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Expandlng the binding ability and specificity of anti-HIV antibody KD-247
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Introduction

HIV-1, which has many different clades, has claimed more than 25 million lives in
the last thirty years. Clade B is most common in the United States and Europe,
while non-clade B is more common in other parts of the world, especially sub-
Saharan Africa. Non-clade B strains are responsible for >80% of HIV infections.
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During binding of HIV-1, the third

R Clade B: GPGR hypervariable loop of the gp120
P - protein is expressed. This loop
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clade B and non-clade B.

pC3X-KD-V1 is a

phagemid that
contains the DNA
sequences for the
CDR region of KD-
247.

Phage panning and selection

Phage display was chosen to allow a large number of variants of the library.
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The random variable chain
fragments are tested
sequentially against clade B
and non-clade B V3 loop. The
amount of peptide is
decreased each time to make
the process more selective.
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Results of library variant binding

Phage ELISA-Pan6 XB-->B 50ng
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Colony ID
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Colony ID

Sequence
VIMSCKSSQSLLNSGDOENYLITWNYQO
VIMSCKSSQSGPTYIVERLLPLTNYQQO
VIMSCEKSSQSVPSPPTRPRRLTNYQO
VIMSCKSSQSYPFLPPRTQPLINYQQ
VIMSCKSSQSAARPRERPPALTWYQO
VIMSCKSSQSSPSVSLLLRALTWNYQO
VIMSCKSSQSPPWQPAPQAALTWYQQD
VIMSCKSSQSPPPRPLLOPTLIWYQQ

Conclusion

» This technique did yield single chain
variable fragments of antibodies that
seem to bind better than the wild-type
KD-247 to non-clade B.
Neutralization and other CDR regions
should be tested.

Phage variants were tested for clade B
and non-clade B V3 loop binding using
ELISA. Those colonies that bound well
were sequenced to determine the amino
acid sequence.
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