAGTA
GGTCTGGGTCAGATTATTCTCTGACCATCAGCAGCCTGGAGTCTGAAGA
TATG ' '
GCAGACTATTACTGTCTACAGTCTAAAGAGTCCCCTTGGACGTTCGGTG
GAGGCACCAAGCTGGAGCTGAAACGTACGGTGGCTGCACCATCTGTCTT
CATCTTCCCGCCATCTGATGAGCAGTTGAAATCTGGAACTGCCTCTGTT
GTGTGCCTGCTGAATAACTTCTATCCCAGAGAGGCCAAAGTACAGTGGA
AGGTGGATAACGCCCTCCAATCGGGTAACTCCCAGGAGAGTGTCACAGA
GCAGGACAGCAAGGACAGCACCTACAGCCTCAGCAGCACCCTGACGCTG
AGCAAA
GCAGACTACGAGAAACACAAAGTCTACGCCTGCGAAGTCACCCATCAGG
GCCTGAGCTCGCCCGTCACAAAGAGCTTCAACAGGGGAGAGTGTTAG

Seq. #32: ch11B7g1

50
100
150
200
250
300
350
400
450
500
550
600
650



51
101
151
201
251
301
351
401
451
500
551
601
651
701
751
800
851
901
951
1001
1051
1101
1151
1200
1251
1301

GAGGTGCAGCTTCAGGAGTCAGGACCTGGCCTTGTGAAACCCTCACAGT
CACTCTCCCTCACCTGTTCTGTCACTGGTTACTCCATCACTAGTAATTA
CTGGGGCTGGATCCGGAAGTTCCCAGGAGATAAAATGGAGTGGATGGGA
TACATAACCTACAGTGGTAGCACTAGCTACAACCCATCTCTCAAAAGTC
GAATCTCCATTACTAGAGACACATCGAAGAATCAGTTCTTCCTGCAGTT
GAACTCTGTAACTTCTGAGGACACAGCCACATATTACTGTGCTATAACA
ACCTTT |
TATTACTGGGGCCAAGGAGTCATGGTCACTGTCAGCTCAGCGTCCACCA
AGGGCCCATCGGTCTTCCCCCTGGCACCCTCCTCCAAGAGCACCTCTGG
GGGCACAGCGGCCCTGGGCTGCCTGGTCAAGGACTACTTCCCCGAACCG
GTGACGGTGTCGTGGAACTCAGGCGCCCTGACCAGCGGCGTGCACACCT
TCCCGGCTGTCCTACAGTCCTCAGGACTCTACTCCCTCAGCAGCGTGGT
GACCGTGCCCTCCAGCAGCTTGGGCACCCAGACCTACATCTGCAACGTG
AATCAC
AAGCCCAGCAACACCAAGGTGGACAAGAAAGTTGAGCCCAAATCTTGTG
ACAAAACTCACACATGCCCACCGTGCCCAGCACCTGAACTCCTGGGGGG
ACCGTCAGTCTTCCTCTTCCCCCCAAAACCCAAGGACACCCTCATGATC
TCCCGGACCCCTGAGGTCACATGCGTGGTGGTGGACGTGAGCCACGAAG
ACCCTGAGGTCAAGTTCAACTGGTACGTGGACGGCGTGGAGGTGCATAA
TGCCAAGACAAAGCCGCGGGAGGAGCAGTACAACAGCACGTACCGGGTG
GTCAGT
CGTCCTCACCGTCCTGCACCAGGACTGGCTGAATGGCAAGGAGTACAAG
GCAAGGTCTCCAACAAAGCCCTCCCAGCCCCCATCGAGAAAACCATCTC
CAAAGCCAAAGGGCAGCCCCGAGAACCACAGGTGTACACCCTGCCCCCA
TCCCGGGATGAGCTGACCAAGAACCAGGTCAGCCTGACCTGCCTGGTCA
AAGGCTTCTATCCCAGCGACATCGCCGTGGAGTGGGAGAGCAATGGGCA
GCCGGAGAACAACTACAAGACCACGCCTCCCGTGCTGGACTCCGACGGC
TCCTTC
TTCCTCTACAGCAAGCTCACCGTGGACAAGAGCAGGTGGCAGCAGGGGA
ACGTCTTCTCATGCTCCGTGATGCATGAGGCTCTGCACAACCACTACAC
GCAGAAGAGCCTCTCCCTGTCTCCGGGTAAATGA

50
100
150
200
250
300
350
400
450
500
550
600
650
700
750
800
850
900
950
1000
1050
1100
1150
1200
1250
1300



Seq. #33: ch11B7g2

1

51
101
151
201
251
301
351
401
451
500
551
601
651
701
751
800
851
901
951
1001
1051
1101
1151
1200
1251
1301

GAGGTGCAGCTTCAGGAGTCAGGACCTGGCCTTGTGAAACCCTCACAGT
CACTCTCCCTCACCTGTTCTGTCACTGGTTACTCCATCACTAGTAATTA
CTGGGGCTGGATCCGGAAGTTCCCAGGAGATAAAATGGAGTGGATGGGA
TACATAACCTACAGTGGTAGCACTAGCTACAACCCATCTCTCAAAAGTC
GAATCTCCATTACTAGAGACACATCGAAGAATCAGTTCTTCCTGCAGTT
GAACTCTGTAACTTCTGAGGACACAGCCACATATTACTGTGCTATAACA
ACCTTT

