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FIGURE 1

CCARGAATTCGGCACGAGGETGACCCGEGACAGCTETCCTCTCTGACACCACCCCGGCCTGC
CTCTTTGTTGCCATGAGAGCTGCCTACCTCTTCCTECTATTCCTECCTGCAGGCTTECTGSE
CTCAGGGCCAGTATGACCTGEACCCGCTGCCECCATTCCCTGACCACETCCAGTACACCCA
CTATAGCGACCAGATCGACAACCCACGACTACTATGATTATCAAGAGGTCGACTCCTCGRLCCC
TCCOAGGAACAGTTCCAGTTCCAGTCCCAGCAGCAAGTCCAACAGGAAGTCATCCCAGCCC
CAACCCCAGAACCAGGAAATGCAGAGCTGGAGCCCACARGACGCCTAGGCCTCTTGACTECCG
TGAGGAACAGTACCCETGCACCCGCCTCTACTCCATACACAGECCTTGCAAACAGTGTCTC
AACGAGGTCTGCTTCTACAGCCTCCGCCGTGTGTACGTCATTAACAAGGAGATCTGTGTTC
GTACAGTETGTGCCCACGAGGAGCTCCTCCGAGCTGACCTCTETCGGRACAAGTTCTCCAR
ATGTGGCGTEATGECCAGCAGCGGCCTGTGCCAATCCAGTEGCEECCTCCTGTGCCAGGAGT
TETGGCAGCTGCIAGGGTGEICCTEGCATCCTGAGTCCTGGCCCTCCTGEGATCTGEGECC
CTCGGGCCCTGCCTCACCTEETEGCTITITTCCCCATCCCCATGTTCCTTITTATICTGTARR
AAGTTACTEGGACTGCAGCCCTGRAGGTTGCAGECTECGETECCTCAGRCCCCTCCTTCAGC
CTGTGGCCACCTCTGGEGCACCGATGEGEGCTCCCCACTECCCAGTCTGCCCCTCGGGTTGE
GGGAGTATCCCAGGCCTCTCTGTCGECACCTEEECCCCTCGACGEECCTTCTCAGCCCGTTIT
GAGGACAGACAGTCCCCCGAGGTAGECTACATCCCCCCACCCCAGCTEGETCTGCTTGEATT
TCCTACAGCCCCCOTGCECATGGACCACCTTTATTTTATACAAAATTARARACAAGTTTTT
AC
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FIGURE 234

CACTAACGCTCTTCCTAGTCCCCGGECCARCTCGGACAGTTIGCTCATTTATTGCAACGGET
CAAGGCTGGCTTGTGCCAGRACGGCGECECGCGCCACGCACGCACACACACGEGEGGAAACT
TTTTTAAAAATGAARGGCTAGAAGAGCTCAGCGGECERCGCGEECCEGTGCEGCEAGGECTCCE
GAGCTGACTCGCCEAGGCAGGAAATCCOTCCAETCECRACGCCCEGCCCCECTCEGCECCT
GCETGGEATGETECAGCGCTCGCCGCCEGECCCCGAGAGCTGCTECACTGAAGGCCGGCGALC
GATGGCAGCGCGCCCECTECCCETETCCCCCGCCCELGCCCTCCTGCTCGCCCTEECCEGT
GCTCTGCTCECECCCTGCGAGGECCCCGAGGEGTEGAGCTTATGGAACGAAGGARGAGCTGATG
AAGTTGTCAGTGCCTCTGTTCEGAGTGGGEGACCTCTECATCCCAGTGAAGAGCTTCGACTC
CAACAATCATCCAGAAGTGCTGRAATATTCGACTACAACGGEAAAGCAAAGAACTGATCATA
AATCTGGRAAAGABATGAAGETCTCATTGCCAGCAGTTTCACGEAAACCCACTATCTGCAAG
ACGGTACTGATGTCTCCCTCGCTCGAAATTACACGGTAATTCTGGGTCACTGTTACTACCA
TGGACATGTACGECEATATTCTCATTCAGCAGTCAGTCTCAGCACCGTGTITCTEETCTCAGG
GCACTTATTGTETTTGAAAATGAAAGCTATGTCTTAGAACCAATGAAAAGCTGCAACCARCA
GATACAAACTCTTCCCAGCGAAGAAGCTGARRAGCETCCGEGGATCATGTGEATCACATCA
CAACACACCABACCTCGCTCCARRGAATETETT TCCACCACCCTCTCAGACATGGGCAAGA
AGGCATAAAACAGAGACCCTCAAGGCAACTAAGTATCGTCCAGCTGCGTGATCGTGGCAGACA
ACCGAGAGTTTCAGAGGCAAGGAAAAGATCTGCAAAARGTTARGCAGCCATTAATAGAGAT
TGCTAATCACGTTGACAAGTTTTACAGACCACTGAACATTCGGATCETCTTGEGTAGGCGTG
GAAGTGTCGARTGACATCEGACARATGCTCTGTAAGTCAGCGACCCATTCACCAGCCTCCATG
AATTTCTGGACTGGAGCGRAAGATGARGCTTCTACCTCGCAAATCCCATGACAATGCGCAGCT
TGTCAGTGCGGTTTATTTCCAAGGGACCACCATCGGCATCGGCCCCAATCATGAGCATGETAC
ACGGCAGACCAGTCTGGGGEAATTGTCATGCGACCATTCAGACAATCCCCTTGETGCAGCCG
TGACCCTGGCACATGAGCTGGGCCACAATTTCGGGATGAATCATGACACACTGGACAGGGG
CTETAGCTETCAAATGGCGGTTEAGAAAGGAGGCTCGCATCATGAACGCTTCCACCGEGTAC
CCATTTCCCATGETETTCAGCAGTTGCACGCAGGARGGACTTIGGAGACCAGCCTGGAGRAAG
GAATGGGEGGTGTCCCTETTTAACCTGCCCCAAGTCAGEGAGTCTTTCGEGGECCAGARGTG
TGCGAACAGATTTGTGCAAGAAGCAGAGGAGTCTGACTETGGEGAGCCAGAGGAATCTIATG
AATCGCTGCTGCAATGCCACCACCTGTACCCTEAAGCCGGACGCTGTGTGCGCACATGEGC
TGTGCTGTGAAGACTGCCAGCTGAAGCCTECAGGAACAGCGTGCAGGGACTCCAGCAACTC
CTGTEACCTCCCAGAGTTCTGCACAGGGEGECCAGCCCTCACTGCCCAGCCAACGTGTACCTIC
CACGATGGGCACTCATGTCAGGATGTGEGACGGCTACTGCTACAATGECATCTGCCAGACTC
ACGAGCAGCAGTGTGTCACACTCTGEGGACCAGETGCTARACCTGCCCCTGGGATCTGCTT
TGAGAGAGTCAATTCTGCAGETGATCCTTATGECAACTGTGGCARAGTCTCGAAGAGTTCC
TTTGCCAAATGCCAGATGACAGATGCTAAATGTGGAARAATCCAGTGTCAAGGAGGTGCCA
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GCCGECCAGTCATTGGTACCAATGCCGTTTCCATAGAAACAAACATCCCCCTGCAGCAAGE
AGGCCGEATTCTETGCCGEEEEACCCACGTETACTTGERCGATGACATGCCGGACCCAGGR
CITGTGCTTGCAGGCACAAAGTGTGCAGATGGAARAATCTGCCTGAATCGTCAATGTCAAR
ATATTAGTGTCTTTIGGEGTTCACGAGTGTGCAATAGCAGTECCACGGCAGAGGGETATGCAA
CAACAGGAAGAACTGCCACTGCGEAGGCCCACTGGECACCTCCCTTCTGTGACAAGTTTGGC
TTTGCAGGAAGCACAGACAGCGGCCCCATCCGECARAGCAGATARCCARGGTTTAACCATAG
GAATTCTGGTCGACCATCCTETETCTTCTTGCTGCCGEATTTGTEGETTTATCTCAAAAGGAA
GACCTTGATACGACTGCTGTTTACAAATAAGAAGACCACCATTGAAAAACTAAGGTGTGTG
CECCCTTCCCGECCACCCCETGECTTCCAACCCTETCAGGCTCACCTCGGECCACCTTGGAA
ARGGCCTGATCGAGGAAGCCGCCAGATTCCTACCCACCGAAGGACAATCCCAGGAGATTGCT
GCAGTGTCAGAATGCTTCGACATCAGCAGACCCCTCARCGGCCTGAATETCCCTCAGCCCCAG
TCAACTCAGCGAGTGCTTCCTCCCCTCCACCGGGUCCCACGTECACCTAGCGTCCCTGCCA
GACCCCTGCCAGCCAAGCCTECACTTAGGCAGGCCCAGGGERACCTGTAAGCCARACCCCCT
TCAGAAGCCTCTECCTIGCAGATCCTCTEGCCAGAACARCTCGECTCACTCATGCCTTGGCC
AGGACCCCAGGACAATGGCGAGACTGGGCTCCG
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FIGURE 2B

CCTEGCACCCCTCAGACCTECTCCACAATATCCACACCARGTGCCCAGATCCACCCACACC
GCCTATATTAAGTGAGAAGCCGACACCTTTTTTCAACAGTGARGACAGAAGT TTGCACTAT
CTTTCAGCTCCAGTTGGAGTITTTTGTACCAACTTTTAGGATTTTTTTTAATGTTTAAAAC
ATCATTACTATAAGRAACTTTCAGCTACTGCCGTCAGTGCTGTGCTGTGCTATEGTGCTCTG
TCTACTTGCA&AGGTACTTGTAAATTATTAATTTATGCAGAATGTTGATTACAGTGCAGTG
CGCTGTAGTAGGCATTTITACCATCACTEAGTTTTCCATGECAGGAAGGCTTETTGTGCTT
TTAGTATTTTAGTCGAACTTGAAATATCCTGCTTGATGCEATTCTGGACAGGATGTGTTTGC
TTTCTGATCAAGGCCTTATTGGAAAGCAGTCCCCCAACTACCCCCAGCTGTGCTTATGGTA
CCAGATGCAGCTCAAGAGATCCCAAGTAGAATCTCAGTIGATTTTCTGGATTCCCCATCTC
AGGCCAGAGCCAAGGGGCTTCAGETCCAGGCTGTGTTTGGCTTTCAGGGAGGCCCTGETGCC
CCTTGACARCTGGCAGGCAGGCTCCCAGGEACACCTGEGAGAAATCTGGCTTCTGGCCAGE
AAGCTTTGGTGAGAAéCTGGGTTGCAGACAGGAATCTTAAGGTGTAGCCACACCAGGATAG
AGACTGEAACACTAGACAAGCCAGAACTTGACCCTGAGCTGACCAGCCGETGAGCATETITG
GAAGGGGTCTETAGTETCACTCAAGGCGETECTTGATAGAAATGCCAAGCACTTCTITTIC
TCGCTGTCCTTTCTAGAGCACTGCCACCAGTAGGETTATTTAGCTTGGEGAAAGGTGGTGTTT
CTGTARGAAACCTACTGCCCAGGCACTGCAAACCGCCACCTCCCTATACTGCTTGGAGCTG
AGCAAATCACCACAAACTCTAATACAATCATCCTGTATTCAGACAGATGAGGACTTTCCAT
GGGACCACAACTATTTTCAGATGTGAACCATTAACCAGATCTAGTCAATCAAGTCTGTITA
CTGCAAGGTTCAACTTATTAACAATTAGGCAGACTCTTTATGCTTGCAARAACTACAACCA
ATGECAATGTGATGTTCATCGETATAGT TCATGTCTGCTATCATTATTCGTAGATATTGGAC
AAAGRACCTTCTCTATGGGGCATCCTICTTTTTCCARCTTGGCTGCAGGAATCTTTARRAGA,
TGCTTTITAACAGAGTCTGARCCTATTTCTTAAACACTTGCAACCTACCTGTTCGAGCATCAC
AGAATGTGATAAGGAAATCAACTTGCTTATCAACTTCCTARAATATTATGAGATGTGGCTTIC
GGCAGCATCCCCTTGAACTCTTCACTCTTCARATGCCTGACTAGGGAGCCATGTTTCACAA
GETCTTTAAAGTGACTAATGECATGAGAAATACAARARTACTCAGATAAGCTAARATGUCA
TGATGCCTCTGTCTTCTGCGACTGGTTTTCACATTAGAAGACAATTGACAACAGTTACATAL
TTCACTCTCGAGTGTTTTATGAGRAAGCCTTCTTTTGAGGTCAACAGTTTTCCTATGCTTTG
RAACAGAARAATATGTACCAAGAATCTITGETTTGCCTTCCAGAAAACBAALCTGCATTTCA
CTTTCCCGGETGTTCCCCACTGTATCTAGGCAACATAGTATTCATGACTATGGATABACTAR
ACACGTGACACAAACACACACAAMAGGGAACCCAGCTCTAATACATTCCAACTCETATAGC
ATGCATCTGTTTATTCTATAGTTATTAAGTTCTITTARRAATGTARAGCCATGCTGGAAALTA
ATACTGCTGAGATACATACAGRAATTACTGTAACTGATTACACTTGGTAATTGTACTARAGC
CAAACATATATATACTATTAAAAAGGTTTACAGAATTTTATGGTGCATTACGTGGGCATTG
- TCTTTTTAGATGCCCARATCCTTAGATCTGEGCATGTTAGCCCTTCCTCCAATTATAAGAGE
ATATGAACCAAARAAAAAAAARRADAAA
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FIGURE 3

GGAGTTTCAAAGAAGCGCTAGTAAGGTCTCTGAGATCCTTGCACTAGCTACATCCTCAGGS
TAGGAGGAAGATGEGCTTCCAGAAGCATGCGGCTGCTCCTATTGCTGAGCTGCCTEGGCCARA
ACAGGAGTCCTGGETGATATCATCATGAGACCCAGCTETGCTICCTGEATGGTTTTACCACA
AGTCCAATTGCTATEGTTACTTCAGGARAGCTGAGGAACTGETCTGATEGCCGAGCTCCAGTG
TCAGTCTTACGGARACCGAGCCCACCTCGCATCTATCCTGAGTTTAARGGARGCCAGCACC
ATAGCRAGAGTACATAAGTGECTATCAGAGAAGCCAGCCGATATGGATTGGCCTGCACGACT
CACAGAAGAGGCAGCAGTEGCAGTGRATTEATGEGGCCATGTATCTGTACAGATCCTGETC
TGGCAAGTCCATGGGTGGGAACAAGCACTGTGCTG?GATTAGCTCCAATAACAACTTTTTA
ACTTGGAGCAGCAACGAATGCAACARAGCGCCAACACTTCCTGTGCARGTACCGACCATAGA
GCARGAATCARGATTCTGCTAACTCCTGCACAGCCCCGTCCTCTTCCTTTCIGCTAGCCTG
GCTAAATCTGCTCATTATTTCAGAGGGGAAACCTAGCAAACTARAGAGTGATAAGEGCCCTA
CTACACTGGCTTTTTTAGGCTTAGAGACAGAAACTTTAGCATTGGCCCAGTAGTGGCTTCT
AGCTCTAAATGTTTGCCCCECCATCCCTITCCACAGTATCCTTCTTCCCTCCTCCCCTGTC
TCTGGCTETCTCGAGCAGTCTAGAAGAGTGCATCTCCAGCCTATGAAACAGCTEGETCTTT
GOCCATAAGAAGTAAAGATTTGAAGACAGAACGGAAGAAACTCAGGAGTAAGCTTCTAGACC
CCTTCAGCTTCTACACCCTTCTGCCCTCTCTCCATTGCCTGCACCCCACCCCAGCCACTCA
ACTCCTGCTTGTTTTTCCTTTGGCCATAGGAAGGTTTACCAGTAGAATCCTTGCTAGET TG
ATGTGGGECCATACATTCCTTTAATAARCCATTGTGTACATAAAAARAARANAARARRRANA

RAAAAANAAAAARNAANAAAAAADAAADNADNAAADADIANALAAAAAAADLDARNMADNAADLDDAADNAD
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FIGURE 4

GGEGAGCAGAGAGGAGGCAATGGCCACCATGEAGAACAACGTEGATCTGCGCCCTEGGTCCTG
GTGTCCATGCTGECCCTCGGCACCCTGGCCCGAGGCCCAGACAGACGACGTGTACAGTGGCCC
CCCGTGAAAGACAGAATTGTGGTTTTCCTGGTGTCACGCCCTCCCAGTGTGCARATAAGGG
CTGCTGTTTCGACGACACCGTTCGTEEEETCCCCTGGTGCTTCTATCCTAATACCATCGAC
GTCCCTCCAGAAGAGGAGTGTGAATTTEAQACACTTCTGCA@GGATCTGCCTGCATCCTGA
CGCGETGCCATCCCCAGCACGGTGATTAGTCCCAGAGCTCGGCTGCCACCTCCACCGGACA
CCTCAGACACGCTTCTGCAGCTGTGCCTCGECTCACAACACAGATTGACTGCTCTGACTTT
GACTACTCAAAATTGGCCTAAAAATTAAAAGAGCTCGATATTAAADA
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FIGURE 5

AATCCATCTEAGRATATACTGCCACARATACCCTTTITGCTGCTAGTATCCTTERAACTTGEGTTCATEGAGTGT TTTACGCT
GAACGATACCAAACGCCCACAGGCATAARAGGRCCCACTACCCRAACACCAAGACACAGTTCTTCATTCCCTACACCATAAAGA,
GTAAAGGTATAGCAGTARAGAGCAGAGCAAGGTACTCCTGGTCCACCAGGCCCTECTGEGACCTCGAGGGCACCCAGGTCCTTC
TGGACCACCAGGAAAACCAGGCTACGGAAGTCCTGGACTCCAAGGAGAGCCAGGGTTGCCAGGACCACCGGGACCATCAGCT
GTAGGGAAACCAGETCETGCCAGCGACTCCCAGAAAMCCAGGAGAGAGAGEACCATATGGACCAAAAGAAGATGTTAGACCAG
CTGRCCTACCAGGACCCCEERGCCCACCAGAACCACCTGOAATCCCTGGACCEECTEEAATTTCTGTECCAGGRAAACCTAE
ACAACAGGEACCCACAGGAGCCCCAGGACCCAGEEECTTTCCTGGAGAARAGGETGCACCAGGAGTCCCTGETATGAATGGA
CAGARAGGEGAAATUGEATATEETACTCCTEATCETCCAGGTEAGAGGEATCTTCCAGGCCCTCAGEATCCCACAGGACCAT
CTEECCCTCCTEAAGTCEGARAARGAGGTAAAAATCCGGTTCCAGGACAGCCAGGCATCARAGGTGATAGAGGTTTTCCGGGE
AGAANTGEEACCAATTGECCCACCANETCCCCARGGCOUTCCTGEGGAACCAGEACCAGRAGGCATTGGANAGCCAGGAGCT
GCTEGAGCCCCAGGCCAGCCAGGGAT TCCAGEAACAARAGGTCTCCCTEEGEGCTCCAGEAATAGCTGEGCCCCCAGEACCTC
CTAGCTTTEREAAACCAGGCTTGCCAGGCCTEAAGEEAGARAGAGGACCTGCTEGCCT TCCTEECGETCCAGEGTGCCARAAGG
GEAACAAGGEGCCAGCAGETCTTCCTGEEAACCCACATCTGACTGEACCCCCTEGEARTATGERACCCCARGGACCARARGEC
ATCCCEGETAGCCATGETCTCCCAGECCCTARAGETEGAGACACGGCCAGCTGEGCCTGCAGCATACCCTGGGRCTAAGGOATE
ARAGEGETTCCCCTEECTCAGATGRARAACCAGGGTACCCAGEAAMACCAGGTCTCCATEGSTCCTAAGGGTARCCCAGAGTT
ACCAGETCCARARGGTGATCCTGGAGTTEGAGGACCTCCTEG T CTCCCAGGCCCTETEEACCCAGTAGEGAGCAARGEGANTG
CCCGEACACAATACAGAGGCTGGCCCARGAGGTGUCCCTGEAATACCAGETACTAGAGECCCTATTECECCACCAGACATTC
CAGGATTCCCTGEGTCTAARGEGGAT CCAGGARGTCCCEATCCTCCTRECCCAGCTEACATAGCAACTARGGGCCTCAATGG
ACCCACCGOECCACCAGGGCCTCCAGGTCCARGAGECCCCTCTGEGAGAGCCTGGTCTTCCAGRGCCCCCTGGECCTCCAGET
CCACCAGGTCAAGCAGTCATGCCTCAGGCTTTTATAAAGACAGECCAAAGECCCAGTCTTTCTEGEACCCCTCTTGTTAGTG
CCAACCAGGEAETAACAGGAATECCTETATCTACTTTTACTET TATTCTCTCCARAGC TTACCCASCARTAGCARCTCCCAT
ACCATTTGATAAAMNTTTTGTATARCAGECAACRGCATTATEACCCARGEACTGEAATCTT TACTTGTCAGATACCAGGARTA
TACTATTTTTCATACCACGTGCATGTGAAAGGGACTCATATT TEEETAGGCCTGTATARGARTGGCACCCCTETAATGTACK
CCTATGATGAATACACCAAAGECTACCTEGATCAGGCT TCAGGEGAGTGCCATCATCGATCTCACAGAMAATGACCAGETETG
GCTCCAGCTTCCCAATG&CGAGTCAAATGGCCTATACTCCTCTGAGTATGTCCACTCCTCTTTCTCAGGAETCCTAGTGGCT
CCAATGTEARTACACCCCACAGAGCTAATCTAAATCTTETCCTAGAARAAGCATTCTCTAACTCTACCCCACCCTACARAAT
GCATATGRAGGTAGGCTGAAAAGAATETAATTTTTATITTCTGARATACAGATTTGAGCTATCAGACCAACARACCTTCCOC
CTEAAAAGTGAGCACCAACGTAAAAACGTATETCAAGCCTCTCTTGAAT TTCTAGT TAGCAATCTTAAGGCTCTTTARGGTT
TTCTCCAATATTAARARATATCACCAAAGARGTCOTGCTATCTTAAAAACAAACARCAAAAMACAARGCAACANAARAAARR
ATTARRARAAARAACAGAAATAGAGCTCTAAGTTATGTGARATTTGAT TTCACARACTCGGCATTTCCTTITTARAARAGCC
TETTTCTARCTATEAATATGAGAACTTCTAGGAAACATCCAGGAGGTATCATATAACTTTGTAGAACTTAAATACTTGARTA
TTCAAATTTAAARGACACTGTATCCCCTAARATATTICTGATGETGCACTACTCTGACGCCTATATGRCCCCTTTCATCAAT
ATCTATTCAAATATACAGETECATATATACT TGTTAAAGCTCT TATATAAARAAGCCCCAAAATATTGARGTTCATCTGAAA
TGCAAGGTGCTTTCATCAATEAACCTTTTCARRACTTTTCTATGATTGCAGAGAAGCTTTTTATATACCCAGCATAACTTGE
BAACAGGTATCTGACCTATICTTAT T TAGT TAACACAAGTGTGATTAAT TTGATTTC T TTAATTCCTTATTGAATCTTATGT
GATATGATTTTCTGGATTTACAGRACATTAGCACATGTACCTTGTCCCTCCCATTCAAGTAAAGTTATAATTTACACTGAGE
GTTTCARAATTCGACTAGAAGTGCGAGATATATTATTTATTTATGCACTGTACTGTATTTTTATATTCCTGTTTARRACTTTT
AAGCTETECCTCACTTATTAARGCACARAATGTTTTACCTACTCCTTAT TTACGACACAATARAATANCATCAATAGATTTT
TAGACTCGAATTAATTTGAAAGCAGCAATTTGCTGTTCTCAACCATTCTTTCAAGECTTT TCATTCGACACAATAARATAACA
TCAATAGATTTTTAGGEATECETIGCTTT
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FIGURE 6

CATGCCGCTECCGCCECTECTECTETTGCTCCTGECEGCECCTTEGEGEACGEGCAGTTCCC
TGTETCTCTGEGTGGTITGCCTARACCTGCARACATCACCTTCTTATCCATCAACATGAAGA
ATGTCCTACAATCGACTCCACCAGAGGETCTTCAAGGAGTTARAAGTTACTTACACTGTGCA
GTATTTCATATATGGGCAARARGRARATGGCTCGAATAAATCAGAATGCAGARATATCAATAGA
ACCTACTGTGATCTTTCTGCTGAAACTTCTGACTACGAACACCAGTATTATGCCARAGTTA
AGGCCATTTCECGAACARAGTCTTCCARATCEGCTCARAGTGCGACGETTCTATCCTTTTIT
AGAAACACAAATTGGCCCACCAGAGETEGCACTGACTACAGATGAGAAGTCCATTTCTGTT
GTCCTGACAGCTCCAGAGAAGTGCAAGAGAAATCCAGAAGACCTTCCTGTTTCCATGCAAC
ARATATACTCCAATCTGAAGTATAACGTETCTCTGTIGAATACTAAATCAAACAGAACGTG
GTCCCAGTATGTGACCAACCACACGCTEETGCTCACCTGECTEGAGCCEGAACACTCTITAC
TGCETACACGTGEAGTCCTTCGTCCCAGGGECCCCCTCRCCETECTCAGCCTTCTGAGARGC
AGTGTGCCAGGACTTTGAAAGATCAATCATCAGAGTTCAAGGCTARAATCATCTTCTGGTA
TETTTTGCCCATATCTATTACCGTGTTTCTTTITTTCTGTGATGGGCTATTCCATCTACCGA
TATATCCACGTTOGCAARGAGAARACACCCAGCAAATTTGATTTTGATTTATGGAARATGAAT
TTGACAAAAGATTCTTTGTGCCTGCTGARAAARATCGTGATTAACTTTATCACCCTCARTAT
CTCEGATGATTCTAAAATTTCTCATCAGGATATCGAGTTTACTGGGAAARAGCAGTGATGTA
TCCAGCCTTAATCGATCCTCAGCCCAGCEGEAACCTGAGGCCCCCTCAGGAGGAAGAGGAGG
TGAAACATTTAGAGTATGCTTCGCATTTGATGGAAATTTITTTGTGACTCTGAAGARAACAC
GGAAGGTACTTCTCTCACCCAGCAAGAGTCCCTCAGCAGAACAATACCCCCGGATARBRACA
GTCATTGAATATCGAATATGATCTCAGAACCACTGACATTTGTEGCEGEGCCTCAAGAGCAGHE
AGCTCAGTTTGCAGGAGGAGGTCGTCCACACAAGGAACATTATTGGAGT CECAGGCAGCGETT
GECAGTCTTGEGCCCECAAACETTACAGTACTCATACACCCCTCAGCTCCARGACTTAGAC
CCCCTGGCGCAGGAGCACACAGACTCGGAGGAGRAGTCGCAGEGAAGAGCCATCGACGACCC
TCOTCCACTGEGATCCCCAAACTGECAGECTGTGTATTCCTTCGCTETCCAGCTTCGACCA
GGATTCAGAGGGCTGCCAGCCTTCTGAGEGGGCATEGECTCGGAGAGGAGGETCTTCTATCT
AGACTCTATGAGGAGCCGGCTCCAGACAGGCCACCAGGAGAAARTGARACCTATCTCATGC
ARTTCATGGAGGAATCGEGGETTATATGTGCAGATGGAAAACTEATGCCAACACTTCCTTIT
GCCTTITGTTTCCTGTGCAAACAAGTGAGTCACCCCTTTGATCCCAGCCATAAAGTACCTG
GEATGAAAGAAGTTTTTTCCAGTTTGTCACTGTCTGTGAGAR
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FIGURE 7

AGCGGGECETEGEACTGAGCAGTCTGCTGCCCCCCEACATETGACCCAGCCCCACCECCCAT
QCGGEGCTCCCEGCLECCCEECCCTECEECCECTECCECTECOGUCGCTGLTEGCTETTGCTC
CIGGCGGCGCCTTGEAGACGEGCAGTTCCCTCTGTCTCTGGTGGTITGCCTAAACCTGCAA
ACATCACCTTICTTATCCATCAACATGARACGAATGTCCTACARTGEGACTCCACCAGAGGGETCT
TCAAGGAGTTAAAGTTACTTACACTGTGCAGTATTTCATATATGCEGCAARARAGARATGGCTG
AATAAATCAGAATGCAGAAATATCAATAGAACCTACTGTGATCTTTCTGCTGAAACTTCTG
ACTACGAACACCAGTATTATGCCAAAGTTAAGGCCATTTGGGGAACARAGTGETTCCARATS
GGCTGARAGTGGACCETTCTATCCTTTTTTAGAAACACAAATTGGCCCACCAGAGETGGCA
CTGACTACAGATGAGRAGTCCATTTCTGTTGTCCTEGACAGCTCCAGAGAAGTGGAAGAGAR,
ATCCAGRAGACCTTCCTGTTTCCATGCAACARATATACTCCAATCTGAAGTATARCGTIGTC
TGTGTTGAATACTAAATCAAACAGAACGTGGTCCCAGTGTGTGACCAACCACACGCTGGTG
CTCACCTGGCTGGAGCCGARCACTCTTTACTGCETACACGTGCGAGTCCTTCGTCCCAGGGT
CCCCTCECCETGCTCAGCCTTCTGAGAAGCAGTETGCCAGGACTTTGAAAGATCAATCATC
AGAGTTCAAGGCTAAARATCATCTTCTGGTATGTTTTGCCCATATCTATTACCGTGTTTCTY
TTITTCTGTGATGEECTATTCCATCTACCGATATATCCACGTTGGCAAAGAGAARCACCCAG
CAAATTTGATTTTGATTTATGGARATGAATTTCACAARAGATTCTTTGTGCCTGCTGARAR
AATCGTCGATTAACTTTATCACCCTCAATATCTCGGATGATTCTAARATTTCTCATCAGGAT
ATGAGTTTACTGGCAAAAAGCAGTGATGTATCCAGCCTTAATGATCCTCAGCCCAGCGGGA
ACCTGAGGCCCCCTCAGGAGGAAGAGGAGGTGAAACATTTAGGEGTATGCTTCCCATTTGAT
GGARATTTTITGTGACTCTCGAAGARRACACGGAAGGETACTTCTCTCACCCAGCARGAGTCC
CTCAGCAGAACAATACCCCCGGATAAAACAGTCATTGAATATCGAATATGATGTCAGAACCA
CTGACATTTETCCGGEECCTGAAGACGCAGGAGCTCAGTT TGCAGCAGGAGGTIGTCCACACA
AGGAACATTATTGGAGT CGCAGGCAGCEGTTGGCAGTCTTGECGCCCEGCAANCGTTACAGTAC
TCATACACCCCTCAGCTCCAAGACTTAGACCCCCTEGCGCAGGAGCACACACACTCEEAGE
AGGGGCCGGAGGAAGAGCCATCGACGACCCTGETCEACTGGEATCCCCAAACTGECAGGCT
GTGTATTCCTTCGCTETCCAGCTTCCGACCAGGATTCAGAGGGCTGCCGAGCCTTCTGAGGGE
GATGGEGCTCGGAGAGGAGGGTCTTCTATCTAGACTCTATGAGCAGCCEGGCTCCAGACAGGC
CACCAGGAGAAAATGAAACCTATCTCATGCAATTCATGGAGGAATGGGGGTTATATGTGCA
GATGGAAAACTGATGCCAACACTTCCTTTTGCCTTTTGTTTCCTGTGCAARCAAGTGAGTC
ACCCCTTTGATCCCAGCCATAAAGTACCTGGGATGAAAGAAGTTTTTTCCAGTTTGTCAGT
GTICTGTGAGAA
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FIGURE 8

GCTTGGTCTAGTGCCCATTTACTCTRGACTCCGRATGECTGCCGCACGCCTCTGCCTCTCC
CTGCTGCTCCTGTCCACCTGCGTEGUTCTGTTACTACAGCCACTGCTGGETGCCCAGGGEAG
CCCCACTGEAGCCAGTGTACCCAGGEGACAATGCCACACCAGAGCAGATGGCCCAGTATGC
AGCTGATCTCCGTAGATACATCAACATGCTGACCAGGCCTAGGTATGCGGAARAGACACARA
GAGGACACGCTGGRCCTTCTCGEGACTGRGEETCCCCACATECTECTEGTCCCCAGGEAGCTCA
GCCCGCTGGACTTATAATGCCACCTTCIGTCTCCTACGACTCCATGAGCAGCGCCAGCCCA
GCTCTCCCCTCTECACCCTTGECTCTEECCARAGCTTECTCCCTGCTCCCACACAGGCTCA
ATAAAGCAAGTCAAAGCCAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAﬁAAAAAAAAAAAA
AAAAARDRDDARRAAAAAARDAAAARAAAADNAAANADARRARARARARD
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FIGURE 9

GAAGGACAGCAGGGECCAACAGTCACAGCAGCCCTGACCAGAGCATTCCTGGAGCTCAAGCT
CCTCTACAAAGAGGTQGACAGAGAAGACAGCAGAGACC&IQGGACCCCCCTCAGCCCCTCC
" CTGCAGATTGCATGTCCCCTGEARGGAGETCCTGCTCACAGCCTCACTTCTAACCTTCTGG
AACCCACCCACCACTGCCAAGCTCACTATTGAATCCACGCCGTTCAATGTCGCAGAGGGGA
AGGAGGTTCTTCTACTCGCCCACAACCTGCCCCAGAATCCTATTGGTTACAGCTGGTACAR
AGGCGAAAGAGTGGATGGCAACAGTCTAATTGTAGGATATGTAATAGGAACTCAACAAGCT
ACCCCAGGGCCCGCATACAGTGGTCGAGAGACAATATACCCCAATGCATCCCTGCTGATCC
AGAACGTCACCCAGAATGACACAGGATTCTATACCCTACAAGTCATARAGTCAGATCTTGT
GAATCAAGRAGCRACCGEACAGTTCCATGTATACCCEGAGCTGCCCAAGCCCTCCATCTCT
AGCAACAACTCCAACCCCGTEGAGGACAAGCGATGCTGTGGCCTTCACCTGTGAACCTGAGS
TTCAGAACACAACCTACCTGTGETGGGTAAATGGTCAGAGCCTCCCGETCAGTCCCAGECT
GCAGCTGETCCAATGGCAACATGACCCTCACTCTACTCAGCGTCAAARAGGARCCGATGCAGGA
TCCTATGAATGTGAARATACAGAACCCAGCGAGTGCCAACCGCAGTGACCCAGTCACCITCA
ATGTCCTICTATGGCCCAGATGECCCCACCATTTCCCCCTCAAAGGCCAATTACCGTCCAGG
GGAARATCTGAACCTCTCCTGCCACGCAGCCTCTAACCCACCTGCACAGTACTCTTGGTTT
ATCAATGGGACGTTCCAGCAATCCACACAAGAGCTCTITATCCCCAACATCACTCGTCGAATA
ATAGCGGATCCTATATGCTGCCAAGCCCATAACTCAGCCACTEGCCTCAATAGGACCACART
CACGATCATCACAGTCTCTGGAAGTGCTCCTEGTCCTCTCAGCTEGTGECCACCGTCGECATC
ACGATTCGAGTGCTGCCCAGGOTCEGCTCTGATATAGCAGCCCTGETGTATTTTCGATATIT
CACGGAAGACTGGCAGATTGGACCAGACCCTGAATTCTTCTAGCTCCTCCAATCCCATTTTA
TCCCATGGAACCACTAAARACAAGGTCTGCTCTGCTCCTGAAGCCCTATATGCTGGAGATG
GACARACTCAATGAAAATTTAAAGGGCAARACCCTCAGGCCTGAGGTGTEGTGCCACTCAGAGA
CTTCACCTAACTAGAGACAGGCAAACTGCAAACCATGGTGAGAAATTGACGACTTCACACT
ATGGACAGCTTTTCCCAAGATGTCAAAACAAGACTCCTCATCATGATAAGGCTCTTACCCC
CTTTTAATTTGTCCTTGCTTATGCCTGCCTCTTTCEGCTTGGCAGCGATGATGCTGTCATTAG
TATTTCACRAGAAGTAGCTTCAGAGGGTAACTTAACAGAGTATCAGATCTATCTTGTCAAT
CCCAACGTTTTACATAAAATAAGAGATCCTTTAGTGCACCCAGTGACTGACATTAGCAGCA
TCTTTAACACAGCCGTGTGTTCARATCTACAGTGETCCTTITTCAGAGTTGGACTTCTAGAC
TCACCIGTTCTCACTCCCTGTTTTAATTCAACCCAGCCATGCAATGCCAAATAATAGAATT
GCTCCCTACCAGCTGAACAGGGAGCGAGTCTGTGCAGTTTCTGACACTTGTTIGTTGAACATG
GCTAAATACAATGGGTATCGCTGAGACTAAGTTGTAGARATTAACAAATGTGCTGCTTGGT
TAAAATGGCTACACTCATCTGACTCATTCTTTATTCTATTTTAGTTGGNTTGTATCTTGCC
TAAGGTGCGTAGTCCRAACTCTTGGTATTACCCTCCTAATAGTCATACTAGTAGTCATACTC
CCTGETGTAGTGTATTCTCTARAAGCTT TARAATGTCTGCATGCAGCCAGCCATCAAATAGT
GAATGGTCICTCTTTGGCTGGAATTACARAACTCAGAGAARTGTCTCATCAGGAGAACATC
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ATAACCCATGAAGGATAABRAGCCCCARATGETEGTAACTGATAATAGCACTAATGCTTTAA
GATTTGGTCACACTCTCACCTAGGTGAGCGCATTGAGCCAGTGEGTGCATAAATGCTACATA
CTCCAACTGAAATGTTAAGGAAGAAGATAGATCCAATTAAAAAAAMATTAAMAACCAATTTAA
AAAABRAAMAGAACACAGGAGATTCCAGTCTACTTCAGTTAGCATAATACAGADGTCCCCTC
TACTTTAACTTTTACAAAARAGTAACCTGAACTAATCTCATGTTAACCAATGTATTTATTT
CTGTGGTTCTGTTTCCTTGTTCCAATTTGACAAAACCCAéTGTTCTTGTATTGTATTGCCC
AGCGGGCAGCTATCACTGTACTTCTAGAGTGETEGCTGCTTTAATTCATAAATCACAAATAAR
AGCCAATTAGCTCTAAARARBARARA
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FIGURE 10

GACCTCEGEEEECGAGGEECCCCCCAARCTCAGTTCEGATCCTACCCGAGTGAGGCGECECC
AIQGAGCTCCGGGTGCTGCTCTGCT@GGCTTCGTTGGCCGCAGCTTTGGAAGAGACCCTGC
TGAACACAARATTGGRARCTGCTGATCTGAACGTGCGTGACATTCCCTCAGETGGACGGGCA
GTGGGAGGAACTGAGCGGCCTGEGATGAGGAACAGCACAGCETGCGCACCTACGAAGTGTGT
GACGTGCAGCGTACCCCOEECCAGGCCCACTEEGCTTCECACAGGTTEEETCCCACGGCEEG
GCGCCGTCCACGTGTACGCCACGCTGCACTTCACCATECTCGAGTECCTETCCCTGCCTCG
GGCTEGGECECTCCTGCARGGACGACCTTCACCGTCTTCTACTATGAGAGCGATGCGGACACG
GCCACGGCCCTCACGCCAGCCTGCATGGAGAACCCCTACATCAAGGTGEACACGETGECCG
CGGAGCATCTCACCCGGAAGCGCCCTGEGGCCGAGGECCACCGGGAAGGTCGAATGTCAAGAC
GCTGCETCTGEEACCGCTCAGCAAGGCTGEUTTCTACCTEGCCTTCCAGGACCAGGGTGCC
TECATGECCCTGCTATCCCTEGCACCTCTTCTACAAAAAGTGCGCCCAGCTGACTGTGAACC
TGACTCCATTCCCGEAGACTETGCCTCAGEAGCTEETTEGTECCCGTGECCEGTAGCTEUGET
GETGGATGECCETCCCCECCCCTEGCCCCAGCCCCAGCCTCTACTGCCGTGAGGATGGCCAG

. TEGGCCCEAACAGCCAETCACGGECTECAGCTETECTCCGRECTTCCGAGGCAGCTGAGGGGA
ACACCAAGTGCCGAGCCTETGCCCAGCGACACCTTCAAGCCCCTGTCAGGAGAAGGGTCCTG
CCAGCCATGCCCAGCCAATAGCCACTCTAACACCATTGGATCAGCCGTCTGCCAGTGCCGC
GTCEEETACTTCCEGGCACGCACAGACCCCCEGEETGCACCCTGCACCACCCCTCCTTCGE
CTCCGCGGAGCETGETTTCCCEGCCTGAACGEGCTCCTCCCTEGCACCTGGARTGEGAGTGCCCC
CCTGCGAGTCTGGTEECCAAGAGCGACCTCACCTACGCCCTCCGLTGCCGEGAGTGCCGACCC
GGAGGCTCCTGTECGCCCTECEEGEEACGACCTEACTTTTCGACCCCGECCCCCEGGEACCTGE
TGGAGCCCTGGEGTGETGATTCEAGGGCTACGTCCTGACITCACCTATACCTTITCGAGGTCAC
TGCATTGAACGGGGTATCCTCCTTAGCCACGGEGCCCGTCCCATTTGAGCCTGTCAATGTC
ACCACTGACCGAGAGGTACCTCCTGCAGTGTCTGACATCCGGGTGACGCGGTCCTCACCCA
GCAGCTTGAGCCTGECCTEEECTETTCCCCGEGCACCCAGTGEEGCTEGTGCTGGACTACGA
GGTCAAATACCATGAGAAGGECGCCGAGGETCCCAGCAGCETCCGETTCCTGAAGACGTCA
GAAAACCGGGCAGAGCTGCGGGGGC?GAAGCGGGGAGCCAGCTACCTGGTGCAGGTACGGG
CGCGCTCTGAGGCCEECTACGEGCCCTTCGGCCAGGAACATCACAGCCAGACCCAACTGGA
TGAGAGCGAGGGCTGGCGEGAGCAGCTGECCCTGATTECGGECACGGCAGTCETGGGTETG
GTCCTEETCCTGETGGTCATTGTCETCGCAGTTCTCTGCCTCAGEAAGCAGAGCARTGGEGA
GAGALGCAGAATATTCGGACAAACACGGACAGTATCTCATCGGACATGGTACTAAGGTCTA
CATCGACCCCTTCACTTATGAAGACCCTAATGAGEGCTGTCGAGGGAATTTGCAAAAGAGATC
GATGTCTCCTACGTCAAGATTGAAGACGTGATTGCTGCAGGTGAGTTTGGCGAGGTGTGTC
GEGGGCGGCTCAAGGCCCCAGGGAAGARGGAGAGCTETGTGGCAATCAAGACCCTGAAGEG
- TEECTACACGEAGCEGCAGCEGCATGAGTTTCTGAGCCGAGGCCTCCATCATGGECCAGTTIC
GAGCACCCCAATATCATCCGCCTGGAGGGCGTGGTCACCAACAGCATGCCCGTCATGATTC
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TCACAGAGTTCATGGAGRACGGCGCCCTGGACTCCTTCCTGCCGCTARACGACGGACAGTT
CACAGTCATCCAGCTCGTEGECATCCTGCCGGECATCGCCTCGGGCATCGCGETACCTTGCC
GAGATGAGCTACGTCCACCGAGACCTGGCTECTCGCAACATCCTAGTCAACAGCARCCTCG
TCTGCARAGTGTCTGACTTTGECCTTTCCCCGATTCCTGGACGAGAACTCTTCCGATCCCAL
CTACACGAGCTCCCTGGGAGGAAAGATTCCCATCCGATGGACTGCCCCGGAGGCCATTGECC
TTCCGCGAAGTTCACTTCCECCAGTEATGCCTGCGAGTTACGGEGATTGTGATCTGGGAGGETGA
TGICATTTGGGRAGACGCCGTACTGGEGACATGAGCAATCAGCACGTGATCAATGCCATTGA
ACAGGACTACCGGCTCECCCCCGCCCCCAGACTETCCCACCTCCCTCCACCAGCTCATGCTG
GACTGTTGGCAGARAGACCGGAATECCCEECCCCGCTTCCCCCAGETGGTCAGCECCCTGGE
ACARAGATGATCCGGAACCCCGCCAGCCTCAAAATCGTGECCCGGEAGARATGEGCEGGECCTC
ACACCCTCTCCTGEGACCAGCGECAGCCTCACTACTCAGCTTTTGGCTCTGTGGECGAGTEE
CTTCGEGGCCATCAARATGGGAAGATACGAAGARAGTTTCGCAGCCGCTEECTTTGGCTCCT
TCEAGCTGGTCAGCCAGATCTCTGCTGAGCGACCTGCTCCEAATCCRAGTCACTCTEGCEGE
ACACCAGAAGAARATCTTIGGCCAGTGCTCCAGCACATGAAGTCCCAGECCAAGCCGGGAACT
CCEGCTGECACAGGAGGACCEGCCCCCCAGTACTGACCTGCAGGAACTCCCCACCCCAGGE
ACACCGCCTCCCCATTTTCCGGEECAGAGTGGEEACTCACAGAGGCCCCCAGCCCTETGCC
CCECTGGATTECACTTTGAGCCCGTGEEETGAGGAGT TGGCAATTTGGAGAGACAGGATTT
GGGEGTTCTGCCATAATAGGAGGGGAAAATCACCCCCCAGCCACCTCGGEGAACTCCAGAC
CAAGGGTGAGAGCGCCTTTCCCTCAGCGACTGGETCTGACCAGAGGAAAAGGAAGTGCCCAA
CATCTCCCAGCCTCCCCAGGTGCCCCCCTCACCTTGATEGETECGTTCCCGCAGACCAAAG
AGAGTGETGACTCCCTTGCCAGCTCCAGAGTGEEGEECCTGTCUCAGEGGGCAAGAAGGGGT
GTCAGGGCCCAGTCACAAAATCATTGECETTTGTAGTCCCAACTTGCTGCTATCACCACCA
AACTCAATCATTTTTTTCCCTTETAAATGCCOCTCCCCCAGCTGCTGCCTTCATATTGARG
GITTTTGAGTITITGTTTITGGCTCTTAATTTTTICTCCCCETTCCCTTTTTIGTTTCTTCETTT
TETTTTTCTACCGTCCTTGTCATAACTTTIGTIGT TGGAGGGAACCTGTTTCACTATGGCCTC
CTTTGCCCAAGTTEGAARCAGGEGCCCATCATCATETCTGTTTCCAGAACAGTGCCTTGGTC
ATCCCACATCCCCGGACCCCAGUCTGEEACCCCCAAGCTGTGTCCTATGARGGGETETCGER
TCAGGTAGTGAAAAGGECEGTAGTTGETACTEGAACCCAGAAACGCGACGCCAATGCTTGGA
GGEEATTCTTAAATTATATTTARARAAGTAACTTTTTGTATARATAAAAGAAAATGGGACGT
T CCCAAARAARAL D A AAAAAANADAAARAAAANAAAARDAAARARAARNAAARARAACGA
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FIGURE 11

GCTCTATGCCACCTACCTTGCTCTCGCCECTGCTGCCEGCAGCCGAAGCAGAGARGGECAGCE
GGTCCCGTGACCETCCCGAGAGCCCCECGCTCCCGACCAGGGRECGEGGECEECCCCEGEE
AGGGCGGGGCAGGGGCGGGGGGAAGAAAGGGGGTTTTGTGC?GCGCCGGGAGGGCCGGCGC
CCTCTTCCGAATGTCCTGCGRCCCCAGCCTCTCCTCACGCTCGCCCAGTCTCCGCCGCAGT
CTCAGCTGCAGCTECAGGACTGAGCCETGCACCCAGAGGAGACCCCCGGAGGAGGCGACAR -
ACTTCGCAGTGECCECGACCCAACCCCAGCCCTCEGTAGCCTGCAGCATGGCCCAGCTGTTC
CTGCCCCTGCTEGCAGCCUTGETCCTGECCCAGACTCCTGCAGCTTTAGCAGATETTCTGG
AAGGAGACAGCTCAGAGGACCGCECTTTTCGCATGLECATCGCGEECGACGCGCCACTGCA
GEGCETECTCEECEGCECCCTCACCATCCCTTGCCACGTCCACTACCTGCGGCCACCGCCG
AGCCGCCGEELTETGCTEEGCTCTCCGCGEETCAAGTCCGACTTTCCTETCCCEGEELCGEE
AGGCAGAGGTGCTEETEECECEEGEAGTGCECETCAAGGTGAACHAGGCCTACCGETTCCG
COTGGCACTECCTGCETACCCAGCGTCGCTCACCGACGTCTCCCTGGCEGCTEGAGCGAGCTG
CGCCCCARCGACTCAGETATCTATCGCTGTGAGGTCCAGCACGGCATCGATGACAGCAGCG
ACGCTGETGCAGGETCAAGETCAAAGCCEETCETCTTTCTCTACCCAGAGGGCTCTGCCCGLTA
TEGCTTTCTCCTTTTCTEGGECCCAGRAGGCCTETGCCCGCATTIGRAGCCCACATCECCACC
CCGEGAGCAGCTCTATGCCGCCTACCTTEGGGGECTATGAGCAATGTGATECTEECTGECTET
CGGATCAGACCGTGAGETATCCCATCCAGACCCCACGAGAGGCCTGTTACGGAGACATGGA
TGGCTTCCCCEEEETCCGCAACTATGETETGECTCGACCCGGATGACCTCTATGATGTGTAC
TGTTATGCTGAAGACCTAAATGGAGAACTGTTCCTGGGTGACCCTCCAGAGAAGCTGACAT
TEGAGCAAGCACGGEECETACTGCCACEGAGCGEEGTGCAGAGATTECCACCACGEECCAACT
GTATGCAGCCTGEGATGETCGCCTGEACCACTGCAGCCCAGGETGGCTAGCTGATGGCAGT
GTGCGCTACCCCATCETCACACCCAGCCAGCECTETEGTEGEGEGCTTGCCTGETGTCAAGA
CTCTCTTCCTCTTCCCCAACCAGACTGECTTCCCCAATAAGCACAGCCGCTTCAACGTCTA
CTGCTTCCEAGACTCGGCCCAGCCTTCTGCCATCCCTGAGGCCTCCAACCCAGCCTCCAAC
CCAGCCTCTGATGGACTAGAGGCTATCGTCACAGTCACAGAGACCCTGGAGGAACTGCAGT
TGCCTCAGGAAGCCACAGAGAGTGAATCCCGTGGGECCATCTACTCCATCCCCATCATGRA
GGACGGAGGAGCTECGAAGCTCCACTCCAGAAGACCCAGCAGAGGCCCCTAGGACGCTCCTA
GAATTTGAAACACAATCCATGGTACCGCCCACGGGETTCTCAGAAGAGGAAGGTAAGGCAT
TGGAGGAAGAAGAGAAATATGAAGATCAACAAGAGARAGAGGAGCGAAGAACGANGAGGAGGA
GETGGAGGATGAGECTCTGTCEECATGGCCCAGCGAGCTCAGCAGCCCEEGECCCTGAGGCC
TCTCTCCCCACTGAGCCAGCAGCCCAGEAGAAGTCACTCTCCCAGGCGCCAGCAAGEGCAG
TCCTGCAGCCTGETECATCACCACTTCCTGATGCGAGAGTCAGAAGCTTCCAGGCCTCCARG
GGTCCATGGRCCACCTACTGAGACTCTGCCCACTCCCAGGGAGAGGAACCTAGCATCCCCA
TCACCTTCCACTCTGGTTGAGGCAAGAGAGCTEGGGCCAGGCAACTGGTEGGTCCTGAGCTAT
CTGGGGTCCCTCCAGGAGAGAGCGAGGAGACAGGAAGCTCCGAGGGTGCCCCTTCCCTGCT
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TCCAGCCACACGGGCCCCTGAGGGTACCAGEEAGCTGEAGGCCCCCTCTGAAGATAATTCT
GGAAGAACTGCCCCAGCAGGGACCTCAGTGCAGGCCCAGCCAGTGCTGCCCACTGACAGCG
CCAGCCGAGGTGGAGTGGCCGTGGTCCCCGCATCAGGTGACTGTGTCCCCAGCCCCTGCCA
CAATGGCTGECGACATGCTTGGAGGAGCAGGAAGGEGTCCGCTEGCCTATGTCTGCCTGGCTAT
GEGEGEECEACCTETGCGATETTGECCTCCECTTCTGCAACCCCGGCTGGCGACGCCTTCCAGE
GCGCCTEGCTACAAGCACTTTTCCACACCAAGGAGCTGEEAGCAGGCAGAGACCCAGTGCCG
GATGTACGGCGCGCATCTGGCCAGCATCAGCACACCCGAGGAACAGGACTTCATCRACAAC
CGETACCCAGAGTACCAGTGCATCGCACTCAACGACAGGACCATCGARMGGCGACTTCTTGT
GGTCGEATGGCETCCCCCTGCTCTATGAGAACTGCGAACCCTGEGGCAGCCTGACAGCTACTT
CCTGTCTGGAGAGRACTGCETGGTCATGETGTGECATGATCAGGGACAATGGAGTGACGTG
CCCTGCAACTACCACCTGTCCTACACCTGCAAGATGGGGCTGGTGTCCTGTGGQCCGCCAC
CEGAQGCTGECCCCTEGGCTCAAGTGTTCGECCECCCACGGCTEGCGCTATGAGGTGGACACTGT
GCTTCGCTACCGGETGCCGEGAAGCGACTEGCCCACGCGCAATCTGCCECTGATCCGATGCCAA
GRAGAACGGTCGTTGEGAGCBCCCCCCAGATCTCCTETETECCCAGAAGACCTGCCCGAGCTC
TGCACCCAGAGGAGEACCCAGAAGGACGTCAGEGEAGGECTACTGGEACGCTEGAAGRCECT
GTTGATCCCCCCTTCCAGCCCCATGCCAGGTCCCTAGGGGECAAGGCCTTGAACACTGCCG
GCCACAGCACTGCCCTGETCACCCAAATTTTCCCTCACACCTTGCACTCCCGCCACCACAGE
AAGTGACRACATGACGAGGGGTEGGTECTEGAGTCCAGEGTGACAGTTCCTGAAGEGECTTCT
GEGAAATACCTAGGAGGCTCCAGCCCAGCCCAGGCCCTCTCCCCCTACCCTEGGGCACCAGA
TCTTCCATCAGGECCECAGTAAATCCCTAAGTGCCTCAACTGCCCTCTCCCTGGCAGCCAT
CTTGTCCCCTCTATTCCTCTAGGCGAGCACTGTGCCCACTCTTTCTGAETTTICCAAGGGAA
TEEGCTTCGCAGGATECAGTGTCTGTAARATCAACAGGAAATAARRACTGTGTATGAGCCCA
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FIGURE 12

