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FIGURE 5

xB7H4 Hybridoma Clones VL SEQ Alignment
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FIGURE 6

Light Chain Variable Domain Sequence
Alignment of xB7H4 m1D11 & h1D11.v1-4 with HuKI
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Highlight framework difference by comparison m1D11 and h1D11.v1-4 to consensus human VL kappa 1
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FIGURE 6 (continued)

Light Chain Variable Domain Sequence
Alignment of xB7H4 m1D11 & h1D11.v1.1-1.9 with HuKI
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FIGURE 7

Heavy Chain Variable Domain Sequence
Alignment of xB7H4 m1D11 & h1D11.v1-4 with HuVH1
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FIGURE 7

Highlight framework difference by comparison m1D11 and h1D11.v1-4 to consensus human VH subgroup 1



v,
®
o
e
I
£
~
o)
=
I
n
2
[
o
A
©
N
=N
N
~—
v,
I}
%
&
e
=
~
o)
=
3
W

FIGURE 7 (continued)

Heavy Chain Variable Domain Sequence
Alignment of xB7H4 m1D11 & h1D11.v1.1-1.9 with HuVH1
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FIGURE 8

Light Chain Variable Domain Sequence
Alignment of xB7H4 m22C10 & h22C10.v1-5 with HuKI
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FIGURE 8 (continued)

Light Chain Variable Domain Sequence
Alignment of xB7H4 m22C10 & h22C10.v2.1-2.8 with HuKI
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FIGURE 9

Heavy Chain Variable Domain Sequence
Alignment of xB7H4 m22C10 & h22C10.v1-5 with HuVH1
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FIGURE 9 (continued)

Heavy Chain Variable Domain Sequence
Alignment of xB7H4 m22C10 & h22C10.v2.1-2.8 with HuVH1
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FIGURE 12
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FIGURE 13
Anti-B7-H4 (9B9) EGF Dylight 488
Dylight 594 (Lysosome marker)
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FIGURE 14
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FIGURE 15
MX-1 triple negative cell line xenograft model
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FIGURE 16
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FIGURE 17
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FIGURE
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FIGURE 19
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