TATTACTGGGGCCAAGGAGTCATGGTCACTGTCAGCTCAGCGTCCACCA
AGGGCCCATCGGTCTTCCCCCTGGCGCCCTGCTCCAGGAGCACCTCCGA
GAGCACAGCCGCCCTGGGCTGCCTGGTCAAGGACTACTTCCCCGAACCG
GTGACGGTGTCGTGGAACTCAGGCGCTCTGACCAGCGGCGTGCACACCT
TCCCAGCTGTCCTACAGTCCTCAGGACTCTACTCCCTCAGCAGCGTGGT
GACCGTGCCCTCCAGCAACTTCGGCACCCAGACCTACACCTGCAACGTA
GATCAC

AAGCCCAGCAACACCAAGGTGGACAAGACAGTTGAGCGCAAATGTTGTG
TCGAGTGCCCACCGTGCCCAGCACCACCTGTGGCAGGACCGTCAGTCTT
CCTCTTCCCCCCAAAACCCAAGGACACCCTCATGATCTCCCGGACCCCT
GAGGTCACGTGCGTGGTGGTGGACGTGAGCCACGAAGACCCCGAGGTCC
AGTTCAACTGGTACGTGGACGGCGTGGAGGTGCATAATGCCAAGACAAA
GCCACGGGAGGAGCAGTTCAACAGCACGTTCCGTGTGGTCAGCGTCCTC
ACCGTT

GTGCACCAGGACTGGCTGAACGGCAAGGAGTACAAGTGCAAGGTCTCCA
ACAAAGGCCTCCCAGCCCCCATCGAGAAAACCATCTCCAAAACCAAAGG
GCAGCCCCGAGAACCACAGGTGTACACCCTGCCCCCATCCCGGGAGGAG
ATGACCAAGAACCAGGTCAGCCTGACCTGCCTGGTCAAAGGCTTCTACC

CCAGCGACATCGCCGTGGAGTGGGAGAGCAATGGGCAGCCGGAGAACAA .

CTACAAGACCACACCTCCCATGCTGGACTCCGACGGCTCCTTCTTCCTC
TACAGC
AAGCTCACCGTGGACAAGAGCAGGTGGCAGCAGGGGAACGTCTTCTCAT
GCTCCGTGATGCATGAGGCTCTGCACAACCACTACACGCAGAAGAGCCT
CTCCCTGTCTCCGGGTAAATGA

Seq. #34: ch11D5k

1
51

GACATCCAGATGACCCAGTCTCCATCCTCCATGTCTACATCTCTGGGAG
ACAGAGTCACCATTACTTGCCGGGCAAGTCAAGACATTGGAAATTATTT

50
100

50
100
150
200
250
300
350
400
450
500
550
600
650
700
750
800
850
900
950
1000
1050
1100
1150
1200
1250
1300



101
151
201
251
301
351
401
451
500
551
601

-9-

AAGCTGGTTCCAACAGAAAGTAGGGAAATCTCCTAGGCGTATGATTTAT
GGTGCAATCAAGTTGGCAGTTGGGGTCCCATCAAGGTTCAGTGGAAGTA
GGTCTGGATCAGATTATTCTCTGACCATCAGCAGCCTGGAGTCTGAAGA
TATG
GCGATCTATTACTGTCTACAGTATATACAGTTTCCGCTCACGTTCGGTT
CTGGGACCAAGCTGGAGCTGAAACGTACGGTGGCTGCACCATCTGTCTT
CATCTTCCCGCCATCTGATGAGCAGTTGAAATCTGGAACTGCCTCTGTT
GTGTGCCTGCTGAATAACTTCTATCCCAGAGAGGCCAAAGTACAGTGGA
AGGTGGATAACGCCCTCCAATCGGGTAACTCCCAGGAGAGTGTCACAGA
GCAGGACAGCAAGGACAGCACCTACAGCCTCAGCAGCACCCTGACGCTG
AGCAAA
GCAGACTACGAGAAACACAAAGTCTACGCCTGCGAAGTCACCCATCAGG
GCCTGAGCTCGCCCGTCACAAAGAGCTTCAACAGGGGAGAGTGTTAG

Seq. #35: ch11D5gl

1

51
101
151
201
251
301
351
401
451
500
551
601
651
701
751
800
851
901
951
1001
1051
1101
1151
1200
1251
1301

