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GGATCTGCGATCGCTCCGGTGCCCGTCAGTGGGCAGAGCGCACATCGCCCACAGTCCCCGAGAAGTTGGGGGGAGGGGTCGGCAATTGAACGGGTGCCTA

GAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCCTTTTTCCCGAGGGTGGGGGAGAACCGTATATAAGTGCAGTAGTCGCC

GTGAACGTTCTTTTTCGCAACGGGTTTGCCGCCAGAACACAGCTGAAGCTTCGAGGGGCTCGCATCTCTCCTTCACGCGCCCGCCGCCCTACCTGAGGCC

GCCATCCACGCCGGTTGAGTCGCGTTCTGCCGCCTCCCGCCTGTGGTGCCTCCTGAACTGCGTCCGCCGTCTAGGTAAGTTTAAAGCTCAGGTCGAGACC

GGGCCTTTGTCCGGCGCTCCCTTGGAGCCTACCTAGACTCAGCCGGCTCTCCACGCTTTGCCTGACCCTGCTTGCTCAACTCTACGTCTTTGTTTCGTTT

TCTGTTCTGCGCCGTTACAGATCCAAGCTGTGACCGGCGCCTACCTGAGATCACCGGTCACCATGGCAGCCGGAACAGCAGTTGGAGCCTGGGTGCTGGT

CCTCAGTCTGTGGGGGGCAGTAGTAGGTGCTCAAAACATCACAGCCCGGATTGGCGAGCCACTGGTGCTGAAGTGTAAGGGGGCCCCCAAGAAACCACCC

CAGCGGCTGGAATGGAAACTGAACACAGGCCGGACAGAAGCTTGGAAGGTCCTGTCTCCCCAGGGAGGAGGCCCCTGGGACAGTGTGGCTCGTGTCCTTC

CCAACGGCTCCCTCTTCCTTCCGGCTGTCGGGATCCAGGATGAGGGGATTTTCCGGTGCCAGGCAATGAACAGGAATGGAAAGGAGACCAAGTCCAACTA

CCGAGTCCGTGTCTACCAGATTCCTGGGAAGCCAGAAATTGTAGATTCTGCCTCTGAACTCACGGCTGGTGTTCCCAATAAGGTGGGGACATGTGTGTCA

GAGGGAAGCTACCCTGCAGGGACTCTTAGCTGGCACTTGGATGGGAAGCCCCTGGTGCCTAATGAGAAGGGAGTATCTGTGAAGGAACAGACCAGGAGAC

ACCCTGAGACAGGGCTCTTCACACTGCAGTCGGAGCTAATGGTGACCCCAGCCCGGGGAGGAGATCCCCGTCCCACCTTCTCCTGTAGCTTCAGCCCAGG

CCTTCCCCGACACCGGGCCTTGCGCACAGCCCCCATCCAGCCCCGTGTCTGGGAGCCTGTGCCTCTGGAGGAGGTCCAATTGGTGGTGGAGCCAGAAGGT

GGAGCAGTAGCTCCTGGTGGAACCGTAACCCTGACCTGTGAAGTCCCTGCCCAGCCCTCTCCTCAAATCCACTGGATGAAGGATGGTGTACCCTTGCCCC

TTCCCCCCAGCCCTGTGCTGATCCTCCCTGAGATAGGGCCTCAGGACCAGGGAACCTACAGCTGTGTGGCCACCCATTCCAGCCACGGGCCCCAGGAAAG

CCGTGCTGTCAGCATCAGCATCATCGAACCAGGCGAGGAGGGGCCAACTGCAGGCTCTGTGGGAGGATCAGGGCTGGGAACTCTAGCCCTGGCCCTGGGG

ATCCTGGGAGGCCTGGGGACAGCCGCCCTGCTCATTGGGGTCATCTTGTGGCAAAGGCGGCAACGCCGAGGAGAGGAGAGGAAGGCCCCGGAAAACCAGG

AGGAAGAGGAGGAGCGTGCAGAACTGAATCAGTCGGAGGAACCTGAGGCAGGCGAGAGTAGTACTGGAGGGCCTTGAGGGGCCCACAGACAGATCCCATC

CATCAGCTCCCTTGCTAGCTGGCCAGACATGATAAGATACATTGATGAGTTTGGACAAACCACAACTAGAATGCAGTGAAAAAAATGCTTTATTTGTGAA

ATTTGTGATGCTATTGCTTTATTTGTAACCATTATAAGCTGCAATAAACAAGTTAACAACAACAATTGCATTCATTTTATGTTTCAGGTTCAGGGGGAGG

