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Figure 1A
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GACATCCAGATGACCCAGAGCCCARGCAGCCTGAGCGCCAGCGTGEGTCGACAGAGTGACCATCACCTGTAGGGCARGT
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CAGCCAGRAGGACATCGCCACCTACTACTGCCARCAGEETARTACGTTTCCGTACACGTTCGGCCARGGGACCARGGTG

E I K (SEQID No. 1)
GRARATCARA

Fiqure 1B
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CCTAGATCTGGTTATACTGAGTaTARTGAGATATTCAGGGACARGGCCACAATGACTACCGACACCTCCACCAGCACA
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GCCTACATGGAGCTGAGTAGCCTGAGATCTGRGGACRCCEGCAGTCTATTACTGTGCARGTTTTCTGGGACGAGGGGCT

M DY WG QG T TV TV 8§ § (SEQ ID No. 2)
ATGGACTACTGEGGTCARGGARCCACCGTCACCGTCTCCTCA

Figure 1C

DIOMTOSPSSLSASVGDRVT ITCRASQDISNYLAWYQOKPGKAPKLLIYYTSKIHSGVPS
RESGSGSGTDYTEFTISSLOPEDIATYYCQOGN TN PYTFGOGTKVEIKRTVAAPSVFIFPP
SDEQLKSGTASVVCLLNNEFY PREAKVOWKVDNALOSGNSQESVTEQDSKDSTYSLSSTLT
LSKADYEKHEKVYACEVTHQGLSSPVTKSFNRGEC (SEQ!DPkLS)

Figure 1D

QVOLOQSGGELAKPGASVKVSCKASGYTFSSFWMEWVROAPGOGLEW IGYINP
RSGYTEYNEIFRDKATMTTDTSTSTAYMELSS LRSEDTAVY YCASFLGRGEMDY
WGQGTTVTVSSASTKGPSVFPLAPCSRSTSESTARLGCLVKDYFPEPVTVSWNSG
ALTSGVHTFPAVLQSSGLYSLSSVVTVPSSNFGTQTYTCNVDHKPSNTKVDKTV
EPKSSDKTHTCPPCPAPPVAGPSVFLFPPKPKDTLMI SRTPEVTCVVVDVSHEDPE
VOFNWYVDGVEVHNAKTKPREEQAQSTFRVVSVLTVVHQDWLNGKEYRKCKVS
NKGLPAPIEKT ISKTKGQPREPQVYTLPPSREEMTKNQVSLTCLVKGFYPSDIAVE
WESNGQPENNYKTTPPMLDSDGS FFLYSKLTVDKSRHOOGNVFSCSVMHEALH
NHYTQKSLSLSPGK (SEQ ID No. 4)
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Figure 15
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Figure 16
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Figure 17A

ATGGAGTTGCCTGTTAGGCTGTTGETGCTGATETTCTGGATTCCTGgtgaggagagagggaagty
agggaggagaatggacagggagcaggagcactgaatcecattgectcattecatgtattectggeat
gggtgagaagatgggtcttatectccagecatggggectetggggtgaatactigttagagggagg
tteccagatgggaacatgtgetataatgaagattatgaaatggatgectgggatggtctaagtaat
gcctagaagtgactagacacttgeaattcacttttittggtaagaagagatttttaggctataaa
aaaatgttatgtaaaaataaacatcacagttgaaataaaaaaaaatataaggatgttcatgaatt
ttgtgtataactatgtatttctctctcattgtttcagCTTCCTTAAGCGACATCCAGATGACCCA
GAGCCCAAGCAGCCTGAGCGCCAGCGTGGGTGACAGAGTGACCATCACCTGTAGGGCAAGTCAGG
ACATTAGCAATTATTTAGCCIGGEACCAGCAGAAGCCAGGTAAGGCTCCAAAGCTGCTGATCﬂAC
TACACATCAAAAATCCACTCAGGTGTGCCAAGCAGATTCAGCGGTAGCGGIAGCGGTACCGACTA
CACCTTCACCATCAGGAGCCTGCAGCCAGAGGACATCGCCACCTACTACTGCGAACAGGGTAAIA
CGTTTCCGTACACGTTCGGCCAAGGGACCAAGGTGGAAATCAAACgtaagtggatcccgca atte
taaactctgagggggtcggatgacgtggccattctttgcctaaagcattgagtttactgcaaggt
cagaaaagcatgcaaagccctcagaatggectgecaaagagetcecaacaaaacaatttagaacttta
ttaaggaatagggggaagctaggaagaaactcaaaacatcaagattttaaatacgettctiggic
tecttgetataattatetgggataageatgetgtitictgtetgtecctaacatgeectgtgatt
atccgcaaacaacacacccaagggcagaactttgttacttaaacaccatcctgtttgcttctttc
ctcagGAACTGTGGCTGCACCATCTGTCTTCATCTTCCCGCCATCTGATGAGCAGTTGAAATCTG
GAACTGCCTCTGTTGTGTGCCTGCTGAATAACTTCTATCCCAGAGAGGCCAAAGTACAGTGGAAG
GTGGATAACGCCCTCCAATCGGGTAACTCCCAGGAGAGTGTCACAGAGCAGGACAGCAAGGACAG
CACCTACAGCCTCAGCAGCACCCTGACGCTGAGCAAAGCAGACTAGGAGAAACACAAAGTCTACG
CCTGCGAAGTCACCCAmCAGGGCCTGAGCTCGCCCGTCACHRAGAGCTTCAACAGGGGAGAGTGT
TAG SEQ ID No. 27