GAGGTGCAACTTCAGGAGTCAGGACCTGGCCTTGTGAAACCCTCACAGT
CACTCTCCCTCACCTGTTCTGTCACTGGTTATTCCATCACTAGTAATTA
CTGGGGCTGGATCCGGAAGTTCCCAGGAAATAAAATGGAGTGGATTGGA
CACATAACCAACAGTGGTAACACTACCTACAATCCATCTCTCAAAAGTC
GAATCTCCATTAGTAGAGACACATCGAGGAATCAGTTCTTCCTGCAGTT
GAACTCTGTGACTACTGAGGACACAGCCACATATTACTGTGCAAAAGGA
GCGTTT
GATTACTGGGGCCAAGGAGTCATGGTCACTGTCAGCTCAGCGTCCACCA
AGGGCCCATCGGTCTTCCCCCTGGCACCCTCCTCCAAGAGCACCTCTGG
GGGCACAGCGGCCCTGGGCTGCCTGGTCAAGGACTACTTCCCCGAACCG
GTGACGGTGTCGTGGAACTCAGGCGCCCTGACCAGCGGCGTGCACACCT
TCCCGGCTGTCCTACAGTCCTCAGGACTCTACTCCCTCAGCAGCGTGGT
GACCGTGCCCTCCAGCAGCTTGGGCACCCAGACCTACATCTGCAACGTG
AATCAC
AAGCCCAGCAACACCAAGGTGGACAAGAAAGTTGAGCCCAAATCTTGTG
ACAAAACTCACACATGCCCACCGTGCCCAGCACCTGAACTCCTGGGGGG
ACCGTCAGTCTTCCTCTTCCCCCCAAAACCCAAGGACACCCTCATGATC
TCCCGGACCCCTGAGGTCACATGCGTGGTGGTGGACGTGAGCCACGAAG
ACCCTGAGGTCAAGTTCAACTGGTACGTGGACGGCGTGGAGGTGCATAA
TGCCAAGACAAAGCCGCGGGAGGAGCAGTACAACAGCACGTACCGGGTG
GTCAGC
GTCCTCACCGTCCTGCACCAGGACTGGCTGAATGGCAAGGAGTACAAGT
GCAAGGTCTCCAACAAAGCCCTCCCAGCCCCCATCGAGAAAACCATCTC
CAAAGCCAAAGGGCAGCCCCGAGAACCACAGGTGTACACCCTGCCCCCA
TCCCGGGATGAGCTGACCAAGAACCAGGTCAGCCTGACCTGCCTGGTCA
AAGGCTTCTATCCCAGCGACATCGCCGTGGAGTGGGAGAGCAATGGGCA
GCCGGAGAACAACTACAAGACCACGCCTCCCGTGCTGGACTCCGACGGC
TCCTTC
TTCCTCTACAGCAAGCTCACCGTGGACAAGAGCAGGTGGCAGCAGGGGA
ACGTCTTCTCATGCTCCGTGATGCATGAGGCTCTGCACAACCACTACAC
GCAGAAGAGCCTCTCCCTGTCTCCGGGTAAATGA

150
200
250
300
350

400

450
500
550
600
650

50

100
150
200
250
300
350
400
450
500
550
600
650
700
750

-800

850

800

950

1000
1050
1100
1150
1200
1250
1300



-10-

Seq. #36: ch11D5g2

51
101
151
201
251
301
351
401
451
500
551
601
651
701
751
800
851
901
951
1001
1051
1101

GAGGTGCAACTTCAGGAGTCAGGACCTGGCCTTGTGAAACCCTCACAGT
CACTCTCCCTCACCTGTTCTGTCACTGGTTATTCCATCACTAGTAATTA
CTGGGGCTGGATCCGGAAGTTCCCAGGAAATAAAATGGAGTGGATTGGA
CACATAACCAACAGTGGTAACACTACCTACAATCCATCTCTCAAAAGTC
GAATCTCCATTAGTAGAGACACATCGAGGAATCAGTTCTTCCTGCAGTT
GAACTCTGTGACTACTGAGGACACAGCCACATATTACTGTGCAAAAGGA
GCGTTT A
GATTACTGGGGCCAAGGAGTCATGGTCACTGTCAGCTCAGCGTCCACCA
AGGGCCCATCGGTCTTCCCCCTGGCGCCCTGCTCCAGGAGCACCTCCGA
GAGCACAGCCGCCCTGGGCTGCCTGGTCAAGGACTACTTCCCCGAACCG
GTGACGGTGTCGTGGAACTCAGGCGCTCTGACCAGCGGCGTGCACACCT
TCCCAGCTGTCCTACAGTCCTCAGGACTCTACTCCCTCAGCAGCGTGGT
GACCGTGCCCTCCAGCAACTTCGGCACCCAGACCTACACCTGCAACGTA
GATCAC
AAGCCCAGCAACACCAAGGTGGACAAGACAGTTGAGCGCAAATGTTGTG
TCGAGTGCCCACCGTGCCCAGCACCACCTGTGGCAGGACCGTCAGTCTT
CCTCTTCCCCCCAAAACCCAAGGACACCCTCATGATCTCCCGGACCCCT
GAGGTCACGTGCGTGGTGGTGGACGTGAGCCACGAAGACCCCGAGGTCC
AGTTCAACTGGTACGTGGACGGCGTGGAGGTGCATAATGCCAAGACAAA
GCCACGGGAGGAGCAGTTCAACAGCACGTTCCGTGTGGTCAGCGTCCTC
ACCGTT
GTGCACCAGGACTGGCTGAACGGCAAGGAGTACAAGTGCAAGGTCTCCA
ACAAAGGCCTCCCAGCCCCCATCGAGAAAACCATCTCCAAAACCAAAGG

50
100
150
200
250
300
350
400
450
500
550
600
650
700
750
800
850
900
950
1000
1050
1100
1150



1151
1200
1251
1301

-11-

GCAGCCCCGAGAACCACAGGTGTACACCCTGCCCCCATCCCGGGAGGAG
ATGACCAAGAACCAGGTCAGCCTGACCTGCCTGGTCAAAGGCTTCTACC
CCAGCGACATCGCCGTGGAGTGGGAGAGCAATGGGCAGCCGGAGAACAA
CTACAAGACCACACCTCCCATGCTGGACTCCGACGGCTCCTTCTTCCTC
TACAGC
AAGCTCACCGTGGACAAGAGCAGGTGGCAGCAGGGGAACGTCTTCTCAT
GCTCCGTGATGCATGAGGCTCTGCACAACCACTACACGCAGAAGAGCCT
CTCCCTGTCTCCGGGTAAATGA