TETGGCACTGCCTGCGTACCCAACCCCAGCCCTEGRTAGCCTCGCAGCATGECCCAGCTGTT
CCTGCCCCTGCTGECAGCCCTGGTCCTGGCCCAGECTCCTGCAGCTTTAGCAGATGTTCTG
GAAGGAGACAGCTCAGAGGACCGCGCTTTTCECGETGCGCATCGCEGEGCCACGCECCALCTGL
AGGGCCTGCTCEGCEECECCCTCACCATCCCTTGCCACGTCCACTACCTGCGGCCACCGCC
GAGCCGCCGGECTGTACTREECTCTCCGCCEGTCAAGTGGACTTTCCTETCCCGGEGCCGG
GAGGCAGAGGTGCTGGTGGCGCEAGEAGTGCGCETCAAGGTEAACGAGGCCTACCGGTTCC
GCGTGGCACTGCCTGCGTACCCAGCGTCEGCTCACCEACGTCTCCCTGGCEGCTGAGCGAGCT
GCGCCCCAACEACTCAGEGTATCTATCGCTETGAGGTCCAGCACGECATCGATGACAGCAGT
GACGCTGTGGAGGTCARAGGTCARMAGGGETCETCTTTCTCTACCGAGAGGGCTCTGCCCGCT
ATGCTTTCTCCTTTICTGEGECCCAGGAGGCCTGTGCCCECATTEGGAGCCCACATCGCCAC
CCCGGAGCAGCTCTATCCCGCCTACCTTGEGEECTATGAGCAATGTGATGCTGECTGGLTG
TCGCATCAGACCGTCAGGETATCCCATCCAGACCCCACGAGAGGCCTATTACGGAGACATGS
. ATGGCTTCCCCEEGGTCCEGAACTATGETGTGETECGACCCGEGATGACCTCTATGATGTGTA
CTGTTATGCTGAAGACCTARATGGAGAATTGTTCCTGEGTGACCCTCCAGAGAAGCTGACA
TTGCGAGGAAGCACGGECATACTGCCAGGAGCEEEETGCAGAGATTGCCACCACEGGCCAAL
TETATGCAGCCTGECATEETAGECCTGEACCACTGCAGCCCAGGGTGECTAGCTGATGGCAG
TETGCGCTACCCCATCGTCACACCCAGCCACCACTETGETGEGEECTTGCCTGETGTCAAG
ACTCTCTTCCTCTTCCCCAACCAGACTAGCTTCCCCAATARAGCACAGCCGCTTCAACGTCT
ACTGCTTCCGAGACTCGECCCAGCCTTCTGCCATCCCTGAGGCCTCCAACCCAGCCTCCAA
CCCAGCCTCTGATGGACTAGAGGCTATCGTCACAGTGACAGAGACCCTGEAGCGAACTGCAG
CTGCCTCAGGAAGCCACAGAGAGTGAATCCCECTEEGECCATCTACTCCATCCCCATCATGG
AGGACGGAGGAGETGCAAGCTCCACTCCAGAAGACCCAGCAGAGGCCCCTAGGACGCTCCT
AGAATTTGAAACACAATCCATGGTACCECCCACGGGETTCTCAGAAGAGGAAGATAAGGCA
TTGGAGGAAGAAGAGAAATATGARAGATGAAGAAGAGARACGAGCGAGEAAGAAGAAGAGGAGE
AGGTGGAGGATGAGGCTCTETEEECATCRCCCAGCEGAGCTCAGCAGCCCEGECCCTGAGEC
CTCTCTCCCCACTGACGCCAGCAGCCCAGGAGGAGTCACTCTCCCAGECECCAGCAAGEGCA
GTCCTGCAGCCTEETGCATCACCACTTCCTGATGGAGAGTCAGRAGCTTCCAGGCCTCCAA
GGGTCCATGGACCACCTACTGAGACTCTGCCCACTCCCAGGGAGAGGAACCTAGCATCCCC
ATCACCTTCCACTCTGGTTGAGGCAAGACGAGGTCGGCEGAGGCAACTEGTGETCCTGAGCTA
TCTGGEGTCCCTCGAGGAGAGAGCCGAGGAGACAGGAAGCTCCCAGRGTECCCCTTCCLCTGC
TTCCAGCCACACGGEGCCCCTGAGGGTACCAGEGAGCTGGAGGCCCCCTCTGAAGATAATTC
TGGAAGAACTGCCCCAGCAGGGACCTCAGTGCAGGCCCAGCCAGTGCTGCCCACTGACAGT
GCCAGCCGAGGTGEACTEECCCTGETCCCCECATCAGGTAATTCTGCCCAAGGCTCAACTG
CCCTCTCTATCCTACTCCTTTTCTTCCCCCTGCAGCTCTGEGGTCACCTGACCTGTAGTCCT
TTAACCCACCATCATCCCAAACTCTCCTGTCCTTTECCTTCATTCTCTTACCCACCTCTAC
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CTATGGGTCTCCAATCTCGGATATCCACCTTGTGGETATCTCAGCTCTCCGCGTCTTITACC
CTGTGATCCCAGCCCCGCCACTGACCATCTGTGACCCTTCCCTGCCATTGAGCCCTCCACT
TGTEECTCACATCTCGCCAGCCCCACAGAGCATCCTCAGGCCTCTCCAAGEGTCCTCATCA
CCTATTGCAGCCTTCAGGGECTCEGCCTATTTTCCACTACTCCCTTCATCCEGCCTGIGTGCC
GTCCCCTTTAGCTGCCTCCTATTGATCTCAGGCGAAGCCTGGGAGTCCCTTCTCACCCCTCA
ACCTCCGGAGTCCAGGAGAACCCGTACCCCCACAGAGCCTTAAGCAACTACTTCTGTGAAG
TATTTTTTGACTGTTTCATGGARAACAAGCCTTGCAAATAAATCTCTATTAAACCGC



141241

FIGURE 13

AGCCAGCTCAGGCTACACTATCCCAGCGATCAGCATGGCCGTCCGCCAGTGGEGTAATCGCCC
TGGCCTTGECTGCCCTCCTTGTTGTGGACAGGGAAGTECCAGTGGCAGCAGGARAAGCTCCC
TTTCTCAAGAATGCCCATCTATGAACACATGGTAGAGTCTCCAACCTGTTCCCAGATGTCC
AACCTGGTCTGCGGCACTGATEGGGCTCACATATACGAATGAATGCCAGCTCTGCTTGGCCC
GGATAAAAMNCCAAACAGGACATCCAGATCATGAAAGATGGCAAATGCTIGATCCCACAGEAG
CACCTCAAGCCATGAAGTGTCAGCTGCAGAACAGTCETGGGCATGGAGAGCATATGACATG
ARATAAAAGATCCAGCCCAAAARAAARAGANARAAR
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FIGURE 14

CGTTTCCAATGCACGTACAGCCCGTACACACCGTGTECTGGGACACCCCACAGTCAGCCGC
ATAGCTCCCCTGTECCCCAGCCCCTGECTCCCTCTGTIGATCCCGECCCCTGCTCCAGGCC
TCACTGTGCAACTGCTGCTGTCACTGCTGCTTCTGGTGCCTGTCCATCLCCAGAGGTTGCC
CCGCGATGCAGGAGGATTCCCCCCTGGGAGCAGGCTOTTCTGGEGAAGATCACCCACTGREC
GAGGAGCATCTGCCCAGTGAAGAGGATTCACCCAGAGAGGAGGATCCACCCGGAGAGHAGG
ATCTACCTGGAGAGGAGGATCTACCTGCAGAGGAGCATCTACCTGAAGTTAAGCCTAAATC
AGAAGAAGAGGGCTCCCTGAAGTTAGAGCGATCTACCTACTGTTGAGECTCCTGGAGATCCT
CAAGAACCCCAGAATAATGCCCACAGGGACAARGAAGGGGATCACCAGAGTCATTGGCGCT
ATGGAGGCEACCCECCCTGECCCCGERTETCCCCAGCCTECECGGELCGUTTCCAGTCCCC
GGTEGATATCCECCCCCAGCTCGCCECCTTCTECCCEGECCCTECEGCCCCOTGCGAACTCCIC
GGCTTCCAGCTCCCECCGCTCCCAGAACTECGCCTGCGCAACAATGGCCACAGTGTGCAAL
TEACCCTGCCTCCTEEGCTAGAGATEGCTCTEEETCCCEEGCGEGAGTACCGGELTCTGCA
GCTGCATCTGCACTEGGEGGECTGCAGGTCETCCGEGCTCCAAGCACACTGTGGAAGGCCAL
CETTTCCCTECCCAGATCCACGTGETTCACCTCAGCACCGCCTTTGCCAGAGT TGACGAGE
CCTTGGEGCECCCEEEAGGCCTEECOGTETTEGCCECCTTICTGEAGGAGGGCCCGGAAGA
ARACAGTGCCTATGAGCAGTTCCTGTCTCGCTTGGAAGAAATCGCTGAGGARGGCTCAGAG
ACTCAGETCCCAGGACTGGACATATCTGCACTCCTEGCCCTCTGACTTCAGCCECTACTTCC
GATATGAGGGGTCTCTCGACTACACCECCCTGTGCCCAGGETGTCATCTGGACTGTGTTTAA
CCAGACAGTGATGCTCGAGTGCTAAGCAGCTCCACACCCTCTCTGACACCCTGTGCGGACCT
GETGACTCTCGECTACAGCTGAACTTCCEAGCGACCGCAGCCTTTGAATGGGCGAGTCATTE
AGGCCTCCTTCCCTGCTCGAGTGGACAGCAGTCCTCGGEACTECTGAGCCAGTCCAGCTEAA
TTCCTGCCTEECTECTGGTGACATCCTAGCCCTGETTTTTGECCCTCCTITTTGCTGTCACC
AGCGTCGCETTCCITGTECAGATCGAGAAGGCAGCACAGAAGGGEAACCARAGGGGETGTGA
GCTACCGCCCAGCAGAGGTAGCCGAGACTGGAGCCIAGAGECTCGEATCTTGGAGAATGETGA
GAAGCCAGCCAGAGGECATCTGAGGGGEAGCCEGTARCTGTCCTGTCCTCGCTCATTATGCCA
CTTCCTTTTAACTGCCAAGAAATTTTTTAARATAMATATTTATARTA
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FIGURE 15

TCCACATCCAGGTCTTTGTGCTCCTCGCTTGCCTGTTCCTTTTCCACGCATTTTCCAGGAT
AACTGTGACTCCAGGCCCGCAATGCGATRCCCTGCAACTAGCARATTCGECTTITTGCCGTTIG
ATCTGTTCARACAACTATGTGAARAGGAGCCACTGEGCAATGTCCTCTTCICTCCAATCTG
+TCTCTCCACCTCTUTGTCACTTIGCTCAAGTEEETGCTAAAGGTGACACTGCAAATGARATT
GGACAGETTCTTCATTTTGAAAATGTCAAAGATGTACCCTTITGEGATTTCAAACAGTAACAT
CGGATGTAAACAAACTTAGTTCCTTTTACTCACTGAAACTAATCAAGCGGCTCTACGTAGA
CAAATCTCTGAATCTTTCTACAGAGTTCATCAGCTCTACGAAGAGACCCTATGCAAAGGAA
TTIGGARACTGTTGACTTCARAGATAAATTGGAAGAAACGAAAGGTCAGATCAACAACTCAA
TTAAGGATCTCACAGATGGUCACTTTGAGAACATTTTAGCTGACAACAGTGTGAACGACCA
GACCAAAATCCTTGTGGTTAATGCTGCCTACTTTGTTGGCAAGTGGATGAAGAAATTTTCT
GAATCAGAAACAAAAGAATGTCCTTTCAGAGTCAACRAGACAGACACCARACCAGTGCAGA
TGATGAACATGCAGGCCACGTTCTGTATGGCGARACATTGACAGTAT CAATTGTAAGATCAT
AGAGCTTCCTTTTCAAAATAAGCATCTCAGCATGTTCATCCTACTACCCAAGGATGTGGAG
FATGAGTCCACAGGCTTGEGAGAAGATTGAAARACAACTCAACTCAGAGTCACTGTCACAGT
GGACTAATCCCAGCACCATGECCAATGCCAAGGTCARACTCTCCATTCCARAATTTAAGGT
GGAAAAGATCATTGATCCCARGGCTTGTCTCGARAATCTAGCGGGCTCGAAACATATCTTCAGT
GAAGACACATCTGATTTCTCTGGAATGTCAGAGACCAAGGGAGTGGCCCTATCAAATGTTA
TCCACAAAGTGTCCTTAGAAATAACTGAAGATGCTGGGGATTCCATAGAGGETGCCAGGAGC
ACGGATCCTGCAGCACAAGGATGAATTGAATGCTGACCATCCCTTTATITACATCATCAGS
CACAACAARACTCGAAACATCATTTTCTTTIGGCARATTCTGITCTCCTIAAGTGGCATAGC
CCATGTTAAGTCCTCCCTGACTTITCIGTGGATGCCGATTTCTGTAAACTCTGCATCCAGA
GATTCATTTTCTAGATACAATARATTGCTAATGTTGCTGGATCAGGAAGCCGCCAGTALCTT
GTCATATGTAGCCTTCACACAGATAGACCTTTTTTTTTTTTCCAATTCTATCTTITGTTTC
CTTTTTTCCCATAAGACAATGACATACGCTTTTAATGARAAGCGAATCACCGTTAGAGGARARA
ATATTTATTCATTATTTGTCAAATTGTCCGGETTACTTGGCAGARATACAGTCTTCCACAA
AGAAAATTCCTATAAGGAAGATTTGGAAGCTCTTCTTCCCAGCACTATGCTTTCCTTCTTT
GGGATAGAGAATGTTCCAGACATTICTCGCTTCCCTGARAGACTGAAGAAAGTGTAGTGCAT
GGGACCCACGAAACTGCCCTGGCTCCAGTGAAACTTGGGCACATGCTCAGGCTACTATAGE
TCCAGAAGTCCTTATGTTAAGCCCTGGCAGGCAGGTGTITATTAAAATTCTGAATTTTGGG
GATTTICARAAGATAATATTTTACATACACTGTATCTTATAGAACTTCATGGATCAGATCT
GGGEGCAGCACCCTATAAATCAACACCTTAATATGCTGCAACAAAATGTAGAATATTCAGAC
ARAATGGATACATAAAGACTAAGTAGCCCATAAGGGGTCAAAATTTGCTGCCARATGCGTA
TGCCACCAACTTACAAAAACACTTCGITCECAGAGCTITTCAGATTGTGGAATGTTGGATA
AGGAATTATAGACCTCTAGTAGCTGARATGCAAGACCCCAAGAGGAAGTTCAGATCTTAAT
ATAAATTCACTTTCATTTTTGATAGCTGTCCCATCTGGTCATTTGETTGGCACTAGACTGG
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PGGCAGEGGCTTCTAGCTGACTTGCACAGGGATTCTCACAATAGCCGATATCAGAATTTGT
GTTGAAGGAACTTGTCTCTTCATCTAATATCGATAGCGGGARAAGGAGAGGRAACTACTGCC
TTTAGAAAATATAAGTAAAGTGATTARAGTGCTCACGTTACCTTGACACATAGTTTTTCAG
TCTATGGET T TAGTTACTTTAGATGECAAGCATGTAACTTATATTAATAGTAATTTGTAAA
GTTEGTTGCGATAAGCTATCCETGITGCAGEGTTCATGGATTACTTCTCTATAAAARATATGT
ATTTACCAAAAATTTTGTGACATTCCTTCTCCCATCTCTTCCTTGACCTGCATTGTAAATA
GETTCTICTTGT T CTGACATTCARTATTGAATTTTTCCTATGCTATTGACAATAAAATATT
ATTGAACTACA
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FIGURE 16

GCCGAGCCGOGECTCCEGAAGCCEGECGEEEEAECECCECEECCETECEGEGCATCAATEGATC
GCCACTCCAGCTACATCTTCATCTAACTECAGCTGRAGCTCTECECCATGGCCETECTGECT
CACCAAAGGTGAAATTCGATGCTACTGTGATGCTGCCCACTGTGTAGCCACTGGTTATATG
TGTARAATCTGAGCTCAGCGCCTGCTTCTCTAGACTTCTTGATCCTCAGAACTCARATTCCC
CACTCACCCATGGCTGCCTGGACTCTCTTEGCAAGCACCGACAGACATCTGCCAAGCCAAACA
GECCCGARACCACTCTGGCACCACCATACCCACATTGGAATGCTGTCATGAAGACATETGC
AATTACAGAGGGCTGCACGATGTTCTCTCTCCTCCCAGEGGTGAGGCCTCAGGACAAGGAA
ACAGGTATCAGCATGATGGTAGCACAAACCTTATCACCAAGGTGCAGGAGCTGACTTCITC
CARAGAGTTGTGGETTCCGCECAGCGETCATTEGCCGTGCCCATTGCTGGAGCGCTGATTITA
GTGTTGCTTATTATGTTGGCCCTCGAGCGATACT TCCAAGTGARAATAAGAGGCTGCAGGATC
AGCGGCAACAGATGCTCTCCCGTTTGCACTACAGCTTTCACGCGACACCATTCCARAAAGED
GCAGGTTGCAAAGTTAGACTTGGAATGCATGGTGCCGGTCAGTGGGCACGAGAACTGCT&T
CTGACCTGTGATAAAATGAGACAAGCAGACCTCAGCAACGATAAGATCCTCTCGCTTGITC
ACTGEGGCATGTACAGTGCGCACGCCGAAGCTGCAATTCGTATGACGGAGTCTTATCTGAAL
TACACTTACTGAACACCTTGAAGGCCTTTTGAGTTCTGCTGGACAGCAGCACTTTIATCTGA
AGRCAAACTCATTTAATCATCTTTGACAGACAAARATGACCTCTGCAAACAGAATCTTGGAT
ATTTCTTCTGAAGCATTATTTGCACAGACTTAAATACAGTTARATGTGTTATTTGCTTTTA
AAATTATAAAARGCARAGAGAAGACTTIGTACACACTGTCACCAGGEGTTATTTGCATCCAA
GGGEAGCTGCAATTGAGTACCTARATAAACAARAATGTGCCCTARRAA
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GICACTTAGGAAAAGGTATCCTTTCGGGCAGCCAGECTCAGCATGAGCRAACAGAAGGAATG
ACACTCTGGACAGCACCCGGACCCTGTACTCCAGCGCGTCTCEEAGCACAGACTTGTCTTA
CAGTGAAAGCGACTTGGTGAATTTTATTCAAGCAAATTTTARGAAACGAGARTGTGTCTTC
TTTACCARAGATTCCAAGGCCACCGAGAATGTGTACARGCTETGGCTATGCCCAGAGCCAGC
ACATGGAMGGCACCCAGATCAACCARAGTGAGAAATGGAACTACAAGAAACACACCAAGGA
ATTTCCTACCGACGCCTTTGEGEATATTCAGTTTCGAGACACTGGGCGAAGAANGGCGAAGTAT
ATACGTCTETCCTECCACACGGACCCCEARATCCTTTACCGAGCTGCTGACCCAGCACTGEC
ACCTGAAAACACCCAACCTGGETCATTTCTGTGACCGGEEGCGCCARGAACTTCEGCCCTGAR
GCCECGCATGCECAAGATCTTCAGCCAGCTCATCTACATCGCGCAGTCCAAAGEGTGCTTGG
ATTCTCACGGGAGGCACCCATTATCGCCTGACGAAGTACATCGGGGAGGTGETGAGAGATA
ACACCATCAGCAGEGAGTTCAGAGCGAGAATATTGTCGGCCATTGGCATAGCAGCTTEGEGCAT
-GGTCTCCAACCGGGACACCCTCATCAGGAATTGCGATGCTGAGGGCTATTTTTTAGCCCAG
TACCTTATGCGATGACTTCACAAGGGATCCACTGTATATCCTGGACAACAACCACACACATT
TGCTGCTCGTGGACAATAGCTETCATGCGACATCCCACTGTCGAAGCARAGCTCCGGAATCA
GCTAGAGAAGCATATCTCTGAGCGCACTATTCAAGATTCCAACTATGGTGECAAGATCCCC
ATTGTGTGTTTTGCCCAAGGAGGTEGAAAAGAGACTTTGAAAGCCATCAATACCTCCATCA
ARAATARAATTCCTIGTETGETGETEGAAGECTCGEGGCCGGATCECTGATCTGATCGCTAG
CCTGETCEAGGTGRAGGATGCCCCGACATCTTCTGCCGTCAAGGAGAAGCTGETACGCTTT
TTACCCCGCACGETCTCCCGECTETCTCAGCACGAGACTCACGAGTTGGATCAAATGGCTCA
AAGAAATTCTCGARTGTTCTCACCTATTAACAGT TATTAAAATGGARGAAGCTGGGGATGA
AATTGTGAGCAATGCCATCTCCTACGCTCTATACAAAGCCTTCAGCACCAGTGAGCAAGAC
AMRGGATAACTGGAATGEGCAGCTGAAGCTTCTGCTCGCAGTGRAACCAGCTGGACTTAGCCA
ATGATGAGATTTTCACCAATGACCGCCGATCGGAGTCTGCTGACCTTCAAGAAGTCATGTT
TACGGCTCTCATAAAGGACAGACCCAAGTTTGTCCGCCTCTTTCTGGAGAATGGCTTGAAC
CTACGGAAGTTTCTCACCCATGATGTCCTCACTGAARCTCTTCTCCAACCACTTCAGCACGT
TTGETCGTACCGEGRATCTEGCAGATCGCCAAGAATTCCTATAATGATGCCCTCCTCACGTTTET
CTGGAAACTGGTTGCGAACTTCCGAAGAGGCTTCCAGGAAGGAAGACAGARATGGCCGGEAC
GAGATGGACATAGAACTCCACGACGTGTCTCCTATTACTCGACACCCCCTGCARGCTCTICT
TCATCTGGGCCATTCTTCAGAATAAGAAGGAACTCTCCARAGTCATTTGEGAGCAGACCAG
GGGCTGCACTCTGGCAGCCCTGEGAGCCAGCAAGCTTCTGAAGACTCTGGCCAARGTGAAG
AACGACATCAATGCTGECTGGGGAGTCCGAGGAGCTGGCTAATCGAGTACGAGACCCGGGCTE
TTGAGCTETTCACTGAGTGTTACAGCAGCGATGAAGACTTGECAGAACAGCTGCTGETCTA
TTCCTGTCGAAGCTTGGGGTEGCAAGCAACTCTCTGGAGCTGGCGEGTCGGAGGCCACAGACCAG
CATTTCACCGCCCAGCCTCGGGETCCAGAATTTTCTTTCTAAGCAATGCTATGGAGAGATTT
CCCGAGACACCAAGAACTGGAAGATTATCCTCTGTCTGTITATTATACCCTTGGTGGGCTG
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TGGCTTTGTATCATTTAGGAAGAAACCTGTCGACAAGCACAAGAAGCTGCTTTGGTACTAT
GTGGCGTTCTTCACCTCCCCCTTCGTEGETCTTCTCCTGGAATGTGGETCTTCTACATCGCCT
TCCTCCTGCTGTTTACCTACGTGCTGCTCATGCATTTCCATTCGGTGCCACACCCCCCCGA
GCTGETCCTGTACTCGCTGGTCTTTGTCCTCTTCTGTGATGAAGTGAGACAGTGETACGTA
AATGGGGTGAATTATTTTACTGACCTETGEAATGTGATGGACACGCTEEGGECTTTTTTACT
TCATAGCAGEAATTEGTATTTCGGCTCCACTCTTCTAATAAAAGCTCTTTETATTCTGGACG
AGTCATTTTCTGTCIGGACTACATTATTTTCACT CTARGATTGATCCACATTTTTACTGTA
AGCAGAAACTTAGGACCCAAGAT TATAATGCTGCAGAGGATGCTGATCGATGTGTTCTTCT
TCCIGTTCCTCITTGCGETGTGGATGETGECCTTTGGCATGGLCAGGCAAGGGATCCTTAG
GCAGAATCGAGCAGCGCTGGAGGTCCATATTCCGTTCGGTCATCTACGAGCCCTACCTGGCC
ATGTTCECCCACGETGCCCAGTRACETEGGATGGTACCACGTATCGACTTTGCCCACTGCACCT
TCACTGGGAATGAGTCCRAGCCACTGTGTGIGCGAGCTGGATGAGCACARCCTGCCCCGGTT
CCCCGAGTGGATCACCATCCCCCTGGTETGCATCTACATGTTATCCACCAACATCCTGCTG
GTCAACCTGCTGGTCGCCATGTTTGECTACACCEGTGGEGCACCGTCCAGGAGARCAATGACC
AGGTCTEGAAGTTCCAGAGETACTTCCTGGTGCAGGAGTACTGCA
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FIGURE 17B

GCCGCCTCAATATCCCCTTCCCCTTCATCGTCTTCGCTTACTTCTACATRETGETGAAGAR
GTGCTTCAAGTGTTGCTGCAAGGAGAAARAACATGCAGTCTTCTGTCTGCTGTI TCARARAT
GAAGACAATGAGACTCTCECATGGCAGEGTGTCATGAAGGAAAACTACCTTGTCAAGATCA
ACACAAAAGCCAACGACACCTCAGAGGARATGAGGCATCCGATTTAGACAACTGGATACARA
GCTTAATGATCTCAAGGGTCTTCTGAAAGAGATTGCTAATAARATCAARTAAAACTGTATG
ARACTCTAATGGAGAAAAATCTAATTATAGCAAGATCATATTAAGGAATGCTGATCGAACAR
TTTTGCTATCGACTACTAAATGAGACGATTTTCAGACCCCTGEGTACATGGTGGATGATTTT
ARATCACCCTAGTETGCTGAGACCTTGAGAATARAGTCTCTGATTGGTTTCATACTTGARG
ACGGATATARAGGAAGAATATTTCCTTTATETETTTCTCCAGARTGETGCCTGTTTCTCTC
TGTGTCTCAATGCCTGGEACTGGAGETTGATAGT TTARGTGTGTTCTTACCGCCTCCTTTT
TCCTTTAATCTTATTITTGATGAACACATATATAGCGAGAACATCTATCCTATGAATAAGAA
CCTGETCATGCTTTACTCCTGTATTGTTATTTTIGTTCATTTCCAATTGATTCTCTACTTTT
CCCTTTITTTGTATTATETGACTAATTAGTTECCATATTGTTAAAAGTCTCTCAAATTAGGC
CAGATTCTAAAACATGCTGCAGCARAGAGGACCCCGCTCTCTTCAGGARAAGTGTITTCATT
TCTCAGGATGCTTCTTACCTGTCAGAGGAGGETGACAAGGCAGTCTCTTGCTCTCTTGGALCT
CACCAGGCTCCTATTEAAGGAACCACCCCCATTCCTAAATATGTCGARAAGTCGCCCAAAAT
GCAACCTTGAAAGGCACTACTGACTTTGTTCTTATTGGATACTCCTCTITATT TATTATTTT
TCCATTAAAAATAATAGCTEGCTATTATAGAAAATTTAGACCATACAGAGATGTAGRAAGA
ACATAAATTGTCCCCATTACCTTAARGGTAATCACTGCTAACAATTTCTGGATGGTTTTTCA
AGTCTATTTTTTTTCTATGTATGTCTCAATTCT CTTTCAAAATTTTACAGAATGTTATCAT
ACTACATATATACTTTTTATGTAAGCTTTITCACTTAGTATTTTATCAAATATGTTTITAT
TATATTCATAGCCTTCTTARACATTATATCAATAATTGCATAATAGGCAACCTCTAGCGAT
TACCATAATTTTGCTCATTGAAGGCTATCTCCAGTTGATCATTGGGATGAGCATCTTTGTG
CATGAATCCTATTGCTGTATTTCGGAAAATTTTCCARGEGTTAGATTCCAATAAATATCTAT
TTATTATTAAATATTARAATATCCGATTTATTATTAARACCATTTATAAGGCTTTTTCATAA
ATGTATAGCAAATAGGAATTATTARCTTGAGCATAAGATATGAGATACATGAACCTGAACT
ATTARAATAAAATATTATATTTAACCCTAGTTTAAGAAGAAGTCAATATGCTTATTTAAAT
ATTATGGATGGTGGGCAGATCACTTGAGGTCAGGAGTTCGAGACCAGCCTGGCCAACATGG
CAAAACCACATCTCTACTAAAARATAADMAAAATTAGCTGEGETETECTGETCCACTCCTGTAA
TCCCAGCTACTCAGARGGCTCAGGTACAAGAATTGCTGGAACCTGEGAGGCGGAGETTGCA
GTGAACCAAGATTCCACCACTEGCACTCCAGCCOGGEETGACAGAGTGAGACTCCGACTGAAA
ATAAATAAATARATABRATAAATAAATAAATAAATAAATATTATGGATGGTGAAGGGAATGC
TATAGAATTGGAGAGATTATCTTACTGAACACCTGTAGTCCCAGCITTCTCTEGAAGTAGT
GGTATTTGAGCAGGATGTEGCACAAGGCAATTGAAATGCCCATAATTAGTTTCTCAGCTITTG
AATACACTATAAACTCAGTGGCTGAAGGAGCAAATTTTAGAAGGAAGCTACTAAARGATCT
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AATTTGARARACTACARAAGCATTAACTARAAAAGTTTATTTTCCTTTTGTCTGGGCAGTA
GTGAAAATAACTACTCACAACATTCACTATGTTTGCAAGGAATTAACACARATAARAGATG
CCTTTTTACTTAAACGCCAAGACAGAAAACTTGCCCAATACTGAGAAGCAACTTGCATTAG
AGAGGGAACTGTTAAATGTTTTCAACCCAGTTCATCTGGTGGATGTTTTTGCAGGTTACTC
TGAGAATTTTGCTTATGARAAATCATTATTTTTAGTGTAGTTCACAATAATGTATTGAACA
TACTTCTAATCAAAGETGCTATGTCCTTGTGTATGGTACTARATGTGTCCTGTGTACTTTT
GCACAACTGAGAATCCTGCGECTTGETTTAATCGAGTGTGTTCATGARATARATAATGGAGG
AATTGTCAAAAARAAARAAAAAAAANAADRAARAARAAARARAAARAARAARARAARRARAAD
AAAAARAMADR
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GAATTCGCCCTTGGCTCAGCATGAGCGAACAGAAGGAATGACACTCTGGACAGCACCCGGAC
CCTGTACTCCAGCGCGTCTCGGAGCACAGACTTGTCTTACAGTGAAAGCGACTTGGTGAAT
TTTATTCAAGCAAATTTTAAGAAACGAGAATGTGTCTTCTTTACCAAAGATTCCAAGGCCA
COGAGAATGTGTGCAAGTGTEGCTATGCCCAGAGCCAGCACATGCAAGGCACCCAGATCAA
CCAAAGTGAGAAATGGEAACTACAAGAAACACACCAAGGAATTTCCTACCGACGCCTTTEGE
GATATTCAGTTTGAGACACTGGGGAAGARAGGCGARGTATATACGTCTGTCCTGCGACACGS
ACGCGGAAATCCTTTACCAGCTGCTGACCCAGCACTGGCACCTGAAAACACCCAACCTGGET
CATTTCTGTGACCGGEGEGGCECCAAGAACTTCGCCCTGARGCCECECATGCCCAAGATCTTC
AGCCGGCTCATCTACATCAECECAGTCCAAAGETGCTTGCATTCTCACGEGAGGCACCCATT
ATGGCCTGATGAAGTACATCEGGECAGGTOGTCACGAGATAACACCATCAGCAGGAGTTCAGA
GGAGAATATTGTGGCCATTGGCATAGCCAGCTTGEGGCATGETCTCCARCCGEGACARCCCTC
ATCAGGAATTGCGATGCTCAGGGCTATTTITTTAGCCCAGTACCTTATGCGATCGACTTCACAA
GAGATCCACTGTATATCCTGGACRACAACCACACACATTTGCTGCTCGTGGACAATGGCTS
TCATGGACATCCCACTGTCGAAGCAAAGCTCCGGAATCAGCTAGAGAAGTATATCTCTGAG
CGCACTATTCAAGATTCCAACTATGETGEGCAAGATCCCCATTETGTGTTTTGCCCAAGGAG
GTGGAAAAGAGACTTTGAAAGCCATCAATACCTCCATCRAAAATAAAATTCCTTGTGTGGT
GOTGGAAGGCTCGGACCAGATCGCTEATGTCGATCGCTAGCCTGGTGGAGCTAGAGGATGCC
CTGACATCTTCTGCCGTCAAGCAGAAGCTGGTGCGCTTTTTACCCCGCACGETGTCCCGGC
TGCCTGAGGAGGAGACTGAGAGTIGGATCARATGGCTCAAAGAAATTCTCGARTGTTCTCA
CCTATTAACAGTTATTAARATGGAAGRAGCTGEGEATCGAAATTETCGAGCAATGCCATCTCC
TACGCTCTATACAAAGCCTTCAGCACCAGTGAGCAAGACAAGCATAACTGGAATGRECAGC
TGAAGCTTCTGCTGEGAGTGGAACCAGCTEGACTTAGCCAATGATCAGATTITTCACCAATGA
CCGCCCATGEGCGAGTCTGCTGACCTTCAAGAAGTCATGTTTACGGCTCTCATARBAGGACAGA
CCCAAGTTTCTCCGCCTCTTTCTGGAGAATGGCTTGAACCTACGGAAGTTTCTCACCCATG
ATGTCCTCACTGAACTCTTCTCCAACCACTTCAGCACGCTTEGTGTACCAEGAATCTGCAGAT
CECCAAGAATTCCTATAATGATGCCCTCCTCACGTTTGTCTGGARACTGGTTGCEAACTTC
CGAAGAGGCTTCCGGAAGGAAGACAGARATEGCCCGEACGAGATGGACATAGAACTCCACG
ACGTGTCTCCTATTACTCEGCACCCCCTGCAAGCTCTCTTCATCTGGGCCATTCTTCAGAR
TAAGAAGGAACTCTCCAAAGTCATTTGECAGCAGACCAGGGECTGCACTCTGECAGCCCTG
GGAGCCAGCAAGCTTCTGAAGACTCTGGCCAAAGTCGAAGAACGACATCAATGCTGCTAGGE
AGTCCGAGGAGCTGGCTAATGAGTACCAGACCCGEECTGTTIGAGCTGTTCACTGAGTGTTA
CAGCAGCGATGAAGACTTGECAGAACAGLTGCTEETCTATTCCTGTGAAGCTTGGGGTEREA
AGCAACTGTCTGCAGCTGGCEGTEGAGECCACAGACCAGCATTTCATCGCCCAGCCTERGA
TCCAGAATTITCTTTCTAAGCAATGGTATGGAGAGATTTCCCCGAGACACCAAGAACTGGAA
GATTATCCTGTGTCTGTTTATTATACCCTTGGTGGECTATGECTTTGTATCATTTAGGAAG
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ARACCTGTCGACAAGCACAAGAAGCTGCTTTGGTACTATGTGECGTTCTTCACCTCCCCCT
TCGTCGTCTTCTCCTGGAATGTGGTCTTCTACATCECCTTCCTCCTGCTGTTTGCCTACGT
GCTGCTCATGGATTTCCATTCGGTGCCACACCCCCCCGAGCIGETCCTETACTCGCTGETC
TTTGTCCTCTTCTGTGATCGAAGTGAGACAGTGGTACGTAAATGEGETGAATTATTTTACTG
ACCTGTGCGAATGTCATGCGACACGCTGGEGCTTTTTTACTTCATAGCAGGAATTGTATTTCG
GCTCCACTCTITCTAATAAAAGCTCTTTGTATTCTGGACGAGTCATTTTCTGTCTGGACTAC
ATTATTTTCACTCTAAGATTGATCCACATTTTTACTGTAAGCAGAAACTTAGGACCCAAGA
TTATAATGCTGCAGAGGATGCTCGATCCGATGTEGTTCTTCTTCCTETTCCTCTITTGCGGETETE
GATGGTGGCCTTTGECETEGGCCAGGCAAGGGATCCTTAGGCAGAATGAGCAGCGCTGEAGE
TGEATATTCCETTCGGTCATCTACGAGCCCTACCTGACCATGTTCGECCAGETGCCCAGTG
ACGTGGATGGTACCACGTATGACTTTGCCCACTGCACCTTCACTGGGARATGAGTCCAAGCC
ACTGTGTGTGGAGCTGGATGAGCACAACCTGCCCCGGTTCCCCGAGTGGATCACCETCCCC
CTCATGTGCATCTACATGTTATCCACCAACATCCTGCTGGTCAACCTEGCTGGTCGCCATGT
TTGGCTACACGGTGGECACCETCCAGGAGAACAATGACCAGGTCTGGAAGTTCCAGAGGTA
CTTCCTGGTGCAGGAGTACTGCAGCCECCTCAATATCCCCTTCCCCTTCATTGTCTTCGECT
TACTTCTACATGGTGGTCARGAACTGCTTCAAGTETTGCTGCAAGGAGARRAACATGGAGT
CTTCTGTCTGCTGTTTCAAAAATGAAGACAATGAGACTCTGGCATGGGAGGGTGTCATGAA
GGAAAACTACCTTGTCAAGATCAACACAAAAGCCAACCACACCTCAGAGGAAATGAGGCAT
CGATTTAGACAACTGGATACAAAGCTTAATGATCTCAAGCGGTCTTCTGAAAGAGATTGCTA
ATAAAATCARATAAMACTGTATGAACTCTAATGCGAGARAAATCTAATTATAGCAAGATCAT
ATTAAGGAATGCTGATGARCAATTTTGCTATCGACTACTRAAATCGAGAGATTTITCAGACCCC
TGGGTACATGGTGGATGATTTTAAATCACCCTAGTGTGCTGAGACCTTGAGAATAAAGTGT
GIGATTGGTITCATACTTGAACGACGGATATARAGGAAGAATATTTCCTTTATGTGTTICTC
CAGAATGETGCCTGTTTCTCTCTETGTCTCAATGCCTGGEACTCCGAGCGTTGATAGTTTAAG
TGTGTTCTTACCGCCTCCTTTTTCCTTTAATCTTAT TT TTGATGAARCACATATATAGGAGA
ACATCTATCCTATGAATARGAACCTGGTCATGCTTTAAARAARAAAARAADNAAARRARANDA
ARAADARALAADAARARADAA
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FIGURE 19

GCOGCGEEGGEGCEAGGTCAGGTCTTCGCAGTCGARAGGAGTTCGGGCTCGEEGGECEGGAEGE
ACGCEGAGCGEGATGECCCEGCECCEECCECAGEGETGEGATARARAGCCATCECACTGCGGGA
GTGECCEGGAGGEAGAGGEEETGTCCCAGGGCCACAAGAGTATGACGEGGCTGTACGAGCT
GETGETGGCEEETGCTECACACGCTEGCTCTETCTGCACCGCACGCTCACCTCCTEGCTCCEC
GTTCGGTTCGGCACCTGGRACTERATCTGGCEACECTGCTGCCACECCGCCTCTGCCGLGE
TCCTAGCGCCGCTCGGCTTCACGCTCCACARAGCCCCCGECACTCCECAGGAACCGCCGTCA
CCACCGGCACCCECECEEEGGEETCETGCCTEECAGLCECACACCACCEGEATGCGCTGGLGC
GCGEACGGTCGTTCCTTGEAGAAGCTGCCTGTECATATGGGCCTGGTEGATCACCEAGGTEG
AGCAGGAACCCAGCTTCTCEGACATCGCGAGCCTCETCETGTGGTGTATGGCCGTGGGCAT
CTCCTACATTAGCEGTCTACGACCACCAAGGETATTTTCAARAGARATAATTCCAGATTGATG .
GATGAAATTITAAAACAARCAGCAAGAACTTCTGGGCCTAGATTGTTCAARAAATACTCACCAG
AATTTGCAAATAGTAATGACAAAGATGATCAAGTTTTAAATTGCCATTTGUCAGTGAAGGT
GCTETCTCCCGAAGATGGAAARGCAGATATTGTAAGAGCTGCTCAGGACTTTIGCCAGTTA
GTAGCCCAGAAGCAAAGGAGACCCACAGATTTGGATGTAGATACCGTTAGCCAGTTTACTTA
GTTCAAATGETTGTCCIGATCCTGATTTAGTATTGAAGTTCGEGTCCTGTGGACAGCACATT
AGGCTTTCTTCCCTCGCACATCAGATTGACTGAGATTGTCTCTTTGCCTTCCCACCTAAAC
ATCAGTTATGAGGACTTTTTCTCTGCCCTTCEGTCAATATGCAGCCTEGTGAACAGCETCIGG
GAAAGTAGTGGTCATTGGTTGCATAATTICATTTCAGGCTTGTGGAGGARAGGAACCAAGT
GACTCTGATGTTTACAAAGCACCTATGAAACCCTGTACACACCTATCGAAACCCTGTACACA
CCTAGTTCATAATCCTCATAATTTATCAACAAACACARAGAAGTGTCTTACTTGAGAGTGA
GTETGTGCETCTETCCGTGCACACATGTGCACGTTTGTATGTGTGCGAAATAAACATARDATG
GGCACGTETTGCAGAAGGAAATACATAGACCTACAACTTIGAGCATATAGCAGTGATGTTT
TAGGAACTGAAATGTCACACTTAATAAACGTCTTCAGCCCAGCTACTTCCCTGTTTTCGTEG
GGAGARAGGGGGCCTGATTAGAACTGTTCTGCTTGTGTTIGCCGEGCAGGGGAATAAATTTITG
TTCAGTCCTTCTTAGTGACCAAACTTTAATTTTTAGGAATAACATATTGACTTACTGAACT
GAAGCATTCTGAGTTGARAGGAGCCCCAGAGCGAAAGGAGTTCTETCTTGCTCACATGTTAA
AAGCTTGCTCACCTTCAGAGCAGAGGGAATACCTATCTTCAGATATCCGCCCATTTTCATC
TCTTCATTATAGTCAAACAGTGTGACTIGAGAGTCTTGCTCTGGTETCTIGTATTCTGGCTT
ATGAAGATTATTTGARAAAGAACTCTTACTACATTGAAATGCAGACTTTTAAAARATTTARA
TATTGGATTAGGCAGTCAAAARAACCAAACAAGCATAAAAGGTCAGTAAGTTGTAATCTTAA
AARGTAAAGGTGGAAAACTCATTATAAATGGAAGAAAAGTTTTGATTTCCTTTTTTIGTTTGA
TEGGCAGTATGCCATATTATATCCAAAGTTGGTTTAAARAATACTTCCATCAACTATTTTT
ATTTAAAATAAACATTTCGAGCCAAGTTACCAAGCCAGCTTTTTITCCTCARAAGTAACCTGT
TCCTCTTTGGAACAGCACATITTAGGGGCATGCTTAATACCTGAGATTTTTACTCAGTAAA
CCTGATGGTTACCGTGTGTAAAATATCTTTAAGTAGGATTCGAAGGCCTCTGTGGGGAATAT