TGTGGGAGGTTTTTTAAAGCAAGTAAAACCTCTACAAATGTGGTATGGAATTCTAAAATACAGCATAGCAAAACTTTAACCTCCAAATCAAGCCTCTACT

TGAATCCTTTTCTGAGGGATGAATAAGGCATAGGCATCAGGGGCTGTTGCCAATGTGCATTAGCTGTTTGCAGCCTCACCTTCTTTCATGGAGTTTAAGA

TATAGTGTATTTTCCCAAGGTTTGAACTAGCTCTTCATTTCTTTATGTTTTAAATGCACTGACCTCCCACATTCCCTTTTTAGTAAAATATTCAGAAATA

ATTTAAATACATCATTGCAATGAAAATAAATGTTTTTTATTAGGCAGAATCCAGATGCTCAAGGCCCTTCATAATATCCCCCAGTTTAGTAGTTGGACTT

Me tAl aAl aGl yThr Al aVa l Gl yA l aT rpVa l LeuVa

l LeuSer LeuT rpGl yA l aVa l Va l Gl yA l aGl nAsn I l eThr Al aArg I l eGl yGl uP roLeuVa l LeuLysCysLysGl yA l aP roLysLysP roP ro

Gl nArgLeuGl uT rpLysLeuAsnThr Gl yA rgThr Gl uAl aT rpLysVa l LeuSer P roGl nGl yGl yGl y P roT rpAspSer Va l A l aArgVa l LeuP

r oAsnGl ySer LeuPheLeuP roAl aVa l Gl y I l eGl nAspGl uGl y I l ePheArgCysGl nAl aMe tAsnArgAsnGl yLysGl uThr LysSerAsnTy

r A rgVa l A rgVa l Ty rGl n I l eP roGl yLysP roGl u I l eVa l AspSer Al aSer Gl uLeuThr Al aGl yVa l P roAsnLysVa l Gl yThr CysVa l Ser

Gl uGl ySer Ty rP roAl aGl yThr LeuSer T rpHi s LeuAspGl yLysP roLeuVa l P roAsnGl uLysGl yVa l Ser Va l LysGl uGl nThr A rgArgH

i sP roGl uThr Gl yLeuPheThr LeuGl nSer Gl uLeuMe tVa l Thr P roAl aArgGl yGl yAspP roArgP roThr PheSer CysSer PheSer P roGl

yLeuP roArgHi sArgAl aLeuArgThr Al aP ro I l eGl nP roArgVa l T rpGl uP roVa l P roLeuGl uGl uVa l Gl nLeuVa l Va l Gl uP roGl uGl y

Gl yA l aVa l A l aP roGl yGl yThr Va l Thr LeuThr CysGl uVa l P roAl aGl nP roSer P roGl n I l eHi sT rpMe tLysAspGl yVa l P roLeuP roL

euP roP roSer P roVa l Leu I l eLeuP roGl u I l eGl y P roGl nAspGl nGl yThr Ty rSer CysVa l A l aThr Hi sSer Ser Hi sGl y P roGl nGl uSe

r A rgAl aVa l Ser I l eSer I l e I l eGl uP roGl yGl uGl uGl y P roThr Al aGl ySer Va l Gl yGl ySer Gl yLeuGl yThr LeuAl aLeuAl aLeuGl y

I l eLeuGl yGl yLeuGl yThr Al aAl aLeuLeu I l eGl yVa l I l eLeuT rpGl nArgArgGl nArgArgGl yGl uGl uArgLysAl aP r oGl uAsnGl nG

l uGl uGl uGl uGl uArgAl aGl uLeuAsnGl nSer Gl uGl uP roGl uAl aGl yGl uSer Ser Thr Gl yGl y P ro•••
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AGGGAACAAAGGAACCTTTAATAGAAATTGGACAGCAAGAAAGCGAGCTTCTAGCTTTAGTTCCTGGTGTACTTGAGGGGGATGAGTTCCTCAATGGTGG