1200
1250
1300



-1 2_

Chimerizaion Amino acid sequnces

Seq. #37: 11B7 LC kappa

DIQMTQAPSSLPASLGDRVTITCRA 25

1

50
75

SQDIGNYLRWFQQEKPGKSPRLMISG
ATNLAAGVPSRFSGSRSGSDYSLTI
SSLESEDMADYYCLQSKESPWTFGG 100
GTKLELEKRTVAAPSVFIFPPSDEQOQL 125

25

51
76

101
126

KSGTASVVCLLNNFYPREAKVQWEKYV 150

151 DNALQSGNSQESVTEQDS SEKDSTYSL 200

SSTLTLSKADYEKHEKVYACEVTHQG 225
LSSPVTKSFNRGETC

176

250

201

Seq. #38: 11B7-HCgammal

EVQLQESGPGLVKPSQSLSLTCSVT 25

1

50
75

GYSITSNYWGWIRKFPGDKMEWMGY
NQFFLQLNSVTSEDTATYYCAITTTF 100

25
51
76

ITYSGSTSYNPSLEKSRISITRDTSK

101 YYWGQGVMVTVSSASTKGPSVFPLA 125

126

PSSKSTSGGTAALGCLVIKDYPFPETPV 150

TVSWNSGALTSGVHTFPAVLQSSGIL 200

151
176

YSLSSVVTVPSSSLGTQTYICNYVNH 225
KPSNTKVDIKKVEPKSCDKTHTCZPZPC 250

201
226

PAPELLGGPSVFLFPPKPIKDTLMTIS 275

RTPEVTCVVVDVSHEDPEVEKFNWYV 300

251
301

325
350
375

DGVEVHNAKTEKPREEQYNSTYRVVS
RDELTKNQVSLTCLVIXKGFYPSDTIA AV 400

326 VLTVLHQDWLNGEKEYKCKVSNEKALP
350 APIEKTISKAKGQPREPQVYTLZPPS

376

401 EWESNGQPENNYKTTPPVLDSDGSTF 425

426
451

FLYSKLTVDKSRWQOGNVFSCSVMH 450

EALHNHYTOQKSLSLSPGK



-13-

Seq. #39: 11B7 HC gamma?2

EVOQOLQESGPGLVKPSQSLSLTCSVT 25

GYSITSNYWGWIRKPFPGDEKMEWMGY

1
25

50
75

NQFFLQLNSVTSEDTATYYCAITTTF 100

ITYSGSTSYNPSLKSRISITRDTSK

51
76

YYWGQGVMVTVSSASTKGPSVFPLA 125

101
126
151

PCSRSTSESTAALGCLVKDYFPEPV 150

TVSWNSGALTSGVHTFPAVLQSSGL 200
176 Y SLSSVVTVPSSNFGTQTYTCNVDH 225

201
226
251
301

KPSNTKVDKTVERKCCVECPPCPAP 250

PVAGPSVFLFPPKPKDTLMISRTZPE 275

300

VTCVVVDVSHEDPEVQFNWYVDGYVE
VHNAKTKPREEQFNSTFRVVSVLTV 325

VHQDWLNGE RKEYKCKVSNKGLPAPTIE 350

326
350
376

KTISKTKGQPREPQVYTLPPSREEM 375

TKNQVSLTCLVKGFYPSDIA VEWES 400
401 NGQOQPENNYKTTPPMLDSDGSFFLYS S 425

426
451

KLTVDKSRWOQQGNVFSCSVMHEALH 450

NHYTQKSLSLSUPGK

Seq. #40: 11DS LC kappa

1

25

DIQMTQSPSSMSTSLGDRVTITCRA

50
75

SQDIGNYLSWFQQKVGKSPRRMIYG
AIKLAVGVPSRFSGSRSGSDYSLTTI
SSLESEDMAIYYCLQYIQFPLTFGS 100

25

51
76

GTKLELKRTVAAPSVFIFPPSDEQL 125

101
126
151
176

KSGTASVVCLLNNFYPREAKVQWEKYV 150

DNALQSGNSQESVTEQDSKDSTYSL 200

SSTLTLSKADYEKHEKVYACEVTHQOQG 225

LSSPVTKSFNRGESQC

250

201



-14-

Seq. #41: 11D5 HC gammal

EVQLQESGPGLVKPSQSLSLTCSVT 25

1

50
75

GYSITSNYWGWIRKFPGNKMEWTIGH
NQFFLQLNSVTTEDTATYYCAKGATF 100
DYWGQGVMVTVSSASTKGPSVFPLA 125

25

ITNSGNTTYNPSLKSRISISRDTS SR

51

76

101
126
151

PSSKSTSGGTAALGCLVKDYFPEPV 150

TVSWNSGALTSGVHTFPAVLQSSGL 175
176 Y SLSSVVTVPSSSLGTQTYICNVNH 200

KPSNTKVDKKVEPKSCD KTHTCPPC 225

201
226
251
276

PAPELLGGPSVFLFPPKPEKDTLMIS 250

RTPEVTCVVVDVSHEDPEVKFNWYV 275