31)2u1

AATGTTACCAAAGCCTATAAARAATAAATTTTACATGTTCTTTTTTATGACAGAGAGCAGCA
CTGGTICIGTIATTTTTTARAATGAATAACTGATTTCTTGACAGGTGTTTAGTATTTCTTC
CCTCACTGCTGATTCITGCATAGAAACCATTCTTTATATETGATAGACTGTTITCAGAAAR
CTCTTATCAACAAGTGTACAATAGTTATCTAAARACTEGTACATTTAGAATGGAGCAGTTTAA
TACTAGATCTCAGAAATTTGAAAAATAGCAAAGAAGACTGGATTTGGARAGCATGGTCTAC
AATTGCTTIGTCAATTCTEGAAGCTATGAAGAATAAATEGTTTCAGCTTTGGATTATGARACCC
CGTTTATGATTTTTAAAACACACTTGAAATAARAATGATTCGAACTARAATTTTEGTCCGETG
ACATCATTTTGCACTGCATAGCCCATTATACATTGTAAGTCTTTTTGTTITTAATTTATTAC
TGAGAGTTTTCTGTGAAGCTACAGCATATCTAATCAGAGAATTTCTGATTTGTITCCTTAT
ACTGTGATTATGTTATATTAAGGCATTTGTAGTGCAGCTTAAGACTGAATTTATGCTTTTT
CTAAACATGATCGGTGTARATGTCTTATAAACATT CTGGAGTATGTATAACTTTAATGAAT
CAAATTTAATCGGACCTGATTAARATAAAGCGATTTAATCTTTCTTAAAGTGAAGTTAGTGE
AATAAATTACCTACTGGAATATAGTCCAAGTCACTARAGGTTTAATATTTIGCATTTTTGIG
CTTTTATTTTCTCCTTCCATTCATAATTATATACT TGAAAGTACATCTGTAGCCTATGACT
TGAGTCTCTTGAACTTCTAGCGAARGAGGCAAACTACARACTACTAGGATTCTGATTTCAGAT
ATAGGCATTCCAGAATCTTCTCTTTACGAGTTCACCTGCTAGTATAATCTCCACAACTTGA
ATGGCCTTEETTGTTCTGTAATTGCTGCCAARATCATCACAAGCTGTACGTCATCAAGGLT
CCCTTTGCACTCCCAAGAAGAACTGTTCATTTTAAACAAAAGTGTATGTCTTTATTTGTAT
TGGAARATATTGTCTTTAAATTGTTTICTTGTTGACACTTCCCACAATGGAARARTTACCAA
ATTARACCTGTTTTATGEGATGECAGCTTGGAGCATAGCAAGAATTTGGAGGATTTGAATTC
CATTCCCAGTTCTCATIGCGTTTTGTTTCTTAARACTATAATAATTGGTTACTGTTATARA
GTTTAAAAGGTGGTTTTAATATGAATAGCAAATTCTGETATATTGTGACTAACGCTTARAGA
ATGCCTETCTTTGAGAGGAAGGTGTTATAATATTAATCAACAGTGCCAAATACACTGTGCA
TATCTACAATTTAATCTTTGAATET TTETTACTGGATTAGCTCCCTCCTCCTTCTETGTGA
TGGTACCATGCATAGAGTCAATCAAATCCTTGTGATGTTTTGTATGGACTTTGACAACATG
TAACTAATGTGTARAGCAAGTTTTTATGATTAAGGAATCAAATTTATTGAATTTTATTATT
GAAAGTTGAAACTTAACATGTATAAACAAAAAACAATARAATAATARACTATTTTCATTGA
CTATAAAAAAAAGCCCACGCETCCGCC
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GAGGTCGAGGTGTTGCCAGTCGAAAGREGETTCEEECTCCEGEGAGCGGEEEGACECEGAGCGEA
TGGCCCECECCEACCECAGCEECGEATAAMARGCCATCECECTECEEGAGTGRECEEEAGE
GAGAGGEGCTGTCCCAGCECCACAAGACTATCACCEGEECTETACGAGCTEETGTGEGCGGEET
GCTGCACGCECTECTCTGTCTGCACCGCACGCTCACCTCCTEGCTCCECETTCGETTCEGT
ACCTGGAACTGGATCTGECAGCECTCCTGCCECECCRCCTCTECCGCAETCCTAGCECCGC
TCGECTTCACGCTCCGCAAGCCCCCEECAGTCGECAGGAACCECCGTCACCACCEGCACCC
GCGCGEEAGATCETECCTAECAGCCECACACCACCEEATECEGCTGECRCECEGACGGTCGT
TCCTTCGAGAAGCTACCTETGCATATEGACCTCETGATCACCCAGETGGAGCAGGAACCCA
GCTTCTCEGACATCECGAGCCTCETRETETEETGTATCECCETGGECATCTCCTACATTAG
CGTCTACGACCACCAAGGTATTTTCARAAGAAATAATTCCAGATTGATCGATGAAATTTTA
AARCAACAGCAAGAACTTCTGGGCCTAGATTGTTCARAATACTCACCAGAATTTGCARATA
GTAATGACAAAGATGATCAACT TTTAAATTGCCATTTCGCAGTCAAGGTECTETCTCCGGA
AGATCGGAAAAGCACGATATTGTAAGAGCTGCTCAGCACTTTITGCCAGTTAGTAGCCCAGARG
CAABAGAGACCCACAGATTTGOATGTAGATACGTTAGCCAGTTTACT TAGTTCAAATGETT
GTCCTEATCCTGATTTACTATTGAAGTTCEECTCCTETEGACAGCACATTAGGCTTTCTTCC
CTGGCACATCAGATTGACTGAGATTCTCTCTTTGCCTTCCCACCTARACATCAGTTATGAG
GACTTTTTCTCTECCCTTCGTCAATATGCAGCCTGTGAACAGCCTCTGGGAAAGTAGTGET
CATTGGTTGCA '
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GGGGGGCGGAACCAGCLTGCACGCGCTGECTCCAGETEACAGCCRCECGCCTCEGCCAGGA
TCTGAGTGATGAGACGTGTCCCCACTGAGGTGCCCCACAGCAGCAGGTGTTCAGCATGEGGC
TGAGAAGCTGCGACCGEGCACCAAAGEGECTEGECACGAAATGEGCGCCTGGCTGATTCCTAGGCA
GTTGGCGGECAGCARGGAGGAGAGGCCGCAGUTTCTGEAGCAGAGCCGAGACGAAGCAGTTC
TGGAGTGCCTGAACGGCCCCCTEGAGCCCTACCCACCTEGCCCACTATGGTCCAGAGGCTGT
GEGTGAGCCRCCTGCTGCGGCACCEGAARGCCCAGCTCTTGCTGETCAACCTGCTAACCTT
TGEECCTGEACCTGTGTTTGECCEGCAGGCATCACCTATGTCGCCECCTCTGCTGCTGCGARGTG
GEGGTAGAGGAGAAGTTCATGACCATEGETGCTEGECATTGGTCCAGTGCTECECCTEGETCT
GTGTCCCCCTCCTAGECTCAGCCAGTGACCACTGGECECTEGACGCTATGGCCECCECCEECT
CTTCATCTGGGCACTGTCCTTGGGCATCCTGCTGAGCCTCTTTCTCATCCCARGGGCCGEC
TGGCTAGCAGGECTGCTGTGCCCEEATCCCACGGCCCUTEGAGCTGGCACTGCTCATCCOTGG
GCETGGEECTEGCTEEACTTCTETGCCCAGGTGTEGCTTCACTCCACTGGAGGCCCTGCTCTC
TGACCTCTTCCGGEACCCEGACCACTETCECCAGGCCTACTCTGTCTATGCCTTCATGATC
AGTCTTEGGEGCTECCTGEECTACCTCCTGCCTGCCATTGACTGGEACACCAGTGCCCTGE
CCCCCTACCTGGEGECACCCAGGAGGAGTGCCTCTTTGGCCTGCTCACCCTCATCTTCCTCAC
CTGCGTAGCAGCCACACTGCTGETCGCTCAGCAGECAGUGCTGGERCCCCACCCAGLCAGCA
GAAGCEGCTGTCEECCCCCTCCTTETCEGCCCCACTGCTETCCATGCCGEGCCCECTTGECTT
TCCGGAACCTGEGGCGCCCTGCTTCCCCGECTGCACCAGCTGTGCTGCCGCATGCCCCGCAC
CCTGLECCGECTCTTCGTGECTGAGCTGTGCAGCTGGATGECACTCATGACCTTCACGCTG
TTTTACACGGATTTCETAGGCGAGGGECTETACCAGEECETGCCCAGAGCTGAGCCGGEGECA
CCGAGGCCCGGAGACACTATGATCGAAGGCETTCGEGATGGEGCAGCCTEEEECTGTTCCTGECA
GTGCECCATCTCCCTGETCTTCTCTCTGGTCATGCGACCGECTGETGCACGCCATTCGECACT
CCAGCAGTCTATTTGGCCAGTETEECAGCTTTCCCTGTGGCTGCCEGTGCCACATGCCTET
CCCACAGTGTGGECCETGETGACAGCTTCAGCCGCCCTCACCGGETTCACCTTCTCAGCCCT
GCAGATCCTGCCCTACACACTEECCTCCCTCTACCACCEGGAGARAGCAGGTETTCCTGCCC
ARATACCGAGGGGACACTGGAGGTGCTAGCAGTGAGGACAGCCTGATGACCAGCTTCCTGC
CAGGCCCTAAGCCTGGAGCTCCCTTCCCTARATGGACACGTEGETEGCTGEAGECAGTGGECCT
GCTCCCACCTCCACCCECGCTCTACGRRGCCTCTGCCTETGATGTCTCCGTACGTGTGGTG
GTGEETGAGCCCACCCGAGCCCAGGGTGETTCCCGEGCCEEGECATCTCCCTGEGACCTCGCCA
TCCTGGATAGTGCCTTCCTEGCTGTCCCAGGTGECCCCATCCCTETTTATGGEGCTCCATTGT
CCAGCTCAGCCAGTCTEGTCACTGCCTATATGGTEGTCTECCGCAGGCCTEEGTCTGETCGCC
ATTTACTTTGCTACACAGGTAGTATTTGACAAGAGCGACTTGGCCARATACTCAGCGTAGA
AAACTTCCAGCACATTGGGEGTGEAGGGCCTGCCTCACTGGGTCCCAGCTCCCCECTCCTET
TAGCCCCATGGGGCTECCGGGCTEECCGCCAGTTTCTGTTGCTEGCCARAGTAATGTGGCTC
TCTGCTGCCACCCTGTGCTGCTCGAGETGCETAGCTGCACAGLTGGEGECTEGEGCGTCCCT
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CTCCTCTCTCCCCAGTCTCTAGGGCTEGCCTGACTGCACGCCCTTCCAAGGGGETTITCAGTCT
GGACTTATACAGEGAGGCCAGAAGEGCTCCATGCACTUGAATGTGCGEGACTCTGCAGGTEG
ATTACCCAGGCTCAGEGTTAACAGCTAGCCTCCTAGTTGAGACACACCTAGAGAAGGETTT
TTGGEAGCTGAATARACTCAGTCACCTCETTTCCCATCTCTAAGCCCCTTAACCTGCAGCT
TCGTTTAATGTAGCTCTTGCATGGGAGTTTCTAGGATGRAACACTCCTCCATGGGATTTGA
ACATATGAAAGTTATTTGTACGGCAAGAGTCCTGACGGGCECAACACACAMGAACCAGGTCCC
CTCAGCCCACAGCACTGTCTTTTTGCTGATCCACCCCCCTCTTACCTITTATCAGGATGTG
GCCTGTTGGTCCTTCTGTTGCCATCACAGAGACACAGGCATTTAAATATTTAACTTATTTA
TTTAACAAAGTAGRAGGGAATCCATTGCTAGCT T TCTIGTGTTGEGTGTCTAATATTTGGGT
AGGGETGGGGGATCCCCAACAATCAGGTCCCCTGAGATAGCTGETCATTGERECTGATCATTG
CCAGAATCTTCTTCTCCTGGEETCTGGCCCCCCARAATGCCTAACCCAGGACCTTGGARAT
TCTACTCATCCCAAATCATAATTCCAAATGCTGTTACCCAAGGTTAGGGTETTGAAGGARAG
GTAGAGGGTGGGECTTCAGGTCTCAACGGCTTCCCTARCCACCCCTCTTCICTTGEGCCCAG
CCTEGTTCCCCCCACTTCCACTCCCCTCTACTCTCTCTACGACTEGECTGATGAAGGCACT
GCCCAAAATTTCCCCTACCCCCAACTTTCCCCTACCCCCAACTTTCCCCACCAGCTCCACA
ACCCTGTTTGGAGCTACTGCAGGACCAGARAGCACAAAGTGCGETTTCCCAAGCCTTIGTCC
ATCTCAGCCCCCAGAGTATATCTGTGCTTGGCGGRAATCTCACACAGAARCTCAGEGAGCACCC
CCTGCCTGAGCTAAGGEAGGTCTTATCTCTCAGGGEGEETTTAAGTGCCGTTTGCAATAATG
TCETCTTATTTATTTAGCGGGGTGAATATT ITATACTGTAAGTCGAGCAATCAGAGTATAAT
CTTTATGGTGACARAATTAAAGCCTTTICTTATATGTTT
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AACARAAGCTGGAGCTCCACCEGCGETEGLEECCGCTCTAGCCCCTGETTCGGCCCACCTCT
GAAGGTTCCAGAATCGATAGTGAATTCCTGGGEGAAGCECAGCCATEGGCTCTGOGRAGGCTG
GEGGCCGCGCTGCTGCTGCTGCCGCTGCTCGCCGCCETGGAAGAARCGCUTAATGGACTCCA
CTACAGCGACTGCTGAGCTEGGCTCCATCGTGCATCCTCCATCAGGGTGGGAAGAGGTGAG
TGGCTACGATGAGAACATGAACACGATCCECACGTACCAGGETGTGCAACGTGTTTGAGTCA.
AGCCAGAACAACTGGCTACGCACCRAAGTTTATCCGECECCETGGCECCCACCGCATCCACG
TGCAGATGARGTTTTCGETGCETGACTGCAGCAGCATCCCCAGCGTGCCTGGCTCCTGCAA
GGAGACCTTCAACCTCTATTACTATGAGGCTEGACTITGACTCGGCCACCAAGACCTTCCCC
AACTGCGATGGAGAATCCATECETRARGGTGGATACCATTGCAGCCGACCGAGAGCTTCTCCC
AGGTEGACCTEGETGECCGCETCATGARAATCAACACCCAGCTGCGEAGCTTCGGACCTET
GTCCCGCAGCGECTTCTACCTGGCCTTCCAGGACTATCGCGGCTGCATETCCCTCATCGCC
GIGCGTGTCTTCTACCGCAAGTGCCCCCECATCATCCAGAATGGCGCCATCTTCCAGGAAR
CCCTETCEGEEECTCAGAGCACATCGCTGGTEGCTGCCCEGEGECAGCTGCATCGCCAATGC
GGRAGAGGTGGATGTACCCATCAAGCTCTACTGTAACGGGGACGGCGAGTGGCTGGTGCCC
ATCGGCCGCTGCATGTCCARAGCAGECTTCCAGECCEGTTGAGAATGECACCETCTACCGAG
GTTGTCCATCTGGGACTTTCAAGCCCAACCAAGGEGATGAGGCCTGTACCCACTGTCCCAT
CAACAGCCGGACCACTTCTGAAGGECCCACCAACTGTETCTGCCGCAATGGCTACTACAGA
GCAGACCTGGACCCCCTGGACATGCCCTECACAACCATCCCCTCCGCEGCCCCAGGCTGETGA
TTTCCAGTGTCAATGAGACCTCCCTCATECTECAGTGEACCCCTCCCCEGCGACTCCEGAGS
CCGAGAGGACCTCETCTACAACATCATCTGCAAGAGCTETCGCTCGEGCCGEGETECCIGC
ACCCGCTGUGGEGACAATGTACAGTACGCACCACGCCAGCTAGGCCTGACCGAGCCACGCA
TTTACATCAGTCGACCTGCTGECCCACACCCAGTACACCTTCCAGATCCAGGCTGTGAACEG
CETTACTGACCAGAGCCCCTTCTCEGCCTCAGTTCGCCTCTGTGAACATCACCACCAACCAG
GCAGCTCCATCGGCAGTGTCCATCATGCATCAGGTGAGCCCCACCGTGCACAGCATTACCC
TOTCGTEGTCCCAGCCAGACCAGCCCAATGGCGTGATCCTEGACTATGAGCTGCAGTACTA
TGAGAAGGAGCTCAGTGAGTACAACGCCACAGCCATARABAGCCCCACCAACACGGETCACC
GTGCAGGGCCTCARAGCCGEGCGCCATCTATGTCTTCCAGGTACCGGCACGCACCETGGCAG
GCTACGGGCGCTACAGCEACAAGATGETACTTCCAGACCATGACAGAAGCCCGAGTACCAGAC
AAGCATCCAGGAGAAGTTGCCACTCATCATCEACTCCTCGECCEGCTGGCCTGETCTTCCTC
ATTGCTETGOTTGTCATCGCCATCETETETAACAGRAGACGEGGATTTGAGCATGLTGACT
CGGAGTACACGGACAAGCTGCAACACTACACCAGTGGCCACATGACCCCAGGCATGAAGAT
CTACATCGATCCTTTCACCTACGAGCGACCCCAACCAGGCAGTGCGGGAGTTTGCCAAGGAA
ATTGACATCTCCTGTGTCARAATTGAGCAGGTGATCEGAGCAGGGGAGTTTGECGAGGTCT
GCAGTGGCCACCTGAAGCTGCCAGRCAAGACAGAGATCTTTGTGGCCATCAAGACGCTCAA
GTCGGGCTACACGGAGAAGCAGCGCCGGRACTTCCTGAGCGAAGCCTCCATCATGGECCAG
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TTCGACCATCCCAACGTCATCCACCTGOAGGETECTCETCACCAAGAGCACACCTGTGATGA
TCATCACCGAGTTCATGGAGAATGGCTCCCTGEGACTCCTTTCTCCGGCAAAACGATGGGCA
GTTCACAGTCATCCAGCTEGTEGGGCATGCTTCGEEECATCECAGCTEGGCATGAAGTACCTG
GCAGACATGAACTATETTCACCETGACCTGGCTEGCCCGCAACATCCTCATCAACAGCAACC
TGGETCTGCAAGGTETCGRACTTTGEGCTCTCACGCTTTCTAGAGGACGATACCTCAGACCC
CACCTACACCAGTGCCCTEEGCEEARMAGATCCCCATCCGCTGCACAGCCCCGEAAGCCATC
CAGTACCGGAAGTTCACCTCGGCCAGTGATGTGTGGAGCTACGEGCATTGTCATGTGEGAGG
TGATGTCCTATGCGCAGCCECCCTACTGGEGACATGACCAACCAGGATETAATCAATGCCAT
TGAGCAGGACTATCGGCTGCCACCEGCCCATGGACTGCCCCGAGCEGCCCTGCACCAACTCATG
CTGGACTETTGGCAGAAGCACCECAACCACCGGCCCAAGTTCGECCARATTGTCAACACGC
TAGACAAGATGATCCGCAATCCCAACAGCCTCARAGCCATGGCGCCCCTCTCCTCTGECAT
CAACCTGCCGCTGCTGGACCGCACGATCCCCGACTACACCAGCTTTAACACGGTGGACGAG
TGGCTGGAGGCCATCAAGATGGGGCAGTACAAGCAGAGCTTCGCCAATGCCGGCTTCACCT
CCTTTGACGTCGETGT CTCAGATGATGATGGAGGACATTCTCCEGGTTEGGCTCACTTTCHC
TGGCCACCAGARAARAATCCTGARACAGTATCCAGCTCGATGCGGEGCGCAGATGAACCAGATT
CAGTCIGTGEAGETTIGACATTCACCTGCCTCAGCTCACCTCTTCCTCCAAGCCCCGCCCC
CTCTGLCCCACETGECCEGCCCTCCTGETGCTCTATCCACTGCAGGGCCAGCCACTCGCCAG
GAGGCCACGEECCACGEGAAGAACCAAGCGGETGCCAGCCACCGAGACGTCACCAAGAARANCH
TGCAACTCAAACGACGGAAAAAAAAAGGGAATGCGAAMAAAGARAACAGATCCTGGCGAGGE
GGCGEGAARATACAAGGAATATT I TTTAAAGAGGATTCTCATAAGGARAGCAATCGACTETTC
TTGCGEGEGATAAAAAAGGGCTTGEGGAGATTCATGCCATGTETCCAAT CGGAGACARAAGT
AGTTTCTCTCCAACTCCCTCTGECGAAGGTGACCTGECCAGACGCCAAGAAACACTTTCAGAA
AAACAAATGETGAAGGGEAGAGACAGGEGCCGCCCTTEGCTCCTGTCCCTGCTGCTCCTCTA
GGCCTCACTCAACAACCAAGCGCCTECAGGACGEEACAGATGCGACAGACAGCCACCCTGAG
AACCCCTCTGGEAAAATCTATTCCTEGCCACCACTGGEECAAACAGAAGAATTTTTCTGTCTT
TECGAGAGTATTTTAGAAACTCCAATGAAAGACACTGTTICTCCTGTTGGCTCACAGGGCTG
AARGGGGCTITIGTCCTCCTGECTCACCEAGAACGCEGEGACCCCAG
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CGGGAAGCGCAGCCATEGECTCTGCEGAGGCTGEEEECCECGLCTGCTGCTGCTGCCGCTGCT
CGCCGCCETGCAAGAAACGCTAATGGACTCCACTACAGCEACTGCTGAGCTGGGCTGGATG
éTGCATCCTCCATCAGGGTGGGAAGAGGTGAGTGGCTACGATGAGAACATGAACACGATCC
GCACGTACCAGGTGTGCAACGTETTTGAGTCAAGCCAGAACAACTGGCTACGGACCAAGTT
TATCCGGCGCCETERCCCCCACCGCATCCACGTEGEAGATGAAGTTTTCGETECGTGACTGC
AGCAGCATCCCCAGCETGCCTEGCTCCTGCAAGGAGACCTTCAACCTCTATTACTATGAGE
CTGACTTTGACTCGGCCACCAAGACCTTCCCCAACTEGATGCAGAATCCATGEETGAAGGT
GEATACCATTGCAGCCGACGAGAGCTTCTCCCAGGTGGACCTCGETGGCCGCETCATGARA
ATCAACACCGAGGTGCECGAGCTTCEGACCTGTGTCCCECAGCGGCTTCTACCTGGECCTTCC
AGGACTATGGCEECTGCATGTCCCTCATCGCOGTGCETETCTTCTACCGCAAGTGCCCCCG
CATCATCCAGAATGGCGCCATCTTCCAGGAAACCCTGTCGGEGGECTGAGAGCACATCGCTG
GTGGCTGCCCGGGGCAGCTGCATCGCCAATGCGGhAGAGGTGGATGTACCCATCAAGCTCT
ACTGTARCGGGGACGECEAGTGEECTEETGCCCATCGEGCEGCTEGCATEGTGCAAAGCAGGCTT
CGAGGCCETTGAGAATGECACCEGTCTCCCGAGGTTGTCCATCTGGCACTTTCARGGCCAAC
CAAGGGGATGAGGCCTGTACCCACTETCCCATCARCAGCCGGACCACTTCTGAAGGEGCCA
CCAACTGTGTCTGéCGCAATGGCTACTACAGAGCAGACCTGGACCCCCTGGACATGCCCTG
CACAACCATCCCCTCCGCECCCCACGCTCTGATTTCCAGTGTCAATGAGACCTCCCTCATG
CTGEAGTGGACCCCTCCCCGCEACTCCGGAGGCCGAGAGBACCTCGTCTACAACATCATCT
GCAAGAGCTGETGGECTCGGECCGEEATECCTECACCCGCTCCEEGEACAATATACAGTACGC
ACCACGCCAGCTAGGCCTCGACCCGAGCCACGCATTTACATCAGTGACCTGCTGGCCCACACC
CAGTACACCTTCGAGATCCAGGCTGTGAACCGCGTTACTCGACCAGAGCCCCTTCTCGCCTC
AGTTCGCCTCTGTGAACATCACCACCAACCAGGCAGCTCCATCGECAGTGTCCATCATGCA
TCAGGTGAGCCGCACCETGGACAGCATTACCCTGTCGTGETCCCAGCCGGACCAGCCCAAT
GGCETGATCCTGEACTATGAGCTECAGTACTATGACGAAGCAGCTCAGTCAGTACAACGCCA
CAGCCATAAAAAGCCCCACCAACACGGTCACCGTGCAGGGCCTCAAAGCCEGCGCCATCTA
TGTCTTCCAGGTGECEEECACGCACCGTEECAGGCTACCGGCECTACAGCGEGCAAGATGETAC
TTCCAGACCATGACAGAAGCCGAGTACCAGACAAGCATCCAGEAGAAGTTGCCACTCATCA
TCGGCTCCTCEGECCGCTEGCCTGETCTTCCTCATTGCTGTGGTITGTCATCGCCATCGTGETG
TAACAGACGGGGGETTTCGAGCGTGCTEACTCGGACTACACGEGACAAGCTGCAACACTACACC
AGTGGCCACATGACCCCAGGCATGARGATCTACATCGATCCTTTCACCTACCGAGGACCCCA
ACGAGGCAGTGCGGGAGTTTGCCARGGAAATTGACATCTCCTGTGTCAAAATTGAGCAGGT
GATCGGAGCAGGGGAGTTTGGCGAGCTCTGCAGTGECCACCTGAAGCTGCCAGGCAAGAGA
GAGATCTTTGTGGCCATCAAGACGCTCAAGTCCEGCTACACCGAGAAGCAGCGCCGGEACT
TCCTGAGCAEAAGCCTCCATCATGGECCAGTTCGACCATCCCAACGTCATCCACCTGGAGEG
TGTCCTGACCAAGAGCACACCTGTGATGATCATCACCGAGT TCATGGAGAATAGCTCCCTG
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GACTCCTTTCTCCGRCAAAACCGATGCGECAGTTCACAGTCATCCAGCTGGETGEGCATGCTTC
GGGECATCGCAGCTEECATGAAGTACCTGECAGACATCGAACTATGTTCACCGTGACCTGEGC
TGCCCGCAACATCCTCETCAACAGCAACCTGGTCTGCAAGGTGTCGGACTTTAGGECTCTCA
CECTTTCTAGAGGACGATACCTCAGACCCCACCTACACCAGTACCCTGEGCGGAAAGATCC
CCATCCGCTGGACAGCCCCGGAACGCCATCCAGTACCGEGARGTTCACCTCEECCAGTGATGT
GTGEGAGCTACGGECATTGTCATGTGEEAGGTCGATETCCTATGGEGAGCGGCCCTACTGGGAC
ATGACCAACCAGGATETAATCAATGCCATTGAGCAGCGACTATCGGCTGCCACCGCCCATGEG
ACTGCCCGAGUGCCCTGCACCAACTCATGCTEGACTGTTCGGCAGAAGGACCGCARACCACCG
GCCCAAGTTCGACCAAATTGTCAACACGCTAGACAAGATGATCCGCAATCCCAACAGCCTC
AAAGCCATGGCGCCCCTCTCCTCTGGCATCAACCTGCCGCTGCTGGACCGCACGATCCCCG
ACTACACCAGCTTTAACACGGTGCACGAGTGECTGGAGGCCATCAAGATGGCCGCAGTACRA
GGAGAGCTTCGCCAATGCCEGGCTTCACCTCCTTTCACGTCECTGTCTCACGATGATGATGGAG
GACATTCTCCGEGTTCGCETCACITTGGCTGECCACCAGAARARAATCCTGAACAGTATCC
AGGTGATGCCGGCECAGATGAACCAGATT CAGT CTETGEGAGETTIGACATTCACCTECCTC
GGCTCACCTCTTCCTCCAAGCCCCECCCCCTCTECCCCACGTGCCGGCCCTCCTGETGCTC
TATCCACTGCAGGGCCAGCCACTCGCCAGGAGECCACGEGCCACGGEAAGAACCAAGCEGT
GCCAGCCACGAGACGTCACCAAGAANACATGCAACTCAAACGACGGAARAAAARAGGEAAT
GGGAAMAARAGAAALCAGATCCTGEGAGGGEGCEEGAAATACARGCGAATATTTTTTAAAGAG
GATTCTCATAAGGAAAGCAATCACTGTTCTTGCGEGEGGATAAAARAGGECTTEGGEGAGATTC
ATGCGATGTGTCCAATCCEAGACAAAAGCAGTTTCTCTCCRAACTCCCTCYGGGAAGGTGAC
CTGGCCAGAGCCAAGARACACTTTCAGAARAACARATGTGAAGGGCGAGACGACAGGGGCCGC
CCTTGGCTCCTGTCCCTGCTGCTCCTCTAGGCCTCACTCAACAACCARGCGCCTGGAGRAC
GGGACAGATGGACAGACAGCCACCCTGAGAACCCCTCTGECGAAAATCTATTCCTGCCACCA
CTGGGCAAACAGARAGAATTTTTCTATCTTTGCAGAGTATTTTAGAAACTCCAATGAAAGAC
ACTGTTTCTCCTGTTEGCTCACAGEGLTCGRAAAGEEECTTTIGTCCTCCTGGGTCAGGGAGA
ACGCGGGGACCCCAGAAAGGTCAGCCTTCCTGAGGATAGECAACCCCCAGGTCTEGCAGCTC
CAGGTACATATCACGCGCACAGCCTGECAGCCTEECCCTCCTEETGCCCACTCCCGCCAGT
CCCTGCCTCRAGGTCGAC
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CCGCCAGCTCCTTCGGCAATGAACTTCTCCACCAGCAGCAGCAGCTTCACCTACGALCCGGE
AGTTCCTCCECACCCTGCCCERCTTCCTCATCETGGCCCGAGATCETTCTGEGECTGCTGET
ATGGACGCTTATTGCTGECAACTGAGTACTTCCGEGTCCCCGCATTTGGCTGGGTCATGTTT
GTAGCTGTATTTTACTGGGTCCTCACCGTCTTCTTCCTCATTATCTACATAACAATGACCT
ACACCAGGATTCCCCAGGTECCCTCGGACAACAGTGEGCCTGTECTITAACGECAGTGCCTT
COTCTTGTACCTCTCTECCECTEGTTGTAGATECATCTTCCGTCTCCCCTGAGAGGGACAGT
CACAACTTCAACAGCTGERCGECCTCATCGTTCTTTGCCTTCCTEGGTCAACATCTGCTACG
CTGGAAATACATATTTCAGTTTTATAGCATGGAGATCCAGGACéATACAGEQ&TTTACCAT
TTTGATAATTAAAAGGAARAAARAAGCGAAGACTCTCACTETAAAAACAGCTGTAGGTATAA
TGTATATTCCCAGAGAATTGTATTTAACTAATTAATGTTTTTTATATTCTTAAATTTIGCTC
ACRAATTGTGGTTTGTTACAATTAAACTGGATACTTATTTGCAAAGTGTTGTAGCTTATAA
TGAACTCTTAAGTATCTTATTAATGTATTAATGTCTTCATAGATCATATTTTCTTAGACAA
TGTTTAARTAGATAAATTGCTAATATTGAGAATCGTGTCAAGTTTGTAAACCTAACTTTTAA
GATGCCAGATTCTTTTTTGATTAAATGTTCCAAAATCCCAAARAAAARAARAARAALAAR
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GCCCTTGGCAATGAACTTCTCCACCAGCAGCAGCAGCTTCGCCTACGACCEGGAGTTCCTC
CGCACCCTGCCCGECTTCCTCATCGTGECCGAGATCGTTCTGEGECTGCTCGTATGGACGC
TTATTGCTGGAACTGAGTACTTCCGGGTCCCCECATTIGGCTGGETCATGTTTGTAGCTGT
ATTITACTGEGETCCTCACCETCTTCTTCCTCATTATCTACATAACAATGACCTACACCAGG
ATTCCCCAGGTGCCCTGGACAACACTEGECCTETGCTTTAACGECAGTGCCTTCGTCTTET
ACCTCTCTGCCGCTGTTGTAGATRCATCTTCCGTCTCCCCTGAGAGGGACAGTCACAACTT
CAACAGCTGGGCGGCCTCATCETTCTTTGCCTTCCTEGTCACCATCTGCTACGCTGGARAT
ACATATTTCAGTTTTATAGCATGGAGATCCAGGACCATACAGTGATTTACCARAGGGC
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GGCCCTGCCCTGARGGCTEEGTCACTTECAGAGGTAAACTCCCCTCTTTGACTTCTGGCCAG
GGTTTGTGCTGAGCTGECTGCAGCCECTCTCAGCCTCGCTCCEGEGCACGTCGEGCAGCCTC
GGGCCCTCCTGCCTGCAGGATCAEQCCCACCACCGTGGACGATGTCCTGGAGCATGGAGGG
GAGTTTCACTTTTTCCAGAAGCAAATETTTTTCCTCTIGGCTCTGCICTCGGCTACCTTCG
CGCCCATCTACGTGEGCATCGTCTTCCTEGGCTTCACCCCTGACCACCEGCTGCCGGAGLCC
CGGAGTGECCGAGCTCAGTCTECGCTCCCECTEGAGTCCTGCAGAGGAACTGAACTACACG
GTGCCEEGCCCAGBACCTGCEEGCGAAGCCTCCCCARGACAGTGTAGGCGCTACCGAGCTGE
ACTGGARCCAGAGCACCTTTIGACTGCGTEGACCCCCTGGCCAGCCTERACACCARCAGGAG
CCGCCTGCCACTGEGCCCCTECCEGEACGECTEEETETACGACACGCCTGGCTCETCCATC
GITCACCGAGTTTAACCTGGTATETGCCAACTCCTGGATGTTEGGACCTATTCCAGTCATCAG
TEAATGTAGGATTCTTTATTGGCTCTATGAGTATCCGCTACATAGCAGACAGETTTGECCG
TAAGCTCTGCCTCCTAACTACAGTCCTCATAAATGCTGCAGCTGEAGTTCTCATGGCCATT
TCCCCAACCTATACGTGGATGTTAATTTTTCGCTTAATCCAAGGACTGGTCAGCARAGCAG
GCTGGTTAATAGGCTACATCCTCGATTACAGAATTTCGTTGGGCGCAGATATCEGGAGAACAGT
GGEGATTTTITACCAAGTTGCCTATACAGTTAGCECTCCTGGTGCTAGCTCEGGETEECTTAL
GCACTTCCTCACTGGAGETEGTTGCAGTTCACAGTTGCTCTGCCCAACTTCTTCTTCTIGE
TCTATTACTGGTGCATACCTGAGSTCTCCCAGGTGGCTEGATCTCCCAGAATAAGAATGCTGA
AGCCATGAGAATCATTAAGCACATCGCARAGAMAAATGGAAAATCTCTACCCGCCTCCCTT
CAGCGCCTGAGACTITOAAGAGGARAACTGGCAAGAAATTGAACCCTTCATTTCTIGACTTGG

‘TCAGAACTCCTCAGATAAGGAAACAIACTATGATATTGATGTACAACTGGTTCACGAGCTC
TETGCTCTACCAGGGCCTCATCATGCACATGGGCCTTGCAGGTGACAATATCTACCTGGAT
TTCTTCTACTCTGCCCTGETTGAATTCCCAGCTGCCTTCATGATCATCCTCACCATCGACT
GCATCGGACGCCGTTACCCTTGGGCTEGCATCAAATATGETTGCAGEGGCAGCCTGTCTGGC
CTCAGITTTTATACCTGGTGATCTACAATGECTARAAAATTATTATCTCATCGCTTGGGAAGA
ATGEGGATCACAATGGCCTATGAGATAGT CTGCCTEGETCAATGCTCAGCTGTACCCCACAT
TCATTAGGAATCTTGECEGTCCACATCTGTTCCTCAATGTGTCGACATTGGTCGGCATCATCAC
GCCATTCCTCETCTACCCECTCACTAACATCTGECTTGAGCTCCCEGCTGATGETTITCGGC
GTACTTGGCTTGETTCCTGEAGCETCTAGTGCTGTTGCTTCCAGAARCTAAAGGGAAAGCTT
TGCCTCAGACCATCGAGGAAGCCCAAAATATGCAAAGACCAAGARAADATAAAGAAAAGAT
GATTTACCTCCAAGTTCAGAAACTAGACATTCCATTGAACTAAGAAGAGAGACCETTGCTG
CTGTCATGACCTAGCTTITGATGGCAGCAAGACCARAAGTAGAAATCCCTGCACTCATCACA
AAGCCCATACAACTCAARCCAAACTTACCCCTGAGCCCTATCAACCTAGGTCTACAGCCAGT
GGAGTCTATTGTACACTGTGGAAARATACCCATGGGACCAGATCCTGCCAAATTCTTCCAG
CTCACTTTATTCTCAGCATTCCTAGGACATTGCACATTGGTITTCTGGAGGETTTTTTTTC
CGATCTTIGTATTTTTTITAAATTTGATTCTTITCTTTGCAATGCTAGCAACCAGAATACAT
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AGGGGAACTGTGGGC‘I‘AGGCAAANAAAATAGAAAAAGTGTGAAAAACAGTAAP;GTTGGGAG
AGGAGCATCTATTTTCTTAAAGAAATAAAACACCNAAAACARAAARADARANARADANARAR
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GCCCTTCTCCTGCCTGCAGGATCATECCCACCACCETGGACGATGTCCTGGAGCATGGAGG
GGAGTTTICACTTTTTCCAGAAGCAAATGTTTTTCCTCTTEGCTCTGCTCTCGGCTACCTTC
GCGCCCATCTACGTGEGCATCGTCTTCCTGEGECTTCACCCCTGACCACCECTGCCAGAGCT
CCGEAGTGGCCBAGCTGAGTCTGCGCTGCCECTGEAGTCCTGCAGAGGAACTGAACTACAC
GGTGCCGGGCCCAGGACCTGCGGGCGAAGCCTCCCCAAGACAGTGTAGGCGCTACGAGGTG
GACTGGAACCAGAGCACCTTCEACTECGTGGACCCCCTGGCCAGCCTGGACACCAACAGGA
GCCGCCTGCCACTEEGCCCCTGCCCERACEGCTGEGTGTACGAGACGCCTGECTCGTCCAT
CGTCACCGAGTTTAACCTGATATGTGCCAACTCCTGGATGTTGGACCTATTCCAGTCATCA
GTGAATGTAGCATTCTTTATTGGCTCTATGAGTATCGGCTACATAGCAGACAGGTTTGGCC
GTAAGCTCTGCCTCCTAACTACAGTCCTCATAAATGCTGCAGCTGEAGTTCTCATGGCCAT
TTCCCCAACCTATACGTGCATGTTAATTTTTCGCTTAATCCAAGGACTGGTCAGCARAGCA
GGCTGGTTAATAGECTACATCCTGATTACAGAATTTGTTGGCCCGAGATATCGGAGAACAG
TGGGGATTTTTTACCAAGTTGCCTATACAGTTGGGCTCCTGGTGCTAGCTGGGGTGGCTTA
CGCACTTCCTCACTGGAGETGGTTGCAGTTCACAGTTTCTCTGCCCAACTTCTTICTTICTTG
CTCTATTACTGGTGCATACCTGAGTCTCCCAGATGGCTGATCTCCCAGAATAAGAATGCTG
AAGCCATGAGAATCATTAAGCACATCCGCAARGARRAATGEGARARATCTCTACCCGCCTCCCT
TCAGCGCCTGAGACTTGAAGAGGAAACTGACAAGARATTGAACCCTTCATTTCTTGACTTG
GTCAGAACTCCTCAGATAAGGARACATACTATGATATTGATGTACRACTGETTCACGAGCT
CTGTGCTCTACCAGGGCCTCATCATGCACATGEECCTTGCAGGTGACAATATCTACCTGGA
TTTCTTCTACTCTGCCCTGETTGAATTCCCAGCTGCCTTCATGATCATCCTCACCATCGAC
CECATCGGACGCCETTACCCTTGGGCTGCATCAAATATGCGTTGCAGEEGCAGCCTGTCTEG
CCTCAGTTTTTATACCTGGTGATCTACAATGGCTARAAAATTATTATCTCATGCTTGGGAAG
AATGGGGATCACAATGCECCTATGAGATAGTCTEGCCTGETCAATGCTGAGCTGTACCCCACA
TTCATTAGCAATCTTGGCGTCCACATCTGTTCCTCAATGTGTGACATTGETGGCATCATCA
CGCCATTCCTGGTCTACCGGCTCACTAACAT CTGECTTGAGCTCCCEGCTGATEETTIICGG
CGTGCITGECTTGETTGCTGEAGETCTECTGCTGTTGCTTCCAGAAACTAAAGGGAAAGCT
TTGCCTGAGACCATCGAGGAAGCCCARAATATGCAAAGACCAAGAAAAAATAAAGAAANGA
TGATTTACCTCCAAGTTCAGAAACTAGACATTCCATTGAACTAAGAAGAGAGACCGTTGCT
GCTGTCATGACRAGGGEC



R4 ]247

FIGURE 28

CGGGCCAGGTTTCCAGGCTCGGCCGCCECCTCCATCCCAGCACCTCGCGGAGCGAGCGCTGA
CCATGGCTCCCTGGCCTGAATTGGCGAGATGCCCAGCCCAACCCCGATAAGTACCTCGAAGG
GGCCGECAGGTCAGCAGCCCACTCGCCCCTCGATARAAGCARAGAGACCAACARAACAGATAAC
ACTGAGGCACCTGTAACCAAGATTGAACTTCTGCCGTCCTACTCCACGGCTACACTGATAG
ATGAGCCCACTGAGGTGGATGACCCCTGGAACCTACCCACTCTTCAGGACTCGGGGATCAA
GTGGTCAGAGAGAGACACCAAAGGGAAGATTCTCTGTTTCTTCCAAGGGATTGGGAGATTG
ATTTTACTTCTCGCATTTCTCTACTTTTTCGTGTGCTCCCTGCATATTCTTAGTAGCGCCT
TCCAGCTGGTTGGAGGAAARATGECAGGACAGTTCTTCAGCAACAGCTCTATTATGETCCAA
CCCTTTGTTGGEGCTEETGATCEGGETGCTGETGACCGTCTTEGETGCAGAGCTCCAGCACC
TCAACGTCCATCGITGTCAGCATGETETCCTCTTCATTGCTCACTETTCGGGCTGCCATCC
CCATTATCATGGGGCECCAACATTGGAACGTCAATCACCAACACTATTGTTGCGCTCATGCA
GGTEGGAGATCGGAGTGAGT TCAGAAGAGCTTTTGCAGGAGCCACTGTCCATGACTTCTTC
AACTGGCTETCCGTETTGGTGCTCTIGCCCETGCAGGTGACCACCCATTACCTCGAGATCA
TAACCCAGCTTATAGTGGAGAGCTTCCACTTCAAGAATGGAGAAGATGCCCCAGATCTTCT
GAAAGTCATCACTAAGCCCTTCACAAAGCTCATTGTCCAGCTGGATARRAAAGTTATCAGC
CARATTGCAATGAACGATCAARRAGCCGAAANACANGAGTCTTGTCAAGATTTGCTGCAARA
CITTTACCAACAAGACCCAGATTAACGTCACTCTTCCCTCEGACTGCTAACTGCACCTCCCC
TTCCCTCTGTTGGACGCGATGGCATCCARAACTGGACCATCAAGAATGCTGACCTACARGGAG
AACATCGCCARATGCCAGCATATCTITGTGAATTTCCACCTCCCEGGATCTITGCTATGGGECA
CCATCTTGCTCATACTCTCCCTGCTEETCCTCTETAGTTCGCCTGATCATCATTGTCARGAT
CCTGEGCTCTGTGCTCAAGGEGCAGETCGCCACTGTCATCAAGAAGACCATCAACACTGAT
TTCCCCTITCCCTTTECATGETTIGACTGECTACCTGGCCATCCTCOTCGEGECAGGCATGA
CCTTCATCGTACAGACGCAGCTCTGTGTTCACETCGGCCTTGACCCCCCTGATTGGAATCGG
CGTGATAACCATTGAGAGGECTTATCCACTCACGCTEEGCTCCARCATCGGCACCACCACC
ACCGCCATCCTGECCGCCTTAGCCAGCCCTGECAATGCAT TEACGAGTTCACTCCAGATCG
CCCTGTGCCACTTTTICTTCAACATCTCCAGCATCTTGCTGTGGTACCCGATCCCGTTCAC
TCECCTGCCCATCCGCATGGCCAAGGEGUTGGECAACATCTCTGCCAAGTATCECTGETTC
GCCETCTTCTACCTGATCATCTTCTTCTTCCTGATCCCGUTGACGCTGITTGGCCTCTCGL
TGGECCGGCTGECEEETECTEETTECTETCGEEETTCCCETCEGTCTTCATCATCATCCTGET
ACTGTGCCTCCGACTCCTGCAGTCTCGCTGCCCACGCGTCCTEGCCGAAGAMACTCCAGAAC
TGGAACTTCCTGCCGCTGTGEATGCGCTCGCTGAAGCCCTGGGATGCCCTCGTCTCCAAGT
TCACCGGCTGCTTCCAGATGCACTGCTECTACTGCTGCCGCETETGCTGCOGCGCETELTG
CTTGCTOIGTEGCTGCCCCAAGTGCTECCECTGCAGCARAGTGCTCCCGAGGACTTGGAGGAR
GCGCAGGAGGGGCAGCATGTCCCTETCAAGGCTCCTGAGACCTTTGATAACATARCCATTA
GCAGAGAGGCTCAGGETGAGGTCCCTECCTCGGACTCAAAGACCGAATGCACGGCCTTGTA
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GGGGACGCCCCAGATTGTCAGEGATGEGEGGATGEGTCCTTGAGTTTTGCATGCTCTCCTCC
CTCCCACTTCTGCACCCTTTCACCACCTCGAGGAGATTTGCTCCCCATTAGCGAATGARAT
TEATGCAGTCCTAAAAAAADADA
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FIGURE 29

CAGCCCAGCACCTGCGEAGGGAGCGCTCACCATEGCTCCCTGGCCTGAATTGEGAGATGCC
CAGCCCAACCCCCGATAAGTACCTCGAAGGEGEGECCECAGGTCAGCAGCCCACTGCCCCTGATA
AADGCAARGAGACCAACAAAACAGATAACACTCGAGCCACCTGTAACCAAGATTGAACTTCT
GCCETCCTACTCCACGECTACACTGATAGATCGAGCCCACTEAGGTGGATGACCCCTEGAAC
'CTACCCACTCTTCAGGACTCGGGGATCAAGTGGTCAGAGAGAGACACCAAAGGGAAGATTC
TCTGTTTCTTCCAAGGGATTGGGAGATTGATTTTACTTCTCGGATTTCTCTACTTTTTCGT
GTGCTCCCTGEGATATTCTITAGTAGCGCCTTCCAGCTGGT TGCGAGCGCGAAAAATGGCAGGACAG
TTCTTCAGCAACAGCTCTATTATGTCCAACCCTTTETTGGGGCTGETCGATCGGGETECTGG
TGACCGTCTTGETGCAGAGCTCCAGCACCTCAACGTCCATCETTETCAGCATGCTGTCCTC
TTCATTGCTCACTGTTCAGGCTGCCATCCCCATTATCATGEEGGCCARCATTGGAACGTCA
ATCACCAACACTATTGTTGCGCTCATGCAGETGGCGAGATCGGAGTGAGTTCAGAAGAGCTT
TTGCAGGAGCCACTGTCCATGACTTCTTCAACTGECTETCCGTGTTGGTGCTCTTGCCCGT
GGAGGTGGCCACCCATTACCTCGAGATCATRACCCAGCTTATAGTGGAGAGCTTCCACTTC
AAGAATGGAGRAGATGCCCCAGATCTTCTGARAGTCATCACTAAGCCCTTCACAAAGCTCA
TTGTCCAGCTGGATAAARAAGTTATCAGCCAAATTGCAATCGAACGATGAARAAAGCGARRAN
CAAGAGTCTTCTCAAGATTTGATGCAAAACTTTTACCAACAAGACCCAGATTARCGTCACT
GTTCCCTCGACTECTAACTGCACCTCCCCTTCCCTCTETTEGACGEGATGEGCATCCARAACT
GGACCATGAAGAATGTGACCTACAAGGAGAACATCGCCAAATGCCAGCATATCTTTGTGAA
TTTCCACCTCCCGGATCTTECTEGTGEGGCACCATCTTGCTCATACTCTCCCTIGCTGETCCTC
TETGETTGCCTGATCATGATTGTCAAGATCCTGEGCTCTGTGCTCAAGGGGCAGETCGCCA
CTGTCATCAAGAAGACCATCAACACTGATTTCCCCTTTCCCTTTECATGGETITGACTCGECTA
CCTGGCCATCCTCGTCGGGGCAGGCATGACCTTCATCGTACAGAGCAGCTCTGTGTTCACG
TCGGECCTTGACCCCCCTEGATTOCCAATCGGCCTGATAACCATTGAGAGGHCTTATCCACTCA
CGCTEGEECTCCAACATCGECACCACCACCACCGCCATCCTGGCCACCTTAGCCAGCCCTEG
CAATGCATTGAGGAGTTCACTCCAGATCGCCCTEGTGCCACTTTTTCTTCAACATCTCCGGC
ATCTTGCTGTGETACCCGATCCCGTTCACTCGCCTGCCCATCCGCATGGCCAAGGEGCTGG
GCAACATCTCTGCCAAGTATCECTGETTCGCCGTCTTCTACCTGATCATCTTCTTCTTCCT
GATCCCECTGACGGTGTTTGRCCTCTCECTGECCGGLTEGCGRETEGCTEETTGETATCEEE
GTTCCCETCGTCTTCATCATCATCCTGGTACTEGTGCCTCCGACTCCTGCAGTCTCGCTGCC
CACGOGTCCTGCCGAAGARACTCCAGAACTEGAACTTCCTGCCECTEGTGGATGCECTCGCT
GAAGCCCTGEGATGCCETCATCTCCAAGTTCACCEGGCTGCTTCCAGATGCGCTGCTGCTGC
TGCTCCCGCETGTGCTGCCECGCETECTGCTTGCTETGTGGCTCCCCCAAGTACTGCCGCT
GCAGCAAGTGCTGCGAGGACTTGGAGGAGGCCCAGGAGEGLECAGGATGTCCCTGTCAAGGT
TCCTGAGACCTTTCGATAACATAACCATTAGCAGAGAGGCTCRAGEGTCAGGTCCCTGCCTCG
GACTCAAAGACCGAAATGCACGGCCTTGTAGGGGACGCCCCAGATTGTCAGGGATGGEGGGGA
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TGETCCTTGAGTTTTGCATGCTCTCCTCCCTCCCACTTCTGCACCCTTTCACCACCTCGAR
GAGATTTGCTCCCCATTAGCGAATGAAATTGATGCAGTCCTACCTAACTCCGATTCCCTTTG
GCTTGOTGGETAGGCCTGCAGGGCACTTTTATTCCAACCCATGGCCTCCATGACTTTTTCA

AAMAAALAAAALALOA0A0AANANLAANASALNAAMNAANDLDADOANADDALAADNDNLALN
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FIGURE 30

GGCGETEGGAGCTGCCTAGGCCGEECCCTIGCCAGGGAGCAAGTCTGCATCGCAGAGGCCAGG
GCAGAGTGGCTCCTCACAGCCTGAAGCTCATCCTTCTGCACGGECCAGCCAGGCCAGCACA
GAGGCACCAGGGCAGCAGTGCACACAGGTCCCCGEGGACCCCACCATETGGAGCEGATGGT
GGCTGTGGCCCCTTGTGGCCGTCTGCACTGCAGACTTCTTTCGGGACGAGGCAGAGAGGAT
CATGAGGGACTCCCCTGTCATTCGATGEGCACAATGACCTCCCCTGGCAGCTGCTGGATATG
TTCAACAACCGGECTGCAGGACGAGAGGACCAACCTCGACCACCTTGGCCCGCACACACACCA
ACATCCCCAAGCTGAGGGCCGGCTTTGTEGEGAGGCCAGTTCTEGETCCGTETACACGCCCTG
CGACACCCAGAACAAAGACGCCGTGCGEAGGACECTECGAGCAGATAGACGTGETCCACCEC
ATGTGCCGGATGTACCCGCAGACCTTCCTCTATGTCACCAGCAGTEGCAGGCATTCGGCAGE
CCTTCCGGGAAGGGAAGGTGGCCAGCCTGATCCECETCCAGGECEECCACTCCATTGACAG
CAGTTTGGGCATCCTGCEGGCACTCTATCAGCTGGECATGCGGTACCTGACCCTCACCCAC
AGCTGECAACACGCCCTGEECTGACAACTGGCTGETCGEGACACGGGAGACAGCGAGCCCCAGA
GCCAAGGCTTGTCACCCTTTGGGCAGCGTETCGGTCGAAGGAGCTGAACCETCTCEGGETCCT
CATCGACTTGECTCACGTGTCTGTGGCCACCATGAAGGCCACCCTGCAGCTETCCAGAGCC
CCGETCATCTTCAGCCACTCCTCGGCCTACAGCGTETGCGCAAGCCEGCGCAACGTGCCTIG
ACGACGTCCTGAGGCTGGTCGAAACAGACAGACAGCCTGGTGATGATGAACTTCTACAACAA
TTACATTTCCTGCACCAACAAGECCAACCTETCCCAAGTGECCGACCATCTGGATCACATC
AAGGAGGTEGCAGCAGCCAGAGCCETEGETTITTGRTGEGCGACTTTGATGGTCTTCCAAGGG
TCCCTGAGGGGCTEGACGGACCTCTCCARAGTAT CCAGACCTGATCCCTGAGCTGCTCAGGAG
GAACTGGACGGAGGCCEAGGTCAAGGCGCGCACTGGCTCACAACCTECTEGAGGETCTTCCAG
GCTETGGAACAGGCCAGCAACCTCACACAGGECTCCCCGAGGAGCGAGCCCATCCCEGCTGEACC
AGCTGEETGECTCCTGCAGGACCCATTACGGCTACTCCTCTGGEGCTTCCAGCCTCCATCG
CCACTGGEGGCTCCTECTEGCCTCCCTCEGCTCCCCTGGTCCTCTGTCTGTCTCTCCTGTEA
AACCTGGGAGACCAGAGTCCCCTTTAGGGTTCCCGEGAGCTCCECRGAAGACCCECCCATCCC
AGCGACTCCAGATGCCAGCAGCCCTGCTGCCCACATGCAAGGACCAGCATCTCCTGAGAGGA
CGCCTGGEECTTACCTGEGEEGCAGGATGCCTCGEGACAGTTCAGGACACACACACAGTAGG
CCCGCAATAAMAGCAACACCCCTTCAARANADAAARRDARAARADARN
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CATCTAARGCCTCCTCAGCCTTCTGAGTCAGCCTGAAAGGAACAGGCCGAACTGCTGTATG
GGCTCTACTGCCAGTGTGACCTCACCCTCTCCAGTCACCCCTCCTCAGTTCCAGCTATGAG
TTCCTGCAACTTCACACATGCCACCTTIGTGCTTATTGETATCCCAGGATTAGAGAARGCC
CATTTCTGCETTEGCTTCCCCCTCCTITTCCATGTATGTAGTCGCAATGTTTGEARACTGCA
TCGCTGOTCTTCATCGTAAGGACCCAACGCAGCCTGCACGCTCCGATGTACCTCTTTCTCTG
CATGCTITGCAGCCATTGACCTGGCCTITATCCACATCCACCATECCTAAGATCCTTGCCCTT
TTCTGETTTGATTCCCGAGACATTAGCTTTGAGGCCTETCTTACCCAGATCTTCTTITATTC
ATGCCCTCTCAGCCATTGAATCCACCATCCTGCTGGCCATGGCCTTTGACCGTTATGTGGC
CATCTGCCACCCACTGCGCCATGCTGCAGTGCTCAACAATACAGTAACAGCCCAGATTGGC
ATCETGECTGTGGTCCGCEGATCCCTCTTTITTTITCCCACTGCCTCTGCTGATCAAGCGGC
TEECCTTCTGCCACTCCAATETCCTCTCEGCACTCCTATTETGTCCACCAGGATGTAATGAA
GTTGGCCTATGCAGACACTTTGCCCAATGTGETATATGGTCTTACTGCCATTCTGCTGGTC
ATGGECGTGCACCTAATGTICATCTCCTIGTCCTATTTTCTGATAATACGAACGGTTCTIGC
AACTGCCTTCCAAGTCAGAGCGGGCCAAGGCCTTTACGAACCTGTGTGTCACACATTGETGT
GETACTCGCCTTCTATGTGCCACTTATTGGCCTCTCAGTTETACACCGCTTTGGARACAGC
CITTCATCCCATTGTGCGTGTTIGTCATGGGTCGACATCTACCTACTGCTGCCTCCTGTCATCA
ATCCCATCATCTATGGTGCCARARMCCARACAGAT CACGAACACGOGETGCTGGCTATGTTCAA
GATCAGCTGTGACAAGEACTTGCAGCCTECTEEGAGCGCAAGTGACCCTTAACACTACACTTC
TCCTTATCTTTATTCGCTTGATARACATARTTATTTCTAACACTAGCTTATT TCCAGT TG
CCATAAGCACATCAGTACTTTTCICTGGCTEEAATAGTAAACTARAGTATGGTACATLTAC
CTAAAGGACTATTATGTGGAATAATACATACTAATGAAGTATTACATCGATTTAARGACTALC
AATAAAACCAAACATGCTTATAACATTAAGARARRAACAATAAAGATACATCGATTGAARCCAA
GTTGAARAATAGCATATGCCTTGGAGGARATETGCTCAAATTACTAATGATTTAGTGETTGT
CCCTACTTTCTCTCTCTITTITCTT TCTTTITTITTTATTATGGTTAGCTGTCACATACAA
CTTTTTTTTTTTTTGAGATGGEETCTCCACGCCTGGGCAACAGAGCAAGACCCTETCTCAAA
GCATAAAATGGAATAACATATCAAATGAAACAGCCAAAATGAAGCTGACAATTTATGGCAG
CCA
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FIGURE 32A

CACACATACGCACGCACGATCTCACTTCGATCTATACACTGCAGCGATTAAAACAAACAAAC
AAAAAAAACATTTCCTTCGCTCCCCCTCCCTCTCCACTCTAGAGARAGCAGAGGAGCCGCACG
GCGAGGGGCCGCAGACCETCTEGGARATECGAATCCTARAGCGTTITCCTCGCTTGCATTCAG
CTCCTCTGTGTTTIGCCGCCTEEGATTEGGEGCTAATGGATACTACAGACAACAGAGAAAACTTG
TTGARGAGATTGECTGCTCCTATACAGCAGCACTGAATCAARAARATTCGGCGARAGAAATA
TCCAACATGTAATACCCCAARACAATCTCCTATCAATATTGATGAAGATCTTACACAAGTA
AATGTGAATCTTAAGAAACTTAAATTTCAGGGTTGEGCGATAARACATCATTGGAAAACACAT
TCATTCATAACACTGGGAARACAGTCCAAATTAATCTCACTAATGACTACCGTGTCAGCCE
AGGAGTTTCAGAAATGETETTTARAGCAAGCAAGATAACTTTTCACTGCGGAAARTGCAAT
ATGTCATCTGATGCATCAGAGCATACGTTTAGRAGGACAARAATTTCCACTTGAGATGCAAR
TCTACTGCTTTGATGCGCGACCGATTTTCAAGTTTTGAGCGAAGCAGTCAAAGGAAAAGGGAA
GTTAAGAGCTTTATCCATTTTIGTTTGAGGTTGGGACAGAAGAAAATTTGEGATTTCAARGCG
ATTATTGATGCGAGTCGARAGTETTAGTCATTTTGGGAAGCAGGCTCCTTTAGATCCATTCA
TACTGTTGARCCTTCTGCCAARCTCAACTGACAAGTATTACATTTACAATGGCTCATTGAC
ATCTCCTCCCTGCACAGACACAGTTGACTGGATTGTTTTTAAAGATACAGTTAGCATCTCT
GAAAGCCAGTTGGCTGTTTTTIGTGAAGTTCTTACAATGCAACAATCTEGTTATETCATGC
TGATGGACTACTTACAAAACAATTTTCGACGAGCAACAGTACRAGTTCTCTAGACAGGTGTT
TTCCTCATACACTGGAAAGGAAGAGATTCATGAAGQAGTTTGTAGTTCAGAACCAGAAAAT
CTTCAGGCTGACCCAGAGAATTATACCAGCCTTCTTGTTACATGEGAAAGACCTCGAGTCE
TTTATGATACCATGATTGAGAAGTTTGCAGTTTTGTACCAGCAGTTGGAfGGAGAGGACCA
AACCAAGCATGAATTTTTGACAGATGGCTATCAAGACTTGGETACTATTCTCAATAATTTG
CTACCCAATATGAGTTATGTTCTTCAGATAGTAGCCATATGCACTAATGGCTTATATGGAA
AATACAGCGACCAACTGATTETCGACATGCCTACTGATAATCCTEGAACTTCATCTTTTCCC
TGAATTAATTGGAACTCGAAGAAATAATCAAGGAGGAGCGAAGAGGGCARAAGACATTTCGARAGAA
GGCECTATTCTGAATCCTGCGTAGAGACAGTGCTACARACCAAATCAGGAARRAGGAACCCC
AGATTTCTACCACAACACACTACAATCGCATAGGGACCGAAATACAATGAAGCCAAGACTAA
CCGATCCCCAACAAGAGGAAGTGAATTCTCTGEGAAAGGGTGATGTTCCCAATACATCTTTA
AATTCCACTTCCCAACCAGTCACTARATTAGCCACRGARADMAGATATTTCCTTGACTTCTC
AGACTGTGACTGAACTGCCACCTCACACTGTGGAAGGTACTTCAGCCTCTTTAAATGATGG
CTCTARAACTGTTCITAGATCTCCACATATGAACT TCGTCGGGGACTGCAGAATCCTTARAT
ACAGTTTCTATARCAGAATATGAGGCAGGAGAGTTTATTGACCAGTTTCAAGCTTGATACTG
GAGCTGAAGATTCTTCAGGCTCCAGTCCCECAACTTCTGCTATCCCATTCATCTCTGAGAR
CATATCCCARGGGTATATATTTTCCTCCGAAAACCCAGAGACAATARCATATGATGTCCTIT
ATACCAGAATCTGCTAGAAATGCTTCCGAACGATTCAACTTCATCAGETTCAGAAGAATCAC
TABAGGATCCTTCTATGGAGGGAAATGTGTGGTTTCCTAGCTCTACAGACATAACAGCACA
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GCCCOGATGTTGGATCAGECAGAGAGAGCTTTCTCCAGACTAATTACACTGAGATACGTGETT
GATGAATCTGAGAAGACAACCAAGTCCTTTTCTGCAGGCCCAGTCGATGTCACAGEGTCCCT
CAGTTACAGATCTGGAARATGCCACATTATTCTACCTTTGCCTACTTCCCAACTGAGGTAAC
ACCTCATGCTTTTACCCCATCCTCCAGACARACAGGATTTGGTCTCCACGGTCAACUTGGTA
TACTCGCAGACAACCCAACCGGTATACAATGGTCGAGACACCTCTTCAACCTTCCTACAGTA
GTGAAGTCTTTCCTCTAGTCACCCCTTTGTTGCITGACAATCAGATCCTCAACACTACCCC
TGCTGCTTCAACTAGTGATTCGECCTTGCATGCTACGCCIGTATTTCCCAGTETCCGATGTG
TCATTTGAATCCATCCTIGTCTTCCTATGATGGTGCACCTTTGCTTCCATTTTCCTCTGCTT
CCTTCAGTAGTCGAATTGTTITCGCCATCTCGCATACAGTTTCTCAAATCCTTCCACAAGTTAC
TTCAGCTACCGAGAGTGATAAGGTECCCTTGCATGCTTCTCTGCCAGTCGECTGEGGETGAT
TTGCTATTACGAGCCCAGCCTTGCTCAGTATTCTGATGTGCTGTCCACTACTCATGCTGCTT
CAGAGACGCTGEAATTTGGTAGTGAATCTGGTGTTCTTTATAAAARCGCTTATGTTTTCTCA
AGTTGAACCACCCAGCAGTGATGCCATGATGCATGCACGTTCTTCAGGGCCTGAACCTTCT
TATGCCTTGTCTGATAATGAGEECTCCCAACACATCTTCACTGTTTCTTACAGTTCTGCAA
TACCTGTGCATGATTCTGTGGGIGTAACTTATCAGGGTTCCTTATTTAGCGGCCCTAGCCA
TATACCAATACCTAAGTCTTCGTTAATAACCCCAACTGCATCATTACTGCAGCCTACTCAT
GCCCTCTCTGETGATCGEGARTGETCTGEAGCCTCTTCTGATAGTGAATTTCTTTTACCTG
ACACAGATGEGCTGACAGCCCTTAACATTTCTICACCTGTITCTGTAGCTGAATTTACATA
TACAACATCTETGTTTGGTGATCGATAATAAGGCECTTTCTAAAAGTGARATAATATATGGEA
AATGAGACTGAACTGCAAATTCCTTCTTTCAATGAGATCETTTACCCTTCTGAAAGCACAG
TCATGCCCAACATGTATGATAATGTAAATAAGTTGAATGCETCTTTACAAGARACCTCTAT
TTCCATTTCTAGCACCAAGGGCATGTITCCAGGGTCCCTTGCTCATACCACCACTARGGTT
TTTGATCATGAGATTAGTCAAGTTCCAGAAAATAACTTTTCAGTTCAACCTACACATACTG
TCTCTCARAGCATCTGGTGACACTTCGCTTARACCTGTGCTTAGTGCAAACTCAGAGCCAGC
ATCCTCTGACCCTGCTTCTAGTGAAATGTTATCTCCTTCAACTCAGCTCTTATTTTATGAG
ACCTCAGCTTCTTTTAGTACTGAAGTATTGCTACAACCTTCCTTTCAGGCTTCTGATGTTG
ACACCTTGCTTAAAACTGTTCTTCCAGCTETGCCCAGTGATCCAATATTGETTGAARACCCC
CARAGTTGATAAAATTAGTTCTACAATGTTGCATCTCATTGTATCAAATTCTGCTTCAAGT
GAARACATGCTGCACTCTACATCTGTACCAGTTITTGATGTETCGCCTACTTCTCATATGC
ACTCTGCTTCACTTCAAGGTTTGACCATTTCCTATGCAAGTGAGARATATGAACCAGTTTT
GTTAAAAAGTGAAAGTTCCCACCAAGTCGRTACCTTCTTTGTACAGTAATGATGAGTTGTTC
CARACGGCCAATTTGGAGATTAACCAGGCCCATCCCCCARARGGAAGGCATGTATTTGCTA
CACCTGTTTTATCAATTGATGAACCATTAAATACACTAATAAATAAGCTTATACATTCCGA
TGAAATTTTAACCTCCACCAAAAGTTCTGTTACTGGTAAGGTATTTGCTGGTATTCCAACA
GTTGCTTCTGATACATTTGTATCTACTGATCATTCTGTTCCTATAGGAAATGGGCATGTTG
CCATTACAGCTGTTTCTCCCCACAGAGATGEGTTCTGTAACCTCAACAAAGTTCGCTGTTTCC
TTCTAAGGCAACTTCTGAGCTGAGTCATAGTGCCARATCTCATGCCGGTTTAGTGGGTGGT



53217

GGTGAAGATGGTGACACTGATGATGATGGTGATGATGATGATGACAGAGATAGTGATGGCT
TATCCATTCATAAGTGTATGTCATGCTCATCCTATAGAGAATCACAGGAAAAGGTAATGAR
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FIGURE 32B