Figure 17B

GACATCCAGATGACCCAGAGCCCARGCAGCCTGAGCGCCAGCGTGGETGACAGAGTGACCATCAC
CTGTAGGGCRAGTCAGGACATTAGCAATTATTTAGCCTGGTACCAGCAGAAGCCAGGTAAGGCTC
CAAAGCTGCTGATCTACTACACATCAARAATCCACTCAGGTGTGCCAAGCAGATTCAGCGGTAGC
GGTAGCGGTACCGACTACACCTTCACCATCAGCAGCCTCCAGCCAGAGGACATCGCCACCTACTA
CTGCCAACAGGGTAATACGTTTCCGTACACGTTCGGCCAAGGGACCARAGGTGGARAATCRAA

SEQ D No. 29

Figure 17C

CGARCTGTGGCTGCACCATCTGTCTTCATCTTCCCGCCATCTGATGAGCAGTTGAAATCTGGAAC
TGCCTCTGTTGTGTGCCTGCTGAATAACTTCTATCCCAGAGAGGCCARAGTACAGTGGAAGGT GG
ATAARCGCCCTCCAATCGGGTAACTCCCAGGAGAGTGTCACAGAGCAGGARCAGCAAGGACAGCACC
TACAGCCTCAGCAGCACCCTGACGCTGAGCARAGCAGACTACGAGRAACACAAAGTCTACGCCTG
CGAAGTCACCCATCAGGGCCTGAGCTCECCCGTCACARAGAGCTTCAACAGGGGAGAGTET