300
325
350

DGVEVHNAKTEIKPREEQYNSTYRVVS
RDELTKNOQVSLTCLVKGFYPSDIAV 375

301 VLTVLHQDWLNGEXKEYKCKVSNEKALYP

326

APIEKTISKAKGQPREPQVYTLZPPS

350
376
401
426

EWESNGQPENNYKTTPPVLDSDGSTF 400

FLYSKLTVDEKSRWQQGNVFSCSVMH 425

450

EALHEHNHYTOQKSLSLSPGK

Seq. #42: 11D5 HC gamma?2

EVQLQESGPGLVKPSQSLSLTCSVT 25

1

50
75

NQFFLOQLNSVTTEDTATYYCAKGATF 100

GYSITSNYWGWIREKFPGNEKMEWTIGH

25

ITNSGNTTYNPSLKSRISISRDTS SR

51
76

DYWGQGVMVTVSSASTKGPSVFPLA 125

101
126
151
176
201
226

PCSRSTSESTAALGCLVEKDYFPEPV 150

TVSWNSGALTSGVHTFPAVLOQSSGL 200
YSLSSVVTVPSSNFGTQTYTCNYVDH 225

KPSNTKVDKTVERKCCVECPPCPAP 250

PVAGPSVFLFPPKPKDTLMISRTZPE 275

251 VT CVVVDVSHEDPEVQFNWYVDGVE 300

301

VHNAKTXKPREEQFNSTFRVVSVLTYV 325

326 VHOQDWLNGEKEYKCKVSNKGLPAPTIE 350

350
376
401

KTISKTKGQPREPQVYTLPPSREEM 375

400

TKNQVSLTCLVKGFYPSDIAVEWES
NGQPENNYKTTPPMLDSDGSFFLYS 425

KLTVDKSRWQQGNVFSCSVMHEALH 450

426

451 NHYTQEKSLSLSPGK



_15_

Humanization Amino Acid Sequnces

Seq. #43: Hum11B7-VLk:

25
50
75

MDMRVPAQLLGLLLLWLRGARCDTIZQ
MTQSPSSLSASVGDRVTITCRASOQD
AAGVPSRFSGSGSGTDFTLTISSLOQ 100

1

25

IGNLRWYQQKPGKAPKLLIYGATNL

51

76

PEDFATYYCLQSKESPWTFGQGTZ KV 125

126 E I K

101

150

Seq. #44: Hum11B7-VH:

25
50
75

TSYNPSLKSRVTISVDTSE KNOQFSLZK 100

MKHLWFFLLLVAAPRWVLSQVQLQOQE
SGPGLVKPSETLSLTCTVSGGSTISS
NYWGWIRQPPGKGLEWIGYITYSGS

1

25

51
76

101 LSSVTAADTAVYYCARTTFYYWGOQG 125

126

150

TLVTYVSS

Seq. #46: Hum11D5-VLk:

25
50
75

MDMRVLAQLLGLLLLCFPGARCDTIDZOQ

1

MTQSPSSLSASVGDRVTITCRASOQD

25

IGNYLSWFQQKPGEKAPKSLIVYGATIK

51

LAVGVPSRFSGSGSGTDFTLTISSL 100

76
101
126

150

FATYYCLQYIQFPLTFGGGTZK 125

Q PED
VETITK
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Seq. #45: Hum11D5-VH:

MKHLWFFLLLVAAPRWYVL

1

SGPGLVKPSETLSLTCTVS

25

NYWGWIRQPPGKGLEWIGHITNSGN 75

51
76

TTYNPSLEKSRTISVDTSZ KNOQFSTLZK 100

101 L SSVTAADTAVYYCARGAFDYWGOQG 125

126

150

TLVTVSS
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Humanization nucleotide sequences

Seq. #47: Hum11B7-VLk (427 bp)

51

101
151
201
251
301
351
401

AATTAAAAGCTAGCAAGCTTGCCACCATGGATATGCGTGTACCTGCACA
GCTGTTAGGACTGCTTCTGCTCTGGCTTAGGGGAGCAAGATGCGACATC
CAGATGACTCAGAGCCCAAGCTCCTTGTCTGCCAGTGTGGGTGATAGGG
TCACCATAACCTGTCGAGCTTCACAGGATATCGGCAACTACCTACGCTG
GTATCAGCAGAAACCGGGCAAAGCCCCAAAGCTGCTGATCTATGGCGCC
ACCAATCTGGCTGCTGGTGTTCCCTCTCGGTTCAGTGGGTCTGGATCAG
GCACAGACTTCACACTCACCATTTCCAGCCTCCAACCCGAGGACTTTGC
GACGTACTACTGCTTGCAGTCCAAGGAATCCCCTTGGACATTTGGGCAA
GGGACTAAGGTGGAGATTAAGCGTACGAATTAAAA

Seq. #48: Hum11B7-VH (429 bp)