TGATTCAGACACCCACGAABACAGTCTTATGGATCAGAATAATCCAATCTCATACTCACTA
TCTGAGAATTCTGAAGARGATAATAGAGTCACAAGTCTATCCTCAGACAGTCAAACTGGTA
TGGACAGAAGTCCTGGTAAATCACCATCAGCAAATGGGCTATCCCAAARGCACAATGATGE
AAAAGAGGAAAATGACATTCAGACTGGTAGTGCTCTGCTTCCTCTCAGCCCTGAATCTAAA
GCATGGGCAGTTCTCGACAAGTCGATGAACAAACTEGATCAGGGCAAGGTACCTCAGATAGCC
TTAATGAGAATGAGACTTCCACAGATTTCAGTTTTGCAGACACTAATGARAARGATGCTGA
TGGGATCCTGECAGCAGGTGACTCAGAAATAACTCCTGEATTCCCACAGTCCCCAACATCA
TCTGTTACTAGCGAGAACTCAGAAGTETTCCACGTITCAGAGGCAGAGGCCAGTAATAGTA
GCCATGAéTCTCGTATTGGTCTAGCTGAGGGGTTGGAATCCGAGAAGAAGGCAGTTATACC
CCTTGTEGATCEGTGTCAGCCCTGACTTTTATCTGTCTAGTGEGITCTTGTGGETATTCTCATC
TACTGGAGGRAATGCTTCCAGACTGCACACTTTTACTTAGAGGACAGTACATCCCCTAGAG
TTATATCCACACCTCCAACACCTATCTTTCCAATTTCAGATCGATGTCGEAGCARTTCCAAT
AAMAGCACTTTCCAAAGCATGTTCCAGATTTACATGCAAGTAGTGGETTTACTGAAGAATTT
GAGACACTGAAAGAGTTTTACCAGGAAGTGCAGAGCTGTACTGTTGACTTAGGTATTACAG
CAGACAGCTCCAACCACCCAGACAACAAGCACAAGAATCGATACATAAATATCGTTGCCTA
TGATCATAGCAGEGTTAAGCTAGCACAGCTTCGCTGAAAAGGATGGCARACTGACTGATTAT
ATCAATGCCAATTATGTTGATGGCTACAACAGACCAAAAGCTTATATTGCTEGCCCARGGCC
CACTGAAATCCACAGCTGAAGATTTCTGGAGAATGATATCEGGAACATAATGTGGAAGTTAT
TGTCATGATAACAAACCTCGTGGAGAAAGGAAGGAGARAATCTGATCAGTACTGGCCTGCC
GATGGGAGTGAGGAGTACGGEAACTTTCTGGTCACTCAGAAGAGTGTGCAAGTECTTGCCT
ATTATACTGTGAGGAATTTTACTCTAAGAAACACARRAATARARAAGCGCTCCCAGAARGG
AAGACCCAGTGGACGTETGGTCACACAGTATCACTACACGCAGTGGCCTCGACATCEGAGTA
CCAGAGTACTCCCTGCCAGTEGCTGACCTTTGTGAGARAAGECAGCCTATGCCAAGCGCCATG
CAGTGEGGCCTETTGTCATCCACTGCAGTCCTGGAGTTGCAAGAACAGGCACATATATTGT
GCTAGACAGTATGTTGCAGCAGATTCAACACGAAGGAACTGTCAACATATTTIGGCTTCTTA
AAACACATCCGTTCACAAAGAAATTATTTGGTACAAACTGAGGAGCAATATGTCTTCATTC
ATGATACACTGGTTGAGGCCATACTTAGTARAGAARCTCAGCTCCTGGACAGTCATATTCA
TGCCTATGTTAATGCACTCCTCATTCCTGGACCAGCAGGCAARACARAGCTAGAGARACAA
TTCCAGCTCCTGAGCCAGTCAAATATACAGCAGAGTGACTATTCTGCAGCCCTAAAGCAAT
GCAACAGGGAAAAGAATCGAACTTCTTCTATCATCCCTGTGGAAAGATCAAGGATTGGCAT
TTCATCCCTGAGTGGAGAAGGCACAGACTACATCAATGCCTCCTATATCATGGGCTATTAC
CAGAGCAATGAATTCATCATTACCCAGCACCCTCTCCTTCATACCATCAAGGATTTCTGGA
GGATGATATGGGACCATAATGCCCAACTGETGETTATGATTCCTCGATGGCCAARACATGGEC
AGAAGATGAATTTGTITACTGGCCAAATAAAGATGAGCCTATAAATTGTGAGAGCTTTAAG
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GTCACTCTTATGGCTGAAGAACACAAATGTCTATCTAATGACGARARACTTATAATTCAGG
ACTTTATCTTAGAAGCTACACAGGATGATTATGTACTTGAAGTGAGGCACTTTCAGTGTCC -
TAAATGGCCARATCCAGATAGCCCCATTAGTAAAACTTTTGAACTTATAAGTGTTATAARA
GAAGAAGCTIGCCAARTAGGCEATGCGCCTATGATTETTCATGATGAGCATGCGAGCGAGTGACGG
CAGGAACTTTCTGTGCTCTGACAACCCTTATGCACCAACTAGAAARAGARAATTCCGTGGA
TCTTTACCAGGTAGCCAAGATGATCAATCTGATGAGGCCAGGAGTCTTTGCTGACATTGAG
CAGTATCAGTTTCTCTACAAAGTGATCCTCAGCCTTGTCGAGCACAAGGCAGCAAGAGAATC
CATCCACCTCTCTGGACACTAATGGTCCAGCATTGCCTGATCCARATATAGCTGAGAGCTT
AGAGTCTTTAGTTIAACACAGAAAGGEGTGEECGEACTCACATCTGAGCATTIGTTTTCCTC
TTCCTAAAATTAGGCAGGAAAATCAGTCTAGTTCTEGTTATCTGTTCGATTTCCCATCACCTG
ACAGTAACTTTCATGACATAGEATTCTGCCGCCAAATTTATATCATTAACAATGTETGCCT
TTTTGCAAGACTTGCTAATTTACTTAT TATGTTTGAACTAARATGATTGAATTTTACAGTAT
TTCTAAGAATGGAATTGTGGTATTITTTTCTGTATTGATTTTAACAGAARATTTCAATTTA
TAGAGGTTAGGAATTCCAAACTACAGARAATGTT TETTTTTAGTGTCAAATTTTTAGCTGT
ATTTGTAGCAATTATCAGGTTTGCTAGAAATATAACTTTTAATACAGTAGCCTGTARATAA
AACACTCTTCCATATGATATTCAACATTTTACAACTGCAGTATTCACCTAAAGTAGAAATA
ATCTGTTACTTATTGTARATACTGCCCTAGTGTCTCCATGEGACCAAATITATATTTATAAT
TETAGATTTTTATATTTTACTACTGAGTCAAGTTTTCTAGTTCTGTGTAATTGTTTAGTTT
AATCACCTAGTTCATTAGCTGETCTTACTCTACCAGTTTTCTGACATTGTATTGTGTTACC
TAAGTCATTAACTTTGTTITCAGCATGTAATTTTAACTTTTGTGCAARATAGARATACCTTC
ATTTTGARAGAAGTTTITATGAGAATAACACCTTACCAAACATTGTTCAAATGGTTTTTAT
CCAAGGAATTGCAAAAATAAATATAAATATTGCCATTAAAAARAAANAARAAARARARARA -
AAAARARANRAR
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ATTGICTGGGAATTGECAGCCECGGEECEEGCEECAGCEECEGECEGCEGCEECCEGGACCCA
GCGGGCCAGGTGGEEACCGCGCEGAGCGEGTECECGAGATGCCETGCGGEGACTGGGEECCAL
CTGAGCCGCCCGCCTCGTCCCCGCCTTCTGTGGGAAGGATETGCGCGCGRATGEGCCGETCG
CACRAGAGCGGCCCCTCEREGUECCCTACGGCCCCTERCTCTGCCTCCTEGTGGCCCTCGCC
CTGRACGTCGTGAGAGTGGACTETGGCCAGGCTCCCCTGGACCCTGTCTACCTGCATGTGA
CAGCCGCCCGCCCAGCCCAGCCCACACTCTGGACTGCCAAGCTAGACCGCTTCAAGGGCTC
CAGGCACCACACCACCCTCATCACCTGCCACCGTGCTGGGCTCACAGAGCCAGATTCCAGC
AGTCCCCTTCAACTGTCTGAGT TCCTATGGGTGGACTTTGTCCTGGAGAATAGCACTGETG
GGGGCGETAGCGGTCACTCGCCCCETCACGTEECAGCTGGAGTACCCAGGCCAGECCCCTGA
AGCAGAGAAGGACAAAATGGTGTGGGARATCCTGEGTGTCTGAGCGGGACATCAGAGCCCIT
ATCCCACTGGCCAAGGCTGAGGAGCTGETGAATACAGCACCACTGACTGGAGTGCCCCAGT
ATGTCCCCGTGCGCCTTETCACTEGTGCACGECGGEGGEGEGCCTTGGTGCACGGTGACAGAGCA
TETCGECTGCEGAGTCTGCCAACACACAGETCCTGCAGGTGTCTGAGGCCTATGATGCCGTG
TTCGTGGCTEECAAGGAGAGCCAGGECGCCCAGEGEETECCAGTGEACTTCTGETGGCGELC
GGCTCCGCCCCTCGUTECOECTCGACCEGTGTEEECCCCECTECTACCGCTGCGTATCCAGCT
CACCGACACCACCCTCGAGCAGGTCCECGELTGGAGGGTACCTEECCCTGCTGARGGGCCT
GCEGAACCCGCTGCAGAGGCGTCAGATGAGGCCGAGCEECECECCCETEGECTGCCACCTEC
AGTACCAGCGEGCCEETATECGCTTCCTCGCCCCCTTCGCGECCCACCCGCTECGACGGCGE
CCECCECCTCACGCACCTGCTTEGCCCCCACTEGCTGCTAGACGTGTCCCACCTCETGECG
CCACACGCCCECGTGCTERACTCECGTGTAGCCTCTCTGAAGEGETEECCETGTCETEETEG
GCCEGRAGCCCGETETCACCTCCATTGAGCTGCATTCCCCACTGTCTGACTCCATCCTEGE
GGAGCAGGCECTGECTETGACECGACGACAAGGTCTCACGTGCTCGCAGCTCAGEGTGCAGCCA
GTGATGGEGCATCTCGCTGACCTTCGAGCCGGEGECACTGCCCACCCCEGGEAGET CACAGCTA
CGTCCTGGECACAGTCAGCCCTTCCCEGCCCCARAGCAGCGAGETGRCCCTCTCCCTATEECT
GTCCTTCTCTGATCACACTGTGGCCCCAGCTCAGCTCTACGACCGCCGTGACCTGGGACTG
TCCETCTCAGCCRACGAGCCTEETGCCATCCTGCCAGCTGAGEGAGCAGGETGCCCAGCTCG
GGETECTGETCAGTGGCGCACGCECCECAGGEECTGCCECTGCATGTEGCTCTGCACCCGCC
CGAGCCLTECCECCGGEGCCGCCACCETETECCTCTGRCCTCTGECACCGCCTGECTGGEEE
CTGCCCCCTGCCTCCACTCCAGCCCCTGCTCTCCCATCCAGCCCTACTTAGGAGCCCACCAG
CCACAGAAGCCACCATGGEETCGTARACGGCAGGTGECAGECAGTGTCGGGGGCAACACAGE
TGTCAGGGGCAACTTTCAGCGGGCAGAGGAGGACGGCCAGGAAGCAGEAGACCCGARGCCAGGE
CAGGAGGAGCAGGAAGAGGAGGAGGAGATEGTCCCTGCCCCTCAGCATGTCACTGAGCTAG
AGCTGGGCATGTACGCCCTGCTEGRAGTCTTCTCGCETGECCATCTTCATCTTCTTGGTCAR
TGGTGTGETCTTCETCCTGCGCTATCAGCGCAAAGARCCTCCCGACAGTGCCACTGACCCC
ACCTCCCCCCAGCCCCACAACTGGRTCTGGCTGEGCACTGACCAGEAGGRAACTGAGCCGCC
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AGCTGGACCGGCAGTCCCCTGRCCCECCCAAGGGGEAGGGGAGCTGCCCCTETGAGAGTGEG
GGGAGGAGGGGAGGCCCCTACCCTEGECCCCTGECCCTCCTGGEGGCACCACCAGCTCCTCA
AGCACCCTGGCCCCAARAGGAGGCTGGECEELGECEEAAGCCGAGTAGAGTTIGTGACATTTG
TGCCAGCCCCTCCAGCCCAGTCACCTGAGCAGCCTGTAGCGGCCCCTGCTGTECAGTCCAT
CCTTGTECCAGGCGAGGAGGACATCCGCTCEGTECTETGAGGACATGGGGCTGARGGACCCT
GAGGAGCTTCGCAACTACATGGAGAGGATCCCGEGECAGCTCCIEGACCCTCCACAGCCACCT
GGETCAGCCACCAGCTGGGGCAACCGAGEGTGCGAGETCCCACTEAGCCTCTCGCCTGCCCCCa
CCACTCGTCTIGETGCTTGTTCATCCAAGTCCCCTECCTGGETCCCCCACAAGGACTCCCATC
CAGECCCCCTCTGCCCTGCCCCTTGTCATCGACCATEATCGTGAGCAAGEGCTCATGCCCC
TTATTTATGGGAACCATCTCATTCTAACAGAATAAACCCAGAAGCGARACCAGARAARLRAN
AAAAARRADAAR
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ACGCGTCCGCCCACGCGTCCGCCCACGCGTCCGGTCGGGGCCAGAGCGCAGGTGTACCTGG
CEECCCTGCTRGAGCACCTEGACCGCCEAGATCCTGEAGCTEGCTGGCAACCCGRCCCOGCGA
CAAGAAGACCCGCATCATCCTGCGCCACCTGTAGCTEGCCATTCGCAACGGCGAGGAGCTT
AACAAGCTGCTGGGCGAAGTCACCATCGCECAGGGCGETGTCCTGCCCAACATTCAGEGCG
TGCTTCTECCCCAGAAGACCAAGAGCCACCACAAGGCCAAGGGTCGAAAACCATTCACTAGG
AGAGGAGAAACACAATGECCACCAAGACAGAGTTGAGTCCCACAGCAAGGGAGAGCAAGAA
CGCACAAGATATGCAAGTCGATCGACGACACTGATCCCCAGGARAAGETCCAAGTTTATGITCT
GCTCGCTATGGAATAGCCCTCEGTCTTACATTTICTGCAATTTCACAACGATAGCACARAATG
TCATCATGAACATCACCATGGTAGCCATGGTCAACAGCACAAGCCCTCAATCCCAGCTCAA
TGATTCCTCTGAGGTGCTGCCTGTTGACTCATTTGETGGCCTARGTAAAGCCCCAARGAGT
CTTCCTECARAGTCCTCAATACTTGEGEETCAGTTTGCAATTTGGEGARAAGTGGGGCCCTC
CACAAGAACGAAGCAGACTCTGCAGCATTGCTTTATCAGGAATGTTACTGECATGCTTTAC
TGCCATCCTCATAGGTGGCTTCATTAGTGAAACCCTTGGETGGCCCTTTEGTCTTCTATATC
TTTGGAGEIGTTGECTCTGTCTGCTGCCTTCTCTIGGTTTECTTGTGATTTATGATGACCCCT
TTTCCTATCCATGGATAAGCACCTCAGAAAAAGAATACATCATATCCTCCTTGAAACAACA
GETCGGETCTTCTARGCAGCCTCTTCCCATCARAGCTATGCTCAGATCTCTACCCATITGG
TCCATATGITTAGGCTGTTTCAGCCATCAATGETTAGTTAGCACAATGGTTGTATACATAC
CAACTTACATCAGCTCIGTGTACCATETTAACATCAGAGACAATGGACTTCTATCTGCCCT
TCCTTTTATTGTTGCCTEGEGTCATAGECATGCTAGGAGGCTATCTGECAGATTTCCTTCTA
ACCAAAAAGTTTAGACTCATCACTGTGAGGAAAATTGCCACAATTTTAGGAAGTCTCCCCT.
CITCAGCACTCATTGTGICTCTGCCTTACCTCAATTCCGEGCTATATCACAGCAACTGCCTT
GCIGACGCTCTCTTACCGATTAAGCACATTGTGTCAGTCAGGCGATTTATATCAATGTCTTA
GATATTGCTCCAAGETATTCCAGTTITTCTCATGCEGAGCATCAAGAGEGATTITCCAGCATAG
CACCTGTCATTGTACCCACTGTCAGCGGATTTCTTCTTAGTCAGGACCCTGAGTTITGGGTG
GAGGAATGTCTTCTTCTIGC TG T T TGCCGTTAACCTGTTAGGACTACTCTTCTACCTCATA
TTTGGAGAARGCAGATGTCCAAGAATGGGCTAAAGAGAGAAAACTCACTCETTTATGARGTT
ATCCCACCTTGGATGGAARAGTCATTAGGCACCGTATTGCATAAAATAGAAGGCTTCCGTG
ATGAAAATACCAGTGAAAAGATTTTTTITTCCTGTIGECTCTTTTCARATTATGAGATCAGTT
CATTATTTTATTCAGACTTTTTITTGAGAGAAATGTAAGATGAATARAAATTCAAATAAAA
TCGATAACTAAGAAAARARAAADAANA
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GTGAAAACCATTCACTAGGAGAGGAGAAACACAATGECCACCAAGACAGAGTTCGAGTCCCA
CAGCAAGGGAGAGCAAGAACGCACAAGATATGCAAGTGCATGAGACACTGATCCCCAGGAA
AGTTCCAAGTTTATGTTCTGCTCGCTATGEAATAGCCCTCEGICTTACATTTCTGCAATTTC
ACAACGATAGCACAARATGTCATCATGAACATCACCATEGTAGCCATGETCAACAGCACAR
GCCCTCAATCCCAGCTCAATGATTCCTCTGAGGTECTECCTGTTGACTCATT TGGTGGCCT
AAGTAAAGCCCCAAAGAGTCTTCCTACAAAGTCCTCAATACTTGGEGGTCAGTTTGCAATT
TEGEAARAGTEOEECCCTCCACARGARCGAAGCAGACTCTGCAGCATTGCTTTATCAGGAA
TETTACTGGGATGCTTTACTGCCATCCTCATAGGTEGCTTCATTAGTCGAAACCCTTGEGETG
GCCCTTTGTCTTCTATATCTTTGGAGGTGTTGGCTGTGTCTGCTGCCTTCTCTGGTTTGTT
GTGATTTATGATGACCCCGTTTCCTATCCATGGATAAGCACCTCAGAAARAGAATACATCA
TATCCTCCTTGARACAACAGGTCAGGTCTTCTAAGCAGCCTCTTCCCATCAAAGCTATGCT
CAGATCTCTACCCATTTGGTCCATATGTTTAGGCTCTTTCAGCCATCAATGETTAGTTAGC
ACAATGGTTGTATACATACCAACTTACATCAGCTCTGTGTACCATETTAACATCAGAGACA
ATGGACTTCTATCTECCCTTCCTTTTATTETTGCCTCGCETCATAGGCATGETGGGAGGCTA
TCTAGCAGATTTCCTTCTAACCARAAAGTTTAGACTCATCACTGTCGAGGAAAATTGCCACA
ATTTTAGGAAGTCTCCCCTCTTCAGCACTCAT TGTGTCTCTGCCTTACCTCAATTCCGGCT
ATATCACAGCAACTGCCTTGCTGACGCTCTCTTGCGGATTAAGCACATTGTGTCAGTCAGG
GATTTATATCAATGTCTTACGATATTGCTCCAAGGTATTCCAGTTTTCTCATGGGAGCATCA
AGAGGATTTTCGAGCATAGCACCTGTCATTGTACCCACTGTCAGCGGATTTCTTCTTAGTC
AGGACCCTEAGTTTGGETGCAGEAATGTCTTCTTCT TECTGITTGCCGTTAACCTGTTAGG
ACTACTCTTCTACCTCATATTTGCGAGAAGCACGATGTCCAAGAATGCECTAAAGACGAGAAAR
CTCACTCETTTATGAAGTTATCCCACCTTGGATGEAARAGTCATTAGGCACCGTATTGCAT
AAAATAGAAGGUTTCCCTGATGARAATACCAGTGAAARGATTTTTTITICCT@TGGCTCTT
TTCAATTATGAGATCACTICATTATTTTATTCAGACTITTTTTTGAGAGARATGTARGATG
AATARARATTCAAATAAAATGATAACTAAGAARAAAAAAAANAAR
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GCTCECTGEECCGCTECTCCCAGGTETCCCACGCCCEECCAGTECRCAGARGCATECCEEGTACEEECCCAARGCGETGLEL
GCTAGCGECGCCAGLEGCCGAGGAGAAGGARGAGELGCEEGAGARGATGCTEECCEGCCARGAGCECEAGACAEGCTCEGCECCG
GC'AGGCGAGGGCGAGG’GCGTGACCCTGCAGCGGAACATCACGCI‘GCTCAACGG&GTGGCCATCATCGTGGGGACCA‘I"I’ATCG
GCTCGEGCATCTTCEGTEACGC CCACGRRCETGCTCAAGUAGGCAGACTCGCCAGAECTEECACTEETGETETARECCACATE
CEECETCTTCTCCATCATEREECECECTCTECTACGCGEAGCTCRECACCACCATCTCCAMATCGGECGECEACTACGUCTAC
ATGCTECAGGTCTACESCTCACTECCCECCTTCCTCAAGCTCTREATCIAGCTGCTCATCATCCEECCTTCATCACAGTACA
TCETEECCCTEGTCTTOECCACCTACCTECTCARGCCGCTCTTCCCCACUTGCCCOGTECCCGAGBAGECAGCCAAGITCAT
GGCCTECCTETGCETOCTECTECTCACGRCCETGAACTECTACAGCGTGARGGCCECCACCCEEETCCAGGATGCCTTTGCC
GUCGCCARGCTCUTEECCCTEECCCTEATCATCCTGC TEGECTTCETCCAGATCUGAAAGGGTGATCTETCCAATCTAGATC
CCAAGTTCTCATTTGAMRGGCACCAAACTGGATCTEGGCAACATTGTCCTEGCATTATACAGCGGCCTCTTTACCTATGGAGE
ATGGAATTACTTGAATTTCOTCACAGAGGAAATGATCAACCCCTACAGAARACCTGCCCCTGECCATCATCATCTCCCTACCC
ATCGTGACGCTEETETACGTECTGACCAACCTGECCTACTTCACCACCCTGTCCACCEAGCAGATECTATCATCCERAGECCG
TEECCETEGACT TCEAGAACTATCACCTEGECETCATATCCTGRATCATCCCCATCTTCATEAGCCTETCCTECTTTGGLTC
CGTCAATEGETCCCTETTCACATCCTCCAGECTCTTCTTCATEEGGTCCCEEGRAAUGCCACCTEGCCCTCCATCCTCTCCATG
ATCCACCCACAGCTCOTCACCCCCATACOGTCCLTCETE TTCACGTGTETGATEACGCTGCTCTACGCCTTCTCCARGGACA
TCTTCTCCGTCATCARCT TCTTCAGCTTCTTCAACTGGCTCTECG TGECCCTEGCCATCATUGGCATCGATCTGECTEGCECCA
CAGAARGCCTGAGCTIGAGCGECCCATCAAGETGAACCTGECCCTGCCTGTAT TCTTCATCCTGACCTEGCCTCTTCCTGATC
GCCGTCTCCTTCTGEAAGACACCOGTEEAGTEGTAGCATCEECTTCACCATCATCCTCAGCEEGCTGCCCETCTACTTCTTCG
GEGETCTGETGRARAAACAAGCCCARGTRECTCCTCCAGGRCATCTTUTCCACCACCATCCTETGTCAGRAGCT CATGCAGGT
GATCCCCCAGGAGACATAGCCARCAGGCCARGTEACTECCGRAGGAGCATACGCAGAGGCCAGTTAAAGTAGATCACCTCCT
CGAACCCACTCOGETTCCCCGCAACCCATAGCTCAGCTECCCATCCCAGTUCTOGCCETCCCTCCCAGGTCRERCAGTACAG
GCTGCTOTGAAAACTCTGETACCGAATCTCATCCCTCAACTGAGGECCAGGEACCCAGCGTGTGCCTETECTCCTACCCAGGAG
CAGCTTTTAGTCTCCTIGRGCCCTT I TTCCOTTCCCTCCTTTGTTTACT TATATATATATTTIT TR TAMACTTARATTTTAG
GTCAACTTGACACCACTAAGATGATTTTTTAAGGAGCTGEGECCARGECACGGAGCCTTCCTTITCTCCTOCCCCARGGRCCCAG
ACCCTGGECAARCAGACCTACTGAGACTTIGEAACCTCATTGCTACCACAGACTTECACTGARRGCCAGACAGCTGCCCAGACA
CATGGGECTTGTGACATTCGTEARAACCAACCCTETGGECTTATG ICTCTGCCTTAGGETTTGCAGAGTUGAAACTCAGCCGT
AGGETGGECACTAGRAGGGGETEEGEEGATCTEEECARGETEEETEAT TCCTCCCAGGRGETGCTTGAGGCCCCHATGGACTCC
TGACCATAATCCTAGCCCCOAGACACCATCCTGAGCUAGEGAACAGCCCCAGEETTEEEGEETGCCAGCATCTCCCCTAGCT
CRCCAGGCCTEECCTCTGEECAGTETECCCTCTIGGCTATTTCTETTCCAGTTTIGEAGGCTAAGTTCTGGTTCATGCAGAC
AAAGCCCTETCCTTCAGTCT TCTAGARRCAGAGACAAGARAGCCAGACACACCGCAECCAGGCACCCATGTGEECECCCACT
CTGGGCTCCACACAGCAGTETCCCCTEGCCCCAGAGETCGCAGCTACCCTCAGCCTCCAATACATTEGCCTCTETACCECCCG
GCAGCCCCTTCTAGCCEGETECTEEETTCCCACTCCCEGCCTAGACACCTCCCCGCTCTCCCTETCACGCTCATETCCTATCC
TEETCCTGATGCCCATTGTCTAGGAGACAGAGCCARAGCACTACTCACGTCTCTGCCACCTECGT TTGEAGGCCCCTGGECTC
TCACCCAGTCCCCACCCGCCTGCAGAGACGAAACTAGEGECACCCCTTIGTTICTGTTGTTCCCETGAATT TITTTCGCTATGE
GAGGACAGCCRAGECCTGACCAATGCERCCCACTT TCCTGAGCTCTCGCTGCCTCCATEGCAGCAGCCARGBACCCCCAGRRC
AAGAAGACCCCCCCGCAGRATCCCT COTEAGCTCEGEEECCTCTGCCTTCTCAGGCCCCEEACTTCCCTTICTCCCCAGCCAG
AGGTGEAGCCARGTEETCCAGCGTCACTCCAGTGCTCAGCTGTEGCTERAGGAGCTGECCTATAEGCACAGBCCCTEGAGTETCC
CAARGCCGEEAGCCAACGARGCCEEACACEACTTCACTGACCACCGRCTGCTCARGCCECARGUTCTCAGCRAGTGCCCAGTG
GAGCCTGCCECCCCCACCTERECACCEEEACCCCOTCACCATCCAGTGRGCCCCRAGARACCTGATAAACACTTTGAGGACT
CAGGACCAGATETCCGTCTCTCTTGCTTGACGGAATCGARGACCTTTATTCACCCCTACCCCETIGCTTCCCECTGCACATEGA
CAGACTTCACAGCGTCTOCTCATAGRACCTECATCCTTCCTGGEEACGAATTCCACTCGTCCARGAGACAGCCCACGATCTG
GAGECCEAGGACCACCAGCAGGCAGATEEACTAACTETGTTGEGCAAGACCTCITCCCTCTGEGCCTETTCTCTTGECTGCA
AATAAGGACAGCAGCTGETECCCCACCTECCTEETGCATTGCTETGTEAATCCAGRAGECACTEGCACATCGTAGBCAGCCAC
GECCCCAGETCCAGGAGARGTACTCCCTERAGGCACGEACCACTECTTCCCACTEERECCAGCEEEECCCACGCACGACGTC
AGCCTCTTACCTTCCCGCCTCEGCTAGEGETCCTCOEGATGCCETTCTETTCCARACCTCCTGTTCTREGAGEIGEACATECC
TCAAGGATACAGCRAGCCEGCAGCOTCTCCACCECACGCACTTCCIGTTEECTUCTACAGCTGTEEECEAGCATGUEGERCTG
CCAGCGTCTETTGTEEARAGTAGCTGCTAGT GAAATGECTERGEGCCECTEEEATCCATCTTCACACTGCGCAGETCTCTTCT
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GEGCETCTGACCTERECTUERAGCTCCTCCECAGARGGTTEETEGEECETCCAGTCTETGATCCTTEGTACTETGTGCCCCA
CTCCAGCCTEEGEACCCCACTTCAGARGETAGGEACCETETCCCECAETECTRACTEAGGCCTECTTCCCCCTCCCCCTCCT
GCTGTGCTGRAATTCCACAGGEAACCAGGGCCACCGUAGGEGGACTATCTCAGRAGACT TGATTTI TCCGTCCUTTTTTCTCCA
CACTCCACTGACARACGTCCCCAGCGETTTCCACTIGTEGGCTTCAGETETTTTCARGCACAACCCACCACAACRAGCAAGT
GCATTTTCAGTCGTTGTGCT TTT T TG T T T TG TGCTAACGTCT TACTAATTTAAAGATGCTATCEGGCACCATGTTTATTTATT
TCCAGTEGTCATECTCAGCCTTECTACTCTGORTEECECAGETACCATECCTGCTCCCTGTCTATETCCCAGCCACGLAGES
CCATCCACTATGACGTCAGCCGACCAGECTEGACACCCTCTGCCAGAGTARTGACGTGTEGTEGCTECGACCTTCTTTATTCTG
TETTAATGGCTAACCTGTTACACTGGCCTGECTTGEGTAGEGEGTETTCTAGCTTTTTTGTGGEATTTTTATT TITARAGAAAC
ACTCAATCATCCTAG
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ATTCGCCCTTTGCICCCGEETGTCCCAGGCCCGEGCCAGTGCGCAGAGCATGECGGAETGCGEG
GCCCGAAGCGGCGCGCGCTAGCEGCGCCGECEGCCGAGGAGAAGGAAGAGGCGCGGGAGRA
GATGCTGGCOGCCAAGAGCGCGEACGGCTCGELECCEECAGGCGAGGGCCAGGGCGTGACC
CTGCAGCGCAACATCACGCTGECTCAACGGCATAGCCATCATCATGGECACCATTATCGGCT
CGGGCATCTTCGTGACGCCCACAGGCGTGCTCAAGGAGGCAGCGCTCEGCCGEEGLTGGCGLT
GGTGGETGTGGECCECETECEECETCTTCTCCATCGTGEGCECGCTCTGCTACGCGGAGCTC
GGCACCACCATCTCCAAATCGGECECCEACTACGCCTACATGCTGGAGGTCTACGGCTCGC
TGCCCECCTTCCTCAAGCTCTGGATCCGAGCTGCTCATCATCCGEGCCTTCATCACAGTACAT
CETGECCCTGETCTTCGCCACCTACCTEGCTCAAGCCGCTCTTCCCCACCTGCCCEGETECCC
GAGGAGGCAGCCAAGCTCGTGECCTECCTCTGCGTGCTECTGCTCACGGCCETGAACTGLT
ACAGCGTCAAGGCCGCCACCCEGEGTCCAGCATGCCTTTECCGCCGCCAAGCTCCTGGCCCT
GGCCCTGATCATCCTGCTGEGCTTCGTCCAGATCEECAAGGGTGATGTGTCCAATCTAGAT
CCCAACTTCTCATTTIGAAGGCACCAAACTGGATGTEGGCAACATTGTGCTGGCATTATACA
GCGECCTICTTIGCCTATGGAGGATCGAATTACTTGAATTTCGTCACAGAGGARATGATCAA
CCCCTACAGAAACCTGCCCCTGECCATCATCATCTCCCTECCCATCETGACGCTGETGTAC
GTGCTGACCAACCTGGCCTACTTCACCACCCTGTCCACCCGAGCAGATGCTGTCGTCCUAGG
CCETGGCCETGCACTTCOGGARCTATCACCTGGGCETCATGTCCTGEATCATCCCCGTCTT
CGTGGGECCTGTCCTGCTICEGCTCCGTCAATEGETCCCTETTCACATCCTCCAGGCTCTTC
TTCGTGGGETCCCGEEAAGGCCACCTGCCCTCCATCCTCTCCATGATCCACCCACAGCTCC
TCACCCCCGTGCCETCCCTCETGITCACCTATETCATEACGCTECTCTACGCCTTCTCCAA
GRACATCTITCTCCGTCATCAACTTCTTCAGCTTCTTCAACTGECTCTECGTEGCCCTGGCC
ATCATCGGCATGATCTGGCTCGCGCCACAGAAAGCCTGAGCTTEAGCGGCCCATCAAGGTGEA
ACCTGGCCCTGCCTGTGTTCTTCATCCTGEGCCTGCCTCTTCCTGATCGCCGTCTCCTTCOTG
GAAGACACCCGTGGAGTCTGECATCGGLTTCACCATCATCCTCAGCGEGCTGCCCGTCTAC
TTCTTCEAEETCTGETEGAAAANCAAGCCCAAGTGGCTCCTCCAGGECATCTTCTCCACGA
CCGTCCTGTGTCAGAAGCTCATGCAGGTGGTCCCCCAGGAGACAE&QCCAGGAGGCCGAAG
eaca
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CCAGGCTCTCCACCCCCACTTCCCAATTGAGGARACCGAGECAGAGRAGGCTCAGGTGTGG
CCAATCACCCTGCACATCAGAGTTACCCTGRECAGGECCCACTGAGACCTGECAGGGGCCA
CTCGGGACCTGGAGCGCTGGEEGCTGCCCEERCETTAGGGETARMAGCTCCCTACCCAACTG
CGCAGAAGGCCTCAGAGGCCTGGGGGCTGGGCTTCCCCTTTCACATCGCCCTTTAGAGGCC
CACQTGTGGECATTGGCCCECGATCTGARAGEGECTETCCTGTTCCTCATGGGCGCTGCCA
GCGCCACGCACTCCTCTTTCTACCTEGUCGGCCACTCCCETCTGCTGTGACGCGCGGACAG
AGAGCTACCGGETGECACCCACGGTGCCTCCCTCCCTGGEATCTACACAGACCATEECCTTGC
CAACGGCTCGACCCCTGTTGEGEETCCTEGTGEEACCCCCECCCTCEGCAGCCTCCTGTTCCT
GCTCTTCAGCCTCOGATGGEETEGCAGCCCTCGAGGACCCTEGCTGRAGAGACAGGGCAGGAG
GCTECACCCCTGRACGEAGTCCTGGCCAACCCACCTAACATTTCCAGCCTCTCCCCTCGLC
AACTCCTTGGCTTCCCGTATECGEAGETATCCAGCCTGACGCACGRAGCEGTETCCGGGAGCT
GECIGTGGCCTTCECACAGARGAATGTCARGCTCTCAACAGAGCAGCTGCGCTGTCTEGCT
CACCGGCTCTCTGAGCCCCCCGAGGACCTGGACGCCCTCCCATTGRACCTGCTGCTATTCC
TCAACCCAGATGCGTTCTCEEEECCCCACGECCTEGCACCCETTTCTTCTCCCGCATCACGAA
GACCAATGTGGACCTGCTCCCCAGEGEEGCTCCCEAGCCACAGCEECTECTGCCTGCGECT
CTGECCTGCTGEEETETECEEEEATCTCTGCTEGAGCCGAGGCTGATCTGCEGECTCTGGEAG
GCCTGGCTTGCEACCTGCCTGEGCGCTITCTGECCCAGTCEGCCEGAAGTGCTGCTACCCCG
GCTGETGAGCTGCCCEGEGACCCCTECACCAGGACCAGCAGGAGGCAGCCAGGRCEGCTCTG
CAGGECEGEGEGEGACCCCCCTACGECCCCCCGTCGACATEATCTGTCTCCACGATGGACGCTC
TGCGEEGCCTECTGCCCETGCTGGECCAGCCCATCATCCGCAGCATCCCECAGGGCATCGT
GGCCGCETGECCELAACGCTCCTCTCGEGACCCATCCTGECGGCAGCCTGAACGGACCATC
CTCCGGCCECEETTCCGRCEECAAGTGGAGAAGACAGCCTGTCCTTCAGGCAAGAAGGCCC
GCGAGATAGACGAGAGCCTCATCTTCTACRAGAAGTGGCAGCTCEAAGCCTGCETGGATGC
GGCCCTGCTGGCCACCCAGATGGACCGCETGRACGCCATCCCCTTCACCTACGAGCAGCTG
GACGTCCTAAAGCATAAACTGGATGAGCTCTACCCACAAGGTTACCCCEAGTCTGTGATCC
AGCACCTGGEGCTACCTCTTCCTCAAGATGAGCCCTGAGGACATTCGCAAGTGGAATGTGAC
GTCCCTGGAGACCCTGAAGCCTTTGCTTGAAGTCAACARAGGGCACGAAATGAGTCCTCAG
GTGGCCACCCTGATCGACCGCTTTETGAAGEGAAGGEGCCAGCTAGACAMAGACACCCTAG
ACACCCTGACCECCTTCTACCCTGEGTACCTETGCTCCCTICAGCCCCGAGGAGCTGAGCTC
CGTGCCCCCCAGCAGCATCTGGECEGTCAGGCCCCAGGACCTGCGACACGTGTGACCCAAGE
CAGCTGGACGTCCTCTATCCCAAGGCCCGCCTTGCTTTCCAGAACATGAACGGGTCCGAAT
ACTTCGTGAAGATCCAGTCCTTCCTGGECTGEGGCCCCCACCGAGCGATTTGAAGGCGCTCAG
TCAGCAGAATGTCGAGCATGGACTTGGCCACGTTCATGAAGCTGCGEACECGATEGCGETGCTG
CCGTTGACTGTEECTGAGCTGCAGAAACTTCTGGGACCCCACGTGEAGGGCCTGAAGGCGE
AGGAGCGGCACCECCCEGCTCCCERGACTGGATCCTACCEGCAGCGECAGCACGACCTGGACAC
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GCTGGGGCTGGGGCTACAGGGCGGCATCCCCAACGGCTACCTGGTCCTAGACCTCAGCGTG
CAAGAGGCCCTCTCGGGRACGCCCTIGCCTCCTAGCACCTGGACCTGITCTCACCGTCCTGE
CACTGCTCCTAGCCTCCACCCTGECCTEAGGGCCCCACTCCCTTGCTGGCCCCAGCCCTEGC
TCGGGATCCCCCCCTGGCCAGCAGCAGGCACGGGTGATCCCCGTTCCACCCCAAGAGAACT
CGCGCTCAGTAAACGEGAACATECCCCCTGCAGACACGTAARAARDAAADARARARA
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TGGGATCTACACAGACCATEGCCTTGCCAACGEGCTCGACCCCTETTGGEGTCCTATECGGAL
CCCCECCCTCGGECAGL
CTCCTETTCCTGCTCTTCAGCCTCGGATGEETCCAGCCCTCCAGGACCCTGECTEGAGAGA
CAGGGCAGGAGGCTGCGCCCCTGGACGGAGTCCTGGéCAACCCACCTAACATTTCCAGCCT
CTCCCCTCACCAACTCCTTGECTTCCCATETGCEEAGETGTCCGECCTGAGCACGGAGCGT
GTCCAGGAGCTGECTATGECCT TEECACAGAAGAATGTCAAGCTCTCAACAGAGCAGCTGC
GCTGTCTGECTCACCGGCTCTCTGAGCCCCCCAAGGACCTGGACGCCCTCCCATTGGACCT
GCTGCTATTCCTCAACCCAGATECGTTCTCEGEGCCCCAGRCCTEGCACCCGTTITCTICTCC
CGCATCACGAAGGCCAATGTGEACCTGCTCCCCAGGEGEGCTCCCCAGCGACAGCGGECTGEC
TGCCTGCAECTCTGRCCTGCTEEEGTETGCEEGEETCTCTGCTCGAGCGAGACTGATETGCG
GGCTCTGGCAGGCCTGGCTTGCGACCTECCTGGECACTITGTGECCGAGTCGGCCGAAGTE
CTGCTACCCCEECTGETCAGCTCCCCEGGACCCCTEGACCAGGACCAGCAGGAGGCAGCCA
GGGCGGCTCTGCAGGGCEGEGEECACCCCCCTACGGCCCCCCETCGACATGGTCTGTCTCCAC
GATGGACGCTCTECGEEACCTECTECCCETGCTGEECCAGCCCATCATCCGCAGCATCCCG
CAGGGCATCGTGGECCGCETGECGGCAACGCTCCTCTCGGGACCCATCCTGGCGGCAGCCTG
AACGGACCATCCTCCGGCCGCEETTCCEECAGGAAGTGGAGAAGACAGCCTGTCCTTCAGG
CAAGAAGGCCCGCGAGATAGACCAGAGCCTCATCTTCTACAAGAAGTGGEAGCTGGAAGCT
TGCGTGGATECEECCCTGCTGECCACCCAGATCGCACCGCGTCGAACGCCATCCCCTTCACCT
ACGAGCAGCTGGACGTCCTARAGCATAAACTGGATCGAGCTCTACCCACAAGGTTACCCCGA
GTCTETGATCCAGCACCTGCECTACCTCTTCCTCAACGATGAGCCCTAAGGACATTCGCAAG
TGEAATGTGACGTCCCTGGAGACCCTGAAGGCTTTGCTTGAAGTCAACAAAGGCGCACGEARA
TEAGTCCTCAGGTGGCCACCCTGATCCACCGCTTTGTCGAAGCGGAAGGGGCCAGCTAGACAA
AGACACCCTAGACACCCTGACCGCCTTCTACCCTGGETACCTGTECTCCCTCAGCCCCGAG
GAGCTGAGCTCCGTGCCCCCCAGCAGCATCTEGECEGTCAGGCCCCAGGACCTGGACACGT
GTGACCCAAGGCAGCTGGACGTCCTCTATCCCAAGECCCEGCCTTGCTTTCCAGAACATGAA
CGGGTCCGAATACTTCCTGAAGATCCACGTCCTTCCTGGETGEGGCCCCCACGEAGGATTITG
ARGGCGCTCAGTCAGCAGAATGETGAGCATGCACTTGGCCACGTTCATCGAAGCTGCEGACER
ATGCGGTGCTGCCATTGACTETGGCTGAGGTGCACGAAACTTCTGGEACCCCACGTGGAGGE
CCTGAAGECEEAGGAGCEECACCECCCGGTECGGGACTGCATCCTACGGCAGLGECAGGAC
GACCTGGACACECTGGEGCTGGEGCTACAGGGCEECATCCCCAACGECTACCTGETCCTAG
ACCTCAGCGTGCAACGAGGCCCTCTCEEEGACGCCCTGCCTCCTAGGACCTGEACCTGTTCT
CACCETCCTGECACTGCTCCTAGCCTCCACCCTGGCCIGAGGGCCCCACTCCCTTECTGEAC
CCCAGCCCTECTGGGEATCCCCGCCTEGECCAGGAGCAGGCACGGGTGATCCCCGTTCCACC
CCAAGAGAACT
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ATAACAGCATGAAGTGCCGTGGAACTGGAATAGGCETGTCCTCTCCCTCGACCCTCCCCCT
CCTTGTCCCTCTGCTCACCCCTCGCTCGTTCCCTCéCTCCGGCGAGGGCCGCCTTTATAAC
AACTGCTCAGAGTGCGAGGGCGGGATAGCTGTCCAAGGTCTCCCCCAGCACTGAGGAGCTC
GCCTGCTGCCCTCTTGCGCGCEEGAAGCAGCACCAAGTTCACGGCCAACGCCTTGGCACTA
GGETCCAGAATGGCTACAACAGTCCCTGATGETTGCCGCAATGECCTGAAATCCARGTACT
ACAGACTTTGTCGATAAGGCTGAAGCTTGEEGCATCGTCCTAGARACGETGGCCACAGCCGG
GETTGCTCGACCTCGGTGGCCTTCATGCTCACTCTCCCGATCCTCGTCTGCARGGTGCAGCGALC
TCCAACAGGCGAAAAATGCTGCCTACTCAGTTTCTCTTCCTCCTCGGTGTETTGEGGCATCT
TTGGCCTCACCTTCGCCTTCATCATCGGACTGGACGGEAGCACAGCGCCCACACGCTTCTT
CCTCTTTGEGATCCTCTTTTCCATCTGCTTCTCCTECCTGCTGECTCATGCTGTICAGTCTG
ACCAAGCTCGTCCGEAGEGACGGAAGCCCCTTTCCCTETTGGTCGATTCTGAGTCTGECCGTGE
GCTTCAGCCTAGTCCAGGATGTTATCGCTATTGAATATATTGTCCTGACCATGAATAGGAC
CAACGTCAATGTCTTTTCTGAGCTITTCCGCTCCTCATCGCAATGAAGACTTTGTCCTCCTG
CTCACCTACGTCCTCTTCTTIGATGGCGCTCGACCTTCCTCATETCCTCCTTCACCTICTGTG
GTTCCTTCACGGGCTGRAACGAGACATGGEGCCCACATCTACCTCACGATGCTCCTCTCCAT
TGCCATCTGGETGGCCTGGATCACCCTGCTCATGCTTCCTGACTTTIGACCGCAGGTGGEAT
GACACCATCCTCAGCTCCECCTTEECTGCCAATEECTGGETETTCCTGTTGECTTATGTTA
GICCCGAGTTTTGCCTGCTCACAAAGCAACCGARACCCCATEGGATTATCCTGTTGAGGATGC
TTTCTGTAAACCTCAACTCCGTCAAGAAGAGCTATGETGTCGAGAACAGAGCCTACTCTCARL
GAGGAAATCACTCAAGGTTTTGAAGAGACAGGGGACACGCTCTATGCCCCCTATTCCACAC
ATTTTCAGCTGCAGAACCAGCCTCCCCAARRAGCGAATTCTCCATCCCACGGECCCACGCTTG
GCCGAGCCCTTACAAAGACTATGAAGTAAAGAAAGAGGGCAGCiéACTCTGTCCTGAAGAG
TGGGACARATGCAGCCEGECGECACGATCTAGCGECGAGCTCAAAGGCGATGTGGECCGARATCT
TGAGTCTTCTGAGAAAACTGTACAAGACACTACGGEAACAGTTTGCCTCCCTCCCAGCCTC
AACCACAATTCTTCCATGCTCEGCECTCGATEGTGAGCTACTAAGACTCCAGTTCTTAGAGGCG
CTGTAGTATTTITTTTTTTTTGTCTCATCCTTTGCGATACTTCTTTTAAGTGGGAGTCTCAG
GCAACTCAAGTTTAGACCCTTACTCTTTTTGTTTGTTTTT TCGAAACAGGATCTTGCTCTGT
CACCCAGCCTTGAGTGCAGTGETGCGATCACAGCCCAGTGCAGCCTCGACCACCTGETACTC
ARMGCAATCCTCCCATCTCCATCTCCCAAAGTGCTGGGATGACAGGCGTGAGCCACAGCTCC
CAGCCTAGGCCCTITAATCTTGCTGTTATTTTCCATGCACTAARRGGTCTGGTCATCTGAGCT
CACGCTGGCTCACACAGCTCTAGGGGCCTGCTCCTCTAACTCACAGTGGGTTTTGTGAGGC
TCTGTGGCCCAGAGCAGACCTGCATATCTGAGCAARAATAGCARAAGCCTCTCTCAGCCCA
CTGGCCTGAATCTACACTGGAAGCCAACTTGCTGGCACCCCCGCTCCCCAACCCTTCTTGC
CTGGGTAGGAGAGGCTAAAGATCACCCTAAATTTACTCATCTCTCTAGTGCTGCCTCACAT
TGEECCTCAGCAGCTCCCCAGCACCAATTCACAGGTCACCCCTCTCTTCTTGCACTGTCCC
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C‘.AAACTTGCTGTCAATTCCGAGATCTAATCTCCCCCTACGCTCTGCCAGGAATTCTTTCAG
ACCTCACTAGCACAAGCCCGGTTGCTCCTTGTCAGGAGAATTIGTAGATCATTCTCACTTC
BAATTCCTGGGGCTGATACTTCTCTCATCTTGCACCCCAACCTCTGTAAATAGATTTACCG
CATTTACGGCTGCATTCTGTAAGTGGECATGETCTCCTAATGGAGCGAGTGTTCATTGTATA
ATARGTTATTCACCTGAGTATGCAATAAAGATGTGETCGCCACTCTTTCATGGTGGTGGCA
GCAAARBAAAADAAAR
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AGAGACTCARGATGATTCCCTTTTTACCCATGTTTTCTCTACTATTGCTGCTTATTGTTAA
CCCTATAAACGCCAACAATCATTATGACAAGATCTTGECTCATAGTCGTATCAGGGGTCGG
GACCARGGCCCAAATGETCTGTGCCCTTCAACAGATTTTGECCACCAAAAAGAARTACTTCA
GCACTTGTAAGAACTGGTATAAAAAGTCCATCTGTGEGACAGAAAACCGACTGTTTTATATGA
ATGTTGCCCTGETTATATGAGARTGGAAGGAATGAAAGGCTGCCCAGCAGTTTTGCCCATT
GACCATGTTITATGGCACTOTGEGCATCGTEGGAGCCACCACRAACGCAGCECTATTCTGACG
CCTCAARACTGAGGGAGCGAGATCGAGEGAAAGGCGATCCTTCACTTACTTTGCACCGAGTAA
TGAGGCTTCGGGACAACTTGCATTCTGATATCCGTAGAGCTITCGCGAGAGCAACGTEGAATGTT
GAATTACTGAATGCTTTACATAGTCACATGATTAATAAGACGAATGTTGACCAAGGACTTAA
AARAATGGCATGATTATTCCTTCAATGTATAACAATTTGGGGCTTTTCATTAACCATTATCC
TAATGGEGGTTATCACTGTTAATTGTGCTCGAATCATCCATGGEAACCAGATTGCAACARAT
GETGTTGTCCATGTCATTGACCETGTGCTTACACAAATTGGTACCTCAATTCAAGACTTCA
TTCGAAGCAGAAGATGACCTTTCATCTTTTAGAGCAGCTGCCATCACATCGCGACATATTGGA
GGCCCTTGGAAGAGACGGTCACTTCACACTCTTTGCTCCCACCAATGAéGCTTTTGAGAAA
CTTCCACGAGGTGTCCTAGAAAGGTTCATGGGACGACAARGTGCCTTCCEAAGCTCTTATGA
AGTACCACATCTTARATACTCTCCAGTGTTCTGAGTCTATTATGGGACGGAGCAGTCTTTGA
GACGCTGGAAGGAAATACAATTCGAGATAGGATGTCGACCGETGACAGTATAACAGTARATGGA
ATCAAANTGGTGAACAAAAAGCGATATTGTGACAAATAATGGETGTGATCCATTTGATTGATC
AGETCCTAATTCCTGATTCTGCCARACAAGTTATTGAGCTGGCTGEAAAACAGCAAACCAC
CTTCACGGATCTTGTGGCCCAATTAGGCTTGGCATCTGCTCTCGAGGCCAGATGGAGAATAC
ACTTTECTGECACCTETGAATAATGCATTTTCTGATAATACTCTCAGCATCGGTTCAGCGCC
TCCTTAAATTAATTCTGCAGAATCACATATTGAARGTAAAAGTTGGOCTTAATGAGCTTTA
CAACGGGCAAATACTGGAAACCATCGGAGGCAAACAGCTCAGAGTCTTCGTATATCGTACA
GCTETCIGCATTGAAAATTCATGCATGGAGARAGGRAGTAAGCARGGGAGARAACGGTGCGA
TTCACATATTCCCGCGAGATCATCAAGCCAGCAGAGAAATCCCTCCATCGAAARGT TAAARACA
AGATAAGCGCTTTAGCACCTTCCTCAGCCTACTTGAAGCTGCAGACTTGAAAGAGCTCCTG
ACACAACCTGGAGACTGGACATTATTTGTGCCAACCAATGATGCTTTTAAGGGAATCGACTA
GTGAAGAAAAAGAAATTCTGATACGCGACARAAATGCTCTTCAAAACATCATTCTTTATCA
CCTGACACCAGGAGTTTTCATTGGARAAAGGATTTGAACCTGETGTTACTAACATTTTAAAG
ACCACACAAGGARGCAARATCTTTCTGAAAGAAGTAAATGATACACTTCTGETGAATGAAT
TGAARATCAAAAGAATCTGACATCATGACAACAAATGETGTAATTCATGTTGTAGATAAACT
CCTCTATCCAGCAGACACACCTGTTGGAAATCGATCAACTGCTGGAAATACTTAATARATTA
ATCAAATACATCCAAATTAAGTTTGTTCETGETAGCACCTTCAAAGAAATCCCCGTGACTG
TCTATACAACTAAAATTATAACCAARAGTTGTGGAACCAAARATTAAAGTGATTGARGGCAG
TCTTCAGCCTATTATCAAAACTGAAGGACCCACACTAACARAAGTCARAATTGAAGGTGAA
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CCTGAATTCAGACTGATTAAAGAAGGTGAAACAATAACTGAAGTGATCCATGGAGAGCCAA
TTATTAARABATACACCAARATCATTGATGGAGTGCCTATGGARATAACTEGAAAARGAGAC
ACGAGAAGAACGAATCATTACAGGTCCTGAAATAAAATACACTAGGATTTCTACTGREAGGET
GGAGAAACAGAAGARAACTCTGAAGARATTGTTACAAGAAGAGGTCACCAAGGTCACCARAT
TCATTGAAGGTGGTGATGEGTCATTTATT TGARGATGAAGAAATTARAMGACTGCTITCAGGS
AGACACACCCGTGAGGAAGTTGCARGCCAACAARAAAGTTCAAGGTTCTAGAAGACGATTA
AGGGAAGGTCGTTCTCAGIQAAAATCCAAAAACCAGAAAAAAATGTTTQTACAACCCTAAG
TCAATARCCTGACCTTAGAAAATTGTGAGAGCCAAGTTGACTTCAGGAACTGAAACATCAG
CACAAAGAAGCAATCATCAAATAATTCTGAACACAARRTTTAATATTTTTTTTTCTGAATGA
GARACATGAGGGAAATTCTGEAGTTAGCCTCCTGTGGTAARAGGAATTGAAGAAAATATAAC
ACCTTACACCCTTTTTCATCTTGACATTARRAGTTCTGGCTAACTTIGGARTCCATTAGAG
AARPATCCTTGTCACCAGATTCATTACAATTCAAATCGAAGAGTTCTGAACTGTTATCCCA
TTCGAAAAGACCGAGCCTITGTATGTATGTTATGCATACATAAAATGCACGCAAGCCATTATC
TCTCCATGGGAAGCTAAGTTATAAARAATAGCTGCTTGETGTACAARACTTTTTATATCARA
AGGCITTGCACATTTCTATATGAGTCGGTTTACTGETARATTATGTTATTTTTTACAACTA
ATTTTGTACTCTCAGAATGTTTETCATATGCTTCTTGCAATGCATATTTTTTAAT CTCARA
CGTTTCAATARAACCATTTTTCAGATATARAGAGAATTACTTCARATTGAGTRATTCAGARA
ARACTCAAGATTTAAGTTAAAAAGTGETTTGGACTTGEGAA