SEQID No. 31
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Figure 18A

ATGGAGTTGCCTGTTAGGCTGTTGGTGCTCGATGTTCTGGATTCCTGgtgaggagagagggaagtyg
agggaggagaatggacagggagcaggagcactgaatcccattgecteatteccatgtattetggeat
gggtgagaagatgggtcttatectecageatggggectctggggtgaatacttgttagagggagg
ttccagatgggaacatgtgctataatgaagattatgadatggatgectgggatggtectaagtaat
gectagaagtgactagacacttgcaattcactttttttggtaagaagagattittaggetataaa
aaaatgttatgtaaaaataaacatcacagttgaaataaaaaaaaatataaggatgttcatgaatt
ttgtgtataactatgtatttctctctcattgtttcagCTTCCTTAAGCCAGGTCCAGCTTCAGCA
CTCTCEEEECCAACTGECCAAGCCTGGGGCCTCAGTGAAGGTGTCCTGCAAGGC TTCTGGCTACA
CCTTTAGTAGTITCIGGATGCACTGGGTAAGACAGGCCCCTGEACAGGEGTCTGCAATGGATTGGA
TACATIAATCCTAGATCTGGTTATACTGAGTAmAATGAGATATTCAGGGACAAGGCCACAATGAC
TACCGACACCTCGACCAGCACAGCCTACATGGAGCTGAGIAGCCTGAGATCTGAGGACACCGCAG
TCTATTACTGTGCAAGTTTTCTGGGACGAGGGGCTATGGACTACTGGGGTCAAGGAACCACCGTC
AgCGTCTCCTgﬁQgtgagtaagctttctggggcgagccgggcctgactttggctttggggcaggg
agtgggctaaggtgaggcaggtggcgeccagecaggtgecacacccaatgececcgtgageccagacac
tggaccctgcctggaccctcgtggatagacaagaaccgaggggcctctgcgcctgggcccagctc
tgtcccacaccgcggtcacatggcaccacctctcttgcagCCTCCACCAAGGGCCCATCGGTCTT
CCCCCTGGCGCCCTGCTCCAGGAGCACCTCCGAGAGCACAGCGGCCCTGGGCTGCCTGGTCAAGG
ACTACTTCCCCGAACCGGTGACGGTGTCGTGGAACTCAGGCGCTCTGACCAGCGGCGTGCACACC
TTCCCAGCTGTCCTACAGTCCTCAGGACTCTACTCCCTCAGCAGCGTGGTGACCGTGCCCTCCAG
QAACTTCGGC@CCCAGAQCTACACCTGCAACGTAGATCACAAGCCCAGCAACACCAAGGTGGACA
AGACAGTTthgagaggccagctcagggagggagggtgtctgctggaagccaggctcagccctcc
tgecctggacgecaceccggetgtgcageecccagecccagggeageaaggeaggeeccatetgtetee
tcaccegygaggectetgececgeeccactcatgetecagggagagggtettetggettteteccacca
ggctecaggecaggeacaggctgggtgececectacecececaggececttcacacacaggggcaggtgett
ggctcagacctgccaaaagccatateccgggaggaccectgeecocctgacctaagecgaceeccaaagy
ccaaactgtccactcectcagetecggacacettetetecteccagateegagtaacteccaatet
tctctctgcagAGCCCaAATCTTCTGACAAAACTCACACATGCCCACCGTGCCCAGgtaagccag
cccaggcctcgccctccagctcaaggcgggacaggtgccctagagtagcctgcatccagggacag
gccccagctgggtgctgacacgtccacctccatctcttcctcagCACCACCTGTGGCAGGACCGT
CAGTCTTCCTCTTCCCCCCAAAACCCAAGGACACCCTCATGATCTCCCGGACCCCTGAGGTCACG
TGCGTGGTGGTGGACGTGAGCCACGAAGACCCCGAGGTCCAGTTCAACTGGTACGTGGACGGCGT
GGAGGTGCATAATGCCAAGACAAAGECACGGGAGGAGCAGGCCCAGAGCACGTTCCGTGTGGTCA
GCGECCTCACCGTTGTGCACCAGGACTGGCTGAACGGCAAGGAGTACAAGTGCAAGGTCTCCAAC
AAAGGCCTCCCAGCCCCCATCGAGAAAACCATCTCCAAAACCAAAthgggacccgcggggtatg
agggccacatggacagaggceggcteggcccacectetgecctgagagtgacegetgtaccaace
tctgtccctacagGGCAGCCCCGAGAACCACAGGTGTACACCCTGCCCCCATCACGGGAGGAGAT
GACCAAGAACCAGGTCAGCCTGACCTGCCTGGTCAAAGGCTTCTACCCCAGCGACATCGCCGTGG
AGTGGGAGAGCAATGGGCAGCCGGAGAACAACTACAAGACCACACCTCCCATGCTGGACTCCGAC
GGCTCCTTCTTCCTCTACRGCAAGCTCACCGTGGACAAGAGCAGGTGGCAGCAGGGGAACGTCTT
CTCATGCTCCGTGATGCATGAGGCTCTGCACAACCACTACACACAGAAGAGCCTCTCCCTGTCCC
CGGGTRARTGA

SEQID No. 33
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Figure 18B

CAGGTCCRAGCTTCAGCAGTCTGGGGECGAACTEGCCARGLCTGGEGCCTCAGTGAAGGTGTCOTS
CAAGGCTTCTGGCTACACCTTTAGTAGTTTCTGGATGCACTGGGTRAAGACAGGCCCCTGGACAGS
GTCTGGAATGGATTGGATACATTAATCCTAGATCTGGTTATACTGAGTATAATGAGATATTCAGS
GACAAGGCCACAATGACTACCGACACCTCCACCAGCACAGCCTACATGGAGCTGAGTAGCCTGAG
ATCTGAGGACACCGCAGTCTATTACTGTGCAAGTTT TCTGGGACGRGGGGCTAT GGACTACTGEG

