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[Figure 4]
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[Figure 5]
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[Figure 6]
Full-length PcrV (1-294)
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[Figure 7]
Full-length PcrV (1-294)
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[Figure 8]

Suppression of neutralizing activity with full-length PcrV
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[Figure 9]
Suppression of neutralizing activity with truncated PcrV
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[Figure 10]
(SEQ ID NO: 11, 12)

Heavy Chain

QVQLQQPGAELVKPGASVKLSCKASGYSFTSYWMHWVKQRPGQGLEWIGEINPSN
GRTNYNEKFNTKATLTVDTSSSTAYMQLSSLTSEDSAVYYCVLYGNYVVYYTMDYW

GQGTSVTVSS

Light Chain

QIVLTQSPTIMSASLGEEITLTCSASTSVSYMEWYQQKSGTSPKILIYTTSKLASGVPS
RFSGSGSGTFYSLTISSVEAEDAADYYCHQWRNYPFTFGSGTKLEIKRAD

[Figure 11]
(SEQ ID NO: 13, 14)

Heavy Chain

DVQLQESGPGLVKPSQSLSLTCTVTGYSITSDYAWNWIRQFPGNKLEWMGYITYNG
DTSYNPSLKSRISIARDTSKNQFFLQLNSVTTEDTATYSCAGSRNYYGAWFAYWGQG

TLVTVSA

Light Chain

DIVMTQSHKFMSTSIGDRVSINYKASQYVGTTVAWYQQKSGHSPKLLIYRASTRHTG
VPDRFTGSGSGTDFTLNISNVQSEDLADYFCQQYCSSPLTFGAGTYLEVKRAD /



[Figure 12]
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[Figure 13]
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CDRH1 CDRH2
1:QVOLQQPGAELVKPGASVKLSCKASGYSFTSYWMHWVKQRPGQGLEWIGEINPSNGRTNY
1:QVOLVQSGAEVKKPGASVKVSCKASGYSFTSYWMHWVRQAPGQGLEWMGEINPSNGRTNY
1:QVQLVQSGAEVKKPGASVKVSCKASGYSFTSYWMHWVRQAPGQGLEWMGEINPSNGRTNY

1:QVQLVQSGAEVKKPGASVKVSCKASGYSFTSYWMHWVRQAPGOGLEWMGE INPSNGRTNY
dekdk k_kkk kREKERE RERRRAAARAEEAAIAS h Kkkkdkk Akkkhkhkhhhdh

CDRH3
1:NERKFNTKATLTVDTSSSTAYMQLSSLTSEDSAVYYCVLYGNYVVYYTMDYWGQGTSVTVS
1:NERFNTRVTMTRDTSTSTVYMELSSLRSEDTAVYYCARYGNYVVYYTMDYWGQGTTVTVS
1: NEKFNTRVTMTRDTSTSTVYMELSSLRSEDTAVYYCVLYGNYVVYYTMDYWGQGTTVTVS

1:NEKFNTRVTMTRDTSTSTVYMELSSLRSEDTAVYYCVLYGNYVVYYTMDYWGQGTTVTVS
whkdkhk ok Kk kkk Kk Kk _kkkk _hhk kkhk _hkkkkhkdhhkdkkkhd kdkhk

1:S
1:S
1:S
1:S

%*

CDRL1 CDRL2
:QIVLTQSPTIMSASLGEEITLTCSASTSVSYMEWYQQOKSGTSPRKILIYTTSKLASGVPSR
:DIQLTQSPSFLSASVGDRVTITCSASTSVSYMEWYQOKPGKAPKLLIYTTSKLASGVPSR
:DIQLTQSPSFLSASVGDRVTITCSASTSVSYMEWYQORPGKAPKLLIYTTSKLASGVPSR

:DIQLTQSPSFLSASVGDRVTITCSASTSVSYMEWYQQOKPGKAPKLLIYTTSKLASGVPSR
L ddkekdedk | kkd k| ok kkkdhhhkkhhkhhkhhkd Kk kk kkkhkkkkkhkhhkddr
CDRL3

:FSGSGSGTFYSLTISSVEAEDAADYYCHOWRNYPFTFGSGTKLEIKRA
:FSGSGSGTEFTLTISSLOQPEDFATYYCHOWRNYPFTFGQGTKLEIKRA
: FSGSGSGTEFTLTISSLQPEDFATYYCHOWRNYPFTFGQGTKLEIKRA

:FSGSGSGTEFTLTISSLOPEDFATYYCHOWRNYPFTFGQGTKLEIKRA
hkkhhhhkh  _  hhkhk Kk K _RhkRkhkhhhkhhh ddhkhhhohk

Heavy Chain | Light Chain | ka(1/Ms)  kd(1/s) KD(M)
H chimera L chimera | 20 x10° 51 x10™* 26 x 107"
HT LT 1.1x10° 25x10% 22x 107’
HT LB 6.2x 10 40x102 65x 1077
HB LT 14x10% 48x10* 33x107°
HB LB 1.3x10% 42x10* 34x107"
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[Figure 14]
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Heavy Chain | Light Chain | ka(1/Ms)  kd(1/s) KD(M)

H chimera L chimera | 85x10° 23x10™* 27 x107"°
HB LT 54x10° 18x10™* 34x 107"
148M LT 85x10° 12x10* 15x107"°
AB7V LT 75x10° 16x10™* 2.1 x107"°
L69M LT 68x10° 1.7x10* 25x107"°
V71R LT 72x10° 16x10™* 22x107"°
A8V LT 19x10° 46x10° 24 x 107"
V93A LT 20x 10° 51 x10* 26 x 107
L94R LT 6.2x 10* 40x102% 65x 107’

[Figure 15]
SEQ ID NO: 27

QVQLVQSGAEVKKPGASVKVSCKASGYSFTSYWMHWVRQAPGQGLEWMGEINPS
NGRTNYNEKFNTRVITMTRDTSTSTVYMELSSLRSEDTAVYYCVLYGNYVVYYTMDY

WGQGT

[Figure 16]
SEQ ID NO: 28

DIQLTQSPSFLSASVGDRVTITCSASTSVSYMEWYQQKPGKAPKLLIYTTSKLASGVP

SRFSGSGSGTEFTLTISSLQPEDFATYYCHQWRNYPFTFGQGTKLEIK

[Figure 17]

Heavy Chain | Light Chain | ka(1/Ms)  kd(1/s) KD(M)
H chimera L chimera 74x10° 37x10*% 49x107"°
h1F3 H h1F3 L 8.7x10° 33x10™* 38x107°
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[Figure 18]
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[Figure 19]
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