20y

FIGURE 42

CCCTTGAGACTCAAGATGATTCCCTTTTTACCCATGTTTTICTCTACTATTGCTGCTTATTG
TTAACCCTATAAACGCCAACAATCATTATGACRAGATCTTEGCTCATAGTCGTATCAGGGE
TCEGGACCAAGGCCCARATGTCTGTGCCCTTCARCAGATTTTGECGCACCAAARAGARATAC
TTCAGCACTTGTAAGAACTGGTATAAAAAGTCCATCTGTGCACAGAAAACGACTGTGTTAT
ATGAATGTTGCCCTGGTTATATGAGAATGCAAGGAATGAAAGGCTECCCAGCAGTTTTGCC
CATTGACCATGTTTATGGCACTCTAGGECATCETGEGGAGCCACCACAACGCAGCGCTATTCT
GACGCCTCAAAACTGAGGGAGGAGATCGAGGGARAGGGATCCTTCACTTACTTTGCACCGA
CTAATGAGGCTTGGECACAACTTGGATTCTGATATCCGTAGAGGTTTGGAGAGCAACGTGAR
TGTTGAATTACTGAATGCTTTACATAGTCACATGATTAATAAGAGAATGTTCACCAAGGAC
TTAAAARATGGCATGATTATTCCTTCAATGTATAACAATTTGGGECTTTTCATTAACCATT
ATCCTAATGGGETTETCACTGTTAATTGTGCTCCAATCATCCATGGEAACCAGATTGCAAC
AAATCETGTTGTCCATGTCATTCGACCGTGTGCTTACACAAATTGGTACCTCAATTCAAGAC
TTCATTGAAGCAGAAGATGACCTTTCATCTTTTAGAGCAGCTGCCATCACATCGEACATAT
TGGAGECCCITGEAACGAGACGGTCACTTCACACTCTTTIGCTCCCACCAATGAGGCTTTTGA
GARACTTCCACGAGGTGTCCTAGAAAGGATCATGGGAGACAARGTGGCTTCCGAAGCTCTT
ATGAAGTACCACATCTTARATACTCTCCAGTETTCTGAGTCTATTATGGGAGGAGCAGTCT
TTGAGACGCTCGARGGAAATACAATTGAGATAGGATCTGACGETGACAGTATAACAGTAAA.
TGGAATCARAATGETGAACAAAAAGGATATTGTGACAAATAATGGTGTGATCCATTTGATT
GATCAGGTCCTAATTCCTGATTCTGCCAAACAAGT TATTGAGCTGCCTGGAARACAGCAAL
CCACCTTCACGGATCTTGTGGCCCAATTAGGCTTGGCATCTGCTCTGAGGCCAGATGGAGA
ATACACTTTGCTGGCACCTGTGAATAATGCATTTTCTGATGATACTCTCAGCATGGAT CAG:
CGCCTCCTTARATTAATTCTGCAGAATCACATAT TGARAGTAARAGTTGGCCTTAATGAGC
TTTACAACGGGCARATACTGGAAACCATCGGAGECARACAGCTCAGAGTCTTCGTATATCG
TACAGCTGTCTGCATTGAARATTCATGCATGCAGAARGGCGAGTARGCAAGGGAGAAACGGET
GCGATTCACATATTCCEGCGAGATCATCAAGCCAGCAGAGAAATCCCTCCATGAARAGTTAA
AACAAGATAAGCGCTTTAGCACCTTCCTCAGCCTACTTGAAGCTGCAGACTTGAAAGAGCT
CCTGACACAACCTGGAGACTGGACATTATTTGTACCAACCAATCATGCTTITAAGGGAATG
ACTAGTGAAGAAAAAGAAATTCTGATACGCCACRAARAATGCTCTTCARAACATCATTCTTIT
ATCACCTGACACCAGEAGTTTTCATTGGAAAAGGATTTGAACCTGETGTTACTAACATTIT
AAAGACCACACAAGGAAGCAARATCTTTCTGAAAGAAGTAAATGATACACTTCTGGTGAAT
GAATTGAAATCAARAGAATCTGACATCATGACAACAAATGGTGTAATTCATGTTGTAGATA
AACTCCTCTATCCAGCAGACACACCTGTTGGAAATCGATCAACTGCTGGAAATACTTAATAA
ATTAATCARATACATCCAAATTAAGTTTGTTCGTGGTACGCACCTTCAAAGAAARTCCCCGTG
ACTETCTATAGACCCACACTAACAAAAGTCAAAATTGARGGTGARCCTGAATTCAGACTGA
TTAAAGAAGGTGARACAATAACTGAAGTGATCCATCGAGAGCCAATTATTAARARATACAC
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CAAAATCATTGATGGAGTGCCTEGTCGAAATAACTGAAARAGAGACACGAGAAGAACGAATC
ATTACAGGTCCTGAAATAAAATACACTAGGATTTCTACTGGAGGTGGAGAAACAGAAGAAA
CTCTGAAGAAATTGTTACAAGAAGAGGTCACCAAGGTCACCAARTTCATTGAAGGTCGTGA
TGGTCATTTATTTGAAGATGAAGAAATTARAAGACTGCTTCAGEGAGACACACCCGTGAGE
AAGTTGCAAGCCAACARAAARGTTCAAGGATCTAGAAGACGATTAAGGGEAAGETCETTCTC
AGTGAAGGGC
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CCCTTGAGACTCAAGATGATTCCCTTTTTACCCATGTTTTCTCTACTATTGCTGCTTATTG
TTAACCCTATAAACGCCAACAATCATTATGACAAGATCTTGGCTCATAGTCGTATCAGGGG
TCGQGACCAAGGCCCAAATGTCTGTGCCCTTCAACAGATTTTGGGCACCAAAAAGAAATAC
TTCAGCACTIGTAAGAACTGGTATARAAAGTCCATCTGTGCACAGAARACCGACTETGTTAT
ATGAATGTTGCCCTGGTTATATGAGAATGGARGGAATGARAGCGCTGCCCAGCAGTTTTGCC
CATTGACCATGTTTATGGCACTCTGEGCATCGTCGGEGAGCCACCACAACGCAGCGCTATTCT
GACGCCTCAAAACTGAGCGGAGGAGATCGAGGCARAGECGATCCTTCACTTACTTTGCACCGA
GTAATGAGGCTTGGCGACAACTTGGATTCTCATATCCETAGAGETTTGGAGAGCARACETGAA
TGTTGAATTACTGAATGCTTTACATAGTCACATGATTARTAAGAGAATGTTGACCAAGGAC
TTAAAAAATGGCATGATTATTCCTTCAATETATAACAATTTGOGGCTTTTCATTAACCATT
ATCCTAATGGCETTGTCACTETTAATTGTEGCTCGAATCATCCATGEGGAACCAGATTGCAAC
AAATGGTGTTCTCCATGTCATTGACCATGTGCTTACACAAATTGGTACCTCAATTCAAGAC
TTCATTGAAGCAGAAGATGACCTTTCATCTTTTAGAGCAGCTGCCATCACATCGGACATAT
TGGAGGCCCTTEEAAGAGACGGTCACTTCACACTCTTTGCTCCCACCAATGAGGCTTTTGA
GAAACTTCCACGAGGTGTCCTAGAAAGGATCATGGEAGACARAGTGECTTCCGAAGCTCTT
ATGAAGTACCACATCTTAAATACTCTCCAGTGTTCTGAGTCTATTATGGGAGGAGCAGTCT
TTGAGACGCTGGAAGCAAATACAATTGAGATAGCGATCTCACGETAACAGTATAACAGTAAR
TGEAATCAAMATGGTGAACAARAAGCATATTGTCACAAATARTGGTCGTGATCCATTTGATT
GATCAGGTCCTAATTCCTGATTCTGCCARACARGTTATTGAGCTCGCTAGAARACAGCARD
CCACCTTCACGGATCT TGTEGCCCAATTAGGCTTGGCATCTGCTCTCAGGCCAGATGGAGA
ATACACTTTGCTGGCACCTGTGAATAATGCATTTTCTGATGATACTCTCAGCATGGATCAG
CGCCTCCTTARATTAATTCTGCAGARTCACATATTGAAAGTAAAAGT TGECCITAATGARC
TITACAACGGGCAAATACTCGGAAACCATCCGAGGCARACAGCTCAGAGTCTTCGTATATCG
TACAGCTGTCTGCATTGAARATTCATGCATGGAGAAACGGAGTAAGCAAGGCAGAAACGGT
GCEATTCACATATTCCGCGAGATCATCAAGCCAGCAGAGARATCCCTCCATGAAAAGTTAR
ARCAAGATAAGCGCTTTAGCACCTTCCTCAGCCTACTTGAAGCTGCAGACTTGAAAGAGCT
- CCTGACACAACCTGCAGACTGEACATTATTTGTGCCAACCAATGATGCTTTTAAGGGAATCG
ACTAGTGAAGAARAAGAAATTCTGATACGGGACAAARAATGCTCTTCAAAACATCATTCTIT
ATCACCTGACACCAGGAGTTTTCATTGEAAAAGGATTTCGAACCTGGTGTTACTAACATTTT
AAAGACCACACAAGGAAGCAAAATCTTTCTGAAAGAACTAAATGATACACTTCTGGTGAAT
GAATTGAAATCAAAAGAATCTEACATCATGACAACARATGCTGTAATTCATGTTGTAGATA
ABRCTCCTCTATCCAGCAGACACACCTGITGCGAAATCATCAACTGCTGGARATACTTAATAA
ATTAATCAAATACATCCAAATTAAGTTTGTTCGTGGTAGCACCTTCAAAGAAATCCCCGTG
ACTGTCTATAAGCCAATTATTAAARRATACACCAAAATCATTGATGGAGTGCCTGTGGAAA
TAACTGAAAAAGAGACACGAGAAGARACGAATCATTACAGGTCCTGAAATARAATACACTAG
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GATTTCTACTGGAGETGCAGAAACAGAAGAAACTCTGAAGARATTGTTACAAGAAGACACA
CCCGTGAGCAAGTTGCARAGCCAACAAAARAGTTCAAGCATCTAGAAGACGATTAAGGGAAG
GTCGTTCTCAGTGARGGGEC
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CCCTTGAGACTCAAGATGATTCCCTTITTTACCCATGTTTTCTCTACTATTGCTGCTTATTG
TTAACCCTATAAACGCCAACAATCATTATGACAAGATCTTGGCTCATAGTCGTATCAGGGE
TCGGGACCAAGGCCCAAATGTCTGTGCCCTTCAACAGATTTTGGGCACCAAAAAGARATAC
TTCAGCACTTGTAAGAACTGGTATAAARAGTCCATCTGTGGACAGAARACGACTGTGTTAT
ATGAATGTTGCCCTGGTTATATGAGAATGGAAGGAATGRAAAGCGCTGCCCAGCAGTTTTGCC
CATTGACCATETTTATGGECACTCTEGECATCCTEGGAGCCACCACAACGCAGCECTATTCT
GACGCCTCAAAACTGAGGGEAGGAGATCCAGGGARAGEGATCCTTCACTTACTITGCACCGA
GTAATGAGGCTTGEEACAACTTGGATTCTEGATATCCATAGAGGTTTGEAGAGCAACGTGAA
TETTGAATTACTGAATGCTITACATAGT CACATGATTAATAAGAGARATGTTGACCAAGGAC
TTAAAAAATGGCATGATTATTCCTECAATGTATAACAATTTGGGEGCTTTTCATTAACCATT
ATCCTAATGGGETTGTCACTCTTAATTGTGCTCGAATCATCCATGGGAACCAGATTGCAAC
AARTGGTETTEGTCCATGTCATTGACCGTGTGCTTACACAARATTEGTACCTCAATTCARGAC
TTCATTCGAAGCAGAAGATGACCTTTCATCTTTTAGAGCAGCTGCCATCACATCGGACATAT
TGGAGGCCCTTCGAAGAGACGETCACTTCACACTCTTIGCTCCCACCARTGAGGCTTTTGA
GARACTTCCACGAGGTGTCCTAGAARGCATCATGGGAGACAARGTGGCTTCCGAAGCTCTT
ATGAAGTACCACATCTTAAATACTCTCCAGTETTCTGAGTCTATTATGGEGAGGAGCAGTCT
TTGAGACGCTGGAAGCGABRATACAATTGAGATAGGATGTGACCETGACAGTATAACAGTARAR
TGEAATCAAAATGCETGAACAARANGGATATTGTGACAARTAATGGTGTGATCCATTTGATT
GATCAGGTCCTAATTCCTGATTCTGCCARACAAGTTATTGAGCTGEGCTGCAARACAGCARA
CCACCTTCACGGATCTTGTGGCCCAATTAGGCTTGECATCTGCTCTGAGGCCAGATGGAGA
ATACACTTTCCTGGCACCTGTGAATAATGCATTTTCTGATGATACTCTCAGCATGGATCAG
CGCCTCCTTAAATTAATTCTGCAGAATCACATATTCGARAGTAAAAGTTGGCCTTAATGAGC
TTTACAACGGECAAATACTGGAAACCATCCGAGGCAAACAGCTCAGAGTCTTCGTATATCG
TACAGCTGTCTGCATTGAAAATTCATCGCATGGAGAAAGGGAGTAAGCAAGGGAGAAACGET
GCGATTCACATATTCCGCGAGATCATCARGCCAGCAGAGAAATCCCTCCATGAAAAGTTAA
AACAAGATAAGCGCTTTAGCACCTTCCTCAGCCTACTTGRAGCTCGCAGACTTGAAAGAGCT
CCTGACACAACCTGGAGACTGCACATTATTTGTGCCAACCAATGATSCTTTTAAGGGAATG
ACTAGTGAAGAAADAGAAATTCTCGATACGGCGACAAAAATGCTCTTCAAAACATCATTCTTT
ATCACCTGACACCAGGAGTTTTCATTGGARARGGATTTGAACCTEGGTGTTACTAACATTIT
AARGACCACACAAGGARGCAAAATCTTTCTGAAAGARGTARATGATACACTTCTGGTGAAT
GAATTGAAATCAARAGAATCTGACATCATGACAACARATGGTGTAATTCATGTTGTAGATA,
AACTCCTCTATCCAGCAGACACACCTGTTGGARATGATCAACTGCTGGARATACTTAATAA
ATTAATCAAATACATCCAAATTAAGTTTGTTCAGTGGTAGCACCTTCAAAGAAATCCCCGTG
ACT@TCTATAGACCCACACTAACAAAAGTCARARTTGAAGGTGAACCTGAATTCAGACTGA
TTAAAGARGGTGARAACAATAACTGAAGTGATCCATGGAGAGCCAATTATTAAAARATACAC
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CAARATCATTGATGGAGTGCCTGTGGAAATAACTGAAAARGAGACACGAGAAGARACGAATC
ATTACAGGTCCTGAAATARAAATACACTAGGATTTCTACTGGAGGTGCGAGAAACAGARAGAAA
CTCTGRAGAAATTGTTACAAGAAGACACACCCETCAGEGAAGTTCCAAGCCAACAARAARGT
TCAAGGATCTAGAAGACGATTAAGGGAAGGTCGTTCTCAGIGAAGGSEC
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CCCTTGAGACTCAAGATGATTCCCTITTTACCCATGTTTTCTCTACTATTGCTGCTTATTG
TTAACCCTATAAACGCCAACAATCATTATGACAAGATCT TGECTCATAGTCGTATCAGRGG
TCGGEACCAAGGCCCARATGTCTEGTGCCCTTCAACAGATTTTGGGCACCAAAAAGAAATAC
TTCAGCACTTETAAGAACTGETATAAAAAGTCCATCTGTCGGACAGAARACGACTGTGTTAT
ATGAATGTTGCCCTGGTTATATGAGAATGCGAAGGAATGAARGGCTGCCCAGCAGTITTGCC
CATTGACCATGTTTATGGCACTCTGGGCAT CETEGECAGCCACCACAACGCAGCGCTATTCT
GACGCCTCAAAACTGAGGGAGGAGATCGAGGGAAAGGGATCCTTCACTTACTTTGCACCGA
GTAATGAGGCTTGGGACAACTTGGATTCTCATATCCGTAGAGGTITGCGACGAGCAACGTGAA
TGTTGAATTACTGAATGCTTTACATAGTCACATGATTAATAAGACGAATETTGACCAAGGAC
TTARAAAATGECATGATTATTCCTTCAATGTATAACAATTIGGGGCTTTTCATTAACCATT
ATCCTAATGGGCTTGTCACTGTTARTTCTGCTCGAATCATCCATGGGAACCAGATTGCAAC
AAAfGGTGTTGTCCATGTCATTGACCGTGTGCTTACACAAATTGGTACCTCAATTCAAGAC
TTCATTGAAGCAGAAGATGACCTTTCATCTTTTAGAGCAGCTGCCATCACATCGGACATAT
TEEGAGECCCTTGGAAGCGAGACGGTCACTTCACACTCTITTGCTCCCACCAATGAGGCTTTTGA
GAAACTTCCACGAGGTGTCCTAGAAAGGATCATGGEAGACAAAGTGGCTTCCGAAGCTCTT
ATGAAGTACCACATCTTAAATACTCTICCAGTGTTCTGAGTCTATTATGGGAGCGAGCAGTCT
TTGAGACCCTGGAAGGAAATACAATTGAGATAGGATETCGACGETCGACAGTATAACAGTARA
TGGAATCAAAATGCTGAACAAAAAGGATATTETGACAAATARTEGTCTGATCCATTTGATT
GATCAGGTCCTAATTCCTGATTCTCCCAAACAAGTTATTGAGCTGGCTGCGARAACAGCARAA
CCACCTTCACGGATCTITGTGECCCAATTAGGCTTEGGCATCTGCTCTCAGGCCAGATGGAGA
ATACACTTTGCTGGCACCTGTGAATAATGCATTTTCTGATGATACTCTCAGCATGCATCAG
CGCCTCCTTAAATTAATTCTGCAGAATCACATATTGAAAGTAAAAGTTGGCCTTAATGAGT
TTTACAACGGGCAAATACTGGAAACCATCGCGAGGCAAACAGCTCAGAGTCTTCGTATATCG
TACAGCTGTCTGCATTGAAAATTCATGCATGCGAGAAAGGCAGTAAGCAAGGGAGARACGGT
GCGATTCACATATTCCGCGAGATCATCAAGCCAGCAGAGAAATCCCTCCATGARAAGT TAA
AACAARGATAAGCGCTTTAGCACCTTCCTCAGCCTACTTGARAGCTGCAGACTTGAAAGAGCT
CCTGACACAACCTGGAGACTGGACATTATTTGTGCCAACCAATGATGCTTTTAAGGGAATG
ACTAGTGAAGAAAAAGABATTCTGATACGEGACAAAAATACTCTTCARARCATCATTCTTT
ATCACCTGACACCAGGAGTTITCATTGGAAAAGGATTTGAACCTGGTGTTACTAACATTTT
AAAGACCACACAAGGAAGCAMAATCTTTCTGAAAGAAGTAAATGATACACTTCTGETGAAT
GAATTGAAATCAARAGAATCTGACAT CATGACAACAAATGGTGTAATTCATGTTGTAGATA
AACTCCTCTATCCAGCAGACACACCTETTGCAAATGATCAACTCCTGGAAATACTTAATAA
ATTAATCAARATACATCCAAATTAAGTTTGTTCGTCGGTAGCACCTTCAAAGAAATCCCCGTG
ACTGTCTATAAGCCAATTATTAAAAAATACACCAAAATCATTGATGGAGTGCCTGTGGAAR
TAACTGARAAAGAGACACGAGAAGAACGAATCATTACAGGTCCTGAAATAAAATACACTAG
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GATTTCTACTGGAGGTGGAGAAACAGAAGARACTCTGAAGAAATTGTTACAAGAAGAGGTC
ACCAAGGTCACCAAATTCATTGAAGGTGETGATGCTCATTTATTTGAAGATGARGAAATTA
AAAGACTGCTTCAGGGAGACACACCCGTGAGGAAGTTGCAAGCCAACAAAAALAGTTCAAGG

ATCTAGAAGACGATTAAGGGAAGGTCATTCTCAGTGAAGGGEC
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ACACGGACCAAGGAGTCTAACACGTGCGCGAGTCGEEGGCTCCCACGAAAGCCGECCETGGC
GCAATEAAGGTGAAGGCCEGCECECTCECCGECCEAGGTAGGATCCCCGAGECCTCTCCAGT
CCGCCGAGEGCGCACCACCGGCCCETCTCGCCCECCGCCCCOGEGAGGTECGAGCACGAGCG
CACGTGTTAGGACCCGARAGATEGTGAACTATGCCTGEGCAGGECGAAGCCAGAGGAAACT
CTGGTGGAGGTCCCTAGCGGTCCTCGACGTGCAAATCCGTCGTCCCGACCTEGGETATAGGEGC
GGGCTCCAGGCGAGGCEETCEGACGCTCCTGARARCTTGCGCGCECECTCECECCACTECEC
CCGEAGCGATGAAGATGETCECECCCTEGACGCEETTCTACTCCAACAGCTGCTGCTTGTG
CTGCCATGTCCGCACCGECACCATCCTGCTCGGCGTCTGGTATCTGATCATCAATGCTGTG
GTACTGTTGATTTTATTCAGTGCCCTGGCTGATCCGGATCAGTATARCTTTTCAAGTTCTG
AACTGGGAGGTGACTTTCGAGTTCATGCATGATGCCAACATGTGCATTGCCATTGCGATTTC
TCTTCTCATGATCCTGATATGTGCTATGGCTACTTACGGAGCGTACAAGCAACGCGECAGCC
TGGATCATCCCATTCTTCTGTTACCAGATCTTTGACTTTGCCCTGAACATETTGGTTGCARA
TCACTGTGCTTATTTATCCAAACTCCATTCAGGAATACATACCGGCAACTGCCTCCTAATTT
TCCCTACAGAGATCGATGTCATGTCAGTGAATCCTACCTGTITGETCCTTATTATTCTTCTG
TTTATTAGCATTATCTTCGACTT T TAAGGGTTACTTGATTAGCTGTGTTTGRAACTGCTALCC
GATACATCAATGETAGGAACTCCTCTGATGTCCTGETTTATGTTACCAGCAATGACACTAC
GGTGCTGCTACCCCCOTATGATGATGCCACTGTGAATCGGTGCTGCCAAGGAGCCACCGCCA
| CCTTACGTETCTGCCIAAGCCTTCAAGTGEECERAGCTCACEGCAGCAGCTTGACTTTGCA
GACATCTGAGCAATAGTTCTGTTATTTCACTTTTGCCATGAGCCTCTCTGAGCTTGTTTGT
TECTGAAATGCTACTTTITAAAATTTAGATETTAGATTGAAAACTGTAGT TTTCAACATAT
GCTTTCCTAGARCACTGTGATAGATTAACTGTAGAATTCTTCCTGTACGATTGEGGATATA
ATGGGCTTCACTAACCTTCCCTAGCGCATTGAAACTTCCCCCARATCTGATGGACCTAGAAG
TCTGCTTTTGTACCTGCTGGGCCCCAAAGTTGGGCATTTTTCTCTCTGTTCCCTCTCTTTT
GAAAATGTARARTAAAACCAAAAATAGACAACTTTITTCTTCAGCCATTCCAGCATAGAGAR
CAAAACCTTATGGAAACAGGAATGTCAATTGTGTAATCATTGTTCTAATTAGGTAAATAGA
AGTCCTTATGTATGTGTTACAAGAATTTCCCCCACAACATCCTTTATGACTGAAGTTCAAT
GACAGTTTGTATTTGGATGGTAAAGGATTTTCTCCATGGCCTGAATTAAGACCATTAGAAA
GCACCAGGCCOTGGEAGCAGTGACCATCTGCTEACTGTTCTTGTGEGATCTTGTCTCCAGGE
ACATGGEGETGACATGCCTCGTATCTGTTAGAGGGTGGAATGEATGTCTTTEGGCECTGCATG
GGATCTGGTGCCCCTCTTCTCCTGEGATTCACATCCCCACCCAGGGCCCGCTTTTACTAAGT
GTTCTGCCCTAGA?TGGTTCAAGGAGGTCATCCAACTGACTTTATCAAGTGGAATTGGGAT
ATATTTGATATACTTCTGCCTAACAACATGGAAAAGGETTTTCTTTITCCCTGCAAGCTACA
TCCTACTGCTTTGAACTTICCAAGTATGTCTAGTCACCTTTTAAAATGTAAACATTTTCAGA
AAAATGAGGATTGCCTTCCTTGTATGCGCTTTTTACCTTGACTACCTGAATTGCAAGGGAT
TTTTATATATTCATATGTTACAAAGTCAGCAACTCTCCTGTTGGTTCATTATTGAATGTGC
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TETAAATTAAGTTGTTTCCAATTAAAACAAGGTTTGCCCACARAARARARAA
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ATTCGCCCTTCCGAAAGATGGTGAACTATECCTGEECAGRGCGEECTCCAGGCCAGGCGRT
CGACGCTCCTGARAACTTGCGECGCECECTCGCGCCACTECEGCCCGGAGCGATGAAGATEET
CGCGCCCTGGACTCGETTCTACTCCAACAGCTECTECTTGTECTGCCATGTCCGCACCGGC
ACCATCCTGCTCEGECGTCTGGTATCTGATCATCAATGCTCGTEGGTACTETTGATTTTATTGA
GTGCCCTGGCTGATCCEGATCAGTATAACTTTTCAAGTTCTGAACTGGGAGGTGACTTTGA
GTTCATGGATGATGCCAACATGTEGCATTGCCATTGCGATTTCTCTTCTCATCGATCCTGATA
TETECTATCGCTACTTACGGAGCETACAAGCAACGCGCAGCCTEGGATCATCCCATTCTTCT
GTTACCAGATCTTTGACTTTGCCCTGARCATGTTGGTIGCARTCACTGTGCTTATTTATCC
AAACTCCATTCAGCGAATACATACGGECAACTGCCTCCTAATTTTCCCTACAGAGATEGATGTC
ATGTCAGTGAATCCTACCTGTTTCETCCTTATTATTCTTCTGTTTATTAGCATTATCTTGA
CTTTTAAGGGETTACTTGATTAGCTETCTTIGCAACTGCTACCGATACATCAATGGTAGGAA
CTCCTCTGATGTCCTGETTTATGTTACCAGCARTCACACTACGGTGCTGCTACCCCCGTAT
GATGATGCCACTGTGAATGGTACTGCCAAGGAGCCACCCCCACCTITACGTETCTGCCTIALG
CCTTCAAGTGGGCGGAGCTCAGEGCAGCAGCTTGACTTTGCAGACATCTGAGAAGGAC
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AGCGCCATGECGGCCAGCCGGEEELEEGGELCCEEGCCEEEEECCECCGCCACTGCTEGCTAT
TTCTGEEACCCECECTEETCCTGECCTCTEEGECCETCCCERCCCETCGAGGCGGECAGLGT
GGTTGAGGECCEAAGAGCTGETEAAGGGCAGCCCGRCETEGEGAGCCECCTGUCAACGACACE
CGEEAAGAAGCCGGCCCACCAGCGECTGEACAAGATGAGECGTCETGEACGECECCCGETG
GCGAGCTGGCCEGEECCAGARGAGGTECTGCAGGAGTCGGCTGCEETEACCGECACCECOTE
GCTGGARGCTCGACAGCCCAGGCCTGCEAGCGAGTGACCGCAGAGECGEECAGCGEECEATECC
CAGGCCCTTCCAGCTACGCTCCAGGCTCCCCACCGAGETCCTCGGECAGTCARTCATGCCCC
CTGCCATTCCTGAGGCTACAGAGGCCAGCGGECCACCCTCCCCCACCCCCGGCCACAAGCT
GAGCCCAGCTTCTCAACTCCCCAAGGAGAGCCCCTTGGAGETTTGECTGAACCTGEGGEGEC
AGCACACCCCGACCCTCAAGTECCAGAGCTCGACTTACCCATTTCAGGGCACCCTEGGAGCCCC
AACCGGCATCAGATATCATTIGACATCGACTACTTCGARGGACTGGATGGETGAGGETCETGEE
CGCAGATCTGGECAGCTTCCCAGGGTCACCAGGAACCTCAGAGAACCACCCTGATACTGAG
GEAGAGACCCCTTCCTGGAGCCTGCTTGACTTATACGATCGATTTCACCCCCTTCGATGAAT
CTGATTTCTACCCCACCACATCCTTTTATGATGACT TGGATCGAAGARGGAGCAGCGAAGAGGA
GGATGACARAGATGCAGTAGGAGETGGACACCTAGAAGATGARAATGAGCTTCTAGTGCCC
ACTGGGARGCCTGGTCTGGEECCCAGCACAGGCCAGCCCACCAGTCGETGECATGCTGETCC
CTCCACAGCACACTCTGGGGTCGGTCCCCGGCAGCAGCATCGCCCTCAGGCCCCGCCCAGG
AGAGCCAGGCAGGGACTTEGCCTCCAGTCGARRATGGCACTGAGTGCCGCAGTGGCTTTIGTG
CGGCATAACGECTCCTGCOGGTCAGTGTGCGACCTCTTCCCAAGTTACTGTCACAATGECE
GCCAGTGCTACCTGETGCACAACATAGGGGECCTTCTGCAGETGCARACACGCAGGACTACAT
CTGCGCACAAGEGGATGCGCTGCGAGTCCATCATCACCCGACTTCCAGGTGATETGCGTGGCC
GTGEECTCEGCTECCCTCETCCTECTCCTGCTCTTCATGATGACGGTETTCTTTIGCCAAGA
AGCTCTACCTGCTCAAGACGCAGAATACCAAGCTGCETAGCACCAACARATTCCGGACCCC
ATCTCAGCTCCACAATGATAACTTCTCCCTCTCCACCATTGCCGAGGGCTCTCACCCAAAT
GATGATCCTAGTGCTCCCCACAAAATCCAGGAGETTCTCAAGTCCTECCTCAARGAGGAGG
AGTCATTTAACATCCAGAACTCCATETCEGCCCAAACT TGAGGETCGCARAGGTGACCAGGC
TCACTTGGATGTGAACTETCTTCAGAATAATTTAACCTAAAGCAGAGCAAGAAGAGAGGAR
GCGGGGTAGTGGGTGGAGGTAGEGGAAGAAACATTATCTCCTCTTCGTACAGAGTCTATTTCT
TGTAACCATTTGTTARACTC
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GCGACAGECGETGGCEGCCECAGCCCCAGCATCCCTACTTGAGGTCCAGGAGCEGAGCCCECa
GCCACCGCCGCCTGATCAGCBUGACCCCGEUCCGCECCCGCCCCECCCEGCAAGATGCTGL
CCGTGTACCAGGAGGTGAAGCCCAACCCGCTGCAGGACGCGAACATCTGCTCACGCETGETT
CTTCTGGTGGCTCAATCCCTTGTTTAAAATTGGCCATAAACGGAGATTAGAGGAAGATGAT
ATGTATTCAGTGCTGCCAGAAGACCGCTCACAGCACCTTGGAGAGGAGTTGCAAGGGTTCT
GEGATAAAGAAGTTTTAAGAGCTGAGAATGACGCACAGAAGCCTTCTTTAACAAGAGCAAT
CATAAAGTGTTACTGGAAATCTTATTTAGTT T TGGRAATTTTTACGTTAATTGAGGARAGT
GCCARAGTAATCCAGCCCATATTTTTGCGAAAAATTATTAATTAT I TTGAAAATTATGATC
CCATGGATICTGTGGCTTTCAACACAGCGTACGCCTATGCCACGETECTGACTTTITGCAC
- GCTCATTTIGGCTATACTGCATCACTTATATTTTTATCACGTTCAGTCTGCTAGGATGCGAGG
TTACGAGTAGCCATGTECCATATGATTTATCGGAAGGCACTTCETCTTAGTAACATGGCCA
TCCGCAAGACAACCACAGGCCAGATAGTCAATCTGCTGTCCAATGATGTGAACAAGTTTGA
TCAGGTGACAGTETTCTTACACTTCCTGTGGGCAGGACCACTEGCAGEGCEGATCGCAGTCGACT
GCCCTACTCTGEATCGACGATAGGAATATCGTGCCTTACTCGGATGGCAGTTCTAATCATTC
TCCTGCCCTTGCAAAGCTGTTTITGEGAAGTTGTTCTCATCACTGAGCAGTAAAACTGCAAC
TTTCACGGATGCCAGGATCAGGACCATCAATGAAGTTATAACTGGTATAAGCGATAATAAAA
ATGTACGCCTGGGAARAGTCATTTTCAAATCTTATTACCAATTTCACARAGAAGEAGATTT
CCAAGATTCTGAGAAGTTCCTGCCTCAGCEGEATCGAATTTGGCTTICGTTITTTCAGTGCAAG
CARRATCATCGTGTTTGTGACCTTCACCACCTACGTGCTCCTCGACAGTEGTEGATCACAGCC
AGCCECETGTTCGTERCAGTGACGCTGTATGGEECTETGCEECTGACGGTTACCCTCTTCT
TCCCCTCAGCCATTGAGAGGETETCAGAGGCAATCGTCAGCATCCGAAGAATCCAGACCTT
TTTGCTACTTGATGAGATATCACAGCGCAACCGTCAGCTGCCGTCAGATGGETAAARAGATG
GTGCATGTGCAGGATTTTACTECTTTTTGGGATAAGGCATCAGAGACCCCAALTCTACARG
GCCTTTCCTTTACTGTCAGACCTGGCGAATTGTTAGCTGTGGTCGGCCCCGTEGEAGCAGE
GAAGTCATCACTGTTAAGTGCCGTGCTCEGGGGAATTGEGCCCCAAGTCACGGECTGGTCAGC
GTGCATGGAAGRATTGCCTATGTGTCTCAGCAGCCCTGEETETTCTCCGGEAACTCTGAGGA
GTAATATTTTATTTGGGAAGAAATATGAAAAGCGAACCGATATGAAAAAGT CATAAAGGCTTG
TECTCTGAARAAGGATTTACAGCTETTGGAGGATGGTGATCTGACTGTGATAGGAGATCGE
GGAACCACGCTGAGTGGAGGGCAGAAAGCACGGGTARACCTTGCARGAGCAGTGTATCAAG
ATGCTGACATCTATCTCCTGGACGATCCTCTCAGTGCAGTAGATGCEGGAAGTTAGCAGACA
CTTGITCCAACTGTGTATTTGTCAAATTTTGCATCGAGAAGATCACAATTTTAGTGACTCAT
CAGTTGCAGTACCTCAAAGCTECAAGTCAGATTCTGATATTGAAAGATGGTAAARTGEGTGC
AGAAGGGGACTTACACTGAGTTCCTAARATCTGETATAGATTTTAGCTCCCTTTTAAAGAR
GGATAATGAGGAAAGTGAACAACCTCCAGTTCCAGGAACTCCCACACTAAGGAATCGETACC
TTCTCAGAGTCTTCGGTTTGETCTCAACAATCTTCTAGACCCTCCTTGAAAGATGGTGCTC
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TGGAGAGCCAAGATACAGAGAATGTCCCAGTTACACTATCAGAGGAGAACCGTTCTGARGS
ABRAAGTTGGTTTTCAGGCCTATAAGAATTACTTCAGAGCTGGTGCTCACTGGATTGTCTTC
ATTTTCCTTATTCTCCTAAACACTGCAGCTCAGGTTGCCTATGTGCTTCAAGATTGATGGC
TTTCATACTGEGGCARACARACAARGTATGCTARATGTCACTGTAAATGCGAGGAGGARATGT
AACCGAGAAGCTAGATCTTAACTGGTACTTAGCAATTITATTCAGEGTTTAACTGTAGCTACC
GITTCTTTTTGEGCATAGCAAGATCTCTATTGGTATTCTACGTCCTTGTTAACTCTTCACARA
CTTITCCACARCAAAATGTTTGAGTCAATTCTEGAARAGCTCCGGTATTATTCTTTGATAGARA
TCCAATAGCAAGAATTTTAAATCGTTTCTCCARAGACATTGGACACTTCGATGATTTGCTG
CCGCTGACCTTTTITACGATTTCATCCAGACATTGCTACARGTGGTTGETGTGETCTCTGTGG
CTGTGGCCETGATTCCTTGGATCGCAATACCCTTGGTTCCCCTTGGAATCATTTTCATTTT
TCTTCGGCGATATTTTTTGCARACGTCAAGAGATGTGAAGCGCCTGGAATCTACARCTCGE
AGTCCAGTETTTTCCCACTTGTCATCTTCTCTCCAGEEGCTCTGGACCATCCGGGCATACA
AAGCAGAAGAGAGCTGTCAGGAACTGTTTGATGCACACCAGGATTTACATTCAGAGGCTTG
GTTCTTGTTITTGACAACGTCCCGCTGGTTCGCCGTCCGTCTGEATGCCATCTEGTECCATG
TTTGTCATCATCETTGCCTTTGGETCCCTCATTCTGGCAAAAACTCTGRATGCCEEGECAGE
TTGETTTGGCACTETCCTATEGCCCTCACGCTCATEGCGGATGTTTCAGTEGCTGTGTTCEACA
ARGTGCTGAAGTTGAGAATATCGATCATCTCAGTAGRAAGGGTCATTGAATACACAGACCTT
GAAAAAGAAGCACCTTGCGAATATCAGARACGCCCACCACCAGCCTEGGCCCCATGAAGGAG
TGATAATCTTTGACAATGTGAACTTCATGTACAGTCCAGCTEEGCCTCTGEGTACTGAAGCA
TCTGACAGCACTCATTAAATCACAAGAAAAGGTTGGCATTGTGGGAAGAACCEGAGCTGGA
AARAGTTCCCTCATCTCAGCCCTTTTTAGATTEGTCAGAACCCGARGATAAAATTTGEATTG
ATRAAGATCTTGACAACTGARATTGCACTTCACGATTI TAAGGAAGAAAATGTCAATCATACC
TCAGGAACCTGTTTTGTTCACTCGGAACAATGAGCGAAAAACCTGGATCCCTTTAAGGAGCAC
ACGGATGAGCAACTGTGEAATCCCTTACAAGAGETACAACTTAAAGAARCCATTGAAGATC
TTCCTGETAAAATGEATACTGAATTAGCAGAATCAGGATCCAATTTTAGTGTTGGACARAG
ACAACTGETETECCTIGCCAGCGCAATTCTCAGGAARAATCAGATATTGATTATTGATGAA
GCGACGGCAAATGTGGATCCAAGAACTEATGAGTTAATACAAARARARAATCCGGGAGARAT
TTGCCCACTGCACCATGCTAACCATTGCACACAGATTGAACACCATTATTGACAGCGACAA
GATAATGGTTTIAGATTCAGGAAGACTGAAAGAATATGATGAGCCGTATGTTTTGCTGCAA
AATARAGAGAGCCTATTTTACAAGATGCATECAACAACTGGEGCAAGECAGAAGCCGCTGCCC
TCACTGAAACAGCAAAACAGGTATACTTCAAAAGAAATTATCCACATATTGGTCACACTGA
CCACATGGTTACAAACACTTCCAATGCACAGCCCTCCGACCTTAACTATTTTCGAGACAGCA
CIGTIGAATCCAACCAARATGTCAAGTCCGTTCCGAAGGCATTTTCCACTAGTTTTTGGACT
ATGTAAACCACATTGTACTTTTTTTTACTTTGGCAACAAATATTTATACATACAAGATGECT
AGTTCATTTGAATATTTCTCCC
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CTCCGTCCCAGGGGAGAAGGAGACCECGTCTGCACGEEGCAGAGACCGCAGCTACCTGCCGG
GTGCGCCCCCCACCCAGEAGCECTCECTITCGCCCCCTTTCCTCCCCCCGCCCCCACCTCCT
TATTGGTGCTAGTTTGCAGCGCCCAGCTCCTGCECCTTCGCTTCGCGTTTGAATCTGGCTC
GCCCCTTCGTATTAEQTCTGCACTCCGAAGGAAATTTGGGGACGATTATCAGGTAGTGACC
ACATCGTCCAGCGGCTCGGGCTTGCAGCCCCAGGGGCCAGGCCAGGACCCTCAGCAGCAGC
TTGTGCCCARGAAGAAGCGECAGCGGETTCGTGGACARGARCGEGCCGETGCAATGTACAGCA
CGGCAACCTGAECAGCEAGACAAGCCCCTACCTCTCGGACCTCTTCACCACGCTGGTGGAC
CTCAAGTGGCCCTGRAACCTCTTCATCTTCATTCTCACCTACACCGTGGCCTGGCTTTTCA
TGECETCCATETGGETCEETGATCECCTACACTCGGEGCEACCTGAACAARGCCCACETCGEG
TAACTACACGCCTTGCGTGGCCAATGTCTATAACTTCCCTTCTIGCCTTCCTCTTCTTCATC
GAGACGGAGGCCACCATCGGCTATGGCTACCGATACATCACAGACAAGTECCCCGAGGEGCA
TCATCCTCTTCCTCTTCCAGTCCATCCTEGELTCCATCETIGGACGCCTTCCTCATCGECTG
CATGTTCATCAAGATGTCCCAGCCCAAGAAGCGCECCCARACCCTCATGTTCAGCGAGCAC
GCGETGATCTCCATGAGGGACGEARMAACTCACGCTTATGTT CCOGETGEECAACCTGCGCA
ACAGCCACATGGTCTCCGCGCAGATTCACTGCAAGCTGCTCARATCTCGGCAGACACCTGA
GGETGAGTTCCTTCCCCTTCGACCAACTTCGAACTEGATGTAGGTTTTAGTACAGGGGCAGAT
CAACTTTTTCTTIGTGTCCCCCCTCACARTTTGCCACGTGATCGATGCCAAAAGCCCCTTTT
ATGACCTATCCCAGCGAAGCATGCAAACTGAACAGTTCEAGATTGTCGTCATCCTAGAAGS
CATTGTGGAAACAACTGGGATGACTTGTCAAGCTCGAACATCATATACTGAAGATGAAGTT
CTITGGEETCATCETITTTTTCCTGTAATTTCCTTAGAAGAGGCATTCTTTAAAGTTGATT
ACTCCCAGTTCCACGCAACATTTGAAGTCCCCACCCCACCTTACAGTGTGAAACGAGCAGGA
GGAAATGCTTCTCATGTCGTCCCCTTTAATAGCACCAGCCATAACTAACAGCAAAGAAAGA
CATAATTCTGTGGAATGCTTAGATGGACTAGATGATATTACTACAARACTACCATCTAAGC
TGCAGAAAATTACTGGAAGAGAAGACTTTCCCAAAAAACTCTTGAGGATGAGTTCTACAAC
TTCAGARARAGCCTACAGCTTGGGAGACTTGCCCATGAAACTTCARCGAATAAGTTCAGTT
CCEGECAACTCAGAAGAAAAACTGGTATCTAAAACCACCAAGATGTTATCTCGATCCCATGA
GCCAGTCTETEGCTGATTTGCCACCAAAGCTTCAAAAGATGGCTGGAGGAGCAGCTAGGAT
GGAAGGCGAACCTTCCAGCCAAATTAAGAAAAATGAACTCTIGATCGCTTCACATAACAARGC
ACTCCCTTAGGCATTATTTAATGTTTGATTTAGTAATAGTCCAATATTTGGCGATGAGGTA
ATTCTCCCTAAGGAATCTGAAAGTATATTTTCCTCCCAGTTCTACAQCATATTTCGAGAAC
CCTTCCTTTCCCAAGTATTGCGAATGTGCAGARAGCAACAGTTACGCGAGGGAGGACATCAT
AAGGAAGTTATTAACGGGCATGTATTATCACATCAAGCATGCAATAATGTGCARATTTTGC
ATTTAGTTITATGGCATGATTTATATATGGCATATTTATATTGTATATTCTGGAAARADAA
ATATATATATATATTTAAAGGGGAGATACTCTCCCTGACATTTCTAACATATGTATTAAGC
CARACATGAGTGAATAGCTTTCAGGGCGATABAACTAAATATATGTCTGTGTGTCTGTGTG
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TATGTATACACACATATACATATATATATACACATACATACACATACATACATACATACAT
ATATATCTGATAAAATTATGATGTTTITGTTCAAAGTTGTAGTITCTTGTGCATGTTTACTTT
ATTAGAGTAGGAAGGCTACTGGCATTAATTATTAATACCAAATATTTTAGCCTTARATTTT
TGTCATTTTAAAATCTGATTTAATGTTTTCTGCTETTTAAGGTCTTGGGAGGCTTTCAATT
GTATTTTATATGAGAGAATCACACAAGTTTGTGCTATCTATGGCCCTGCAAAAATATAACC
ATTACATGTITAAATTGTAAATTTTAGAGCATACCAGTACTCAGTATAGCATTGAACATTT
CTTATGATTITTARAAGTTGCTAGTACTGGGGAGAAATAATTGTTGATTAATTTGAGAATT
ATTCCTTTCCTAGACTAATTAARATCTGGAAATCTATTTITGTATATGATCTAATACAAAGA
TEAGCTCTGAACAAACACTEAATCATGTTAATAGACAGTAGCCAAGTTATATTGAATATAT
CAGAATCTGTGTGAAGTTACACAATTAATTGTCCCTGTTTCABACTGAGTAAATTGGARAAC
ATTTTCTTTCTTTTTCTCGAAATTTTGTCCATTTTAARARCCAATCATTTTAAGAAGACAT
GACAATGCAATGAAACAGATGATAAATATTTATGCTTARAATAAAAAAANANADAD
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GAGAGGGTCCTTCAGGGTCTGCTTATECCCTIGTTCAAGAACACCAGTGTCAGCTCTCTGT
ACTCTGGTTGCAGACTGACCTTGCTCAGGCCTGAGAAGGATGGGGCAGCCACCAGAGTGGA
TGCTGTCTGCACCCATCGTCCTGACCCCAAAAGCCCTCGACTGGACAGAGAGCGGCTGTAC
TGGAAGCTGAGCCAGCTGACCCACGGCATCACTEGAGCTEAEGCCCCTACACCCTGEACAGGC
ACAGTCTCTATGTCRAATGCGTTTCACCCATCAGAGCTCTATGACGACCACCAGAACTCCTGA
TACCTCCACARTGCACCTGECAACCTCGAGARCTCCAGCCTCCCTETCTGEACCTACGACT
GCCAGCCCTCTCCTGGTGCTATTCACAATTAACTTCACCATCACTAACCTGCGGTATGAGE
AGAACATGCATCACCCTGGCTCTAGARAGTTTAACACCACGEGAGAGAGTCCTTCAGGGTCT
GCTCAGGCCTGTGTTCAAGAACACCAGTGTTGGCCCTCTEGTACTCTGGCTGCAGACTGACC
TTGCTCAGGCCCAAGAAGGATGEGECAGCCACCAAAGTGGATGCCATCTGCACCTACCGECC
CTGATCCCAAARCGCCCTGEACTGCACAGAGAGCAGCTATACTGGRAGCTGAGCCAGCTARC
CCACAGCATCACTGAGCTGGGCCCCTACACCCTGGACAGGGACAGTCTCTATGTCAATGGT
TTCACACAGCGGAGCTCTGTGCCCCACCACTAGCATTCCTGGGACCCCCACAGTGGACCTGG
GAACATCTAGGACTCCAGTTTCTAAACCTEGTCCCTCEECTEGCCAGCCCTCTCCTGETGECT
ATTCACTCTCARCTTCACCATCACCAACCTCCGGTATGAGCAGAACATGCAGCACCCTGEC
TCCAGGAAGTTCARCACCACGGAGAGEGTCCTTCAGCGGCCTECTCAGETCCCTETTCAAGA
GCACCAGTGTTGCGCCCTCTGTACTCTGGCTGCACGACTEGACTTTGCTCAGECCTGAARAGGA.
TGEGACAGCCACTGCEAGTGGATGCCATCTEGCACCCACCACCCTGACCCCAAAAGCCCTAGG
CTGGACAGAGAGCAGCTGTATTGGGAGCTGAGCCAGCTGACCCACAATATCACTGAGCTGG
GCCACTATGCCCTGGACRACGACAGCCTCTTTGTCAATGGTTTCACTCATCGGAGCTCTGT
GTCCACCACCAGCACTCCTGEGACCCCCACACGTGTATCTGGGAGCATCTAAGACTCCAGCC
TCGATATTTGGCCCTTCAGCTGCCAGCCATCTCCTGATACTATTCACCCTCAACTTCACCA
TCACTAACCTGCGETATCGAGCAGAACATGTGECCTGGCTCCAGGAAGTTCARACACTACAGA
GAGGGTCCTTCAGGECCTGCTAAGGCCCTTGTTCAAGAACACCAGTGTTEGCCCTCTETAC
TCTGGCTCCAGGCTCACCTTGCTCAGGCCAGAGAAAGATGGCGAAGCCACCCGGAGTGGATG
CCATCTGCACCCACCGCCCTGACCCCACAGGCCCTGGGCTEGGACAGAGAGCAGCTGTATTT
GOAGCTGAGCCAGCTGACCCACAGCATCACTGAGCTGGGCCCCTACACACTGEACAGGEAC
AGTCTCTATGTCAATGGTTTCACCCATCGGAGCTCTGTACCCACCACCAGCACCGGGETGEE
TCAGCGAGGAGCCATTCACACTCAACTTCACCATCAACAACCTACECTACATGGCGGACAT
GGACCAACCCGGCTCCCTCAAGTTCAACATCACAGACAACGTCATGAAGCACCTGCTCACT
CCTTTGITCCAGAGGAGCAGCCTGGGTECACGGTACACAGCCTGCAGGGTCATCGCACTAA
GGTCTGTGARGAACGETGCTGAGACACGGECTECGACCTCCTCTGCACCTACCTGCAGCCCCT
CAGCGEGCCCAGGETCTGCCTATCAAGCAGGTGTTCCATGAGCTGAGCCAGCAGACCCATGGC
ATCACCCGGCTGGGCCCCTACTCTCTGGACARAGACAGCCTCTACCTTAACGGTTACAATG
ARCCTGGTCTAGATGAGCCTCCTACAACTCCCAAGCCAGCCACCACATTCCTGCCTCCTCT
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GTCAGARGCCACAACAGCCATGGEGTACCACCTGAAGACCCTCACACTCAACTTCACCATC
TCCAATCTCCAGTATTCACCAGATATGGGCAAGGGCTCAGCTACATTCAACTCCACCGAGG
GGGTCCTTCAGCACCTCCTCAGACCCTTGTTCCAGARGAGCAGCATGGGCCCCTTCTACTT
GGATTGCCAACTGATCTCCCTCAGECCTGACAAGGATEGCGCAGCCACTGETGTGEGACACC
ACCTGCACCTACCACCCTGACCCTETEEGCCCCGEECTGEACATACAGCAGCTTTACTGGE
AGCTGAGTCAGCTGACCCATGGTGTCACCCAACTGEGCTTCTATGTCCTGCACAGGGATAG
CCTCTTCATCAATGGCTATGCACCCCAGAATTTATCAATCCGCECGCGAGTACCAGATAAAT
TTCCACATTETCAACTGGAACCTCAGTAATCCAGACCCCACATCCTCAGAGTACATCACCC
TGCTGAGGGACATCCAGGACAAGGTCACCACACTCTACARAGGCAGTCAACTACATGACAC
ATTCCGCTTCTGCCTGGTCACCAACTTGACGATGCACTCCGTGTTGGTCACTGTCAAGGCA
TIGTTCTCCTCCAATTTGGACCCCAGCCTGETGEAGCAAGT CTTTCTAGATAAGACCCTGA
ATGCCTCATTCCATTGECTGGGCTCCACCTACCAGTTAGETGGACATCCATGTGACAGARAAT
GGAGTCATCAGTTTATCAACCAACAAGCAGCTCCAGCACCCAGCACTTCTACCCGAATTTC
ACCATCACCAACCTACCATATTCCCAGGACAAAGCCCAGCCAGGCACCACCAATTACCAGA
GGAACAAAAGAAATATTGAGGATGCECTCAACCAACTCTTCCGAAACAGCAGCATCAAGAG
TTATTTTTCTGACTGTCAAGTTTCAACATTCAGGTCTGTCCCCAACAGGCACCACACCGGE
GIGGACTCCCTGTGTAACTTCTCGCCACTGGCTCGGAGAGTAGACAGAGTTGCCATCTATG
AGGAATTTCTGCGGATGACCCGGAATGGTACCCAGCTGCAGAACTTCACCCTGGACAGGAG
CAGTGTCCTTOTECATGGCTATTCTCCCAACAGARNATGAGCCCTTAACTGGRAATTCTGAC
CTTCCCTTCIGEGCTGTCATCTTCATCEGCTTGECAGCGACTCCTEERACTCATCACATACC
TGATCTGCGGTETCCTGETGACCACCCECCCECGGAACAAGCAAGGAGAATACAACGTCCA
GCAACAGTGECCCAGGCTACTACCAGTCACACCTAGACCTGEAGEGATCTGCAATGACTGGAA
CTTGCCGETECCTGGEETECCTTTCCCCCAGCCAGGETCCAAAGAAGCTTGGCTGEGEECAG
AAATARACCATATTGGETCGE
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GCCCGGGCAGCTGCTCGATAGCACAGTTCTGTCCAGAGAAGGAAGGCGGAATAAACTTATTC
ATTCCCAGGAACTCTTGGGGTAGCGTGTGTCTTTTICACATCTTAAAGGCTCACAGACCCTG
CGCTGGACARATGTTCCATTCCTGARGGACCTCTCCAGAATCCGRATTGCTGAATCTTCCC
TGTTGCCTAGAAGGGCTCCARACCACCTCTTGACAATGCGAAACTEGGTGGITARCCACTG
GITTTCAGTTTITGTTTCIGGITGTTIGETTAGGGCTGAATGTTTTCCTGTTIGTGGATGCC
TTCCTGAAATATGAGAAGGCCGACARATACTACTACACAAGARAAATCCTTCGETCAACAT
TEGCCTGTGCCCGAGCGTCTGCTCTCTGCTTGAATTTTAACAGCACGCTGATCCTGCTTCC
TETETETCECAATCTECTGTCCTTCCTCGAGGEGCACCTGCTCATTTTGCAGCCGCACACTG
AGAAAGCAATTGCATCACAACCTCACCTTCCACAAGCTGETGECCTATATGATCTGCCTAC
ATACAGCTATTCACATCATTGCACACCTGTTTAACTTTGACTGCTATAGCAGAAGCCGACA
GOCCACAGATGGECTCCCTTGCCTCCATTCTCTCCAGCCTATCTCATGATCAGARARAGGEGG
GGTTCTTGGCTAAATCCCATCCAGTCCCGARACACGACAGTGCAGTATGTGACATTCACCA
GCGTTGCTGGTCTCACTEGGAGTGATCATGACAATAGCCTTGATTCTCATGETARCTTCAGC
TACTGAGTTCATCCGGAGCGAGTTATTTTGAAGT CTTCTGETATACTCACCACCTTTTTATC
TTCTATATCCTTEGCTTAGGCGATTCACGGCATTGCTCGAATTGTCCGEEETCARACAGAGG
AGAGCATGAATGAGAGTCATCCTCGCAAGTETGCAGAGTCTTTTGAGATGTGGGATGATCE
TGACTCCCACTGTACGGCGCCCTAAGTTTCGAAGGECATCCCCCTGAGTCTTEGGAAGTGAEATC
CTTGCACCGETCATTCTTITATATCTGTGAAAGGATCCTCCGETTTTACCGCTCCCAGCAGA
AGETTGIGATTACCAAGGTTGTTATGCACCCATCCAAAGTTTTGGAATTGCAGATGAACAR
GCGETGGCTTCAGCATEGGARGTGGGGCAGTATATCTTTGTTAATTGCCCCTCAATCTCTCTC
CTGGAATGGCATCCTTTTACTTTGACCTCTGCTCCAGAGGAAGATTTCTTCTCCATTCATA
TCCGAGCAGCAGGGEACTGGACAGAAAATCTCATAAGEGCTTTCGARCAACAATATTCACC
AATTCCCAGGATTCAAGTGGATGGTCCCTTTGGCACAGCCAGTGAGGATGTTTTCCAGTAT
GAAGTGECTETECTGETTGCAGCAGGAATTGCEGETCACCCCCTTTGCTTCTATCTITGAAAT
CCATCTGGTACAAATTCCAGTGTGCAGACCACAACCTCAAAACAAAAAAGATCTATTTCTIA
CTGGATCTGCAGGCGAGACAGEIGCCTTTTCCTEGGTTCAACAACCTGTTGACTTCCCTGGAA
CAGGAGATEGAGGAATTAGGCARAGTGGETTTTCTARACTACCGTCTCTTCCTCACCGGAT
GEGACAGCAATATTGTTGGTCATGCAGCATTAAACTTTGACAAGGCCACTGACATCGTGAC
AGGTCTGAAACAGAAAACCTCCTTTGGCGAGACCAATGTGGGACAATGAGTTTTCTACAATA
GCTACCTCCCACCCCAAGTCTGTAGTGECGAGTTTTCTTATETGGCCCTCGGACTTTGGCAA
AGAGCCTGCGCARATGCTGTCACCGATATTCCAGTCTGGATCCTAGARAGGTTCAATTCTA
CTTCAACAAAGAAAATTTTTAAGTTATAGEAATAAGCGACGETAATCTGCATTTTGTCTCTT
TETATICTTCAGTAATTGAGTTATAGGAATANGGACGETAATCTGCATTTIGTCTCTTTGTA
TCTTCAGTAATTTACTTGGTCTCGTCAGCTTTGAGCAGTCACTTTAGAATAAGAATGTGCC
TCTCAAGCCTTGACTCCCTGGTATTCTTTTTTTGATTGCATTCAACTTCGTTACTTGAGCT
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TCAGCAACTTAAGAACTTCTGAAGTTCTTAAAGTTCTGAAGTTCTTARAGCCCATGGATCC
TTTCTCAGAAAAATAACTGTAAATCTTTCTGGACAGCCATGACTGTAGCAAGGCTTGATAG
CAGAGGTTTGGTGGTTCAGAGTTATACAACTAATCCCAGETGATTTTATCAATTCCAGTET
TACCATCTCCTGAGTTTTGGTTTGTAATCTTTTGTCCCTCCCACCCCCACAGARGATTTCT
ARGTAGGGTGACTTTTTARATAAAAATTTATTGAATAATTAATGATAAAACATAATAATAA
ACATAAATAATAAACAAAATTACCGAGAACCCCATCCCCATATAACACCAACAGTGTACAT
GTTTACTGTCACTTTTGATATGG TCTTATCCAGTGTGAACAGCAATTTATTATTTTTGCTC
ATCAAAAAATAAAGGATTTTCTTCTTCACTTGATGAATGAGTCTTITTGTTACTTCTTTTTG
GGCTCTCCATTTGGGAAAGARAATCTAGAAAGTATGCTCATTGTAATTGARATTGTATTAT
AATTGCAAGTCAGCTATACTGTCATCTTGTATTATTCTGTTARAAGCGATTGTGAAAACTT
GAACTCCATGTTAGGATGACTTATTTAGTCAACAGGAGCTCTTTATCACTATTAAGGEAGT
TTATTAATGTCTAGTTTAAARAATAACAATTTATAAT T TTCATAGATTTTTGTGGACTCCT
ACCTATATCGCTARGGAATCATTCAGCTAATAACATARGCARAATGCCTTCATTCTCTATC
AGAATGCTTTTTATTTCTGCCATCTACCCAACCTCGGCCTACARGGACCACACTGACTCTS
GGATGTTAGTCGTCACAGTGAATCCCTAGAAGGACAGAAGCCCAGEGCTCTTAAGAGAGAA
ACCTCACACTTCATTGTGCCCAGACAATTCAACTCATTATACAT TAGARGAATGGTTGTAC
TQAATTAGCATTATATTATCTATTTTTTCTACCATTAAGTGACCACGAATGAACAAATGGT
TGTTTCTAATAGTTTAGGAACCTCTACGECTTGACGGATAAAACTGTTTITGGTTTTTTTT
TGTCACTAGTCTGAGCACAATAARGGTAGETCATGAACTCATGGTAGCTAATCATGTTTCA
TTTATTACAACAGTAAAACAATACTGATGGTTGTTTACATAGGGAGGGATACCACTGCTGT
TGCCAATTTGTTCACCCEGATTTCAGCTAAT TCAGETTTAATAAGGCTTTGGGARAATGCA
CAATGAAACCTTGAAGACATGATTCTTATTAGACAACTACTGACCAAATGACAACTTCATC
TTCAATGACCTTGATTTGGAATC TTGAAACTTACAACGAGTTCCTAATGAGAAAGGCATCA
CTCTTGATCTCCATGTCTARATATATTGACACACTCACTTCAAGATATGATGGCTGCCARA
ATCAATATCCCAAGGCTTGAATATTTATGGGAGTAGGCATAAATTCGTGATTATATTCATG
GTAATGAATATAATAAATCCTATGCATAGCCAACATCCAAGTTGAACTGGGGATGAGCAGE
ATACACAGAAAGCTCCTCACCTGCTTTGAGCAAGTTTTTCTTGCAAAGTTGTAATATGAAA
TACCTTAATCAACAAATTTCTTATAAATGTTTATATGAGTAGAAAATCCCTCAATTTCATT
GTCACTCAAARAGTTGATTATCT
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CCCTTGGGECTCCARACCACCTCTTGACAATGGGAAACTGEATEGTTAACCACTGGTTITCA
GTTTTGTITCTGGTTGTTTGETTAGGGCTGAATETTTTCCTGTITIGTGGATGCLTTCCTGA
AATATGAGARGGCCGACAALTACTACTACACAAGARAAAATCCTTGGCTCAACATTEGCCTC
TGCCCGAGCGTCTGCTCTCTEGCTTGAATTTTAACAGCACGCTGATCCTGCTTCCTEGTETGET
CEGCAATCTECTETCCTTCCTCGAGGREGCACCTECTCATTTTGCAGCCEGCACACTGAGARRAGC
AATTGGATCACAACCTCACCTTCCACAAGCTGGTGECCTATATGATCTGCCTACATACAGC
TATTCACATCATTGCACACCTGTTITAACTITGACTGCTATAGCACGRAGCCGACAGGECCACA
GATGGCTCCCTTGCCTCCATTCTCTCCAGCCTATCTCATGATGAGAAARAGCGGGGTTCTT
GGCTAAATCCCATCCAGTCCCGARAACACGACAGTGRAGTATGTGACATTCACCAGCATTGC
TGETCTCACTGGAGTGATCATGACAATAGCCTTGATTCTCATGETAACTTCAGCTACTGAG
TTCATCCGGAGGAGTTATTTTGAAGTCTTCTGGTATACTCACCACCTTTTTATCTTCTATA
TCCTTGECTTAGGGATTCACGGCATTGGTGGAATTGTCCGEGETCAAACAGAGGAGAGCAT
GAATGAGAGTCATCCTCGCAAGTGTGCAGAGTCTTTTGAGATGCTGGGATCGATCEGTGACTCC
CACTGTAGGCGCCCTAAGTTTGAAGGECATCCCCCTGAGTCTTGGAAGTGGATCCTTGCAC
CGETCATTCTITATATCTETCGAAAGGATCCTCCGETTTTACCEGCTCCCAGCAGAAGGTTGT
GATTACCAAGGTTGTTATGCACCCATCCAAAGTTTTGGAATTGCAGATGAACARGCGTGGEC
TTCAGCATGCAAGTGGGCCAGTATATCTTTIGTTAATTGCCCCTCAATCTCTCTCCTGEAAT
GGCATCCTTTTACTTTGACCTCTGCTCCAGAGGAAGATTTCTTCTCCATTCATATCCGAGC
AGCAGGGGACTGEACAGAAAATCTCATAAGGGCTTTCGAACAACAATATTCACCAATTCCC
AGGATTGAAGTGEGATGGTCCCTTITGGCACAGCCAGTGAGGATETTTTCCAGTATGAAGTGG
CTETECTGETTGEGAGCAGEAATTGCGETCACCCCCTTTGCTTCTATCTTGAAATCCATCTG
GTACAAATTCCAGTGTGCAGACCACAACCTCARAACAAAAAAGATCTATTTCTACTGGATC
TGCAGGGAGACAGETGCCTTTTCCTEGTTCAACAACCTGTTGACTTCCCTGGAACAGGAGA
TGGAGGAATTAGGCAAAGTGEETTTTCTAAACTACCETCTCTTCCTCACCGGATGGGACAG
CAATATTGTTGGTCATGCAGCATTAAACTTTGACAAGGCCACTGACATCGTGACAGETCTE
ARACAGAARAACCTCCTTTAGGAGACCAATGTGAGACAATCGAGTTTTCTACAATAGCTACCT
CCCACCCCAAGTCTGTAGTGGEAGTTTTCTTATGTGGCCCTCAGACTTTGGCAAAGAGCCT
GCECAAATGCTGTCACCGATATTCCAGTCTGEATCCTAGAAAGGETTCAATTCTACTTCAAC
AAAGAAAATTTTTGAGTTATAGGAATAAGGACGATAATCTGCATTITGTCTCTITGTATCT
TCAGTAATTTACTTGGTCTCETCAGGTTTGAGCAGTCACTTTAGEAAG
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GGGCTCCAAACCACCTCTTGACAATGGGAAACTGGATEETTAACCACTGGTTTTCAGTTTT
GITTTCIGET TGTTTGETTACGGCTGAATGTTTITCCTGTTTGTGCGATGCCTTCCTGAAATAT
GAGAAGGCCGACARATACTACTACACAAGAAARATCCTTGGGTCTTCGAAGTGGATCCTTG
CACCGGTCATTCTTTATATCTGTGARAGCGATCCTCCGETTTTACCGCTCCCAGCAGARGGT
TCTGATTACCAAGGTTETTATGCACCCATCCAAAGTTTTGGAATTGCAGATGAACAAGCGT
GGCTTCAGCATGGAAGTEEAGCAGTATATCTTTGTTAATTGCCCCTCAATCTCTCTCCTIGE
BATGGCATCCTTITTACTTTGACCTCTGCTCCAGAGGAAGATTTCTTCTCCATTCATATCCG
AGCAGCAGGGGACTGGACAGAAAATCTCATAAGGACTTTCGAACAACAATATTCACCAATT
CCCAGGATTGAAGTGECATGETCCCTTTGGCACAGCCAGTGAGCATGTTITCCACGTATGAMG
TAGCTCTGCTGETTEGAGCAGGAATTEEGETCACCCCCTITACTTCTATCTTGAAATCCAT
CTGGTACARATTCCAGTGTGCAGACCACAACCTCAAARACAAAARAGGTTIGETCATGCAGCA
TTAAACTTTGACARGGCCACTGACATCGTGACAGGTCTGAAACAGAARACCTCCTTTGGGA
GACCAATGTGGGACAATGAGTTTTCTACAATACGCTACCTCCCACCCCAAGTCTGTAGTGGE
AQTTTTCTTATGTGGCCCTCGGACTTTEGGCARAGAGCCTGCGCARATGCTGTCACCGATAT
TCCAGTCTCGCATCCTAGARAGETTCAATTCTACTTCAACAAACGAAAATTTTIGAGTTATAG
GAATAAGGACGGTAATCTGCATITTGTCTCTTTGTATCTTCAGTAATTTACTTGGTCTCGT
CAGGTTTAAGCAGTCACTTTAGGA
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GGEGCTCCAAACCACCTCTTGACAATEGGCARACTGGGTGETTAACCACTGETTTTCAGTTTT
GTTTCIGGTTGTTTEGTTACGGCTGAATGTT T TCCTGTTTGTEGATGCCTTCCTGAAATAT
GAGAAGGCCCGACAAATACTACTACACAAGAAARATCCTTGEGTCAACATTGECCTGTGCCC
GAGCGTCTGCTCTCTGCTTGAATT TTAACAGCACGCTGATCCTGCTTCCTGTIGTATCGCAA
TCTGCTGTCCTTCCTGAGGEECACCTGCTCATTTTGCAGCCCCACACTGAGARAGCAATTG
GATCACAACCTCACCTTCCACAAGCTGGTGGCCTATATGATCTGCCTACATACAGCTATTC
ACATCATTGCACACCTGTTTAACTTTGACTGCTATAGCAGAAGCCGACAGGCCACAGATGE
CTCCCTTGCCTCCATTCTCTCCAGCCTATCTCATGATCGAGAAAAAGGEGGCTTCTTGGCTA
AATCCCATCCAGTCCCGARACACGACAGTGGAGTATGTGACATTCACCAGCATTCCTGGTC
TCACTGGAGTGATCATGACAATAGCCTTGATTCTCATGGTAACTTCAGCTACTEGAGTTCAT
CCGGAGGAGTTATTTTCAAGTCTTCTGETATACTCACCACCTTTTTATCTTCTATATCCTT
GGCTTAGGGATTCACGGCATTAGTGCAATTGTCCEGEGTCAAACAGAGGAGAGCATGRATG
AGAGTCATCCTCGCAAGTGTGCAGAGTCTTTTGAGATETGGGATGATCGTGACTCCCACTG
TAGECGCCCTAAGTTTGAAGGECATCCCCCTGAGTCTTGGAAGTGGATCCTTGECACCGGTC
ATTCTTTATATCTGTGAAAGCGATCCTCCGGTTTTACCGCTCCCAGCAGAAGGTTGTGATTA
CCAAGGTTIGTTATGCACCCATCCAAAGTTITGGAATTGCAGATGARCARAGCGETGGCTTCAG
CATGGAAGTGGGGCAGTATATCTTTGTTAATTGCCCCTCAATCTCTCTCCTGGAATGGCAT
CCTTTTACTTITEGACCTCTGCTCCAGAGGAAGATTTCTICTCCATTCATATCCGAGCAGCAG
GEEACTGGACAGAAAATCTCATAAGGGCTTTCGAACAACAATATTCACCAATTCCCAGGAT
TEARGTGGATGGTCCCTTTGGCACAGCCAGTGAGCGATCTTITCCAGTATCAAGTGGCTETG
CTGGTTGGACGCAGGAATTGEEGTCACCCCCTTTGCTTCTATCTTGARATCCATCTGGTACA
AATTCCAGTGTCGCAGACCACAACCTCARAACARAAAAGCETTGGTCATGCAGCATTAAACTT
TGACAAGGCCACTGACATCGTGACAGGTCTGARACAGAARACCTCCTTTGGGAGACCAATG
TGGGACAATGAGTTTTCTACAATAGCTACCTCCCACCCCAAGTCTGTAGTGGGAGTTTTCT
TATGTGGCCCTCGEACTTTGGCARAGAGCCTGCGCARATGCTETCACCGATATICCAGTCT
GGATCCTAGAAAGGTTCAATTCTACTTCAACAAAGAAAATTTTIQAGTTATAGGAA&AAGG
ACGGETAATCTGCATTTTIGTICTCTTTCTATCTTCAGTAATTTACTTGGTCTCGTCAGGTTTG
AGCAGTCACTTTAGGAAG
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GGACTGCTITGTAACTGCTAAGATTGCAGACAGAAATAGCACACAACCACTGTGAGCTGTA
TECGATTCAGAAACCAAGACCARATTTTGCTCACTTTCATTAATCAGTTGCTCAGATAGAR
GGARATGACATCTGETTCIGTCTTCTTCTACATCTTAATTTITGGAAAATATTTTTCTCAT
GGGGGTGGACAGGATGTCAAGTGCTCCCTTGGCTATTTCCCCTGTGGGAACATCACAAAGT
GCTTGCCTCAGCTCCTGCACTGTAACGGTGTGGACGACTGCCGGGAATCAGGCCGATGAGGA
CARACTGTGEAGACAACAATGEGATGGTCCATGCAATTTGACAAATATTTTGCCAGTTACTAC
AAAATGACTTCCCAATATCCTTTTGAGGCAGARACACCTEAATGTTTGGTCGETTCTETGC
CAGTGCAATGTCTTTGCCAAGGTCTGGAGCTTGACTGTGATGAAACCAATTTACGAGCTGT
TCCATCGETITCTITCARATGTGACTGCAATGTCACTTCAGTGGAACTTARTARGARAGCTT
CCTCCTCATTGCTTCAAGAATTATCATGATCTTCAGAAGCTGTACCTECAARACAATAAGA
TTACATCCATCTCCATCTATGCTTTCAGAGGACTGAATAGCCTTACTARACTGTATCTCAG
TCATAACAGAATAACCTTCCTGAAGCCEEGTGTTITTGAAGATCTTCACAGACTAGAATGE
CIGATAATTGAAGATAATCACCTCAGTCGAATTTCCCCACCAACATTTTATGGACTAAATT
CTCTTATTCTCTTAGTCCTGATGAATAACGTCCTCACCCEITTACCTGATARACCTCTICTG
TCAACACATGCCAAGACTACATTGGECTGCACCTTGAAGGCAACCATATCCATAATTTAAGA
AATTTGACTTTTATTTCCTGCAGTAATTTAACTGT TTTAGTGATGAGGARARACARAATTA
ATCACTTABRATGARAATACTTTTGCACCTCTCCAGAAACTGGATGAATTGGATTTAGGARG
TAATAAGATTGARAATCTTCCACCGCTTATATTCAAGGACCTGAAGCAGCTETCACAATTG
AATCTTTCCTATAATCCAATCCAGAAAATTCAAGCAAACCAATTTGATTATCTTGTCAAAC
TCAAGTCTCTCAGCCTAGAAGGGATTCGAAATTTCARATATCCAACAAAGCGATGTTTAGACC
TCTTATGAATCTCTCTCACATATATTTTAAGAAATTCOAGTACTGTGGGTATGCACCACAT
GITCGCAGCTGTAAACCAAACACTGATGGAATTTCATCTCTAGAGAATCTCTTGGCARGCA
TITATTCAGAGAGTATTTGTCTGGET TG TATCTGCAGTTACCTGCTTTGGAAACATTTTTET
CATTTGCATGCGACCTTATATCAGGTCTGAGAACAAGCTGTATGCCATGTCAATCATTTCT
CTCTECTGTGCCGACTGCTTAATGGGARTATAT T TAT TCGTGATCGGAGECTTTGACCTAA
AGTTTCGTGGAGAATACARTARGCATECGCAGCTGTEEGATGGACGAGTACTCATTGTCAGLT
TGTAGGATCTTTGECCATTCTGTCCACAGAAGTATCAGTTTTACTGTTAACATTTCTGACA
TTGGAAAAATACATCTGCATTGTCTATCCTTTTAGATETGTGAGACCTGCGARAATGCAGAR
CAATTACAGTTCTGATTCTCATTTGGATTACTGGTTTTATAGTGGCTTTCATTCCATTGAG
CAATAAGGAATTTTTCAAAAACTACTATGCCACCAATGCGAGTATGCTTCCCTCTTCATTCA
GAAGATACAGARAGTATTGCAGCCCAGATTTATTCAGTGGCAATTTTTCTTGGTATTAATT
TGECCGCATTTATCATCATAGTTTTTTCCTATGGAAGCATGTTTTATAGTGTTCATCARAAG
TGCCATAACAGCAACTGAAATACGGAATCAAGTTARAAAAGAGATGATCCTTGCCARACGT
TITTTCTT TATAGTATTTACTGATGCATTATGCTGCATACCCATITTTGTAGTCGAAATTIC
TTTCACTGCTTCAGGTAGAAATACCAGGTACCATAACCTCTTGGGTAGTGATTTTTATTCT
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GCCCATTAACAGTGCTTTGAACCCAATTCTCTATACTCTGACCACAAGACCATTTAARGAR
ATGATTCATCGETTTTGETATAACTACAGACAAAGAARATCTATGCGACAGCAAAGGTCAGA
BAACATATGCTCCATCATTCATCTGGETGGARATGTGGECCACTGCAGGAGATGCCACCTGA
GTTAATGAAGCCGGACCTTTTCACATACCCCTGTGAAATGTCACTGATTTCTCAATCAACG