51

101
151
201
251
301
351
401

AATTAAGGTACCAAGCTTGCCACCATGAAGCACCTCTGGTTCTTTCTCC
TGCTAGTGGCTGCTCCTCGCTGGGTGTTGAGCCAGGTTCAGTTGCAGGA
ATCTGGACCAGGACTGGTCAAACCCTCTGAGACACTGTCACTGACATGC
ACT
GTGTCAGGTGGCTCCATTTCCTCCAACTATTGGGGCTGGATTCGGCAAC
CTCCGGGAAAAGGGCTTGAGTGGATAGGCTACATCACCTATTCTGGGAG
TACCTCCTACAATCCCAGTCTTAAGAGCAGGGTGACTATCAGCGTAGAC
ACC
TCCAAGAACCAGTTTAGCCTCAAGCTGAGTTCTGTGACTGCAGCGGATA
CAGCCGTCTACTATTGTGCCAGAACCACGTTCTACTATTGGGGTCAGGG
CACATTAGTCACCGTTAGCTCAGCGAATTAA

Seq. #49: Hum11D5-VLK (427 bp)

51
101
151

AATTAAAAGCTAGCAAGCTTGCCACCATGGATATGCGCGTCTTAGCCCA
ACTACTCGGTCTGCTTCTGTTGTGCTTTCCAGGAGCCAGGTGTGACATC
CAGATGACACAGTCCCCTAGTAGCCTGTCTGCGTCTGTAGGCGATCGAG
TGA

50
100
150
200
250
300
350
400

50
100
150
200
250
300
350
400

50
100
150
200



201
251
301
351
401

-18-

CCATTACCTGCAGAGCTTCCCAGGATATTGGCAACTATCTGAGCTGGTT
TCAGCAGAAACCAGGCAAAGCACCCAAGAGTCTCATCTATGGGGCCATC
AAGCTCGCTGTTGGTGTGCCTTCACGGTTTTCCGGATCTGGGTCAGGCA
CAG
ACTTCACTCTGACCATTTCCAGCCTTCAACCGGAAGACTTCGCAACGTA
CTACTGTCTGCAGTACATCCAGTTCCCCTTGACTTTCGGTGGAGGGACA
AAGGTGGAGATAAAGCGTACGAATTAAAA

Seq. #50: Hum11DS-VH (429 bp)

1
51
101
151
201
251
301
351
401

AAATTAAGGTACCAAGCTTGCCACCATGAAGCATCTGTGGTTCTTTCTGC

TGCTTGTGGCTGCTCCTAGGTGGGTGTTAAGCCAGGTTCAGCTCCAGGA
ATCTGGTCCCGGATTGGTGAAACCGAGTGAGACTCTATCCCTGACATGC
ACC
GTTAGTGGAGGCAGTATCTCTAGCAACTATTGGGGCTGGATTCGGCAAC
CACCTGGTAAGGGCCTTGAGTGGATTGGGCACATCACCAACTCTGGGAA
TACCACCTACAATCCCTCCCTGAAATCACGCGTCACGATAAGCGTGGAC
ACT :
TCCAAGAACCAGTTCTCCCTCAAGCTCTCAAGCGTCACAGCAGCGGATA
CAGCCGTATACTACTGTGCAAGAGGGGCCTTTGACTATTGGGGACAGGG
CACATTGGTGACTGTCAGCTCAGCGAATTAA

250
300
350
400

50
100
150
200
250
300
350
400
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Primer
SeqID Primer: Sequence
No
#51 kappa_GSP1 GATGGATGCATTGGTGCAGC
#52 new_kappa_GSP1 | ATAGATACAGTTGGTGCAGC
#53 heavy_GSP1 CAGGGTCACCATGGAGTTA
#54 XhoIl-hGSP2 CCGCTCGAGCGGGCCAGTGGATAGACAGATGG
#55 Xhol-kGSP2 CCGCTCGAGCGGCCGTTTCAGCTCCAGCTTGG
#56 RT-gamma: GCG TGT AGT GGT TGT GCA GAG
#57 RT-gamma2 GGG CTT GCC GGC CGT G
#58 RT-kappa TGG AAC TGA GGA GCA GGT GG
#59 5Blp AGA TAA GCT TTG CTC AGC GTC CAC CAA
GGG CCC ATC GGT
#60 3 AGA TGG ATC CTC ATT TAC CCG GAG ACA
‘Bam(GAG): GGG AGA G
#61 5'Bsi: AGA TAA GCT TCG TAC GGT GGC TGC ACC
ATC TGT CTT CAT
#62 3’Bam(CTT): AGA TGG ATC CCT AAC ACT CTC CCC TGT
' TGA AGC TCT
#63 VL-11B7-5": AGA TAA GCT TGT GCA TTC CGA CAT CCA
GAT GAC CCA GGC TCC
#64 VL-11B7-3": AGA TCG TAC GTT TCA GCT CCA GCT TGG
‘ TGC CTC
#65 VL-11D5-5": AGA TAA GCT TGT GCA TTC CGA CAT CCA
GAT GAC CCA GTC TCC ATC
#66 VL-11D5-3": AGA TCG TAC GTT TCA GCT TGG TCC CAG
#67 VH-11B7/ AGA TAA GCT TGT GCA TTC CGA GGT GCA
11D5-5": GCT TCA GGA GTC AGG
#68 VH-11B7/ AGA TGC TGA GCT GAC AGT GAC CAT GAC
11D5-3": TCC TTG GCC
#69 MOUSE1 GCG AAT TCG CCACCATGG GCA GGG TCC
CGC TGG CCT G
#70 MOUSE2 CAG CCG AGG TAT AGG CTG TCACAG ACA
CAG TCA G
#71 MOUSES GCACCC TGT TAG GGT ACC GGC TGG CAT
ATC
#72 MOUSE4 ATA AGA ATG CGG CCG CTC AGG CTC CGT
CCT CCT GCC CTG
#73 CYNO1 AAT TCG CCACCA TGG CGT GGC GGT GCC
CCAG
#74 CYNO2 CTC TGA CCT CGT GCA GAT GGC AATCTT
CATC
#75 CYNQO3 GTG GCC GCT GCC TGT GTC CTC ATC
#76 CYNO4 ATA AGA ATG C GG CCG CTC AGG CAC CAT