TTTTGACCAGCTTGCCATTCATCTCAATGAGCACAAAGCAGTCAGGAGCATAGTCAGAGATGAGCTCTCTGCACATGCCACAGGGGCTGACCACCCTGAT

GGATCTGTCCACCTCATCAGAGTAGGGGTGCCTGACAGCCACAATGGTGTCAAAGTCCTTCTGCCCGTTGCTCACAGCAGACCCAATGGCAATGGCTTCA

GCACAGACAGTGACCCTGCCAATGTAGGCCTCAATGTGGACAGCAGAGATGATCTCCCCAGTCTTGGTCCTGATGGCCGCCCCGACATGGTGCTTGTTGT

CCTCATAGAGCATGGTGATCTTCTCAGTGGCGACCTCCACCAGCTCCAGATCCTGCTGAGAGATGTTGAAGGTCTTCATGATGGCCCTCCTATAGTGAGT

CGTATTATACTATGCCGATATACTATGCCGATGATTAATTGTCAAAACAGCGTGGATGGCGTCTCCAGC T TATCTGACGGTTCACTAAACGAGCTCTGCT

TATATAGACCTCCCACCGTACACGCCTACCGCCCATTTGCGTCAATGGGGCGGAGTTGTTACGACATTTTGGAAAGTCCCGTTGATTTA C T A G TCAAAA

CAAACTCCCATTGACGTCAATGGGGTGGAGACTTGGAAATCCCCGTGAGTCAAACCGCTATCCACGCCCATTGATGTACTGCCAAAACCGCATCATCATG

GTAATAGCGATGACTAATACGTAGATGTACTGCCAAGTAGGAAAGTCCCATAAGGTCATGTACTGGGCATAATGCCAGGCGGGCCATTTACCGTCATTGA

CGTCAATAGGGGGCGTACTTGGCATATGATACACTTGATGTACTGCCAAGTGGGCAGTTTACCGTAAATACTCCACCCATTGACGTCAATGGAAAGTCCC

TATTGGCGTTACTATGGGAACATACGTCATTATTGACGTCAATGGGCGGGGGTCGTTGGGCGGTCAGCCAGGCGGGCCATTTACCGTAAGTTATGTAACG

CC T G C AG G TT AA TTAAGAACATGTGAGCAAAAGGCCAGCAAAAGGCCAGGAACCGTAAAAAGGCCGCGTTGCTGGCGTTTTTCCATAGGCTCCGCCCC

CCTGACGAGCATCACAAAAATCGACGCTCAAGTCAGAGGTGGCGAAACCCGACAGGACTATAAAGATACCAGGCGTTTCCCCCTGGAAGCTCCCTCGTGC

GCTCTCCTGTTCCGACCCTGCCGCTTACCGGATACCTGTCCGCCTTTCTCCCTTCGGGAAGCGTGGCGCTTTCTCATAGCTCACGCTGTAGGTATCTCAG

TTCGGTGTAGGTCGTTCGCTCCAAGCTGGGCTGTGTGCACGAACCCCCCGTTCAGCCCGACCGCTGCGCCTTATCCGGTAACTATCGTCTTGAGTCCAAC

CCGGTAAGACACGACTTATCGCCACTGGCAGCAGCCACTGGTAACAGGATTAGCAGAGCGAGGTATGTAGGCGGTGCTACAGAGTTCTTGAAGTGGTGGC

CTAACTACGGCTACACTAGAAGAACAGTATTTGGTATCTGCGCTCTGCTGAAGCCAGTTACCTTCGGAAAAAGAGTTGGTAGCTCTTGATCCGGCAAACA

AACCACCGCTGGTAGCGGTGGTTTTTTTGTTTGCAAGCAGCAGATTACGCGCAGAAAAAAAGGATCTCAAGAAGATCCTTTGATCTTTTCTACGGGGTCT

GACGCTCAGTGGAACGAAAACTCACGTTAAGGGATTTTGGTCATGGCTAGTTAATTAACATTTAAATC AGCGGCCGCAATAAAATATCTTTATTTTCATT

ACATCTGTGTGTTGGTTTTTTGTGTGAATCGTAACTAACATACGCTCTCCATCAAAACAAAACGAAACAAAACAAACTAGCAAAATAGGCTGTCCCCAGT
GCAAGTGCAGGTGCCAGAACATTTCTCTATCGAA

•••AsnArgThr Ty rLysLeuP ro I l eLeuGl uGl u I l eThr Th

r LysVa l LeuLysGl yAsnMe tGl u I l eLeuVa l PheCysAspP roAl aTyrAspSer I l eLeuGl uArgCysMe tGl yCysP roSer Va l Va l A rg I l e

Ser A rgAspVa l Gl uAspSer Ty rP roHi sArgVa l A l aVa l I l eThrAspPheAspLysGl nGl yAsnSer Va l A l aSer Gl y I l eAl a I l eAl aGl uA

l aCysVa l Thr Va l A rgGl y I l eTyrAl aGl u I l eHi sVa l A l aSer I l e I l eGl uGl yThr LysThr A rg I l eAl aAl aGl yVa l Hi sHi s LysAsnAs

pGl uTy rLeuMe tThr I l eLysGl uThr Al aVa l Gl uVa l LeuGl uLeuAspGl nGl nSer I l eAsnPheThr LysMe t
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4298
4398

141

126

93

59

26


	TechSheet
	Map
	Sequence