AGACTCRAATTCCTATTCATGA
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TAGAGATCCCTCGACCTCGACCCACGCATCCGAGGARAGAAAARAAGAGGAATGGARAGAG
ACAGAGAAAGGAAATGGGAGTCCARGGAGGGAGGACTGCTTTGTAACTGCTAAGATTGCAG
ACAGAAATAGCACACAACCACTGTGAGCTGTATGCGATTCACGAAACCAAGACCAAATTTITG
CTCACTTTCATTAATCAGTTGCTCAGATAGAAGGAAATGACATCTGETTCTGTCTTCTTCT
AéATCTTAATTTTTGGAAAATATTTTTCTCATGGGGGTGGACAGGATGTCAAGTGCTCCCT
TGGCTATTTCCCCTGTGEGAACATCACAAAGTGCTTGCCTCAGCTCCTGCACTGTRAACGGT
GTGGACGACTECGEGAATCAGECCOATGAGCACAACTGTGCGAGACAACAATGGATGETCTC
TGCAATTTGACAARATATTTTGCCAGTTACTACAARAATGACTTCCCAATATCCTTITGAGGC
AGAAACACCTGAATGTTTGCTCGGETTCTGTGCCAGTGCAATGTCTTTIGCCARGGTCTGGAG
CTTGACTGTGATGAAACCAATTTACGAGCTGTTCCATCGETTTCTTCAAATGTGACTGCAA
TETCACTTCAGTCGAACTTAATAAGARAGCTTCCTCCTGATTACTTCAAGAATTATCATGA
TCTTCAGAAGCTGTACCTGCABAACAATARGATTACATCCATCTCCATCTATGCTTTICAGA
GGACTGAATAGCCTTACTAAACTGTATCTCAGTCATAACAGAATAACCTTCCTGAAGCCGG
GTGTTTTTCGAAGATCTTCACAGACTAGAATGGCTCGATAATTGAAGATAATCACCTCAGTCE
AATTTCCCCACCAACATTTTATGGACTAAATTCTCTTATTCTCTTAGTCCTGATGAATAAC
GTCCTCACCCGTTTACCTGATAAACCTCTCTGTCAACACATGCCAAGACTACATTGGCTGG
ACCTTGAAGGCAACCATATCCATAATTTAAGAAATTTGACTTTTATTTCCTGCAGTAATTT
ARCTGTTITAGTGATGAGGAAAAACAARATTAATCACTTARATGAARATACTTTITGCACCT
CTCCAGAAACTGGATGAATTGGATTTAGGAAGTAATAAGATTGAAAATCTTCCACCGCTTA
TATTCRAAGGACCTGAAGGAGCTGTCACAATTGAATCTTTCCTATAATCCAATCCAGARAAT
TCAAGCAAACCAATTTGATTATCTTGTCAAACTCAAGTCTCTCACGCCTAGAAGGGATTGAA
ATTTCARAATATCCAACAAAGGATGTITAGACCTCITATGAATCTCTCTCACATATATTTTA
AGARATTCCAGTACTGTGGGTATGCACCACATGTTCGCAGCTETAAACCARACACTGATGG
AATTTCATCTCTAGAGAATCTCTTCCGCARAGCATTATTCAGAGAGTATTTGTCTGGGTTGTA
TCTGCAGTTACCTGCTTTGCGAAACATTTTTGTCATTIGCATGCEGACCTTATATCAGETCTG
AGAACAAGCTGTATCGCCATCTCAATCATTTCTCTCTGCTGTGCCEGACTGCTTARTGGGAAT
ATATTTATTCGTGATCGGAGGCTTTGACCTAAAGTTTCGTGGAGAATACAATAAGCATGCG
CAGCTGTGCEATGCAGAGTACTCATTGTCAGCTTGTAGGAT CTTTGGCCATTCTGTCCACAG
AAGTATCAGTITTACTGTTAACATTTCTCGACATTGGARARATACATCTGCATTGTCTATCC
TTTTAGATGTGTGACGACCTGEAAAATGCAGAACAATTACACGTTCTGATTCTCATTTGGATT
ACTGGTTTTATAGTGGCTTTCATTCCATTGAGCAATAAGGAATTTTTCAAARACTACTATG
GCACCAATGGAGTATGCTTCCCTCTTCATTCAGAAGATACAGAAAGTATTGGAGCCCAGAT
TTATTCAGTGCGCAATTTTTCTTGGTATTAATTTGGCCEGCATTTATCATCATAGTTITTTTCC
TATGGAAGCATCTTTTATAGTGTTCATCAAAGTGCCATAACAGCAACTGAAATACGCAATC
AAGTTAARAAAGAGATGATCCTTGCCAAACGTTTTITCTITATAGTATTTACTGATGCATT
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ATGCTGCGATACCCATTITIGTAGTGAAATTTCTTTCACTGCTTCAGCTAGAAATACCAGGT
ACCATAACCTCTTGGGTAGTGATTTTTATTCTGCCCATTAACAGTGCTTTGAACCCAATTC
TCTATACTCTGACCACAAGACCATTTARAGAAATGATTCATCGGTTTTGGTATAARCTACAG
ACAAAGAAAATCTATEGACAGCAAAGGTCAGAARACATATGCTCCATCATTCATCTGEGTG
GARATGTGGCCACTGCAGGAGATGCCACCTGAGTTAATGAAGCCGCGACCTTTTCACATACC
CCTGTGAAATGTCACTGATTTCTCAATCAACGAGACTCAATTCCTATTCATGACTGACTCT
GAAATTCATTTCTTCGCAGAGAATACTETGGGCGTGCTTCATCGAGGGATTTACTGGTATGA
AATGAATACCACAAAATTAATTTATAATAATAGCTAAGATARATATTTTACAAGGACATGEA
GGAAAAATAARAATGACTAATGCTCTTACAAAGGGAAGTAATTATATCAATAATGTATATA
TATTAGTAGACATTTTGCATAAGAAATTARGAGARATCTACTTCAGTAACATTCATTCATT
TTTCTAACATGCATTTATTGAGTACCCACTACTATGTGCATAGCATTGCAATATAGTCCTG
GAAGTAGACAGTGCAGAACCTT TCAATCTGTAGATEGGTGTTTAATGACAAAAGACTATACA
AAGCTCCATCTGCAGTTCCTAGTTTAAAGTAGAGCTTTACCTGTCATGTGCATCAGCAAGRA
TCATAGGCACTTTTAAATAAAGGTTTAAAGTTTTGGAAT
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GATCCATTGTGCTGECGCGEGATTCTTTATCACTGCAAGGAGGAGEAGCGEGGAGAGTCGLCTC
CCGCCEGGCEAGCATGGGECECCTEGCCTCOAGCCCECTGCTECTEGECGCTCCTEGTCATTG
GCTCTTTGCCCGAGGECETGTGETGAGAGTCCCCACAGCGACCCTGGTTCGAGTGETGEGCA
CTGAGCTGETCATCCCCTGCAACCTCAGTGACTATGATGGCCCCAGCGAGCAAAACTTTGA
CTGGAGCTTCTCATCTTTGEGGAGCAGCTTTGTCEGACCTTGCAAGCACCTGEGAGGETCGRGE
TTCCCAGCCCAGCTGTACCAGGAGCEGCTGCAGAGGGGCGAGATCCTGTTAAGGCGCGACTG
CCAACGACGCCGTGGAGCTCCACATAAAGAACGTCCAGCCTTCAGACCAAGGCCACTACAA
ATGTTCAACCCCCAGCACAGATGCCACTGTCCAGGGARARCTATGAGCGACACAGTGCAGGTT
AAAGTGCTGGCCGACTCCCTGCACGTGGGCCCCAGCGCGCGGCCCCCGCCGAGCCTGAGCC
TECGGGAGGGEREAGCCCTTCGAGCTGCGCTGCACCGCCGCCTCCECLTCEGCCGCTECACAL
GCACCTGEGCGCTGCTETGEGAGETACACCECEECCCEGLCAGGCEEAGCGTCCTCGCCCTE
ACCCACGAGGGCAGGTTCCACCCEAGCCTEGECTACGAGCAGCGCTACCACAGTGGGEACG
TGCGCCTCGACACCGTGGGCAGCGACGCCTACCGCCICTCAGTETCCCGEECTCTATCTGC
CEACCAGGGCTCCTACAGGTGTATCETCAGCGAGTGGATCGCCEAGCAGGGCAACTGGCAG
GAAATCCﬁAGAAAAGGCCGTGGAAGTTGCCACCGTGGTGATCCAGCCGACAGTTCTGCGAG
CAGCTGTGCCCAAGAATGTGTCTEGTGGCTGAAGGAAAGGAACTGGACCTGACCTGTAACAT
CACAACAGACCGAGCCGATGACCTCCGGCCCGAGETGACEGTGETCCTTCAGCAGGATECCT
GACAGCACCCTACCTEECTCCCEGUETGTTGGCGCGGCTTGACCETGATTCCCTEGTGCACA
GCTCECCTCATGTTGCTTTGAGTCATEGTGGATACACGCTCCTACCATT TACTGGTTCCGGA
TGTTAGCARAGAARACTCTGGCTACTATTACTGCCACGTGETCCCTGTEGEECACCOGGACAC
AACAGCAGCTGGCACAAAGTGGECAGAGGCCGTGTCTTCCCCAGCTGETGTCEGTGTGACCT
GGCTAGAACCAGACTACCAGGTGTACCTGAATGCTTCCARAGATCCCCCEETTTGCGEATCGA
CCCCACAGAGCTGGCATGCCEEETECTCCACACCGAAGAGTEGCEGAGGCCGAATGTCCGATTC
ACGGTTICCTGETACTACAGGATGAACCAGCGCAGCCGACAATGTGGTCGACCAGCGAGCTGC
TTGCAGTCATGGACGECCGACTGGACCCTAARATATGGAGAGACGAGCAAGCAGCGGEGCCCA.
GGATGGAGACTTTATTTTT TCTAAGGAACATACAGACACGTTCAATTTCCGCGATCCAAAGT
ACTACAGAGGAAGACAGAGGCAATTATTACTGTGTTGTGTCTCCCTGGACCARACAGCGGA
ACAACAGCTGEGTGAAAAGCAAGGATGTCTTCTCCAAGCCTGTTAACATATTTTGGGCATT
AGARGATTCCGTGCTTGTGGTCAAGGCGAGGCAGCCAAAGCCTTTCTTTGCTGCCGEAAAT
ACATTTGAGATGACTTGCAAAGTATCTTCCAAGAATATTARGTCQCCACGCTACTCTGTTC
TCATCATGGCTGAGAAGCCTGTCEECCACCTCTCCAGTCCCAATGAAACCGAAGTACATCAT
CTCTCTGGACCAGGATTCTGTGETGAAGCTGCAGAATTGCGACAGATGCATCACGGETGEAT
GECCTTGTTTTAGAAAAAGTECAGGAGGATCAGTTCCGCTATCGAATGTACCAGACTCAGG
TCTCAGACGCAGGECTIGTACCACTGCATGGTCGACAGCCTGETCTCCTGTCAGGGGCAGCCT
TTGGCGACAAGCAGCAACCAGTCTCTCCAATCCTATTGAGATAGACTTCCARACCTCAGGT
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CCTATATTTAATGCTTCTGTGCATTCAGACACACCATCAGTAATTCGEGGAGATCTGATCA
AATTGTTCTGTATCATCACTETCGAGGGAGCAGCACTGGATCCAGATGACATGGCCTTTGA
TETETCCTGETTTGCGGTECACTCTTTTGECCTGEACARAGBCTCCTEGTGCTCCTGTCTTCC
CTGCGATCGGAAGGGCATCETCGACCACCTCCCGGAGERACTGGAAGAGCCGACCTCAGCCTGE
AGCGCGTGAGTGTGCTGGAATTCTTGCTGCAAGTGCATGGCTCCGAGGACCAGGACTTTGG
CAACTACTACTGTTCCGTGACTCCATGEETCARGTCACCARCAGETICCTGECAGAAGGAG
GCAGAGATCCACTCCAAGCCCEGTTTTIATAACTGTGAAGATGGATGTGCTGAACGCCTTCA
AGTATCCCTTGCTGATéGGCATCGGTCTGTCCACGGTCATCGGGCTCCTGTCCTGTCTCAT
CCEGTACTGCAGCTCCCACTEGGTGTTGTAAGAAGGAGGTTCAGGAGACACGGCGCGAGCGT
CGCAGGCTCATCTCCATGGAGATEGGACTAGCCTGECCCEEEACGEEAGTGACAGAGGGACG
TTCTAGGAGCAATTGGGECAAGAAGAGGACAGTGATATTITAAAACAAAGTGTGTTACACT
AAAARCCAGTCCTCTCTAATCTCAGGTGGEACTTGGCECTCTCTCTTTTCTGCATGTCARG
TTCTGAGCGCACACATGTTTACCAGCACACGGCTCTTCTTCCCACGECACTTTCTGATGTA
ACAATCGAGTGTGTGTTTTCCCAACTGCCAGTGATAAAGAATCCACGCCAGCACAATGGAT
CTCGAGGGATCTTCCATACCTACCAGTTCTG&GCCTGCAGGTC,
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CCCACGCGTCCGCGETAAATCACTTCTTIGEGAGGTGCCCTEGCACGCCGATCCTGGCGAGCAGG
CGGCCTCCCEEEEGTGCEECAGCCCCACTCCTCCETGETGTGTTCCATTTGCTTCCCACAT
CTGCAGGAGCTGACGTGCCAGCCTCCCCCAGCACCACCCAGEGACGGGAGGCATGAGCCGE
TCARGGCACCTGRGCAAAATCCGGAAGCGT CTGGAAGATGTCAAGAGCCAGTGGETCCGGC
CAGCCAGGGCTGACTTTAGTCGACAACGAGAGTGCCCGGCTGECCACGEGACGCCCTCTTGGA
TGGEGGTTCTGAAGCCTACTGECEEETGCTCAGCCAGGAAGECGAGETGEACTTCTTGTCC
TCEGETEEAGECCCAGTACATCCAGECCCAGGCCAGEGAGCCCCCETETCCCCCAGACACCT
TGGCGAGGEGCGEAAGCAGGCCCTAAGGGACTCGACTCCAGCTCCCTACAGTCCGGCACCTA
CTTCCCTETGGCCTCAGAGEGCAGCGAGCCEECCCTACTECACAGCTGGGCCTCAGCTGAG
AAGCCCTACCTGAAGGAAARATCCAGCGCCACTGTGTACTTCCAGACCGTCAAGCACAACA
ACATCAGAGACCTCGTCCGCCECTGCATCACCCGGACTAGCCAGGTCCTGGTCATCCTGAT
GEATGTCTTCACGEATGTGEAGATCTTCIGTGACATTCTAGAGGCAGCCAACAAGCGTGGEE
GTGTTCETTICTGTGCTCCTGGACCAGGCGAGETGTGAAGCTCTTCCAGGAGATGTETGACA
ARGTCCAGATCTCTGACAGTCACCTCAAGAACATTTCCATCCGCGAGTGTGGAAGGAGAGAT
ATACTGTGCCAAGTCAGECAGGARATTCGCTGGCCAAATCCGEGAGRAGTTCATCATCTCG
GACTGGAGATTTGTCCTGTCTGGATCTTACAGCTTCACCTGECTCTEGCGGACACGTGCACC
GGAACATCCTCTCCAAGTTCACAGGCCAGECGETGEAGCTETTIGACGAGGAGTTCCGCCA
CCTCTACGCCTCCTCCAAGCCTETGATGCECCTIGARGTCCCCGLEECTEETCECCLCCETC
CCGCCCAGAGCAGCCCCEGUCAATGGCCECCTTAGCAGCAGCAGTGECTCCGCCAGTGACC
GCACGTCCTCCAACCCCTTCAGCGGCCGCTCGGCAGGCAGCCACCCCGGTACCCGAAGTGT
GTCCGCGTCTTCAGGGCCCTGTAGCCOCECEGCCCCACACCCECCTCCACCEGCCCCEGTTC
CAGCCCCACCARAGGECCCTTEGEEAGCCCCGAGTCCCCAGRCCCACCTCTCCCCGCGRCCCC
ACCACGGCCCGCCLGCCGCTETCTACAGCAACCTGGEEGCCTACAGGCCCACGLCEECTGCA
GCTGGAGCAGCTCGEGCCTGGTGCCCAGGCTCGACTCCAACCTGGAGGCCCTTCCTGCAGGLC
TCCCCTCACTTCIGAAGETCCCATCCCCTGCTGCCCTCCGCAGGCCCAGGGCTGGGCACTC
CCTGAGACCCAAAGACCCACCTCAACGACCGAGTGGCGTTCAGCCACTTCCCTTTGAARAGA
CACTCAAAATCACTGCCATGGTTCAATGTTCCCAGGECCCCAGGCCATCCACTTGCCGGCCC
CCACCAGTTCTTGGGETTCCCCGCTCTAGTTTGACCTGTGCAGCACATTCCAGARGGTTCCA
GGGGAGGTTGTGGCECAGCTAGACGCGACAARATCATGAARACRGAGTCCCTGICTTCCAGAG
ATCATCCGGGGCTTTAATATTAATGECCCCCAAAACTCCGTAAGRAAGCAGGARATGCAGCC
CAAGTTTTACAAATGGGTAAACAGAGGCACTGAGAGATAGATGETACTTTGGTACTTCTIGG
- TTCCCAGTGCCCAGGAATGETCCACTCCCAAGARATTCAGGAAAGAAAGACTCGAGGAGAAG
GTGETECEAACATTCTCGATGTTTCAGRAGAGTTGGGGAARCTCCTCCTCTTAGGAARGGCT
AATACTAGGGTATCCTTGGGCCCAATGAATTAGCGGTGAGGCCCCAGAACCCGTTATCTAT
. GAGTTGTATGGGGCGAGCCATCTGAAGCTGTAGCCACCAGGGATGCAGCTAGCTGAGGAGTT
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TGGGGETGTTGEETTEGACARGGCAGGTTAGTAGACTCAGATTCTTGCTTCAAAGAGCCTTG
GGCTGGCCTGGAGGTCCCTEEGAGTCTAGACTGGACCTAGGAGCTTGAGTTGTCAGGGGCCA
GGACTGGCCCCACTGCAGTECCCAGGCCAGTCTTCGAGCAGCAGGGAGGGCTCAGCTGTCCC
CAGATCCAGGTGCCTCTGACCAGCCTGGTCACCTCCTGAGGAATAAATGCTGAACCTCACA
AGCCCCATCATTCATTTCTTCTCAATTCACAGTGCCCCTCTTTGTTTCTGGEGTGGAACTA
GGTCCTGAGGGCACAGCCTAGCTGAGTGCAAAGAAATATAGCATGCTTAGAAAGCATACAG
GAGGGGCCAGECETGATGECTCATGCCTGTAATCCCAGAACTTTGGGATGCCAAGATEETT
GGATTACCTGAGATCAGGTGGATTACCTGETCTCGAGACCAGCCTGACCAATATGGTGAAA
CCCCOTCTCTACTAAAAATACAAAARATTAGGCTGAGACAGCAGAATTGCTTGAACCCAGGA
AGCAGAGGTTGCAATGAGCTCGAGATTGCATCACTGCACTCCAGCATGGGCAACAAAGCAAG
ACTCCGTCACAGANAARRARARAADR
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ATGGCTCTGCCGCAGCCGCCGCCECCCACCEGEGCECETGACCCGETGACCCCGEGAGCACT
GEGECATCCGGACCCCCCTCGCAGECGCAGCCGCTATTAAGGCAGCGAGGCTARAGAGGAGEA
GGAAGGECAGGAGACAGGCETCCAGEGCGCCTEGGEGAACCGGCACGGCEGAGCAGCGECEE
COGGECTCEEGEGAGECCACCEAGTCERCCECGECCGAGGAGERGCAGECAGAGETCGERE
GCGCCGCCECCECEGEETCAGGTTCCCLGECEGECARGCGCAGGTCECEECCTAGGGAGCTG
GCGGCC@CTCCTCGCCTGGCTGCAGCGGCGGCAGCCCCAGTGCTGCCCCTGTGCGGCGCCC
CITTCCCECTCCECCECGCACTETTATCATGGAGGAACCAAGATGGCGGCTCTGGCCTACA
ACCTGGGCAAGCGGGAGATCAACCACTACTTCAGCGTCAGGAGCECCAAGGTGCTGGCGCT
GGTGECCGTECTECTEGCTCGCAGCGTGCCACCTCECCTCCCGCCGCTACCCAGGCAATGAT
TCGTGTGAATACCTTCTCTCAAGTGECAGATTTCTTGGAGAGAAAGTTTGECAACCTCACA
GTTGTATGATGCATAAATACARARTCAGTGAAGCAAAGAACTGCCTTGTAGATAAACATAT
TGCATTTATTEGAGATTCCAGAATTCGTCAATTETTTTATTCTTTTGTARAAATAATTAAT
CCCCAATTCAAAGAAGAAGGAAATAAGCATCARAACATTCCTTTTGAAGACAAGACTGCAT
CAGTTAAAQTGGATTTTCTGTGGCATCCTGAAGTTAATCGGTTCTATGAAACAGTGTATCAA
AGTGTGGACTGAGGATTCCATTECAAAGCCACATGTGATTGTAGCAGCGAGCTGCCACATGSE
TCCATCAAGATTCACAATGGTAGCAGTGAAGCGCTTTCTCAATATAARATGAACATCACCT
CCATAGCACCACTTTTAGARAAAATTGCGCAAAGACTAGTGATCTTTATTIGGETCTTACAAGA
TCCTGTTTATGAACGATCTATTAAGTGAARATAGEAAGATGATCACTAATCGAGAAGATAGAT
GCTTACAATGAAGCTGCAGTCAGTATTTTGAATAGTAGCACCAGAAATTCTAAATCARATG
TTAAGATETTCAGTGTTTCCARATTAATTGCTCAAGAAACCATCATGGAATCTITGCGATGG
CITACATCTTCCTGAATCGAGCAGAGAAACTACTGCAATCGATTCTTATGAATGTGTATTGC
AATAAGATTTTGAAGCCTGTAGATGGETCCTGTTGTCAACCTCEGCCTCCTGTTACTCTCA
TACAGAAGCTAGCTGCTIGTTTITTCACTTTATCTATTATCGGATATTTAATTTTTTACAT
AATTCATCGTAATGCTCATCGGAAGAATAAGCCGTGTACTGATTTGGAAAGTGCGAGRGGAA
AAGAARAATATTATCAATACCCCTGTGTCTITCATTAGAAATACTTTTACAATCTTTCTGCA
ARCTTGGCCTGATTATGGCATATTTCTATATGTGTGACCGTGCAAATCTCTTCATGRAAGGA
AAACAAATTTTATACACATTCATCTTTCTTTATTCCAATTATCTACATTTTGCTITITGGGA
GTATTTTATAATGAAAATACTARAGAGACTAAAGTATTARATAGAGARCAANCAGACGAAT
GEAAAGGCTGEATGCAACTTGTGATTTTGATTTATCACATTTCTGGAGCAAGTACATTTTT
GCCTGTATACATGCACATTCGAGTTCTIGGTTGCTGCATATTTATTTCAGACAGGGTATGGE
CATTTCTCATACTTTTGGATAAARGGAGATT TTGGAATCTATAGAGTATGTCAGGTTTTAT
TTCETCTCAATTTCCTEGTAGTGETGTTATAGTATAGTAATEGEGATCGACCTTATCAATTCTA
TTACTTTGTCCCCTTGGTCACTGTATGGTTCATGGTCATATATGTTACTTTAGCACTATGG
CCACAARATAATCCAAARAAAAGCAAACGGAPATTCTTTCTGGCATTTITGECTTACTGTTGA
AACTAGGCITTTTGCTGTTATTCATATGTTTTTTGGCATATTCTCAGGGTGCATTTGAGAA
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CATCTTTTCTOTTTGECCATTGTCCAAGTGTTTTGAACTCARAGEGAATGTATATGAATGC
TGEETTCAGATGGAGGTTAGACCGTTATGTAGTTT TCCACGGAATGCTGTTTGCTTTTATTT
ATCTGGCTTTGCAGAAGCGTCARATACTTTCTGARGGAAAGGGTGAACCTICTTTTITTCAAA
CAARATTTCAAATTTTCTETTGTTTATTICAGTAGTTTCTTTCTTGACCTATTCCATCTGG
GCTAGCAGTTGTAAAAACAAAGCAGAGTGCAATGAACTCCATCCATCTGTTTCTGTGETAC
AGATTTTAGCCTTCATCCTAATAAGAAACATCCCTGGATATGCCCGTTCAGTTTACAGTTC
ATTTTTTGCTTGGTTIGCAAAAATTTCATTAGAGCTATTTATTTGCCAGTATCACATATGE
CTGGCAGCGGACACARABGGATATCTTGGTACTGATACCTGGAAACCCTATGCTCAACATCA
TTGTCAGCACTTTCATATTTGTTTIGTCTGGCACATGARATTTCTCAGATCACTAATGATCT
TGCACAGATTATTATTCCTAAAGATAACTCATCTCTCTTGAAAAGGTTGGCATGTATAGCT
GCATTTITITGTGGACTCCTCATCTTATCATCCATTCAAGATARATCARAACATTIAGGTTC
CAARAATTCTAAARAAACCTARACTCTTCAGGCTACCTTTGTGTGTCTCTAGAAGAGARAAG
CATCTATCTGGAGATATAAATGTGTWIGTAAATATAAACGT TTGTGECARGAGGACAGTTC
TGTGACATCTGTIGAACATATGTEGTTGTATATATTGCAAATGTACATATCCAATATGARA
TACTAAAACARACAZACAAACAAAARACCAGAATGCATTGTATAGGATTGCATGTGAAGTC
TTTTCTACTGAATCTATATTTCCATTTGTAAGTGATTT TAAGTTAACATATGARGGCAGGG
AAATGATTACCTTTCCAGTAARAAGTATAGATARATTTAATTAACTTAGTGACACCA : CCAA
GTGTTTTGATATAACTAAATTTGTGGTAATAAGACTGTCTGCACCTGTATTCATTGTGGAA
CTTCCTCTTTCATTGCAAACTTTCTTACT CAAGAATGACGEGCAGTATTGTTTTCTTATATG
TECAATGAAGTGEAATCATAAACAGTATGCCTTTAATTTATATGTEGTTCTTGTTCTGATGT
TGTTTCCTGAAATGATTTTTCTTCCTAACTGTGETTTTCGEGTATGCAAGCCTAAATCTTT
GTACACTTTGTCTCACAGAATAGTTCTGAGGCTCCATCACAGGETTITTGTCATTGTTGATG
TTATTGTTGCTTCETTTTATAAAAAAGCCAAAATTTTTTTTCCAATCCAAACGTTCACCTG
TTTCCITTCCTCAAGCTATACCAGTGTAATACCAGTTACCCTGTGCGATCCATTTAATATETY
TATCCCCACTAATTAATTTTCGTATATTATTTCCAATATTTGGAAAGCTCTTTATAGCCAT
TTGGTATTTCCTATTACCCACCTCCTATTTTARATATTTATCAGTCTARACTTGTGCAGTG
TAGTAAACATGCAAGTTGTTACGATTGAGCTGTATTACCATAAGTAGAATTTTAAGTAAAC
TEETCAATTTGCECAATAAATGTTTTTGCTTTTTGTTTGATTTITTTTTACAAGCTAACTG
TTAGAGETATACATTTATTTATCTCTTGTACAGATTTCGATTATGATTTTAATGTTTGAAAG
ATTGCACTTGTTTGCTTTTACTATATGTGGGGTAAAATATATTTTCTGTTCACAGTATATG
AARATATGGAGTAATTTARACAGTAAATAARCATTCTGTGGATGCTTATTTTTGTATTGGC
ARAGTATCAATTAAACTATATGTIGTTCTITTTITCAA
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GARAGACATACACACTTCATGTAATGCTACCTGCAAGTCTCCCTAGAARAGCAGTTTTTTGT
AGGTGAAAACAATCAAGCCAGGTAATATTGCAAGCAGGCTGTAATTTTAGCAGACCTACCA
ACAACACTGATGTAGGAAGCTCATIATTITAATTTCTGGAGCCTTTITAATTTTTTCTTTAG
AAAGTGTATAAATAATTGCAGTGCTGCTTIGCTTCCARAACTGGGCAGTGAGTTCAACAAC
AACGACAACAACAGCCGCAGCTCATCCTEECCGTCATGGAGTTTCTTGARAGAACGTATCT
TGTGAATGATAARGCTACCAAGATCTATGCTTTCACACTAGAAAGARAGGAGCTGCARATGA
ACACTTCATAGCAATGTGGAACTCCAACAGAAACCGGTGAATARAGATCAGTGTCCCAGRG
AGAGACCAGAGGAGCTCGGAGTCAGGAGGCATETACCACTGCCACAGTGGCTCCAAGCCCAC
AGAAAAGGGGGCCAATGAGTACGCCTATGCCAAGTGGAAACTCTGTTCTGCTTCAGCAATA
TECTTCATTTTCATGATTGCAGAGGTCGTEGGTGEGCACATTGCTGEGAGTCTTIGCTGTTE
TCACAGATGCTECCCACCTCTTAATTGACCTGACCAGTTTCCTGCTCAGTCTCTTCTCCCT
GTGETTETCATCGAAGCCTCCCTCTAAGCCGGCTGACATTTGCGATGCGCACCGAGCAGAGATC
CTTGGTECCCTECTCTCCATCCTGTGCATCTGEGTGGTGACTGGCETGCTAGTGTACCTGG
CATGTGAGCGCCTGCTGTATCCTGATTACCAGATCCAGGCCGACTGTGATGATCATCGTTTC
CAGCTGCGCAGTGGCGECCAACATTGTACTAACTGTGETTTTGCACCAGAGATGCCTTAGE
CACAATCACAAGGAAGTACAAGCCAATGCCAGCGTCAGAGCTGCTTTTGTGCATGCCCTITG
GAGATCTATTTCAGAGTATCAGTGTCCTAATTAGTGCACTTATTATCTACTTTARGCCAGA
GTATAAAATAGCCGACCCAATCTGCACATTCATCTTTTCCATCCTGETCTTGGCCAGCACC
ATCACTATCTTAAAGCEACTTCICCATCTTACTCATGCGAAGGTGTGCCARARGAGCCTGAATT
ACAGTGGTCTGARAGAGUTTATTITAGCAGTCCGACGEEGTECTGTCTGTGCACAGCCTACA
CATCTGGTCTCTAACAATGAATCRAGTAATTCTCTCAGCTCATGTTGCTACAGCAGCCAGC
CGEGACAGCCAAGTGGTTCGCAGAGAAATTECTAARGCCCTTAGCARBAGCTTTACGATGC
ACTCACTCACCATTCAGATGGAATCTCCAGTTGACCAGGACCCCGACTGCCTTTTCTATGA
AGACCCCTGTGACTAGCTCAGTCACACCGTCAGTTTCCCARATTTGACAGGCCACCTTCAA
ACATGCTGCTATGCAGTTTCTGCATCATAGAARATAAGGAACCAAAGGAAGARATTCATET
CATGGTGCAATGCACATTTTATCTATT TATTTAGT TCCATTCACCATGARGEAAGAGGCAC
TGAGATCCATCAATCAATTGCATTATATACTGATCAGTAGCTGTATT CAATTGCAGGAATG
TGTATATAGATTATTCCTGAGTGGAGCCGAAGTAACAGCTGTTTGTAACTATCGGCAATAC
CAAATTCATCTCCCTTCCAATAATGCATCTTGAGAACACATAGCGTARATTTGAACTCAGGA
ARGTCTTACTAGAAATCAGTGGAAGGGACAAATAGTCACAARATTTTACCAAAACATTAGA
AACAAAAAATAAGGAGAGCCAAGTCAGGAATAAAAGTGACTCTGTATGCTAACGCCACATT
AGAACTTGGTTCTCTCACCAAGCTGTAATGTGATTTTTTTTTCTACTCTGAATTGGAAATA
TGTATGAATATACAGAGAAGTGCTTACAACTAATTTTITATITACTTGTCACATTTTGGCAA
TAAATCCCTCITATTTCTAARTTCTAACTTGTITATITCARAACTTTATATAATCACTGTT
CAAAAGGAAATATTTTCACCTACCAGAGTGCTTAAACACTGGCACCAGCCAAAGAATETGG
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TTGTAGAGACCCAGAAGTCTTCAAGARACAGCCGACAZAAACATTCCGAGTTGACCCCACCAA
GTTGTTGCCACAGATAATTTAGATATTTACCTGCAAGAAGGAATAAAGCAGATGCAACCAA
TTCATTCAGTCCACGAGCATGATCTGAGCACTGCTTTGTGCTAGACATTGGGCTTAGCATT
GAAACTATAAAGAGGAATCAGACGCAGCAAGTGCTTCTGTGTTCTGGTAGCAACTCAACAC
TATCTGTGGAGAGTAARCTGAAGATGTGCAGECCAACAT TCTGGAAATCCTATGTCACTGE
GTTTGGITTGGAAACCTGGACTTCTGCATTTTTAAAAGT TACCCAGAGATGCTTCTAAAGA
TGAGCCATAGTCTAGAAGATTGTCAACCACAGCGAGTTCATTGAGTGGGACAGCTAGAYACA
TACATTGGCAGCTACAATAGTATCATGAATTGCAATGATGTAGTGCGGETATAAAAGGRARG
CGATGGATATTGCCGCGATECGCATGGCCAGTGATGTTTCACGTCATTGAGUTGACAGCTCT
GCTGGACTTTGAATTACATATGGAGCCTCTCCAGCARAGACCGARAGARGAGAAGCGACATTCTA
GGCAAAAAGAAGACTAGGCACAAGGCACACTTATGTITGTCTCTTAGCTTTITAGTTGRAARA
AGCAAAATACATGATGCAAAGAAACCTCTCCACGCTGTGATTTTTAAAACTACATACTTTT
TGCAACTITATGGT TATGAGTATTGTAGAGAACAGGAGATAGCTCTTAGATGATTTTTATG
TTGTTGTCAGACTCTAGCAAGGTACTAGAAACCTAGCAGGCATTAATAATTGTTGAGGCAR
TGACTCTIGAGGCTATATCTGGGCCTICTCATTATTTATCATTTATATTIGTATTTTTTTCT
GAAATTTGAGEGCCAAGAAAACATTCACTTTGACTGAGEGAGGTCACATCTGTGCCATCTCT
GCARATCAATCAGCACCACTGAAATAACTACTTAGCATTCTGCTGAGCTTTCCCTGCTCAG
TAGAGACAAATATACTCATCCCCCACCTCAGTGAGCTTGTTTAGGCAACCAGGEATTAGAGC
TGCTCAGGTTCCCAACGTCTCCTECCACATCGEGTTCTCARAATGGAAAGAATGGTTTATG
CCAAATCACTTTTCCTGTCTGAAGGACCACTGAATGGTITTGTTTTTCCATATTTTGCATA
GEACGCCCTAAAGACTAGGTGACTTCGCARACACACAAGTGTTAGTATAATTCTTTGCTTC
TECT I CTTTTTGAAMATCATGTTTAGATTTGATTITTAAGTCAGAAATTCACTGAATGTCAG
GTAATCATTATGEAGGGACGATTTGTGTIGTCAACCAAAGTAATTGTCCCATGGCCCCAGGGT
ATTTCTATTGTTTCCCTGAAATTCTCGCTTTTTTAGTCAGCTAGATTGAAAACTCTGAACAG
TAGATGTTTATATGGCAARATGCAAGACAATCTATAAGGGAGATTTTAAGCATTTTGAGAT
GAAAAARACAGATGCTACTCAGGGGCTTTATGGACCATCCATCAATTCTGAAGTTCTGACTC
TCCCATTACCCTTTCCCTGETETGETCAGAACTCCAGGTCACTCCAAGTTAGTGGAATCAT
GTAGTTGAATTCTTTACTTCAAGACATTIGTATICTCTCCAGCTATCAAAACATTAATGATC
TTTTATGTCTTITT T TTGITATTGTTATACTTTAAGTTCTGGGGTACATGTCCGGARCATG
TAGGTTTGITACATAGGTATACATGTGECCATGGTEGGTITGCTGCACTCATCARCCTGTCAT
CTACATTCTTTTATGTCTGTCTTTCAAAGCAACACTCTGTTCTTCTGAGTAGTGARATCAG
GTCAACTTTACCACCAGCCTCCATTTTTAATATGCTTCACCATCATCCAGCACCTACTTAA
GATTTATCTAGGECTCTGTGGTGATGTTAGCGACCCATAARAGAAATTTATGCCTTCCATAT
GTTTEGTTACAGATGGGAAATGECGAATCTTGAAGGACATGAAAGAAAGGATETTTACACAT
TAAGCATCAGTTCTGAAGCTAGATIGTCTGAGTTTGAATCTTAGCTCTTCCCTITTATTAGC
TCTATCGACCTCGAGCTAGTTACTTAAATGCTCTGATCCTCTATTTCCTGATCAGTGARACC
TCCCTATTCAAATGTGTGAGAGTTTAATAAATTAGGACACTTAAAAATGTTGGAGCAGTGC
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ATAGCATGTAGTGTTCAGTACATGTTAAATGTTGTTTTTTATTATGTACARACATGTGTGE
GCACAGAATTTTARATCATCTCAACTTTTGAGAAATTTTGAGTTATCAACACCETTCCCAC
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AAGACAGTGGCAAAATTATTGGTGAGAATTAAACAGCTGTTTCTCAGAGGAAGCAATGGAG
GCTTGCTGGGATAAAGRCATTTACTGAGAGGCTGTTACCTAGTGAGAGTGATGAATTAATT
AARATAGTCGAATCCCTTTCTGACTGTCTCTGAAAGCTTCCGCTTTTATCTTTGAAGAGCA
GAATTGTCACCCCAAGGACATITATTAATAAARAGAACAACTGTCCAGTGCAATAAAGGCA
AAGTCATAGETCTCCCAAGTCTTACCCCATTCCTETGRAAATATCAAGTTCITGGCTTTTCT
CIGTCATGTAGCCTCAACTTTCTCCGACCEEETGCATTTCTTTCTCTGETTTCTARATTGC
CAGTGGCAAATTTGGATCACTTACTTAATATCTGTTAAATTTTGTGACCCAACAAAGTCTT
TTAGCACTGETGGTGTCAAAARGAAARACACCTCCCACGGCATATACATTITATAGATTCCTG
GAGAATGTTGCTCTCCAGCTCCATCCCCACCCAATGARATATGATCCAGAGAGTCTITGCAA
AGAGACAAGCCTCATTTTCCACAATTAGCTCTAAAGTGCCTCCAGGAARTGATTTTCTCAG
CTCATCTCTCTGTATTCCCTGTTTTGGATCACAGGGCAATCTGTTTAAATGACTAATTACA
GAAATCATTAAAGECACCAAGCAAATGTCATCTCTGAATACACACATCCCAAGCTTTACAA
ATCCTGCCTGGCTTGACAGTGATGAGGCCACTTAACAGTCCAGCGCAGGCGGATGT TAAAA
AAAATAARANGGTGACCATCTGCGETTTAGTTTTTTAACTTTCTGATTTCACACTTAACGT
CTGTCATTCTGTTACTGEGCACCTGTTTAAATTCTATTTTARAATGTTAATGAGTGTTGTT
TARAATAARATCAGGAAAGAGAGAADARRAAANADAARRDANA
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GCGGCGEGAGAGCTECTGGCTCGCCOGGATCCCERRAGCTECCTCGGAGECGGGELCCAEGCCC
GGGGAAGGTGAGCGGCTGCGEGACCCAGCCCCTCECCGGUAGCGEGCACCATGETGCTAETC
GGTGCCTGTEATCGCGCTGEGCECCACGCTEGGECACAGCCACCAGCATCCTCGCGTTGTGC
GGGGTCACCTGCCTGTEGTCCGGCACATGCACCCCAAGAAGGGGCTGCTGCCGCEGGGACCAGE
ACCCCGACCTIGGAGAAGGCGAAGCCCAGCTTGCTCOGET CTECACAACAGTTCAATGTTRA
AAAGTCCACGGAACCTGTTCAGCCCCOTGCCCTCCTCARGTTCCCAGACATCTATGGACCC
AGGCCAGCTETGACGGCTCCAGAGCTCATCAACTATGCAGACTATTCACTCGAGGTCTACGE
AGGAGCCCACTGCACCTGCCAGCCCCCAACCCCCGAATGACAGTCGCCTCAAGAGGCAGET
CACAGAGGAGCTGTTCATCCTCCCTCAGAATGGTEGTGETAGAGGATCTCTGTETCATGGAG
ACCTGGAACCCAGAGAAGGCTGCCAGTTGGAACCAGRCCCCCARACTCCACTACTGCCTGG
ACTATGACTGTCAGAAGGCAGAATTGTTTGTGACTCGCCTGEGAAGCTGTCGACCAGCAACCA
CEACGGAGGCTGTCACTGCTACGTCCAAGGGAGTETGGCCAATAGGACCGGCTCTGTGGAG
GCTCAGACAGCCCTAAAGAAGCGECAGCTGCACACCACCTGGRAGGAGGECCTGGTGLTCC
CCCTEGCGGAGGAGGAGUTCCCCACAGCCACCCTGACGCTGACCTTGACGGACCTGLGACCE
CTTCTCCCETCACAGCETGECCEEGEGAGCTCCGCCTGEGCCTGGACGGEACATCTGTGCIT
CTAGGGGCTGCCCAGTGREGCGAGCTCGAAGACTTCAGCGAAGCGAGCCATCTGCAGGAGCTG
GAGAGGTCCTACTATCCATCAGCTACCTCCCGGCTGCCARCCACCTCCTGETGETGCTIGAT
TABAGCCAAGAACCTCCACTCTAACCAGTCCAAGGAGCTCCTEGEGCAAGGATGTCTCTATC
ARGGTCACCTTGAAGCACCAGGCTCEGAAGCTEAAGAACGAAGCAGACTAAACCAGCTAAGC
ACARGATCARACCCCGTGTGGAACCAGATGATCATGTTTGAGCTGCCTGACGACCTGECTGCA
GECCTCCAGTGTGEAGCTGGAAGTECTGCGCCAGGACGATTCAGEGCAGAGCTGTGCACTT
GGCCACTGCAGCCTEGECCTGCACACCTCGGGCTCTGAGCGCAGCCACTGGGAGGAGATGC
TCARAAACCCTCGUCEGCAGATTGCCATETGGCACCAGCTGCACCTGIAACCAGCTGCCCA
GCTECCTCCCTTCTTGGACAGCCCTGACCCETCCTCTGCAACCTCCTTTCTETGCCCCTTT
CCTCATTCTGACACCCAGAAGACAGTGACAGATEGTGTTTGCAAGGCTGGEATGECTCTCTC
ATCATACTCTTGTTTCTTAGAAATAAGCAAGACAGAGCAGGARATGGAATATGCGGGETCAC
ACTGAGGAATGCATTTIGCTCATCTGTGTTATTGAAGGAGGTCGCTTATTARATACAGTTCC
TATGCCTGTTTTATAGCTGEGETTAGGCCAGATGCAGAGRARGCTAAATCTGGGAATCATG
GATGCAAAGAAGAATTTGGCTTTTTGAAARACAAGCATTTCAARAAATGATGAAGGAAGTGA
AAGTATCCTGGATCAACTCCTAGAGTTAGAGATTGCCCAGGTGGAARGAAACCTTAGCCAG
CGTTCAATCAAGCTCACCATGCAGGECAGTCACCCGGCAGTTCTCARACTTTAGCATGTGA
AGAGTCACCAGCAGATTCCTGGECTCECCTGEGAGACATTCCTAGTCGGTATTCCTGETCGA
AGCCCAGGAGCCTTCCTTTTTAACAAGCTCGATGTAGAGGETGEAGCACTGTATCTGGAGAR
ATTCCTTCTACAATATTCCACACAGGTTITTGECCACAGTCCTTGATGGAGTCCCAAAACC
ATGGTGCAGCCAGTTCCAATGCTGGACACCTCAACCATCAGGGTGAAATCTGGGGCCTCAG
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CTTTTTAATTTAATTATTTTAATTCTTAATACTTTAATTTGTGCATTTCATARGCCCCCTG
CTCTTGGACTGAATTTTGTGCTTTTTATTGAAGAATTTTATTGTTTITATCITAARATCAG
TTTCTATTATCCTTGGGGAGACCATCCCTAACAAAGTACAGCTGGGATCTCCTGTGAGTCA
TTGGCTGEGTTCTGATTGCTAGATGTCACACCCACCAGCATCACCAAAGTGACTCTGAGAT
AGACCGGETCCCTTCTCAGCETTCCAGTCACTTCAGGAGGAATTTAGTTATTGACTTAGTCT
ATGACATCTEGCTACATGTAGGTAGAGAAGAAAGACAATTTTARAAAGGAAATCAGETCTT
TTGCAACTGTGCCTCCCTCTETCTGTTTTCACTTGAATGGETAAATAACCAGCAGCTAGGT
TTTGAATTCCTACCTTGTTATTCTARACAGATGTCCACATTGTTAAT TAAATCTAAATTAT
GAGCCTTECTGAGTGEEATACGGTACTTACACCTGAACCAGCGATTCCTIGGETTCTGTTIGTTG
ACATTGCCCTTCAGCACCTGTTTGGCCAGCTGTATAAGATAGGACTAATGACTAGCGAAGCC
TACCCCAATGAATGATATACTAGATCAAATAGTGCTTCAAARCCTEGTAGGCACTCTCTGGCT
AARRACARACTCTGAGGCCACCAGCAGATCATCTTTAAGCTAAGTTACTATTTTTCACCTT
TTTTTTTAGACGGAGTTTTECTCTTTETTGCCCAGGCTEEGAGTGCAGTCGGECACGATCTCGG
CTCACTGCAACCTCCGCCTCCCAAGTTCARGCGATTCTCCTGTCTCAGCCTCCTGGATAGC
TGEGATTACAGGTGCCCACCAACATECCTEECTAATTTITGTACTTTTAGTAGAGATGOGG
TTTCACCATGTTGGCCAGGCTGET CTTCAACTCCAGATCTCAGGTGATCTACCCTCCTCGEG
CCTCCCAAAGTACTGGGATTACAGGCCTGAGCCACCGCGCCCGGECCTATTTTTCACTTTAA
TTTGGCAGCTGAGAATGCCCARAAAGTECCAGAAGCATCETGGCATTTCCAGAACCATGGA
TTCTGCCTTTGGACCCCTCTCTATTAATATTARAACTCTGGGCCTTCAGATGTCACCCTAA
TCCACTGCCCTAAGACAGAATTTCTGCGACAAGATGEGTAAGCGCTTCATTCCTTCAACAAG
TCAAGTCATACTTGECCTCTCCCTGAGAATCTGAGCAGEAGCCTTATAACCTGTGETCATT
ATTTTTTCTTTCTGTACAGRAAATAGAAMAGCATTAGAAATAACTTCTAACCATCCTCTGRA
ARRAACAGAARABRATATCGAATCCCTCTTTCATGAGAAGTCTTITGECATAATTGCGARACCTT
CATCACTGAGGTTEGCCAGCCCCTGCCAAGTGTTGTGETAGGCAAAGCACTTGTTAGTGGCT
TCCTATGAAATGTTTTAGAGATCTCTTCACCATACTGGTTTCTTCTCTTTGATTGGTETGG
GTAARAGAAAACAAAACATTTCCTATAAGCTGAAAGCTGACCAGCATTCTCTTCTTGGTAL
CATCTACTACTCCAACCTAGARAATTTEGATTCTAGACCAAARATCAGGAAACATGGCTCC
TTATAAATCTGTGCAGCTGCCTTATAGTACCATCAAAGEAATTTCAGGTGGECTGEGCGEGE
GCCCCGATCCCAGAATTATCAACTCCACCCATCATCATTTGGTCATGAAGCATCCTTTCAT
TCTTCTTCTTCTTTITTTTGGGGGECGCEGEECEEGEEGAGGEGATCTCAAAGTTTTAGTCTT
CCAGAATCCARATTAAACGGTTGCCCCTCGATGAGEGGCCAGCTTCCGCCACAGAACATCTITAG
ATETCAGCCTTGACCTCACTTAGCAGGGATTACAGARRTCGAGATACAT TTTGAAGGAGAGT
TGTCTETTATGTTCACTGTATTCTAAGTECCTGGGATARAGCTGTCTCATGGGTGCTCCAT
ATATATTCATATATATTIGCTTCAGTGAATTAATGAATTAAGACTGGCTGGCAGAGTAGGCA
GAAARAGACACTGCAAATGGCATAABAATTAARGTCCTAGCTGAGTTCTCAATGGTARAGG
CATCAGATGTCTTAGCAGTCAAGCTAGARATTCATGACAATGAGTATTACTATTTGCCTAA
TGACAACTCATTGCTCTCCATGTAAATGTAATCAACAGATGAACGRAGAATATAATTGCTCTG
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CTTTTCCACTARAACTCCATCTTAGTGAATTTTARATTATCCAGAGATGTCARACTGCCRA
ATAAAAATATTTCAGTAGTCTTTGCATCAGCTTACCTTGTACCAGAARCATTTCCAATTTA