CCT CCT GCC CTG
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#77 MER1 CGG AAT TCG CCA CCATGG GGC CGG CCC
‘ CGC TGC CGC
#78 MER2 TCG GCT GCCATTCTGGCCAACTICC
#79 SKY1 CGG AAT TCG CCACCATGG CGC TGA GGC
GGA GC
#80 SKY2 GCC CTC GAG CTAACAGCT ACT GTG TGG
CAG TAG

Leader Squence

Nucleotide Sequence

Seq #81: 1 ATGGGTGACAATGACATCCACTTTGCCTTTCTCTCCACAGG TGTGCATTCC 52

Amino Acid Sequence

Seq#82: 1M GDNDIHFAFLSTGVHS 17
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Mouse and Cyno AXL

Seq #83: Cyno AXL nucleotide sequence

1

51
101
151
201
251
301
351
401
451
501
551
601
651
701
751
801
851
901
951
1001
1051
1101
1151
1201
1251
1301
1351
1401
1451
1501
1551
1601
1651
1701
1751
1801
1851
1901
1951
2001
12051
2101
2151
2201
2251
2301
2351

ATGGCGTGGCGGTGCCCCAGGATGGGCAGGGTCCCGCTGGCCTGGTGCT
TGGCGCTGTGCGGCTGGGTGTGCATGGCCCCCAGGGGCACACAGGCTGA
AGAAAGTCCTTTCGTGGGTAACCCAGGGAATATCACAGGTGCCCGGGGA
CTCACGGGCACCCTTCGGTGTCAGCTCCAGGTTCAGGGAGAGCCCCCCG
AGGTACACTGGCTTCGGGACGGACAGATCCTGGAGCTCGCGGACAGTAC
CCAGACCCAGGTGCCCCTGGGTGAAGATGAGCAGGATGACTGGATAGTG
GTCAGCCAGCTCAGAATCGCCTCCCTACAGCTTTCCGACGCGGGACAGT
ACCAGTGTTTGGTGTTTCTGGGACATCAGAACTTCGTGTCCCAGCCTGG
CTACGTAGGGCTGGAGGGCTTACCTTACTTCCTGGAGGAGCCTGAGGAC
AGGACTGTGGCCGCCAACACCCCCTTCAACCTGAGCTGCCAAGCCCAGG
GACCCCCAGAGCCCGTGGACCTACTCTGGCTCCAGGATGCTGTCCCCCT
GGCCACAGCTCCAGGTCATGGTCCCCAGCGCAACCTGCATGTTCCAGGG
CTGAACAAGACATCCTCTTTCTCCTGCGAAGCCCATAACGCCAAGGGAG
TCACCACATCCCGCACGGCCACCATCACAGTGCTCCCCCAGCAGCCCCG
TAACCTCCATCTGGTCTCCCGCCAACCCACGGAGCTGGAGGTGGCTTGG
ACTCCAGGCCTGAGCGGCATCTACCCCCTGACCCACTGCACCCTGCAGG
CTGTGCTGTCAGACGATGGGATGGGCATCCAGGCGGGAGAACCAGACCC
CCCAGAGGAGCCCCTCACCTTGCAAGCATCTGTGCCCCCCCACCAGCTT
CGGCTGGGCAGCCTCCATCCTCACACCCCTTATCACATCCGTGTGGCAT
GCACCAGCAGCCAGGGCCCCTCATCCTGGACACACTGGCTTCCTGTGGA
GACGCCGGAGGGAGTGCCCCTGGGCCCCCCTGAGAACATTAGTGCCACG
CGGAATGGGAGCCAGGCCTTCGTGCATTGGCAGGAGCCCCGGGLCGCCCe
TGCAGGGTACCCTGTTAGGGTACCGGCTGGCGTATCAAGGCCAGGACAC
CCCAGAGGTGCTAATGGACATAGGGCTAAGGCAAGAGGTGACCCTGGAG
CTGCAGGGGGACGGGTCTGTGTCCAATCTGACAGTGTGTGTGGCAGCCT
ACACTGCTGCTGGGGATGGACCCTGGAGCCTCCCAGTACCCCTGGAGGC
CTGGCGCCCAGGGCAAGCACAGCCAGTCCACCAGCTGGTGAAGGAAACT
TCAGCTCCTGCCTTCTCGTGGCCCTGGTGGTATATACTGCTAGGAGCAG
TCGTGGCCGCTGCCTGTGTCCTCATCTTGGCTCTCTTCCTTGTCCACCG
GCGAAAGAAGGAGACCCGTTATGGAGAAGTGTTCGAGCCAACAGTGGAA
AGAGGTGAACTGGTAGTCAGGTACCGCGTGCGCAAGTCCTACAGTCGCC
GGACCACTGAAGCTACCTTGAACAGCCTGGGCATCAGTGAAGAGCTGAA
GGAGAAGCTGCGGGATGTGATGGTGGACCGGCACAAGGTGGCCCTGGGG
AAGACTCTGGGAGAAGGAGAGTTTGGAGCCGTGATGGAAGGCCAGCTCA
ACCAGGACGACTCCATCCTCAAGGTGGCTGTGAAGACAATGAAGATTGC
CATCTGCACAAGGTCAGAGCTGGAGGATTTCCTGAGTGAAGCAGTCTGC
ATGAAGGAATTCGACCATCCCAATGTCATGAGGCTCATCGGTGTCTGTT
TCCAGGGTTCTGAACGAGAGAGCTTTCCAGCACCTGTGGTCATCTTACC
TTTCATGAAGCATGGAGACCTACACAGCTTCCTCCTCTATTCCCGGCTT
GGGGACCAGCCAGTGTACCTGCCCACTCAGATGCTAGTGAAGTTCATGG
CGGACATCGCCAGTGGCATGGAATATCTGAGTACCAAGAGATTCATACA
CCGGGACCTGGCGGCCAGGAACTGCATGCTGAATGAGAACATGTCCGTG
TGTGTGGCGGACTTCGGGCTCTCCAAGAAGATCTACAACGGGGACTACT
ACCGCCAGGGACGTATCGCCAAGATGCCAGTCAAGTGGATTGCCATTGA
GAGTCTAGCTGACCGTGTCTACACGAGCAAGAGTGATGTGTGGTCCTTC
GGGGTGACAATGTGGGAGATTGCCACAAGAGGCCAAACCCCATATCCAG
GCGTGGAGAACAGCGAGATTTATGACTATCTGCGCCAGGGAAATCGCCT
GAAGCAGCCTGCGGACTGTCTGGATGGACTGTATGCCTTGATGTCGCGG