GTCAAGGRACCACCGTCACCGTCTCCTCA SEQ IB No. 35

Figure 18C

GCCTCCACCAAGGGCCCATCGGTCTTCCCCCTGGCGCCCTGCTCCAGGAGCACCTCCGAGAGCAL
AGCGGCLCTGGGCTGCCTGGTCARGGACTACTTCCCCGRACCGGTGACGGTGTLGTCGCARACTCAG
GCGCTCTGACCAGCGGCGTGCACACCTTCCCAGCTGTCCTACAGTCCTCAGGACTCTACTCCCTC
AGCAGCGTGGTGACCGTGCCCTCCAGCARACTTCGGCACCCAGACCTACACCTGCAACGTAGATCA
CAAGCCCAGCARCACCAAGGTGGACARGACAGTTGAGCLCAARTCTTCTGACARAACTCACACAT
GCCCACCGTGCCCAGCACCACCTETGGCAGGACCGTCAGTCTTCCICTTCCCCCCARRACCCRAG
GACACCCTCATGATCTCCCGGACCCCTGAGGTCACGTGCGTGGTGGTGGACGTGAGCCACGAAGA
CCCCGAGGTCCAGTTCARCTGGTACGTGGACGGCGTGCAGCTGCATAATGCCAAGACARAAGCCAC
GGGAGGAGCAGGCCCAGAGCACGTTCCGTGTGGTCAGCGTCCTCACCGT TGTGCACCAGGACTGE
CTGARCGGCAAGGAGTACAAGTGCAAGGTCTCCARCAAAGGCCTCCCAGCCCCCATCGAGARRAC
CATCTCCAAAACCAAAGGGCAGCCCCGAGRACCACAGGTGTACACCCTGCCCCCATCACGGGAGG
AGATGACCAAGAACCAGGTCAGCCTGACCTGCCTGGTCARAGGCTTCTACCCCAGCGACATCGCC
GTGGAGTGGGAGAGCRATGGGCAGCCGGAGARCAACTACAAGACCACACCTCCCATGCTEGACTC
CGACGGCTCCTTCTTCCTCTACAGCARGCTCACCGTGGACAAGAGCAGGTGGCAGCAGGGGARCG
TCTTCTCATGCTCCGTGATGCATGAGGCTCTGCACAACCACTACACACAGAAGAGCCTCTCCCTG

TCCCCGGGTAAR SEQ ID No. 37

Figure 18D

GRGCCCAAATCTTCTGACAAMACTCACACATGCCCACCETGCCCA  SEQ D No. 39
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Figure 19A

CAGGTCCAGCTTCAGCAGTCTGGGGGCGRACTEGCCARGCCTGGGGCCTCAGTGARGGTGTCCTG
CAAGGCTTCTGGCTACACCTTTAGTAGTTTCTGGATGCACTGGGTARGACAGGCCCCTGEACAGG
GTCTGGAATGGATTGGATACATTAATCCTAGATCTGGTTATACTGAGTATAATGAGATATTCAGE
CACAAGGCCACARTGACTACCGACACCTCCACCAGCACAGCCTACATGGAGCTGAGTAGCCTGAG
ATCTGAGGACACCGCAGTCTATTACTGTGCARGTTTTCTGGGACGAGGGGCTATGGACTACTGEG
GTCAAGGRAACCACCGTCACCGTCTCCTCAGCCTCCACCAAGGGCCCATCGGETCTTCCCCCTGGCG
CCCTGCTCCAGGAGCACCTCCGAGAGCACAGCGECCCTGGGLTGCCTGETCAAGGACTACTTCCC
CGARCCGGTGACGGTGTCGTGGARCT CAGGCGCTCTGACCAGCGGCGTGCACACCTTCCCAGLTG
TCCTACAGTCCTCAGGACTCTACTCCCTCAGCAGCGTGGTGACCGTGCCCTCCAGCRACTTCGEC
ACCCAGACCTACACCTGCARCGTAGATCACARGCCCAGCAACACCAAGGTGGACAAGACAGTTGA
GCCCARATCTTCTGACAAAACTCACACATGCCCACCGTGCCCAGCACCACCTGTGGCAGGRACCGT
CAGTCTTCCTCTTCCCCCCARRACCCRAGGACACCCTCATGATCTCCCGGACCCCTGAGETCACG
TECETGGTGCTGGACGTGAGCCACGARGACCCCGAGGTCCAGTTCARCTGGTACGTGGACGGCGT
GGAGGTGCATAATGCCAAGACAAAGCCACGGGAGGAGCAGGCCCAGAGCACGTTCCGTGTGGTCA
GCGTCCTCACCGTTGTGCACCAGGACTGGCTGARCGGCAAGGAGTACAAGTGCAAGGTCTCCAAC
ARAGGCCTCCCAGCCCCCATCGAGARRACCATCTCCAARACCARAGGGCAGCCCCGAGAACCRCA
GGTGTACACCCTGCCCCCATCACGGGAGGAGATGACCAAGRACCAGGTCAGCCTGACCTGCCTGG
TCAAAGGCTTCTACCCCAGCGACATCGCCGTGGAGTGGGAGAGCRAATGGGCAGCCGGAGRACARC
TACAAGACCACACCTCCCATGCTGGACT CCGACGGCTCCTTCTTCCTCTACAGCAAGCTCACCGT
GGACARGAGCAGGTGGCAGCAGGGEAACGTCTTCTCATGCTCCGTGATGCATGAGGCTCTGCACA
ACCACTACACACAGAAGAGCCTCTCCCTGTCCCCGGGTARA SEQ ID No. 41