{eq2un

FIGURE 62B

CTATCAAATTATAGTAACTGAGCCTGTGTGAAGTATCTCATCATTTTCGARAAGGAACACCT
TETGTGATGCCAGTGAGCATTTCTAAAAAGGCTGTGAGGTAGAGGTARAAATAAGGTGAGA
GACCATTTCAGAATGCACTETTGCTCARARRAGGTGATCTGETITCTTTCTTCAGAGATTTCT
ACGGGGATAGAAAATCGGGAGTCTGCCCTCATTAATCTATGACTCCACCTCTTGCATCARA
TCAATATCTATTTGTTGAGCACTTATTGATTAAGACCTTGCATATGTCTGTCCATTTTGAT
TTGAGATACAACTTTTTGTGTEGGGTTGAATGACAAATCACTCCARACAAAACTEGGCACAG
AGAATCAGCTAGGAGACCAGTTATTCAGGGTCCATTTCTCTTGCATGTAAAGGAGTCCTGE
GTAAAATGTGGCTGTAACCTARAACCAACTAGTCCTTIGTGATTTETTTCTGCCCTCTGTGTT
TCCTGTTGTCARATGCTAAGTGTGTGTITTIGCAGTCATGAACTARAGCACARMARGATGCA
TGAGACATIGTAGTCATATGTCTGETGTGACACTTTGCAGCAAAAACCTTGCAGTGGTARA
TAAAAAATTTCCAACAGGGARARAADAAAANAAARPANANDARADD
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AGCGGCAGCTCCGCTGAAAACTGCATTCAGCCAGTCCTCCEGACTTCTGGAGCEGEGACAC
GGCGCAGGGCATCAGCAGCCACCAGCAGGACCTGGCAAATAGCEATTCTTCTGCCTCCACT
TCAGGTTTTAGCAGCTTGETGCTARATTGCTGTCTCAAARTGCAGAGCGATCTAATTITGCAG
AGGAAAACAGCCAAAGAAGGAAGAGGAGGAAAAGGAAAARAARAGGGGTATATTGTGGATG
CTCTACTTTTCTTGGAAATGCARAAGATTATGCATATT TCTGTCCTCCTTITCTCCTGTTTT
ATGGGGACTGATTTTTGGTGTCTCTTCTAACAGCATACAGATAGGGCGRAGCTATTTCCTAGG
GGCGCCGATCAAGAATACAGTGCATTTCGAGTAGGGATGGTTCAGTTTTCCACTTCGGAGT
TCAGACTGACACCCCACATCGACAATTTGGAGGETGEGCAAACAGCTTCGCAGTCACTAATGC
TTTCTGCTCCCAGTTTITCCGAGAGGAGTCTATGCTATTTTTGGATTTTATGACAAGAAGTCT
GTAAATACCATCACATCATTTTGCGGAACACTCCACGTCTCCTTCATCACTCCCAGCTTCC
CAACAGATGGECACACATCCATTTGTCATTCAGATCGAGACCCGACCTCARAGGAGCTCTCCT
TAGCTTGATTGAATACTATCAATGGCGACAAGTTTCGCATACCTCTATGACAGTGACAGAGGC
TTATCAACACTGCAAGCTGTGCTGEATTCTGCTGCTCGAAAAGAAATGGCAAGTGACTGCTA
TCAATCTGGCAAACATTAACAATGACAACGAANGATGAGATGTACCGATCACTTTTTCAAGA
TCTGGAGTTAAARAAAGGAACGGCGTGTAATTCTGGACTGTGAAAGGGATAAAGTARACGAC
ATTGTAGACCAGGTTATTACCATTGGARAACACGTTARAGGGTACCACTACATCATTGCAA
ATCTGGAATTTACTGATGEAGACCTATTAAAAATCCAGTTTGGAGGTGCARATGTCTCTGG
ATTTCAGATAGTGGACTATCATGATTCGTTGGTATCTAAATTTATAGAARGATEGTCAACA
CTGGAAGAAAAAGAATACCCTGGAGCTCACACAACAACAATTAAGTATACTTICTGCTCTGA
CCTATGATGCCCTTCAAGTGATGACTGAAGCCTTCCECAACCTAAGGAAGCARAGAATTGA
AATCTCCCGARGGEGEAATCCAGCAGACTETCTGECAAACCCAGCAGTGCCCTGGGCACAA
GETGTAGAAATAGARAGGECCCTCAAACAGGT TCAGGTTGAAGETCTCTCAGGAAATATARL
AGTTTGACCAGAATGEAAARAGAATARACTATACAATTAACATCATCGAGCTCAARACTAA
TGGECCCCGGARGATTEGCTACTGGAGTGAAGTGGACARAATGCTTGTTACCCTTACTGAG
CTCCCTTCTGGAAATGACACCTCTGGECTTCGAGAATAAGACTGTTGTTGTCACCACRATTT
TGGARTCTCCCTATEGTTATGATCGAAGAAAAATCATGARATGCTTGAAGGCAATGAGCGECTA
TGAGGGCTACTGTGTTGACCTGGCTCGCAGAAATCACCARACATTGTGEGETTCAAGTACAAG
TTGACAATTCTTGAETCGATGGCAAGTATGEGECCAGGCATGCAGACACGARAATTTGGAATG
GEATGGETTGEAGAACTTGTATATGGGAAAGCTCGATATTGCAATTGCTCCATTAACTATTAC
CCTTGTGAGAGAAGAGGETGATTGACTTCTCAAAGCCCTTCATGAGCCTCEGEGATATCTATC
ATGATCAAGAAGCCTCAGAAGTCCAAACCAGGAGTGTTTICCTTICTTGATCCTTTAGCCT
ATGAGATCTGGATGTEGCATTGTTTTTGCCTACATTGGEGTCAGTGTAGTTTTATTCCTGET
CAGCAGATTTAGCCCCTACGAGTGECACACTCGAGCAGT TTGAAGATGGAAGAGAAACACAA
AGTAGTGAATCAACTAATGAATTTGEGATTTTTAATAGTCTCTGETTTTCCTTGEGTECCT
TTATGCEGCAAGGATGCEATATTTCGCCAAGATCCCTCTCTGEGCACATTGTIGGAGGTGT
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GTGETGGTTCTTTACCCTGATCATAATCTCCTCCTACACGECTAACTTAGCTGCCTTICCTG
ACTGTAGAGAGCGATGGTGTCTCCCATCCGAAAGTGCTGAGCATCTTTCTAAGCAAACAGAAR
TTGCTTATGGAACATTAGACTCTGECTCCACTAAAGAGTTTTTCAGGAGATCTAAAATTGC
AGTGTTTGATAAAATGTGGACCTACATGCGGAGTGCGGAGCCCTCTGTGTTTGTGAGGACT
ACGGCCEAAGGGETGGCTAGAGTGCCGAAGTCCARAGGGAAATATGCCTACTTGTTGGAGT
CCACGATGAACGAGTACATTGAGCAAAGGAAGCCTTCGCGACACCATCGAAAGTTGGTGEAAA
CCTGGATTCCAAAGGCTATGGCATCGCAACACCTAAAGGATCCTCATTAGGAACCCCAGTA
AATCTTGCAGTATTGAAACTCAGTGAGCAAGGCGTCTTAGACAAGCTGAAAAACARATGGT
GGTACGATAAAGETCAATGTGCGAGCCAAGGACTCTGGAAGTAAGGAARAGACCAGTGCCCT
CAGTCTCGAGCRACGTIGCTGCAGTATTCTACATCCTTETCEGGOGCCTTGATTTGGCAATG
CTGGTGGCTTTGATTGAGTTCTGTTACAAGTCAAGGGCCGAGGCGAAACGAATGAAGGTGG
CARAGAATGCACAGAATATTAACCCATCTTCCTCGCAGAATTCACAGAATTTTGCAACTTA
TAAGGAAGGTTACAACGTATATGGCATCCAAAGTCTTAAAATTTAGGCGGATGACCTTGAAT
GATGCCATGAGGAACARGGCAAGGCTGTCAATTACAGGAAGTACTGGAGAAAATGGACCTG
TTATGACTCCAGAATTTCCCAAAGCAGTGCATACTGTCCCITACEGTGAGTCCTGECATGGE
AATGAATGTCAGTGTGACTGATCTCTCETGATTCGATAAGAACCTITTGAGTGCCTTACACA
ATGGTITTCTTCTETGTITTATTGTCARAGTGETCGAGAGECATCCAGTATCTTGAAGACTTT
TCTTTCAGCCAAGAATTCTTAAATATGIGGAGTTCATCTTGAATTGTARGECAATGATTAAT
TAMAACACAACATCTTTTTCTACTCGAGTTACACGACAAAGCGTGETGGACATGCACAGCTA
ACATGGAAGTACTATAATTTACCTGAAGTCTTTGTACAGACAACAAACCTGTTTCTGCAGC
CACTATTGTTAGTCTCTTGATTCATAATGACTTAAGCACACTTGACATCAACTGCATCARG
ATGTGACATGTTITATAAAARAAGGAARAAAAACATTTAAAACTAARAAATATTTTTAGGT
ATTTTCACARACAAACTGGCTTTTAAATARATTTGCTTCCATATTGGTTGAATAAGACARA
AACAATTAAACTGAGTCECGAAGTGAATAARAAAAGGCTTTAGGTATCGATTCCATATTTTT
CAARGCCAAATATGTAAATGCTAAGGARAGTAMACARNAGAGCAGATTCCAATCTTGTAATT
TAATATTGTTATTARAACTTTAATGTATCCTATTCTTTAACATTTGGTGTTAATATADAAAT
TACTTGGCAATGCTTGACATTTGAAATAAACATTITTICTATTGTITTATTGCAAGTGGTCC
AATTAATTTTGCTTAGCTACAGTTTGGTCATAAATCAAGTGAGTTTARAGACACTACCARG
TTGTTAGGTGCCCAGAGAAAATTTCTCCCTTTTAAARAGGCCAGGTCGATTTTTCAAATGTA
ATCTTGCCCCCAARGTAATATCCCGAATATCTTTTTGACATGTCTAAATATATATATATATA
AAGARATATTTGTTAACACAARAGCATTTCGATCTATGTAGATARATECTAATAGATTTAARA
ARGCTAATATTAACAAATACCAGAATACGTGAAGTTCCATTTTTAAAGTGTTTGAGCTTAC
AGAAGAGARACATTCATTTTAAATGAAGTAAAAAATGCCTTGAAAGTAATTCTTTAGATAG
TTGCCCATTGATTAAATTCCAAARACTAAATATGTTTITAGCTTTAAAATTATARAAGCTG
TCATAAACTTTATATATTATGAATTTTAAAATATGTTTCAGTCTCCTGCAATATAGTTTCA
TCCCATTGACATCAATTAAARATAACCCTAATATATTATTTITTATATTTATTCCTCAGETG
GAATGGCTATTTTAATATGCCCAGTCTGCGATAAAATGTCACATTTCTGTAACTTTTGACTA
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AAGAGCCTATATTTATCTAGTTAATGAATTTAAAGGATCTATCTTTCCCTITCATAAARTAC
CTCTTATTTCCATTAAAGCCCCCCAAGTTTAATTAATTTAGGAT TTTGAATGATTATTGAC
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FIGURE 63B

ATCCAATAGTTATTITIAATATTIGTATTCTTGTTATTTCTGGAAGAAAGCCTITGTGTAG
CACTTGGTATTTTGCAAAGTECTTITAAAACATTCTTACTTACCGTATTTCATAGARGEGA
AGGAAARATGTAAGGTTTAACAGTAAGCACTTGCATTGAACATGCGAGGCATGTGGTATCAT
GATATTCTTCACTAAATTTAGCTGTCCCTAATCACAGATCCTAAGGTAATATAATATAATT
TTAGTGCATTTCTCCTCATCAGGAATGCTGGAGGTGCATTTTAAGTTTTAATAATAAGTGC
TAGAATGACCAAATTGCAGACTAATTGTTTCCATATTGTACTTARARATGAGTTTTTAARAG
TGAAARAGAAATGACTATATACAATCAATGCTATTTATTGTACCTCTGGGCCTACTCTTCT
AARAATTETAGCTTATCCATTTTTCTCTGTCAAGCTTGAACTAATGTAAATAATTGARATA
ATGTAAAGTTATATTTTCATGTTTTTATAGATACAACATGACAAGAATACATAATGTAAGA
GTATTTCAACTATGCGATAATGTTGATTGEGATAATGCACATCTCAGTTACAAGCAGTACTCA
TAGTTTAATATCCATGTAACGGTGCATCAATATATTGCTATATARATATGTCTGTGTGCAT
ATAAGTGAARAGTGETCAAACAAGAGTGATCGACAGCTGTCTAAAGGTTITTTTTATTCATTT
TATATAARAACTGTTATGGAAAGACCAABATGTTTATGAACTATTCTTATGTARATTTACA
ATTGTCCTTTACTGTACTI TTTTGTTTACAGTATAGTACCTTATTTTCTGCTGTGTTAAGT
GEUTETCARACTCCAAGAAGACATACACTTTCTATAACTTCTATTGAAGATATTGGAATTT
CCAATTTTTéATGTGTACTATGTCAGAAAATGCTTTCGATTTTATTTTTAAATCTAACATC
GEATGGCTTTTCCGGAGTGTTETAAAAACTTCAATCATACATAAARCATGTTCTTACAARA
GGCAAAGATCTT
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QCCAACACTGGCCARRAGGGATAGCTGTCCAAGGETCTCCCCCAGCACTGAGGAGCTCGCCT
GCTECCCTCTTGCGCGCECEGAAGCAGCACCAAGTTCACGGCCAACGCCTTGGCACTAGGGET
CCAGAATGGCTACAACAGTCCCTGATGGTTGCCACAATCGGCCTGAAATCCAAGTACTACAG
ACTTIGTGATAAGGCTGAAGCTTGGEACATCGTCCTAGAAACGETGECCACAGCCGEERTT
GTGACCTCECETGGCCTTCATGCTCACTCTCCCGATCCTCGTCTGCARGETGCAGGACTCCA
ACAGGCGAAARMATGCTGCCTACTCAGTTTCTCTTCCTCCTGGETGTGTTGAGCATCTITGG
CCTCACCTTCGCCTTCATCATCECGACTGCACGGEAGCACAGEGCCCACACGCTTCTTCCTC
TTTGCGATCCTCTTTTCCATCTGCTTCTCCTGUCTRCTAGCTCATGCTGTCAGTCTGACCA
AGCTCATCCEEGEEAGGAAGCCCCTTTCCCTATTEETGATTCTGEETCTERCCGTGGECTT
CAGCCTAGTCCAGGATGTTATCGCTATTGAATATATTGTCCTGACCATGAATAGCGACCAAC
GTCRATGTCTTTTICTGAGCTTTCCGCTCCTCETCECAATGAAGACTTITGTCCTCCTGCTCA
CCTACGTCCTCTTCTTGATGECGCTGACCTTCCTCATEATCCTCCTTCACCTITCTGTGGTTC
CTTCACGEGCTGGAACAGACATGCEGCCCACATCTACCTCACGATGCTCCTCTCCATTGCC
ATCTGGGTGGCCTEEATCACCCTGCTCATGCTTCCTGACTTTGACCGCAGEGTEGGATGACA
CCATCCTCAGCTCCGCCTIGRCTECCAATGECTGECTETTCCTGTTGGCTTATGTTAGTCC
CGAGTTTTGGCTGCTCACAAAGCAACGARACCCCATGGATTATCCTGTIGAGEGATGCTTTC
TETAARAACCTCAACTCGTCAACAAGAGCTATGETCTGGAGAACAGAGCCTACTCTCAAGAGE
AAATCACTCAAGGTTTTGAAGAGACAGGGEACACGCTCTATGCCCCCTATTCCACACATTT
TCAGCTGCAGAACCAGCCTCCCCAAAAGGAATTCTCCATCCCACGGELCCACGCTTGGECCG
ACGCCCTTACAAAGACTATGAAGTAAAGARAGAGGGCAGCTAACTCTGTCCTGAAGAGTGGG
ACAAATGCAGCCGGECERCAGATCTAGCCGGAGCTCAAAGGGATGTAGGGCGARATCTTGAG
TCTTCTGAGARAACTGTACAAGACACTACGGEAACAGTTTECCTCCCTCCCAGCCTCAACT
ACAATTCITCCATGCTGGEECTGATGTGGGCTAGTAAGACTCCAGTTCTTAGAGGCGCTGT
AGTATTTTTTTTTTTTTGTCTCATCCTTTAGATACTTCTTTTAAGTCGGAGTCTCAG
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FIGURE 65

TCATTCCATTAAACATATTTCTAAATAATAGTAAGTGGTACTARCAAAATAAATARTAATT
TAATAGCCTTAGAAATARATGACTGTATACTTATACAGGTTGARAARAACTCGGTAGGAAT
AAGTTACCTTTTTGTTTACTAATGTTCGTTTCAAAAATACTCAGATTCATTTTAGTTGGCT
GACATCTGGAAGTAGTTAACAACTAACCACTGCACTTCAACAATCATTTGCTCCCAGGCTT
CCCCCATCATCACCCTCACCACATATCCTGCTAATATCCAACAACAAACAAATATTTAATA
TTGAAATAGCCCATTGCCTGAGAATGAACACAAGCTAARATACATGCARGGGTACTTAATG
GAAGCCARACCATGTTCTATACCTAAGGAGAAAACATGGACATGTAGAATGCTTTTATTCA
TGTATTCAAAATCAGAACARATCAGTGTATATCACTAGAACATCACATGGAGGATAACACA
AGAAGTGATACAGATCAGGGTTCACTTCTCTTACCCTCTCTCTGTTAGGACCACATTCCTA
TTTTAGCCARATGTTTCTGETACGERCCATCTTTTCACCATARATGGCATTATGTTTCARA
TGCCTARAAGCTTATTATGGETATGCTCAAAGGAGTAAAACCCAATTCACAGAGATETCGC
TTTICTAAAGAACCAAATTARGGGARTACTTAGTATCTACAACTAAAGTATTAGTCATTCT
GAGGATTATTTGTTGCTTTAAGTATTAGCTCCCTACTACATCCATAACACCCTACTTACTA
AATTTAATTACACACAACTTTTCAAGAATTCGTATTTTATT TGAAGGGAGGTACCTGTCTA
CTTTATCTACAATARAAACARAGGCTATTGECTTTCTCTAATCCATCCARRCTACAAATTC
CATCGGGAGTCCTACATCACTAACAGTGGTATGAACAARACTAAGARAGTACTTCCTATCC
ACATGTGAATGTTTTAARAAAGTTTTTGCCATAAAACCTAAGTGTAATTTAGCATACCACA
GTGCTCTGAAGATGGGTCATTGACGATGTACCATTTGTATATAGG TAATACACATGTARAT
CACTAATTGTTAATTAAATATAAGAAGTAGGTTITTATCTTTTTANNAAAAAARACARAAAR
GGTGACTCCCTTTCTCATTCTATTCTGTTGTATTGCGTCCARAAGTTICTGTGTAATTTTTT
TAAGGTCCAAGAAATGTAARGAAATTTGTTGGAATACCTGAATTTCTGTAAARAARATAARA
ATAARRATAAGATTTTGTTACTT
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GGGAGGCTGTGCCAGGCGAGCCGGAGGGGTGCTCCGCGCTCCCCCGCCCTCCTTCCGGGAG
CGAGGATGCAGACTCTGAAACTGETGCTECTCGEECTGAGGCGEAGGCAGGGGAGTTGCAGC
GCGCGAGECTCCETGAGTGTETCTCCTGCGCGCTCACAGGCGREECEEAGGCGCAGGACCAG
GAGGAGGAGGAGGAGGAGCAGEAGGGEEGAGAATECCCEGAGCCGCCECCGLTGCCGCCBLT
GCCGCCGCCGCGATGCTCCCGECTCAGGAGGCTGCCAAGCTGTACCACACCAACTATGTGC
GGAACTCGCGGGCCATCGECETECTCTGGGCCATCTTCACCATCTGCTTTGCCATCGTCAA
CETGETGTGCTTCATCCAGCCCTACTGGATAGGCGACGECETAGACACCCCGCARGCCGRC
TATTTCAGGCTCTICCACTACTGCATCGGCAACGGCTTCTCCCEGGAGCTGACCTGCAGGG
GCAGCTTCACGGACTTCTCCACGCTECCCTCGEECGCCTTCAAAGCCGCCTCCTTCTITTAT
CGGCCTCTCCATGATGCTCAT CATTGCCTGCATCATTTIGCTTTACCCTCTTCTTCTTCTGC
AACACGGCCACTGTGTACAAGATATGTECCTGCGATGCAGCTCACCTCCGCTGCCTGCCTTE
TGCTTGGCTGTATGATTTTCCCTGATGECTGGGACTCAGATGAAGTAARACGCGATETGTGG
AGAAAAGACAGACAAGTACACTCTTGGEGCTTGCTCAGTCCGCTGEGECATACATCCTGGCT
ATTATTGGAATITTGGATGCCCTEATCCTCTCATTTCTAGCATTTGTGCTTGGTAATCGAC
AAGACAGCTTGATGECACGAGGAACTCAACGCAGAAAACAARGTTCTGCTAAGCCAATATTC
TCTAGAATGAGCACAAAACAAATCCAATAACAGCTAAACAAATCGAATAACAGCTAAACGA
ATCCAATAACAGCTTTTGTACATCAACATCAAGAAGGAATACGCCTGAGAGAGATCAGAGT
ATATAGATGAATATGAACAAGAATGGAACATTCACTTGTCAACGCACTTTCTAAATCTAGA
TCAGCAGAGATGEGAGTGATTTTCTGGABAGACGATGTGATCATGGATTAAACACCAGCTCA
TTGGAAACTCATTGGATGAGATCAGAAARCGTTCATGAAARATCATATTCAGGARATAAGE
AAGAGGAATATAARATGCTCTAGAGTTAACATGTAAAATATATACCTACTGAGETTTGTAAA
CTGTCCTTTTTAAATCARACTGAAARCAARAAGCTTTAACCTTTCAACAGAATTITTAAAR
AGGCAGTTAGTTCTAAATTATTCCTATCTCAATAGCCARGAGECTEGATCAAGCGTCATTITA
TTGAGGAAGCATCITAGAARATGCCTCTGAATETTTTCATAGGAGCCGTCGACCTTTGETTC
TTCATCTCTACCATTCATTTACTTCACTGTGTAATTAGTTACAACCACTCAGTTATTAAGA
GACGTAACGCTTCARACTTTTTACCAAGTCTGTGTTCTGTTTAATCTGTCCATACAAGTTA
TTACTCAGARAGTGTTTATGCCATATACTATTACTCCATCAAGCTGTATATTACAGGAAGT
ACATCTTTACATCATAGGTTCCCAAGCAACATAGATTTCCCTATCTTTCAGGAAACAGCAT
CAAGGAACTCTGAAAAATATAGAARAAGTTCATTTTCACCTTGGAAGCTCACGTGTAATAT
TATAGGCTACTATCARATAAACACTTTTTTTICTAATTCTCCCTAGTATATGCATAGGAATT
TAATATACTTTATAAATAAGTATCTARAATGTCTCCTACTTTTTTCCTATTTCTITTGCCAT
ACATGTTATCAGRAATCCATGTCTTCTATTTCCCTTACTGATGGGCACTCATTTITTATTTT
TTTAAAARATCATTCCATTAAACATATTTCTAAATAATAGTAAGTGGTACTABRCARAATARA
TAATAATTTAATAGCCTTAGARATAAATGACTGTATACTTATACAGGTTGAAAARAACTCG
GTAGGAATARGTTACCTTTTIGTTTACTAATGTTGGTTTCAAARATACTCAGATTCATTTT



ARl

AGTTGCECTCACATCTGGAAGTAGTTAACAACTAACCAGTGGACTTCAACAATCATTTGECTC
CCAGGCTTCCCCCATCATCACCCTCACCACATATCOTGCTAATATCCARCAACARACAAAT
ATTTAATATTGAAATAGCCCATTGCCTGAGAATGAACACAAGCTAARATACATGCAAGGGT
ACTTAATGGEAAGCCAAACCATGTTCTATACCTAAGGAGAMAACATCGACATGTAGAATGCT
TTTATTCATGTATTCAAAATCAGAACARATCAGTGTATATCACTAGAACATCAGATGGAGG
ATAACACAAGAAGTGATACAGATCAGGETTCACTTCTCTTACCCTCTCTCTGTTAGGACCA
CATTCCTATTTTAGCCAAATGTTTCTGEGTACGGGCCATCTITTCACCATAAATGGCATTAT
GTTTCAAATGGCTAAAAGCATATTATGGGTATGCTCAAAGCGAGTAARRRCCCAATTCACAGA
GATGTGGCTTTTCTAAAGAACCAAATTAAGGGAATACTTAGTATCTACAACTAAAGTATTA
CTCATTCTGAGGATTATTTGTTGCTTITAAGTATTAGCTCCCTACTACATCCATAACACCCT
ACTTACTARATTTAATTACACACAACTTTTCAAGAATTCGTATTTTATTTGRAAGGGAGGTA
CCIGTCTACTTTATCTACARTAARAACAAAGCGTATTGGCTTTCTCTAATCCATCCAARCT
ACAAATTCCATCGGEAGTCCTACATCACTAACAGTEGGTATGAACAAAACTAAGARAGTACT
TCCTATCCACATGTGAATGTTTTARARAAGTTTTTGCCATAARACCTAAGTGTAATTTAGC
ATACCACAGTGCTCTGAAGATGGCTCATTCGACGATGTACCATTTGTATATAGGTAATACAC
ATGTAAATCACTAATTGITAATTAAATATARCGARGTAGGTTTTTATCTTTTTAARARARAL
ACAAAAAAGGTGACTCCCTTTCTCATTCTGTTCTCGTTGTATTGCGTCCARAARAGTTETGTGET
AATTTTYTTAAGETCCAAGAAATGTAAAGARATTTGTTGGAATACCTGAATTTCTGTARAR
ARATAAAARATARAAATAAGATTTTGTTACTTARAR



13 {241

FIGURE 67

GGGAGGCTGTGCCAGGCGAGCCGRAGGGETGCTCCGCGCTCCCCCGCCCTCCTTCCGEGAG
CGAGGATGCAGACTCTCARACTGETECTECTGGECTGAGGCGRAGGCAGEGEGAGTTGCAGC
GCGCGAGGCTCCGTGAGTGETGTCTCCTECECGCTCGAGAGGCEEEEEGACGLGEAGGACCAG
GAGGAGGAGGAGGACGAGGAGCAGEEGEGAGRATECCCECAGCCECCECCECTGCCECCECe
GCCGCCECCECGATGCTCCCGGCTCAGGAGGCTECCAAGCTGTACCACACCAACTATGTGL
GGARCTCGCGGGCCATCGECETGCTGTGEGGCCATCTTCACCATCTGCTTITGCCATCETCAA
CGTGGTGTGCTTCATCCAGCCCTACTGGATAGCCGACGGCGETGEACACCCCGCAAGCCGGET
TATTTCGEGCTCITCCACTACTECATCGECAACGGOTTCTCCCGEGAGCTGACCTECAGEG
GCAGCTTCACGRACTTCTCCACGCTECCCTCGEGCELCTTCAAAGCCGCCTCCTTCTTTAT
CGGCCTCTCCATGATGCTCATCATTGCCTGCATCATTTEGCTTTACCCTCTTICTTICTTCTGC
AACACGGCCACTGETGTACAAGATATGTCCCTGEATCCAGCTCACCTCCEGCTGCCTGCCTTG
TGCTTGGCTGTATGATTTTCCCTGATGGCTGGGACTCAGATGAAGTAAAACGGATGTGTGG
AGRAAAGACAGACAAGTACACTCTTGGEGCTTGCTCAGTCCECTGGECATACATCCTEGCT
ATTATTGGAATTTTGCATGCCCTGATCCTCTCATTTCTAGCATTTGTGCTTGGTAATCGAC
AAGACAGCTTGATGGCAGAGGAACTGAAGGCAGAAAACARAGTTCTGCTAAGCCAATATTC
TCTAGAATGAGCACAAAACAAATCGAATAACAGCTAAACANATCGAATAACAGCTAAACGA
ATCGAATAACAGCTTTTGTACATCAACATCAAGARGGAATACGCCTCGAGAGAGATCAGAGT
ATATAGATGAATATGAACRAGAATGCAACATTCACTTETCAACGCACTTITCTARATCTAGA
TCAGCAGAGATGCGGAGTGATTTTCTGCAARGAGATGTGATCATGCGATTAAACACCAGCTCA
TTGCAAACTCATTGGATGAGATCAGAAAACCGTTCATGAAAAATCATATTCAGGARATAAGG
AAGAGGAATATAAATGCICTAGAGTTAACATGTAAAATATATACGTACTCAGGTTTETAAA
CTETCCTTTTTAARTCARACTGAAMACAAAAAGCTTTAACCTTTCAACAGAATTTTTAARA
AGGCACGTTAGTTCTAAATTATTCCTATCTCAATAGCCAAGAGGCTGATCAAGCGTCATTTA
TTGAGCGARGCATCTTAGRAAATGCCTCTGAATGTTITCATAGGAGCCETGACCTTIGGTTC
TTCATCTCTACCATTCATTITACTTCACTGTGTAATTAGT TACAACCACTCAGTTATTAAGA
GACGTAACGCTTCAAACTTTTTACCAAGTCTIGTGTTCTETTTAATCTGTCCATACAAGTTA
TTACTGAGARAGTGTTTATGCCATATACTATTACTCCATCAAGCTGTATATTACAGGAAGT
ACATCTTTACATCATAGGTTCCCAAGCAACATAGATTTCCCTATCTTTCAGGARACAGCAT
CAAGGAACTCTGAAAAATATAGAAAAAGTTCATTTTCACCTTGGAAGCTCACGTGTAATAT
TATAGGCTACTATCARATAAACACTTTTTTTCTAATTCTCCCTAGTATATGCATAGGAATT
TAATATACTTTATAAATAAGTATCTAARATGTCTCCTACTTTTTTCCTATTTCTTTGCCAT
ACATGTTATCAGARATCCATGTCTTCTATTTCCCTTACTGATGGGCACTCATTTTTATTTT
TTTARBRRATCATTCCATTAAACATATTTCTARATAATAGTAAGTGGTACTAACAARATARAA
TAATAATTTAATAGCCTTAGAAATAAATGACTGTATACTTATACAGCTTCGAARAARACTCG
GTAGGAATAAGITACCTTITTGTTTACTAATGTTGGTTTCAARAATACTCAGATTCATTTT
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AGTTGGCTGACATCTGGAAGTAGTTAACAACTAACCAGTGCGACTTCAACAATCATTTGCTC
CCAGGCTTCCCCCATCATCACCCTCACCACATATCCTGCTAATATCCAACAACAAACAAAT
ATTTAATATTGAAATAGCCCATTGCCTGAGAATGAACACAAGCTAAAATACATGCAAGGGT
ACTTAATGGAAGCCARACCATGTTCTATACCTAAGCAGAMAACATGGACATGTAGAATGECT
TTTATTCATGTATTCAAAATCAGAACAAATCAGTGTATATCACTAGAACATCAGATGCAGH
ATAACACARAGAAGTGATACAGATCAGEGTTCACTTCTCTTACCCTCTCTCTGTTAGGACCA
CATTCCTATTTITAGCCAAATGTTTCTGATACGEGCCATCTTTTCACCATAAATGGCATTAT
GTTTCARATGGCTAAAAGCATATTATGGGTATGCTCARAGGAGTAAAACCCAATTCACAGA
GATGTGGCTTTTCTAAAGAACCAAATTAAGGGAATACTTAGTATCTACAACTARAGTATTA
GTCATTCTCACGGATTATTTGT TGCTTTAAGTATTAGCTCCCTACTACATCCATAACACCCT
ACTTACTAAATTTAATTACACACAACTTITTCAAGAATTCGTATTTTATTTGAAGGGAGGTA,
CCTGTCTACTTTATCTACAATAARARCAAAGGGTATTGECTTTCTCTAATCCATGCAAACT
ACARAATTCCATCGGEGAGTCCTACATCACTAACAGTGGTATCGAACAAAACTAAGAAAGTACT
TCCTATCCACATGTGAATGTTTTAAAAAAGTTTTTGCCATAARRACCTAAGTGTAATTTAGC
ATACCACAGTGCTCTGAAGATGEGTCATTGACGATGTACCATTTGTATATAGGTAATACAC
ATGTAAATCACTAATTGTTAATTAAATATAAGAAGTAGGTTTTTATCTTITTAAARARADA
ACAAAAAAGGTGACTCCCTTTCTCATTCTGTTCTGTTGTATTGCGTCCAARAGTTGTGTGET
AATTTTTTTAAGGTCCAAGAAATGCTAAAGAAATTTGTTGGAATACCTGAATTTCTGTAARA
AAATAAAAATAAAARTAAGATTITGTTACTTARAA
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FIGURE 68

GGEAGGCTATGCCAGECGAGCCAGAGEGETACTCCGCECTCCCCCGLCCTCCTTCCGRGAG
CGAGGATGCAGACTCTCGAAACTGGTGCTGCTEGECTCGAGGCGEAGGCAGGGCAGTTGCAGC
GCGCEAGGCTCCETGAGTGTGTCTCCTGCGCECTGAGAGCLEEEEGEAGGCECGAGGACCAL
GCAGGAGGAGGAGGAGCAGCAGGAGEAGGAGRATGCCCEEAGCCGCCECCECTECCECCECC
GCCECCGCCCCCATECTCCCGACTCAGCAGGCTGCCAAGCTGTACCACACCAACTATGTGC
GGAACTCGCGEECCATCGGCATECTETGGGCCATCTTCACCATCTGCTTTGCCATCGTCAA
CETGGTGTGCTTCATCCAGCCCTACTGEATAGGECRACGGCETGEACACCCCGCAAGCCEGL
TATTTCGGECTCTTCCACTACTGCATCGEGCAACGCCTTCTCCLGGEAGCTEGACCTECAGGS
GCAGCITCACGGACTTCTCCACGCTGCCCTCEEGCECCTTCAAAGCCECCTCCTTCTTTAT
CGGCCTCTCCATGATGCTCATCATTEGCCTGCATCATTTGCTTTACCCTCTTCTTCTTCTGC
AACACGGCCACTGTGTACAAGATATGETGCCTGGATEGCAGCTCACCTCCGCTGCCTGCCTTG
TGCTTGGCTGTATGATfTTCCCTGATGGCTGGGACTCAGATGAAGTAAAACGGATGTGTGG
AGAAMAGACAGACAAGTACACTCTTGGGECTTGCTCAGTCCGCTGGRCATACATCCTGGCT
ATTATTGGAATTTTGGATGCCCTGATCCTCTCATTTCTAGCATTTGTGCTTGGTAATCGAC
AAGACAGCTTGATGECAGAGGARCTGAAGGCAGAAAACAARNGTTCTGCTAAGCCAATATTC
TCTAGAATGAGCACAAAACARATCGAATAACAGCTARACARAT CGAATAACAGCTARRCGA
ATCGAATAACAGCTTTTGTACATCAACATCAAGAAGGAATACGCCTCGAGAGAGATCAGAGT
ATATAGATGAATATGAACAAGAATGGAACATTCACTTGTCAACGCACTTTCTARATCTAGA
TCAGCAGAGATGECAGTGATTTTCTCCGAAAGRAGATGTCGATCATGCGATTAAACACCAGCTCA
TTGGAAACTCATTGCATGAGATCAGAARACGTTCATGARAAATCATATTCAGGARATAAGG
ABRGAGGAATATAAATGCTCTAGAGTTAACATGTAARATATATACGTACTGACGTTTGTARA
CTGTCCTTTTTAAATCAAACTGAARACAAARAAGCTTTAACCTTTCAACAGAATTTTTAAAA
AGGCAGTTAGTTCTAAATTATTCCTATCTCAATAGCCAAGAGGCTGATCAAGCGTCATTTA
TTGAGCGAAGCATCTTAGAAAATGCCTCTGAATGTTTTCATAGGAGCCETGACCTTTGGTTC
TTCATCTCTACCATTCATTTACTTCACTGTGTAATTAGTTACAACCACTCAGTTATTAAGA
GACGTAACGCTTCAAACTTTTTACCAAGTCTGTGTTCTGTTTAATCTGTCCATACAAGTTA
TTACTGAGARAGTGTTTATGCCATATACTATTACTCCATCAAGCTGTATATTACAGGAAGT
ACATCTTTACATCATAGGTTCCCAAGCAACATAGATTTCCCTATCTTTCAGGARACAGCAT
CAAGGAACTCTGAAMAATATAGAARAAGTTCATTTTCACCTTGEAAGCTCACGTGTAATAT
TATAGGCTACTATCAAATAARCACTTTTTTTCTAATTCTCCCTAGTATATGCATAGGAATT
TAATATACTTTATARATAAGTATCTAAAATGICTCCTACTTITTTCCTATTTCTTTGCCAT
ACATGTTATCAGAAATCCATGTCTTCTATTTCCCTTACTGATGGGCACTCATTTTTATTTT
TTTAARAAATCATTCCATTAAACATATTTCTAAATAATAGTAAGTGGTACTAACAAAATAAR
TAATAATTTAATAGCCTTAGAAATARATGACTCGTATACTTATACAGETTGRAAAAARCTCG
GTAGGAATAAGTTACCTTT TG TTTACTAATGTTGGTTTCAARAATACTCAGATTCATTTT
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AGTTGECTGACATCTGCAAGTAGTTAACAACTAACCAGTGGACTTCAACAATCATTTGCTC
CCAGGCTTCCCCCATCATCACCCTCACCACATATCCTGCTAATATCCAACAACAAACARAAT
ATTTAATATTGAAATAGCCCATTGCCTGAGAATGARCACAAGCTAAAATACATGCAAGGGET
ACTTAATGGAAGCCAAACCATGTTCTATACCTAAGGAGAAAACATGGACATGTAGAATGCT
TTTATTCATGTATTCARAATCAGAACAAATCAGTGTATATCACTAGAACATCAGATGCAGS
ATAACACAAGARAGTGATACAGATCAGGGTTCACTTCTCTITACCCTCTCTCTGTTAGGACCA
CATTCCTATTTTAGCCAAATGTTTCTEGGTACGGGCCATCTTTICACCATARATGEGCATTAT
GTTTCAAATGGCTAARAGCATATTATGGGTATGCTCAAAGGAGTAAAACCCAARTTCACAGA
GATGTGGCTTTTCTAAAGAACCAAATTAAGEGAATACTTAGTATCTACAACTARAGTATTA
GTCATTCTGAGGATTATTTGTTGCTTTAAGTATTAGCTCCCTACTACATCCATAACACCCY
ACTTACTAAATTTAATTACACACAACTTTTCAAGAATTCGTATTITATTTCGAAGGGAGGTA
CCTGTCTACTTTATCTACAATAAAAACAAAGGATATTGGCTTTCTCTAATCCATGCAAACT
ACAAATTCCATCGGGAGTCCTACATCACTAACAGTGGTATGAACAAAACTARGAARGTACT
TCCTATCCACATGTGAATGTTTTAAAAAAGTTTTTGCCATARAACCTAAGTGTAATTTAGC
ATACCACAGTCCTCTGAAGATGEGETCATTCGACGATGTACCATTTGTATATAGGTAATACAC
ATGTAAATCACTAATTGTTAATTARATATAAGAAGTAGGTTTTITATCTTTTTARAAAAARARD
ACAAAARRAGGTGACTCCCTTTCTCATTCTGTTCTGTTGTATTGCGTCCARAAGTTGETGTGT
AATTTTTTTAAGGTCCAAGAAATGTAAAGAAATTTGTTGGAATACCTGAAiTTCTGTAAAA
AARATAAAADATAAAAATAAGATTTTGTTACTTAAAA