50
100
150
200
250
300
350
400
450
500
550
600
650
700
750
800
850
900
950
1000

11050

1100
1150
1200
1250
1300
1350
1400
1450
1500
1550
1600
1650
1700
1750
1800
1850
1900
1950
2000
2050
2100
2150
2200
2250
2300
2350
2400



2401

- 2451

2501
2551
2601
2651
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TGCTGGGAGCTAAATCCCCAGGACCGGCCAAGTTTTACAGAGCTGCGGG
AAGATTTGGAGAACACACTGAAGGCCTTGCCTCCTGCCCAGGAGCCTGA
CGAAATCCTCTATGTCAACATGGATGAAGGTGGAGGTTATCCTGAACCT
CCCGGCGCTGCTGGAGGAGCTGACCCCCCAACCCAGCTAGACCCTAAGG
ATTCCTGTAGCTGCCTCACTTCGGCTGAGGTCCATCCTGCTGGACGCTA
TGTCCTCTGCCCTTCCACAGCCCCTAGCCCCGCTCAGCCTGCTGATAGG
GGCTCCCCAGCAGCCCCAGGGCAGGAGGATGGTGCC

Seq #84: Cyno AXL amino acid sequence

1
51
101
151
201
251
301
351
401
451
501
551
601
651
701
751
801
851

MAWRCPRMGRVPLAWCLALCGWVCMAPRGTQAEESPFVGNPGNITGARG
LTGTLRCQLQVQGEPPEVHWLRDGQILELADSTQTQVPLGEDEQDDWIV
VSQLRIASLQLSDAGQYQCLVFLGHQONFVSQPGYVGLEGLPYFLEEPED
RTVAANTPFNLSCQAQGPPEPVDLLWLQDAVPLATAPGHGPQRNLHVPG
LNKTSSFSCEAHNAKGVTTSRTATITVLPQQPRNLHLVSRQPTELEVAW
TPGLSGIYPLTHCTLQAVLSDDGMGIQAGEPDPPEEPLTLQASVPPHQL
RLGSLHPHTPYHIRVACTSSQGPSSWTHWLPVETPEGVPLGPPENISAT
RNGSQAFVHWQEPRAPLQGTLLGYRLAYQGQDTPEVLMDIGLRQEVTLE
LOGDGSVSNLTVCVAAYTAAGDGPWSLPVPLEAWRPGQAQPVHQLVKET
SAPAFSWPWWYILLGAVVAAACVLILALFLVHRRKKETRYGEVFEPTVE
RGELVVRYRVRKSYSRRTTEATLNSLGISEELKEKLRDVMVDRHKVALG
KTLGEGEFGAVMEGQLNQDDSILKVAVKTMKIAICTRSELEDFLSEAVC
MKEFDHPNVMRLIGVCFQGSERESFPAPVVILPFMKHGDLHSFLLYSRL
GDQPVYLPTQMLVKFMADIASGMEYLSTKRFIHRDLAARNCMLNENMSVY
CVADFGLSKKIYNGDYYRQGRIAKMPVKWIAIESLADRVYTSKSDVWSF
GVITMWEIATRGQTPYPGVENSEIYDYLRQGNRLKQPADCLDGLYALMSR
CWELNPQDRPSFTELREDLENTLKALPPAQEPDEILYVNMDEGGGYPEP
PGAAGGADPPTQLDPKDSCSCLTSAEVHPAGRYVLCPSTAPSPAQPADR
GSPAAPGQEDGA

2450
2500
2550
2600
2650

50
100
150
200
250
300
350
400
450
500
550
600
650
700
750
800
850
900



