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Alignments
Majority

16G7 VH protein

hul6GTVHv] protein
hul6G7VHvZ protein
h16G7VHvZ2a protein

hl16G7VHv2aB7 protein EV

h16G7VHv2b protein

h16G7VEv2bHT protein E

h16G7VHV3 protein
h16G7VHv4 protein
hl6G7VHVSV protein
h1lé6G7VHvV5VR protein
hl16G7VHv6a protein
hl16G7VHveb protein
h16G7VHvVT protein

Majority

leG7 VH protein

hul6G7VHvl protein
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h1l6G7VHvZk protein
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h16GT7VHvV3 protein
h16G7VHv4 protein
h16G7VHVSV protein
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hl16G7VHvé6a protein
h1eG7VHvéh protein
h16G7VHvT protein

of the 16G7 mouse/humanized VH:
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Alignments of the 16G7 mouse/humanized VI:
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16G7 VL protein D_[\’LBQSP SSLAVSVGEKVTMSCKSSQSLLDGNDORNY LAWY QOKPGOSPKLLMYWA
h16G7VLvl protein DIVLTQSPSSLAVSVGEKV TL\’{S’,KSSQSLLDGNDQKNYL&NYOQKPGQSPI‘I LpYWA
huléeG7VLv2 protein DIVLTQSPSSLAVSVG F-T@S CRSEQSLLDENDORNY LAWY QOKPGOSPELLIIYWA
huléGT7VLY3 protein DIVLTQSPSSLAVSVGEKVIMSCKSSOSLLDGNDOENYLAWYQOKPGOSPRKLLIYWA

Majority STRESGVPDRESGSGSGTDFTLTISSLOAEDVAVYYCQQEFYDYPRTEFGGGTKLETIKR
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16G7 VL protein STRES ‘/'VDRFEL:SbSUTDHTLTIQSL@AF[‘@A\ Y‘mQQFmYPWT "GGGTKLETIKR
h16G7VLvl protein STRESGVPDRFSGSGSGTDFTLTISSLOAEDVAVYYCQQFYDYPWTFGGGTKLEIKR
hul6G7VLv2 protein STRESGVPDRFSGSGSGTDFTLTISSLOAEDVAVYYCQQFYDYPWTFGGGTKLEIKR
hul6G7VLv3 protein STRESGVPDRFSGSGSGTDFTLTISSLOAEDVAVYYCQQOFYDYPWTFGGGTKLEIKR
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FiG. 6
Name kg(M-1s71) kgi{s™) kp{pM}
hut18G7VHv2a /huteG7VELv2 3x 108 8.33x 104 277
huieGTVHvZo huteGrvViLv2 3.52 x 108 1.07 x 103 303
hutsG7VHVTIhui8GTVLv2 4.89 x 108 143 x 403 293
Chimeric 29x108 54 x10-4 187
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