Figure 19B
GACATCCAGATGACCCAGAGCCCAAGCAGCCTGAGCGCCAGCETGGGTGACAGAGTGACCATCAC
CPGTAGGGCARGTCACGACATTAGCAAT TATTTAGCCTGGTACCRAGCAGAAGCCAGGTAAGGCTC
CABAGETGCTGATCTACTACACATCARRARTCCACTCAGGTGTGCCAAGCAGATTCAGCGGTAGC
GGTAGCGGTACCGACTACACCTTCACCATCAGCAGCCTCCAGCCAGRGGACATCGCCACCTACTA
CTGCCARCAGGGTARTACGTTTCCGTACACGTTCGGCCAAGGGACCAAGGTGGARATCAAACGAR
CTGTGGCTGCACCATCTGTCTTCATCTTCCCGCCATCTGATGAGCAGTTGARATCTGGARCTGCC
TCTGTTGTGTGCCTGCTGAATARCTTCTATCCCAGAGAGGCCAAAGTACAGTGGAAGGTGGATAA
CGCCCTCCARTCGGGTARCTCCCAGGAGAGTGTCACAGAGCAGGACAGCARGGACAGCACCTACA
GCCTCAGCAGCACCCTCACGCTGAGCARAGCAGARCTACGAGARACACAAAGTCTACGCCTGCGAA
GTCACCCATCAGGGCCTGAGCTCGCCCGTCACRAARGAGCTTCAACRGGGGAGAGTGT

SEQ ID No. 43

Figure 20A

DIOMTQTTSSLSASLGDRVIISCRASQDISNYLSWYQQKPDGTVKLLIFYTSKLR
SGVPSRFSGSGSGTDYSLTISNLDOEDIATYFCQOGNTFRPYTFGGGTKVEMR

(SEQ ID No. 25):

Figure 20B

QVOLQOSGAELAEPGASVKMSCKASGYTFSSFWMHWVKORPGOGLEWIGYINPRS
GYTECNEIFRDKATMTADTSSSTAYMOLSGLTSEDSAVYYCASFLGRGAMDYWGO

GTSVTVSS  (SEQID No.26):
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Figure 21 A

Integrin Binding ELISA (8-26-03)
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Figure 21B

Integrin Binding ELISA (hu-aV(3) (2-14-2005)
20 |
18 AT
16 A L] [
14 : » //"
£ 12 P //
s e
2 W0 //',(J
S oo V7
o6 ///' < ..._.mﬂecqzhmom 1
o tpne O3] TEG-QZA(N-0)] .ZCDR'JIH?MFFQFR%VI‘BS)(CGU\’)
04 o ,///'/’ - «DHITEG-GZhN-O)VLED 27 RGO} VHIN(CATY) N
02 ’Jgf' —e— tUITEG 2O
=il TR A AR
1 10 00 1000 10000
ngiml