122 | 2471

FIGURE 69

CAGGCCTCTGAGECTCCCTTECCGAGGGCCCCEAGCTGCAGGGACAGTGAGCAGTGAGTCC
CTTGGGCATCCCGUTCCTGGECAGGTCACCAATAGETCCCCEGCAGTTCCCAATGGAACTGT
TCCAGTCCTCCCCGAGGCCTCCACTTCAACCTGTCTGTIETCTEGCCCAGGCCTGGAGTTGTG
TGACCCTCCCCACCGCCTEECCTTCTCCATEGGABCTEGCCTTTTCTCGGTGETGGGCACC
CTGCTGCTECCCEGCCTEECTECECTTETACAGEACTEECETCITCTGCACGGGECTEGAETG
CCCTGATGAGTGGACTCTTGCTGCTCTTTTEGGGEGTTCCCGECCCTGTTCCCCGAGTCTCC
CTGCTGGECTGCTGCCCACAGETCAGGTAGCTCGAGCCAGGRAAGATCCTETAGCGCTTTECA
GAAGCCAGTGGCETGEECCCCGEGGACACTTCCTTGGAGGAGAACTCCCTGGCTACAGAGC
TCGACCATGCTETCTGCACCGAGCCCCCAGCCCCGETACCACTCCCCACTGEEECTTCTECG
TACCCGAGTCACCTGGAGAAACGEECTTATCTTGEGCTTCAGCTCGCTEEGTTGGTEGAGGT
ATCAGAGCTAGCTTCCECCGCAGCCTGECACCTCAGGTGCCEGACCTTCTACCTGCCCTACT
TCCTGGAGGCCEAECCTECAGGCEGCAGCCTTGETCTTCCTGCTCCTGACGGCAGATTGCTG
TGEACGCCACCCCETECTECTGCTGGGCACCATGETCACAGGCCTGECATCCCTGCTGCTC
CTCGCTGGEGCCCAGTATCTECCAGGCTGRACTGTACTETTCCTCTCTEGTCCTAGEGCTCC
TEGECCTCCCGGECTGTETCCECACTCAGCAGCCTCTTCGCEGCCGAGGTCTTCCCCACGET
GATCAGGGEEGGCCEEECTEEECCTEETECTCEEEECCEEETTCCTERGCCAGECAGCCGRC
CCCCTEGACACCCTGCACAGCCEECAGGGCTTCTTCCTECAACAAGTCGTCTTCGCCTCCC
TTGCTGTCCTTGCCCTECTETETETCCTECTECTGCCTGAGAGCCGRAGCCGBAEGGCTECC
CCAGTCACTGCAGGACGCCGACCGCCTGCGCCECTCCCCACTOCTEGLGEGECCECCCCCGL
CAGGACCACCTGCCTCTGCTEGCCECCCTCCAACTCCTACTGEECCAGCCACACCCLCEAGC
AGCACIAQTCCTGCCTGGTGGCC&TGGGAGCCAGGATGGGACCAAAGTCAAGGCCTGGGGC
ATGECTGAGTACCCCAGACGTCTGECTCCAGGGCAGACACATTCCTCTCAGAAGCCCGTGTC
TCAGTGCAGGTGEAGCCGTGGEGACAGCETEAAGGTATCTCCAGCCAGACCCCAGACACTG
GGAGECUCTGGETCTCCCCCCAGCCACACCCAGTAGETEGTGCAGEGATAAAGGCTTCTGTGG
AACTTGECGTCCTCCCTEGTTCTTCCCTCAGGCCACACCTAGAGCCTGGAAGGGTCTCACC
TETCCCTECTCCCCACCTCTGEECTCACCAGCAAGGAGCCAGEGTOTCAGCGGCTGCTCCA
TAGCCCCTGTCCAGETAGTEGCAGCCCCCEECCECCTCCTGCCCCACGCCAAGCAGGETGET
ATGGEEGECCTGOCCCTCAGGTCCCTECCAGGCCAGECCTCACTGGECCCCATCCCCCTCATG
GTCAGTGTGECAGTGEECECCCGTCCTGCATGAAAGAGACTAGCACG
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AGCGGEGCGEEETCCCCGAAGCCCAGTACCAGACCTCCTGTGCGARGAGTAACCTGCTCTTC
GGACTGATAACTGEGATGGAATGGCCTTTAGAAAGGEAGCATCTTCAGAATCTGCAGCTGGGE
ATCAGATTETTCTITIGTTGAATCAACTCAGCTCTGCCGAGCCAGCATCTTGCTAAGGGETT
ACAAAATARATGCCATTTGAACAGTGCCATCTCTCATGGAAAAACGTCGAGACGTTTIGTACA
ATGCCGTETCTAAGGAGCTCGTTGCAGAGT TTTTGCAATTTGTTCAACTTGATARAGAGGC
CTCTGATCCTTTCAGCCTAAATGAATTACTAGATGAATTATCAAGGABACAGARAGAAGAA
TTATGGCAAAGGCTGAAGAATTTATTGACAGATGTGTTGTTAGRAAGCCCAGTGGATGGEET
GECAGGTAGTGGAAGCCCAGEETCAAGACAATATGGAAACCCAACATGGCTCAARAAATCGAG
ARARRGCATAGAAATARTTTATGCAATTACATCTGTGATTCTTGCTTCTGTGTCTGTAATA
AATGAAAGTGAGARCTACGAAGCCCTACTGGAATGTGTTATTATATTAAATGETATTTTAT
ATGCATTACCTGAGTCTGAACGAAAACTACAGAGTTCTATTCAGGATTTGTEGTGTTACCTG
GIGGGAGARAAGGCCTGCCTGCCAAGGAAGACACAGGARAGACAGCCTTTGTCATGTTACTA
AGGAGGAGTCTGGAGACTAAGACAGGTGCAGACGTATCTCGGCTTTGGCGTATCCATCARG
CTTTATATTGCTITGATTATGATTTGCAGGARAGTGCGAGAAATTAARGATATGTTACTTGA
GIGCTTCATAAATATTAATTATATCAAGAAAGAAGAGGGAAGARAGATTTCTTAGTTGTCTC
TTCAACTGGAATATCAACTTCATCAAAATGATCCACGGGACCATTARAAANACCAGTTACAGG
GATTACAAAAGTCTITIGATGCTATACATTGCAGAAATTTATTTCAGAGCTTGCGAAARAGGC
TTCAGGGAAAATACTECAGGCCGATTCAAAATCGATTGCATCCAGGACTTCATGTTCCACGEG
ATACACCITCCGAGEAGGTCTCCAGTGCATTCCARAGTGCEGCGAGGTTCTGAGTTACTTTC
ACCATCAAAAGAAAGTTCGECAGGEGAGTGGAAGAGATGCTTTATAGATTATATAAGCCCAT
CCTTTGGAGAGGATTAAAGGCCAGAAACTCTGAAGTTCGATCAAATGCTGCATTGTTGTTT
GTTGAAGCATTTCCTATTAGGGATCCAAACCTTCATGCTATTGAAATGGATAGTRAAATCC
ACAAACAGTTTGAAGAGCTCTATAGCCTTTTAGAAGATCCTTACCCGATEGETCCGTTCCAC
AGGCATCCTTGETEGTTTGTAAAATAACTTCTAAGTACTGGGAAATGATGCCCCCGACCATT
CTTATTGACCTCCTGAAGAAGGETGACTGGGEAACTGCECATTTCGACACGAGCTCAGCTGATG
TTCETTGTTCTGTCTTTRAAGTETCTGCCAATGATTTTGCGACAACARACTGAGCCACCCATT
GTTAGAGCAGCTCCTTCCAGCTCTCAGATACAGTCTCCACGACAATTCGGAGARAGTCGAGG
GTAGCTTTTGTGGACATGCTEGTTCAAGATCAAAGCTGTGAGGEGCTGCTAAGTTTTGGAARA
TATGTCCCATGGEAGCACATTCTGGTTCGTCTGEGAAACTCATTCTCGACCTCTGTCTCGGECG
CCTGGTGAGCCTCATCTTTAATTCTTTCCTGCCTETGAATCAGCCGEAGGAGGTCTGGTGC
GAGCGCTGETGTCACCCTGGTGCAGATGAACCACGLCACTACCAGGAGGTTCTATCAGTACGE
CCCACGAACACACCGCCTGCACCAACATAGCAARGCTGATTCACGTTATTCGTCATTGCTT
AARATCGCCTGTATCCAGAGGGCAGTGAGAGAGCCTCCAGAGGACCGAGGAGGAAGAGRACGGA
AGGGAGAAGGAGAATGTCACTGTTCTEGACAARACACTEGTCAGTAAACGATGTTGCATGCA
TEGCAGETTTACTAGARAATCATTGTGATTCTCTGCANAAGTATTGACAGAAGTATGGAARA
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TAATAAAGAGGCCAAACTTTACACGATTAACAAGTTTGCCTCTEGTGCTTCCAGAGTATCTG
ARAGTATTTAAGGATGATCGCTGCAAGATCCCTTTATTCATGCTAATGTCCTTTATGCCGG
CCTCTGCTGTCCCCCCATTCAGCTGTEGATGTGATTTCCACCGCTGAGAAGCCGGCGAGGAGEE
CGCTGTGGACARGAGCTACTGCACTTIGTTGGATTECCTCTGCTCCTGGGGECACCTCGER
CACATTCTIGGAGCTTGTTGACAACTGGCTGCCCACAGAGCATGCCCAGBCCARGAGCAACA
CAGCTTCTAAAGGTAGGGTGCAGATCCATGACACACGCCCAGTCAAACCTGAATTGGCATT
GETCTACATTGAGTATCIGCTGACTCATCCAAAGRACCGCGAGTGCTTGCTCTCTGCTCCT
COGAAGAAACTTAACCATCTTTTGAAAGCUCTTGARACGTCAAAGGCACGATCTGGAGTCAC
TTCTGCAGACACCGGGTGGGAAGCCTCGTGGCTTCAGTGAAGCAGCTGCCCCGCGAG&CTT
TGGETCTCCACTGTCCCCTGAGCATCCATCTTCAGCACAAGTTCTGCTCAGAAGGARAAGETG
TATTTGTCCATCTTGCGAAGACACTGECTTTTGETTAGARAGCAAAATTTTATCTTITATTC
AAGATCAAGARGAAGACTACCTGARAGCTTCATAGGGTCATTTATCAGCAAATTATCCAGAC
CTACCTGACTGTGTETAAAGATGTIGTTATGGTAGGCCTTGGTGACCATCAGTTTCAGATG
CAACTCTTACAGCGEAGTCTTGCAAT CATGCAAACAGTGAAGGGATTTTTTITATGTTTCAT
TACTTCTTCACATTCTEGARAGAGATAACTGCGAAGTTCCTTGATTCAGAAAACAGATTCAGA
TGAAGAAGTTGCAATGCTGTTECGACACAGTCCAGAAAGTATTTCAGAAAATGTTGGAATGT
ATTGCACGGAGCTTCAGEAAGCAGCCGCAAGAAGGCCTGCGGCTGCTTTATTCTGTTCAGA
GGCCTCTTCATGAGTTCATTACTGCTCTTCAGTCTCGECACACAGACACCCCTETGCACCE
GGGETETACTTTCTACTCTGATCGCTGEECCTETGCTTGAGATAAGTCACCAGCTACGCARG
GTTTCTCGACGTAGAAGAGCTTACCCCTCCAGAGCATCTTTCTEATCTTCCACCATTTITCAA
GGTCTTTAATAGEGAATAATAATAAAGTCTTCGAATETGGTCAGETCATTTTIGGATGAATT
AAAGGCATETGTGEGCTTCTAATGATATTGAAGGCATTGTGTGCCTCACGGCTGCTGTGCAT
ATTATCCTGGTTATTAATGCAGGTAAACATAAAAGCTCAAAAGTGAGGRAGGTTGCAGCCA
CTGTTCACAGRAAAACTAAAGACATTCATGGAAATTACTTTGGAAGAGGATAGCATTGAARG
ATTTCTCTATGAATCATCATCAAGRACTCTGGGAGAACTTTTGAATTCATAACCAAGCCAA
CATCTCCAGACATGTAAARATAGGCAARAGTCGATTCAAATTGARAATGCCTGTGTATTTTCC
TATTGTTTTTAATGTTAATAACCCATATAATAGAGAAAGGETGGEGATTTTTTTGTGGGAAT
CTEGCGAAGCTGEGEGGTTATGGAGGAGATAACTCAAAACTTCTICAATTTTCGCCTAGTGCCT
GCGTAAATAATATATTTAATATAARGGACTCCAGGTATGAATGETEGTAGAAATCCATGATT
CCAAGAAAAAACACTTTTCTAGCAAACCTGETTOTTTTTAARATGACTITTATATATGTAR,
TATIGCTTGGAAACTATGAGTAATARAGCAATGACAACAAMARARARNAARDADNA
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GCCCTTCAGAATCTGCAGCTGGGATCAGATTGTTCTTTTETTGAATCAACTCAGCTCTGCC
GAGCCAGCATCTTGCTAAGGGTTACAAAATARATECCATTTGAACAGTGCCATCTIGTCATG
GARARACGTGAGACGTTTGTACAAGCCGTGTCTAAGCAGCTEGETTGCAGAGTTTTTGCAAT
TTETTCAACTTGATAAAGAGGCCTCTGATCCTITCAGCCTARATGAATTACTAGATGAATT
ATCAAGGAAACAGAAAGAAGAATTATGGCARAGGCTGAACAATTTATTGACAGATGTGTTG
TTAGAAAGCCCAGTGGATGEGTGEGCAGETAGTGGAAGCCCAGEGTGAAGACAATATGGAAA
CCGAACATGGCTCAAARATCAGAAARAAGCATAGAAATAATTTATGCAATTACATCTGTGAT
TCTTGCTTCTICTGTCIGTAATAAATGAAAGTGAGAACTACGAACGCCCTACTGGAATGTGTT
ATTATATTAAATGGTATTITATATGCATTACCTGAGTCTGAACCGARAACTACAGAGTTCTA
TTCAGGATTTGTGTGTTACCTEGTGGEAGARAGGCCTECCTEGCCAAGGAAGACACAGGAAR
GACAGCCTTTATCATGITACTAAGGAGGAGTCTGGAGACTAAGACAGGTGCAGACGTATGT
CEGCTTTGGCETATCCATCAAGCT T TATATTGCTTTGATTATGATTTGGAGGAAAGTGCGAG
ARATTAAAGATATGTTACTTGAGTGCTTCATAAATATTAATTATATCAAGARAGAAGAGGG
AAGAAGATTTCTTAGTTGTCTCTTCAACTGGAATATCAACTTCATCAAAATGATCCACGEGE
ACCATTAAARAACCAGTTACAGGGATTACAAANGTCTTTCGATGGTATACATTGCAGAARTTT
ATTTCAGAGCTTGGAAAAAGGCTTCAGGEAARATACTGCAGCCGATTCGAAAATGATTGCAT
CCAGGACTTCATGTTCCACGGEGATACACCTTCCGAGGAGGTCTCCAGTGCATTCCAAAGTG
CGERAGETTCTGAGTTACTTTCACCATCAAAAGARAAGTTCGACAGGEGAGTGEARGACATGC
TTTATAGATTATATAACGCCCATCCTTTGGAGAGGATTAAAGGCCAGARACTCTCGAAGTTCG
ATCARATGCTGCATTGTTGTTTGTTGAAGCATTTCCTATTAGGGATCCAAACCTTCATGCT
ATTGAAATGGATAGTGAAATCCAGAMACACTTTGAAGAGCTCTATAGCCTTTTAGAAGATC
CTTACCCGATGGTCCGTTCCACAGGCGATCCTTGGTGTTTGTAAAATAACTTCTAAGTACTG
GGAAATGATGCCCCCGACCATTCTTATTGACCTCCTGAAGAAGGTGACTGGGGAACTGGCA
TTTGACACGAGCTCAGCTGATGTTCETTIGTTCTGTCTITRAGTGTCTGCCAATGATTITAEG
ACAACAAACTCAGCCACCCATTETTAGAGCAGCTCCTTCCAGCTCTCAGATACAGTCTCCA
CGACAATTCGGAGARNGTGAGGGTAGCTITTGTGGACATCGCTETTCGAAGATCAAAGCTGTG
AGGGCTGCTAAGTTTTGCGAAAATATGTCCCATGGAGCACATTCTGGTTCETCTGGAAACTG
ATTCTCGACCTGTETCTCGECGCCTGETGAGCCTCATCTITTAATTCTTTCCTGCCTGTGAA
TCAGCCGGAGGAGETCTEGCTGCEAGCGCTGTGTCACCCTGETGCAGATGAACCACGCCGCT
GCCAGGAGGTTCTATCAGTACGCCCACGAACACACCGCCTGCACCAACATAGCAAAGCTGA
TTCACGTTATTCGTCATTGCTTARATGCCTGTATCCAGAGEGCAGTGAGAGAGCCTCCAGA
GGACGAGGAGGAAGAGGACGGAAGGGAGAAGGAGAATCTCACTGTTCTGGACAAAACACTG
TCAGTAAACGATGTTGCATGCATGCGCAGGTTTACTAGARATCATTGTGATTCTCTGGARAA
GTATTGACAGAAGTATGGAARATAATAAAGAGGCCAAACTTTACACGATTAACAAGTTTGC
CTCTGTGCTTCCAGAGTATCTGARAGTATTTAAGGATGATCGCTGCAAGATCCCTTTATTC
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ATGCTAATGTCCTTTATGCCGGCCTCTGCTGTCCCCCCATTCAGCTGTGGTGTGATTTCCA
CGCTGAGAAGCCGGGAGGAGGGCECTGTGGACAAGAGCTACTGCACTTIGTTGGATTGCCT
CTGCTCCTGGGGECAGGTGGGECACATTCTGGAGCTTGTTCGACAACTGGCTGCCCACAGAG
CATGCCCAGGCCAAGAGCAACACAGCTTCTAARGGTAGCGTGCAGATCCATGACACACGCC
CAGTCAAACCTGAATTGGCATTGCTCTACATTGAGTATCTGCTGACTCATCCAAAGAACCGE
CEGAGTGCTTGCTCTCTGCTCCTCGGAAGARACTTAACCATCTITTCGARAGCCCTITGAARCE
TCARAGGCAGATCTGGAGTCACTTCTGCAGACACCGEGTGGEARGCCTCGTGGCTTCAGTG
AAGCAGCTGCCCCECEAGCCTTTGETCTCCACTEGTCGCCTGAGCATCCATCTTCAGCACAA
GTTCTGCTCAGAAGGARAGGTCTATTTGTCCATGTTGGAAGACACTGECTTTTGGTTAGAA
AGCARAATTTTATCTTTTATTCAAGATCARGARGAARGACTACCTGAAGCTTCATAGGETCA
TTTATCAGCARATTATCCAGACCTACCTGACTGTETGTAAAGATATTGTTATGGTAGGCCT
TGGTCGACCATCAGTTTCAGATGCAACTCTTACAGCGGAGTCTTCGAATCATGCAAACAGTG
AAGGGATTTTTTTATGIT TCATTACTTCTTGACATTCTGAAAGAGATAACTGGAAGTTCCT
TGATTCAGAAAACAGATTCAGATGAAGAAGTTGCAATGCTGTTGCACACAGTCCAGARAGT
ATTTCAGAAAATGTTGCAATGTATTGCACGGAGCTTCAGGAAGCAGCCGGAAGAAGGRCCTG
CGGCTGCTTTATTCTGTTCAGAGGCCTCTTCATGAGTTCATTACTGCTGTTCAGTCTCGGC
ACACAGACACCCCTGTCGCACCGEAGETGTACTTTCTACTCTGATCGCTGGECCTCTGETTGA
CGATAARGTCACCAGCTACGGAAGGTTTCTGACGTAGAAGAGCTTACCCCTCCAGAGCATCTT
TCTGATCTTCCACCATTTTCAAGGTGTTTAATAGGAATAATAATARAGTCTTCGAATETGG
TCAGGTCATTTTTGGATGAATTAAAGGCATGTCTGGCTTCTAATGATATTGAAGGCATTGT
GTGCCTCACGECTGCTETGCATATTATCCTGGTTATTAATGCAGGTAAACATAARAGCTCA
AAAGTGAGGGAGGTTGCAGCCACTGTTCACAGAAARCTAAAGACATTCATGGARATTACTT
TCGAAGAGGATAGCATTGARAGATTTCTCTATGAATCATCATCAAGAACTCTGGGAGAACT
TTTGAATTCATAACCAAGCCAACATCTCCAGACATGAAGGGEC



127 | 241

FIGURE 72

TCCAACCAGATTTTCACCELCTATGCCTCCTTTCACTCTGGEGAGTCTTCCAGAGGTCTTECA
CTCGGGAGAGCATGCTCAGGTTTCCCCAGCTCTACAAAATCACCCAGAATGCCAAAGACTT
CAACGTGACCAGTGETCATGCCACTIGCCTGTTGATT TGTTGARARTATTGTTTACACGTAT
GTTCTIGTTACTGATTGTCAGAAAGCTAGTTTTGAGACTECAGCTTEGGACTAAATTCAGTC
ATCTGGECTGTCTGGGCAAGCATGCTGACCAGTCTGETGTTCTTTGGCATCTACTCAGCCAT
CITGGTCCACCATTCTCATTGCCCCARATATCGACGAGGACAGAAGAATEETACCGETACTGCC
AATGGAGATGGAGGAAGGACACAGARAGAAACAGAGCCCAGACCCTAGGGACCACCAGCAT
TTECAGAATGCGATAAACAGCCTTCTTCCTAACAAAGGARGCACAGCAACTGTGATCCTGAG
CTGTGCACACTTCTGGTTGGGATTATTTCTGATTTCTACTTCCTETTTGAAGATGTGGCAT
GGAGAGTGAACAAGCTGCTGCCCACCACCTEGGCATCACAGCCCCACGARACTCAGCTATTTCC
ATGGCACCACAGCATCTCATCTCTGGGCTCGAGCCAGAARGACCCCTACTCGAAGTCCAGAGE
CACTTTTCTGAAAGGCTCTGCTTTGACCTGARGTATTTTATCTATCCTCAGTCTCAGGACA
CTGTTGATGGAATTAAGGCCAAGCACATCTGCAAARAAGACATTCGCTGGAGGAGETGCAAA
GAGCTGGAAACCAAGTCTCCAGTCCTGGGAAAAGCAGTGGTATGCAAAAGCAATGGARAGA
GCATTTTGARAATGCCATTCCACTETTTTCTGGCCTTTATGATTTCTGCTGAGARATCCAC
TGETTAGTCTCATGGEETCTCCTTCATAGCACCAATGACCTGAAGAGCCTTGTTGARGGAAG
ACTCCATCTGATGACTCAGAGCAAGTATTTTTTAGTGTGTTATTGTTATTAGCAGARAGAG
GGCCATAAAATACATCGGGCAAGCTGRAATATATCTTAGGCAAAAGAAGAAAATATTCAAAT
TCTTATGTTATTTTATCTAAT TATTITTATCTCTT TTTGTGTGTGACTTATAATGTGTGTIAT
TGTATTAATAAAAGTATATAAACATATAGTTT
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CATTCCCACCCTTCCTTCTTTAATAAGCAGGAGCCAAAAACGACARRTTCCARAGAGGATTG
TTCAGTTCAAGGGAATCGAAGAATTCAGAATAATTTTGCTAAATGGATTCCAATATCGEGAR
TAAGAATAAGCTGAACAGTTGACCTGCTTTGAAGAAACATACTGTCCATTTGTCTARAATA
ATCTATARCAACCARAACCAATCARAAATGAATTCAACATTATTTTCCCAGGTTGARAATCAT
TCAGTCCACTCTAATTTCTCAGAGAAGAATGCCCAGCTTCTGGCTTITTGARAATGATCATT
GTCATCTGCCCTTEGCCATCGATATT TACCTTAGCTCTTIGCTTATGGAGCTGTGATCATTCT
TEETETCTCTGEGARACCTGGCCTTGATCATAATCATCTTGAAACAARAGEAGATGAGAALT
GTTACCAACATCCTGATTGTGAACC TTTCCT TCTCAGACTTGCTTGTTGCCATCATGTGTC
TCCCCTTTACATTTGTCTACACATTAATGGACCACTGGETCTTTGETCAGCGCGATGTGTAA
GTTGAATCCTTTTETGCAATEGTGTTTCAATCACTGTGTCCATTTTCTCTCTGGTTCTCATT
GCTGTGCAACCGACATCAGCTGATAATCAACCCTCGAGECTEGAGACCAAATAATAGACATG
CTTATGTAGGTATTGCTGTIGATTTGEGGTCCTTEGCTGTEGECTTCTTCTTTGCCTTTCCTGAT
CTACCAAGTAATGACTGATGAGCCGTTCCAAAATGTAACACTTGATGCGTACARAGACAAR
TACGTGTGCTTTGATCAATTTCCATCGGACTCTCATAGETTGTCTTATACCACTCTCCTCT
TGETECTCCACGTATTTIGEGTCCACTTTGTTITATATTTATTTGCTACT TCAAGATATATAT
ACGCCTARAAAGGAGAAACAACATGATEGACAACGATGAGAGACAATAAGTACAGGTCCAGT
GAAACCAAAAGAATCAATATCATGCTGCTCTCCATTGTCETAGCATTTGCAGTCTECTGGC
TCCCTCTTACCATCTTTAAéACTGTGTTTGATTGGAATCATCAGAICATTGCTACCTGCAA
CCACARATCTGTTATTCCTGCTCTGCCACCTCACAGCAATGATATCCACTTGTGTCARCCCC
- ATATTITTATGGGTTCCTEAACARAAACTTCCAGAGAGACTTGCAGTTCTTCTTCAACTTTT
GTGATTTCCGETCTCGGCATGATGATTATGAAACAATAGCCATGTCCACGATGCACACAGA
TGTTTCCARAACTTCTTTGAAGCAAGCAAGCCCAGTCGCATTTAAAAAAATCAACAACAAT
GATGATAATGAAAABATCTGAAACTACTTATAGCCTATGETCCCAGATCGACATCTGTITAA
AARCARGCACAACCTGCAACATACTTTGATTACCTGTICTCCCARAGGAATCEGETTGAAAT
CATTTGAARATGACTAAGATTTTCTTGTCTTIGCTTTTTACTGCTITTETTGTAGTTGTCAT
AATTACATTTGGAACAAAAGGTGTGGGCTTTGGEGTCTTCTGGAAATAGTTTTGACCAGAC
ATCTTTGAAGTGCTTTTIGTGAATTTATCCATATAATATARAGACTTTTATACTGTACTTA
TTECAATGAAATTTCTTTAAAGTATTACGATGCGCTCGACTTCAGAAGTACCTGCCATCCAA
TACGGTCATTAGATTGEGTCATCTTGAT TAGATTAGATTAGATTAGATTGTCAACAGATTG
GGCCATCCTTACTTTIATGATAGGCATCATTTTAGTGIGTTACAATAGTAACAGTATGCARA
AGCAGCATTCAGGAGCCGAARAGATAGTCTTGAAGTCATTCAGAAGTGATTTGAGGTTTCTG
TTTTTTGGTGGTTTTTGTTTGTTTTTTTTTTTTTTCACCTTAAGGGAGGCTTTCATTTCCT
CCCGACTCGATTGTCACTTAAATCARAATT TAANAATGAATARAAAGACATACTTCTCAGCT
GCAAATATTATGGAGAATTGCGCACCCACAGGAATGAAGAGAGAAAGCAGCTCCCCAACTT
CAAAACCATTTTGGTACCTGACAACAAGAGCATTTTAGAGTAATTAATTTAATAAAGTAAA
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TTAGTATTGCTGCAAATAGCTAAATTATATTTATTTGAATTGATCGCTCAAGAGATTTICCA
TTTTTTTTACAGACTGTTCAGTGTTTGTCAAGCTTCTGGTCTAATATGTACTCGAAAGACT
TTCCGCTTACAATTTGTAGARACACAAATATCGTTTTCCATACAGCAGTGCCTATATAGTG
ACTGATTTTAACTTTCAATGTCCATCTTTCARAGGAAGTAACACCAAGGTACAATGTTAAR
GGAATATTCACTTTACCTAGCAGGGAAAAATACACAAAAACTGCAGATACTTCATATAGCC
CATTITAACTTGTATAAACTGTGTGACTTGTGGCETCTTATAAATAATGCACTGTAAAGAT
TACTGAATAGTTGTGTCATGTTAATGTGCCTAATTTCATGCTATCTTGTAATCATCGATTCGAG
CCTCAGAATCATTTGCAGARACTATATTTTAAAGAACAAGACATACTTCAATGTATTATAC
AGATAAAGTATTACATGTGTTTGATTTTAAAAGCGECEGGACATTTTATTAAARATCAATATTG
TITTTTGCTTTTTCTCGAGGACTCTCTTTCAGTTTCATTTTTTCTCATCCCATGACTTCCCTC
CEATGAT |
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AGTATGAGGCGCCCACCATEGTGCCGATGCEACCGCEGGCTCCAGATECTECTGACCACGEC
CGGAGCCTTCCCCGCCTTCTCGCTCATGECCATCGCCATCGGCACCECACTACTGGCTGTAC
TCCAGCGCGCACATCTGCAACGGCACCARCCTEACCATEGACCACGEECCCCCECCCLGLC
GCGCCCGCGGCGACCTCACCCACTCTGGTCTGTEGECEGGGTEGTGCTGCATCGARGGGATCTA
TAAAGGEGCACTGCTTCCGCATCAATCACTTCCCAGAGGACAATGACTACGACCACGACAGT
TCGGAGTACCTCCTCCGCATCGTGCCAGCCTCCAGCEGTCTTCCCCATCCTCAGCACCATCC
TGCTCCTGCTEEETGGCCTETGCATCGGTGCTGECAGGAT CTACAGCCGCARGAACAACAT
CGTCCTCAGTGCCGGCATCCTCTTICGTCCCTGECAGGCCTCAGTAACATCATCGGTATCATC
GTCTACATTTCCAGCAACACAGGTCACCCEAGTGACAAGCEGCACCGAAGACARAAAGARCT
ATTACAACTACGECTEETCTTTTTACTTTGCAGCTCTETCTITTCATTGTGECTGAGACCET
GEGCOTCCTIGEGCTETARACATTTACATTIGAGAAAAATAARGAGTTGAGGTTTAAGACCAAR
CGGGAATTCCTTAAGGCGTCTTCCTCTTCTCCTTATGCCAGEATGCCGAGCTACAGETACC
GGCCACGGCGCTCGAGETCCAGCTCAAGETCCACCGAGGCCTCGCCCTCCAGGGACGTETC
GCCCATGGGCCTGARGATCACAGREGECCATCCCCATGEGERAGCTEGTCCATEGTACACGCTG
TCCAGGGAGCCCCTCAAGGETGACCACCEGCAGCCAGCTACAGCCCCGACCAGGAGGCCAGCT
TCCTGCAGGTGCATGACTTTTTCCAGCAGCGACCTGAAGGAAGGTTTCCACGTCAGCATGCT
GAACCGACGGACEACCCCTGTGIGA
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CGGGTCTGATAGTCCCTACCTGTCAGGACTGETGTTAGGATGAGATAATGTTTGTGAACTG
TAAACATATATAAACGTGTGCTACTCTCGAGAACTGCAACRAAGAAGAGAGGEAGTGAGAGA.
AATCARAGGGAGGGCTGGEECTGGEAAAGAACCGARAAGGGAGTCGCETATAGAGEAGAGGCG
ACAGTCECGAGCCACACTTTGCAATGAAACT CTTTAGACTTTCTGCCGGCAGAGCGGCCCA
GACGCGCCAGGTCTGTAGCAGGAGECCECGAGEECEGEETCCCCAGAAGCCTACAGETGAGT
ATCGETTCTCCCCTTCCCEGGCTTTCEETCCGGAGCAGGCGECAGCAGCTTCCCTETTCTGA
TCCTATCECGEECEECECAGGECCEECTTGGCCTTCCETGCRACGEGEAGEEGEECEGEAT
| GTGTCACCCARATACCAGTGEEGACCETCCATGCTCEAACCAGCCGEECAGGTCGGGTAGA
GTATAAGAGCCGGAGEGAGCGGCCGRGECECAGACGCCTGCAGACCATCCCAGACGCCGGEA.
GCCCGAGCCCCGACGAGTCCCCECGCCTCATCCECCCECETCCERTCCECGTTCCTCCGCC
CCACCA:QGCTC@GGGCCCCGGCCTCGCGCCGCCACCGCTGCGGCTGCCGCTGCTGCTGCT
GETECTGECGECEETGACCAECCACACGGCCECECAGRACAACTGCACGTGTCCCACCARC
AAGATGACCGTOTGCAGCCCCEACGECCCCEGECEECCECTECCAGTECCGCGCECTEGECT
CGGGCATGGCGGTCGACTGCTCCACGCTGACCTCCAAGTGTCTGCTGCTCAAGGCGCGCAT
GAGCGCCCCCAAGAACGCCCGCACGCTGETGCEECCRAGTEGAGCACGCECTCGTGGACAAC
GATGGCCTCTACGACCCCEACTGCCGACCCCEAGEGCCGCTTCAAGGCGCOCCAGTGCRACC
AGACGTCEETETGCTCETGCGTCAACTCEETEGECETECGCCGCACGGACAAGGGCGACCT
GAGCCTACGCTECCATCGAGCTGGTGCGCACCCACCACATCCTCATTGACCTGCGCCACCGC
CCCACCGCCGGCGCCTTCAACCACTCAGACCTEGACGCCGAGCTCEAGGCAGCTCTTCCECG
AGCGCTATCGGCTGCACCCCARGTTCOTCECEECCETGCACTACGAGCAGCCCACCATCCA
GATCGAGCTGCCGCAGARACACGTCTCAGAAGGCCGCCGEIGAAGTGGATATCGECEATGCC
GCCTACTACTTCGAGAGGGACATCAAGGGCGAGTCTCTATTCCAGGGCCGCGGCGGCCTGG
ACTTGCGCGTECECGCAGAACCCCTEGCAGGTECAGCGCACGCTCATCTATTACCTGCGACGA
GATTCCCCCEAAGTTCTCCATGARGCACCTCACCECCGECCTCATCECCETCATCGTGATE
GTCETGETGECCCTCETCECCGGCATEECCETCCTEGTCGATCACCAACCEGGAGARAGTCGE
GGAAGTACAAGAAGGTGGAGATCAAGGAACTGGEEGGAGTTCAGARAGGAACCGAGCTTGTA
GGTACCCGGUGEREGCACGUECGATGECETEGEGTACCGEATTTCGETATCGTCCCAGACCCAA
GTGAGTCACGCTTCCTGATTCCTCEGCECAAAGGAGACGTTTATCCTTTCARATTCCTGCC
TTCCCCCTCCCTTTTGCECACACACCAGGTTTAATAGATCCTGGCCTCAGGETCTCCTTTC
TTTCTCACTTCTETCTTGAGGEAAGCATTTCTAAAATGTATCCCCTTTCGETCCAACAACA
GGAAACCTGACTGGGGCAGTGAAGGAAGGGATGGCACAGCGTTATGTGTAAAAAACAAGTA
TCTGTATGACAACCCGGEATCEGTTTGCAAGTAACTEGAATCCATTGCCGACATTGTGARAGELCT
TAAATEAGTTTAGATGGEARATAGCGTTGTTATCGCCTTGGGTTTAARTTATTTGATGAGT
TCCACTTGTATCATGGCCTACCCGAGCAGRAGAGGAGTTTETTARCTGEGCCTATGTAGTA
GCCTCATTTACCATCGTTTGTATTACTGACCACATATGCTIGTCACTGGGARAGAAGCCTG



132]2u1

TTTCAGCTGCCTGAACGCAGTTTGEGATGTCTTTGAGGACAGACATTGCCCGEARACTCAGT
CTATTTATTCTTCAGCTTGCCCTTACTGCCACTGATATTGCGTAATGTTCTTTTTTGTAARA
TGTTTCTACATATGTTGICTTTGATAATGTTGCTGTAATTTTTTAAAATAARACACGAATT
TAATAAAATATGGCAAAGECACAAACCAGAAGTCGGCATTTGTGRAAAGTCCCTCCAGATT
TCTATCACTTTGECTCTCTAATTTCCCAAGACTTGTATTTTTTTTTTATITCAAATTATAAC
ACTTITTTTTTCCCCCAGAAGTGGETGTTTCATGTTGCTACTCTGGTGTGTCCCAAGATATC
CTAACTGGCCAGTGTARATGCTATTCTTITCTARATAAGATTATTTGGAARCTTCCTTCARA
CTGCAGGAGGECCAGCTCTGAGGGCACCGAGAAGCTAARACTAGCTGCTTTTGATGAAARAG
AGTGCCAGTCTTTGGTCATCTCTAAACAAGGCTTATCACCAATGGAGACAGAAAACTCTAG
TTCAAGAGCTGTACCTCCTTTGAATCCCAGCCCTACTCGARATAAGTGGTACTATTTCCAT
TTAGCCTTTGAGCAAATCACTTAACTCARAGGCGTTGTEGCTCTAAGATTAAACGACTTT
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FIGURE 76

GCGGCCGCGGAGCAAGAAGGGCGCCGCQTCGTGCGGCCCGCGCAGCCCCCGGAGCCAEQGG
CAAGTGCAGCGGGCGCTGCACGCTEGTCGCCTTCTEGCTGCCTGCAGCTGETGECTGCECTE
GAGCGGCAGATCTTTGACTTCCTGECECTACCAGTGGECTCCCATCCTAGCCAACTTCCTGL
ACATCATGGCAGTCATCCTGGECATCTTTGGCACCEGTGCAGTACCACTCCCGGTACCTCAT
CéTGTATGCAGCCTGGCTGGTGCTCTGGGTTGGCTGGAATGCATTTATCATCTGCTTCTAC
TTGGAGGTTECACAGCTGTCCCAGGACCGCGEACTTCATCATGACCTTCAACACATCCCTGC
ACCGCTCCTOGTGCATCCAGAATGGECCAGGCTECCTGETGACACCTGTTCTGAACTCCCE
CCTGGCTCTGGAGGACCACCATGTCATCTCTGTCACTGECTGCCTGCTTGACTACCCCTAC
ATTGAAGCCCTCAGCAGCGCCCTGCAGATCTTCCTGECACTETTCGGCTTCGTETTCGCCT
GCTACGTGAGCAAAGTGTTCCTGCAGGAGGAGCACAGCTTTGACTTCATCGGCGGCTTITGA
CTCCTACGGATACCAGGCGCCCCAGARGACGTCGCATTTACAGCTGCAGCCTCTGTACACG
TCEEGGIAGCCTCTGCUCCEUGCCCACCCCGECECCTCECCCTGEECTGACCECAGCTGCC
GCCGAGCTCGEGCCAAGGCECAGGCATGTCCCCCTGETEGCCCGCEGCTCTCACTGCAGCCTG
TGCCCAACCCCCCETCTGCATCTGCAGATGCGCACTTGGACGTEGGACTIGGACTTGGACTT
GEATTTCGAGCTTGGCTCTTCGCAGCCCCEEACTTCGCAGGAGTGGEELEGEECGEEEGAGGE
GCACCACGGETTTTTTGTTTTTIGTTTETTTGTTTTTAATCTCAGCCTTGGCGTGAGCTGE
GGCCTTCCTCTCTTCTCCAGCCTCTCCCTTTCACTCTTCGCCCAGCATCCTGCCCCCCIGT
CCAAAAACAGCAGGACATCAGGCCCATCCCATCCCACCACACTCACTCACCAGCTCTGGGG
AARGCTACTGTGAACTAGGAGCAGGATTCCTGEET TCTAATCGCAGGTCCATCACTGACTG
TGACGTCTAGCARAGCCCTTGCCCTCTCTEAGCCTCGGTTTCCGCACCTCAAGTAATTAAT
CCCTTAGCAAATGGACTCTTTTAGACTTCTCATTTAACTCAATTCCCTCGAGCTAGACTGGG
ATTAARATTCTCATTTTGCAGTACATTAARACTGATGCCCAGAGATGTCGATTITGCTTGAGE
CCACACAGCTAGATTTTTGGTECAAGTGGECCTTCGAACACAGTGTACTTTICTGCAGTTTCT
GACTGTAARACCCAGTATCTIGCTCTCTGAGTTCCATTTCCAAGCCCCCCTCCATCTTIGGAC
CTATGTGGTCTCCACCATATTCACACACCACCACCACCACTTGCCAATGCCTCTCTTARAG
CAATATACCCATTCGTTCTCTTATTGGGAACTGGATGCATGAAGCCCCARAATTCAGCCCCA
CCCACAGAGAAGCCTTCCTACACTCAGCCTCTGTCCACCCTTGECAAATCTTTCAAGCTCT
CTCCTCCAGGAAAGTGEGEGECCCCAACTCAGTCACTCCACCCCCTTCCAGGTCCCTGAGGCT
GETTCTACTGTATCCCCATCACCTCCACAACTCCACTCACCCCTGACGGCTCCATCCACCT
CACCAGTIGGAAGGCTTGTGGTTTCAGAGAGGAGCAATGCTGETCAGCECTGCCCAGACTC
CAGTGTTTACAGATCACCAGCATTTACAACCAATCCAATGGCCAGAAGCCTCCTCTAACAA
GCCCAGAAGGAGTTCTCGAAGGGGCAGATGGEGETETGAGTAGTCGGGGAGTCEGGATTECC
AGCACCCTCACCCTTCCTITGGEGGCAAGTAGAGEGTCGACRACACTTTCCCCACCTCCCTCCA
CAGACACTCCTCGAGCGACGCTGCATCCCACGCACTGCCTGGTGCGTCCATAGAGAGAGGATC
AGGTCTCAGCATTTCATCTGTCGAAAGAGGCATGGCCCTEGCTTAGAAAGCAGGGCAGCAGA
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CATGGAGGAACTGEGEGECACCCAGATEGTCCAGATGGTTTGCACACCTGAGCCTGTCTGT
GGTGACCATTCCGCTCCTCTCCCACTACCCTCCAATCTATCATTCCCTACTCTCTARGGCC
AAAATATCCTCGAGCAAGGCTGGCAACCCCACCCCACCATCCCAAATGCARGCAGCCAGGCC
CAGGAGTTCCTCTGGCCCCCACAGGCATGGAGCTCCCAGCTEGCTEGCGTACAGCTTGAGAGE
GGGCECAGCTCCCTCAGGCTAAGCTACTGCCCTTCACTGGGCCAGCCCTGCCTCCAGCCCTC
ACCTCTCTCACCCCAACTCTCCCCCAAGCCCCTTTCTACTCAACGGETGTAGCCACTGGTG
CTTTGAAGCCTTITGTTTTITATAAGATGETTTTTGCAAGCRGACCAGEGTTCTCTTTTCACT
GGGACCTTGCAAGGAGGECAGTGCTCTCCTGGTTTCTGTGCAGGCGAGETTCGATTAAAGATG
GTETTTTCTTCTCT
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FIGURE 77

CGCGGECGAGAGGAGAGGAGAGAAGAGCCGCEGEGEGCCCAGCCCGCAGCCAGGATECCCGC
GCCGCECECCCGGCAGCAGCCCLRLETECCCGEGEAGCECCAGCCECTECTECCTCECERT
GCGCGRGGECCCTCCACGETEGCEECAGECEECEEECECEECCETECTGCTGGTCGRAGATGC
TEGAGCECECCECCTTCTTCGECGTCACCGCCAACCTCETGCTGTACCTCAACAGCACCAR
CTTCAACTCGACCGCECGAGCAGGCGACGCECGCCECGCTGETATTCCTGEGCGCCTCCTAL
CTGCTEECECCCETGEECEGCTEGCTEECCEGACCTGTACCTGEGCCECTACCEGCECEGTCG
CGCTCAGCCTGCTECTCTACCTEECCECCTCGEECCTECTGCCCCCCACCCCCTTCCCCEA
CGECCGCAGCTCCTTCTGCGECAGAGATECCCECETCEGCCGCTGRGACCTECCTGLCCCTCG
GLCOGGLTGCCCGCECTCCTCECCCAGCCCCTACTGCECECCCETCCTCTACGCEEGCCTEC
TGCTACTCAGCCTGGCCACCAGCTCCETCCEGGAGCAARCCTCACCTCCTTCGETGCCGACCA
GETGATCGATCTCEECCGCCACGCCACCCEGCCGCTTICTTCAACTGGTTTTACTGGAGCATC
ARCCTGEGETGCTGTGCTETCECTECTGETCETGECETTTATTCAGCAGAACATCAGCTTCC
TGCTGEGCTACAGCATCCCTGTEACCTGTETGEECCTEECATTTTICATCTTCCTCTTTGC
CACCCCCGTCITCATCACCAAGCCCCCGATCGEGGCAGCCAAGTETCCTCTATGCTTAAGCTC
GCTCTCCAAAACTECTGCCCCCAGCTGTEGCAACCGACACTCGEGCCAGAGACCGTCAATETG
CCCGCETECTEGCCGACCGAGAGGTCTCCCCAGCCAGAGECTTCCCCEGCAAGAGGACATCGC
CAACTTCCAGGTGCTGETCGAAGATCTTGCCCCGTCATGETCACCCTGEGTGCCCTACTEGATG
GTCTACTTCCAGATECAGTCCACCTATGTCCTCCAGGETCTTCACCTCCACATCCCAAACA
TTTTCCCAGCCAACCCGECCAACATCTCTGTEGCCCTGAGAGCCCAGGGCAGCAGCTACAC
GATCCCGGAAGCCIGGCTCCTCCTGECCAATETTGTGETGCGTGCTGAT TCTGETCCCTCTG
AAGGACCECTTGATCGACCCTTTACTGCTGCGGTGCAAGCTECTTCCCTCTGCTCTGCAGA
AGATGGCGCTGGEEATGTTCTTTGGTTTTACCTCCGTCATTETGCCAGGAGTCCTGEAGAT
GGAGCECTTACACTACATCCACCACAACGAGACCETCTCCCAGCAGATTGEGGAGGTCCTG
TACAACGCEGCACCACTETCCATCTGGTEGCAGATCCCTCAGTACCTEGCTCATTGGGATCA
GTGAGATCTITGCCAGCATCCCAGGCCTEGAGTTTECCTACTCAGAGGCCCCGCGCTCCAT
GCAGGCGCGCCATCATGGGCATCTTCTTCTGCCTGTCGEGGETGEACTCACTGTTGGGCTCC
AGCCTAGTGEGCACTGCTETCCTTECCCAEEEECTEGCTECACTGCCCCAAGGACTTTGGGA
ACATCAACAATTGCCGGATGGACCTCTACTTCTTCCTGCTGGCTGECATTCAGGCCGTCAC
GGCTCTCCTATTTGICTGEATCECTGGACGCTATCGAGAGGECGETCCCAGGGCCCAGCCTCC
CACAQCCGTTTCAGCAGEGACAGGEGCTEGAACAGGCCCTATTCCAGCCCCCTTGCTTCAC
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FIGURE 78A

GECCECEGECTCTCECGEEACGECEACECCECEGERAGCATECTGCTTGCCECGCCCGCGT
CCTCACCATCCTCCCGGGCCECCTECTEEGECTTTGTTETGECCCCGRACGCCGCEGGCCAL
CCCCTGAAGTCGCCTGCCECCGCCECCECCECACCTAGCERACGAECEEECGEECECGCRT
GTGCCCAGCAGTGCECECCTETCGCAETCETEGEETGCAGCACTGCGACCCACGRGCCCATTG
TGCECCCGCCCGCEGCAGCCAGGACCATETGEETCAACCCGCAGGAGGTETTECTGECCAA
CECGCTGTCOATCACCCGAGAGGGCCAACCCATACTTCATCCTGCAGCGGAGGAAGGGCCAC
GCCGGRCGATEGAGGCEECEGCGECEEACTEACEGECCTECTEETEEETACCCTTGATETTG
TGTTGGACTCCAGCCECCCEGETCECTCCTTACCCGAATCTTGTACCAGACTCCAGACTCCCT
GETCTACTCGACCATCEGCCTGTGETGGTTCCAGGAAAGAAATCACTGAACACTEEGAATGG
CTTGAGCAAAATCTCTTGCAGACACTCTCCATCTTTCAAAATCGAGAATGATATCACCACAT
TTIGTCAGAGGARAAATACAGCECATCATTGCAGAATACAACAARATCAATGATETARAAGHA
AGATGATGACACGGAGAAGTTTAAAGAAGCCATTGTGAAATTTCATAGGCTETTTGGGATG
CCAGAGGAAGAGAAACTCGTCAACTATTACTCTTGCAGCTATTGCGAAGGGECGAAGETCCCCC
GTCAGGGTTGGATGTACCTCAGCATTAACCACCTTTTGCTTITTATTCTTTTCTTATGGEAAG
GGAAGCGAAACTGETCATCCOGETGGETAGACATCACTCAGCTTGAGAAGAATGCCACCCTG
CTTCTGCCTGATGTGATCARAGTGAGCACACGETCCAGTGAGCATTTCTTCTCTGTATTCC
TCAACATCAACGAGACCTTCAAGTTAATGGAGCAGCTTGCCAACATAGCCATGAGGCAACT
CTTAGACAATGAGGGATTTGAACAAGATCGATCCCTGCCCARACTCAARAGEGAAATCTCCT
ARAAARGTGTCTGCTCTAAAACGTGATCTTCGATECCAGGGCAAAGAGTCGAGAGATACCETE
CACTTTTCCGGCTGCCCAAAGATGAARAATTAGATGECCACACAGACTGCACTCTCTGGAC
TCCATTTAACAAAATGCACATTTTCGGECAGATGTTIGTETCCACRAATTACATCTGTTTT
ACCAGCAAGGAGGAGAACTTATGTAGCCTCATTATCCCGCTCCGTGAGGTGACAATTIGTGG
AAAAGCCAGACAGCTCCAGTGTGCTCCCCAGTCCCTTATCCATCAGCACCCCGARACAGGAT
GACCTTCCTATTTGCCAACTTGAAAGATAGAGACTTITCTAGTGCAGAGCGATCTCAGATTTC
CTGCAACAGACTACTTCCARAATATATTCTGACAAGGAGTTTGCAGGAAGTTACAACAGTT
CAGATGATGAGGTGTACTCTCGACCCAGCAGLCTCETCTCCTCCAGCCCCCAGAGAAGCAC
GAGCTCTGATGCTGATGGAGAGCGCCAGTTTAACCTAAATGEGCAACAGCGTCCCCACAGCC
ACACAGACCCTGATCGACCATGTATCGECEGCEGTCTCCCGAGGAGTTCAACCCGARATTGE
CCAAAGAGTTTCTGARAGAGCAAGCCTGGAAGATTCACTTTGCTCGAGTATCGECAAGGGAT
CTGCATGTACCGCACAGAGARARAACGCCEGAGCTCEGTCTTGAAGGRCATCCCEGGAGAGCATG
CGTGGGCAGCTCTGGECTGCTEGCTGTCAGCGTGCCATCAATCGAGARAGGCCACACATCCTGEGT
ACTATGAAGACCTAGTGCAGAAGTCCATGGGGAAGTATAATCTCGCCACCGAGGAGATTGA
GAGGEATTTACACCGCTCCCTTCCAGAACACCCAGCTTTTCAGAATGAAATGGGCATTGCT
GCACTAAGGAGAGTCTTAACAGCTTATGCTITTCGARATCCCAACATAGCGTATTGCCAGE
CCATGAATATTGTCACTTCAGTGCTGCTGCTTTATGCCAAAGAGGAGGAAGCTTTCTGGCT
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GCTTGTGGCTTTGTEGTGAGCGCATGCTCCCAGATTACTACAACACCAGAGTTETGGGTGCA
CTGGTGGACCAAGGTGTCTITTGAGGAGCTAGCACCAGACTACGTCCCACAGCTGTACGACT
GCATGCAAGACCTGGGCECTGATTTCCACCATCTCCCTGTCTTGETTCCTCACACTATTTCT
CAGTGTGATGCCT TITCAGAGTGCAGTTGTAGTTETTGACTGTTTCTTCTATGAAGGAATT
AAAGTGATATTCCAGTTGGCCCTAGCTGTGCTCGGATGCARATGTGGACAAACTGTTGAACT
GCAAGGATGATGGEGAGGCCATGACCGTTTTCGGAAGGTATTTAGACAGTGTGACCAATAA
AGACAGCACACTGCCTCCCATTCCTCACCTCCACTCCTTGCTCAGCGATGATGTGGAACCT
TACCCTCGAGGTAGACATCTTTAGACTCATCAGAACTTCCTACGAGAAATTCGGAACTATCC
GGGCAGATTTGATTGAACAGATGAGATTCAAACAGAGACTGAAAGTGATCCAGACGCTGGR
GGATACTACGADACGCAACGTGGTACGAACCATTGTGACAGAAACTTCCTTTACCATTGAT
GAGCTGCGAAGAACTTTATGCTCTTIT CAAGGCAGARACATCTCACCAGUTGCTACTGGGECG
GEAGCAGCAACGUGCTEGACCEGCATGACCCCAGCCTGCCCTACCTGGAACAGTATCGCAT
TGACTTCGAGCAGTTCAAGEGRATGTTTGCTCTICTCTITTCCTTGGGCATGTGGAACTCAC
TCTGACGTTCTGGCCTCCCGCTTEGTTCCAGTTATTAGATGAARATGGAGACTCTTTGATTA
ACTTCCGGGAGTTTGICTCTEGGCTAAGTECTECATGCCATGGGGACCTCACAGAGAAGCT
CAAACTCCTGTACARAATECACGTCTTGCCTGAGCCATCCTCTGATCAAGATGARCCAGAT
TCTGCTTTTGAAGCAACTCAGTACTTCTTTGAACGATATTACCCCAGAATGTACACATGTITG
TTGGATTGGATAGCAGAAGCARACAGGETGCAGATGATGGCTTTIGTTACGETGAGCCTADA
GCCAGACARAGGGAAGAGAGCAAATTCCCAAGARAATCGTAATTATTTGAGACTGTGGACT
CCAGAARAATAAATCTAAGTCAAAGAATGCAAAGGATTTACCCAAATTAAATCAGGGGCAGT
TCATTGAACTGTGTAAGACAATGTATAACATGT TCAGCGAAGACCCCAATGAGCAGGAGCT
GTACCATGCCACCGCAGCAGTGACCAGCCTCCTGCTGCAGATTGGGEAGETCGECAAGTTG
TTCETGECCCAGCCTCCAAAGCAGGECEGGAGCECAGGCAGTGEGCLGTCCTGCCACCAGS
GCATCCCAGCCETECTCTTCCCCAAGAAAGEGCCAGECCAGCCTTACGTGGTEEGAGTCTGT
TGAGCCCCTGCCGGCCAGCCTEGCCCCCGACAGCGAGGAACACT CCCTTGEGAGGACARATG
GAGGACATCAAGCTAEGAGGACTCCTCGCCCCGEGEACAACGEGECCTECTCCTCCATGCTGA
TCTCTGACGACGACACCAAGGACGACAGCTCCATGTCCTCATACTCGGTGCTGAGTGCCGE
CTCCCACGAGGAGGACAAGCTGCACTGCEAGBACATCGCAGAGGACACCGETCCTEGTGCEG
AGCGECCAGGGCACGECGECACTECCCCEGGAGCACCAGCCTEEACCGGGRACTEGGCCATCA
CCTTCGAGCAGTTCCTGGCCTCCCTCTTAACTGAGCCTGCCCTGGTCAAGTACTTITGACAA
GCCCATATGCATGATEGCCAGGATTACCAGTGCAARAAACATCCGGATGATGGGCARGCCC
CTCACCTCGGECCAGTGACTATGAAATCTCGGCCATGTCCGGCIGACACGGGCGCCTTCCLG
GGGGAGTGGECGAGEAGAGGGAGAGEAGGGATTITTTTATGCTTCTTCTGTGTIGAGTTTTTICT
TTCTTTCTTITAAATTAAATATTTATTAGTACCTGGCTTGAAGCCTAGTGTTTTCATAATG
TAATTCAATGAAAACTGTTGGAGAAATATTTAAACACCTCAATGTAGEGTACATTACACTCT
TGTTGCCGGGAGGGGATTTACCAGAATACAGTTTATTTCGTGAATTCTARAARAACAAAAAG
ATGAATCTGTCAGTGATATESTCTGTATTATAACTTATTARATCTTGCTETTGAGCTGTATAC
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ATGETTTAAAARATAGTACTGTTIAATGCTAAGTAAGGCAGCAGTCATITCGTGTATTCAGE
CTTTTTAAATAARATTAGAGCTCTAAGGAAAATCGARAAGCCACAAATGCAAGACTGTTCTT
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FIGURE 78B

AAATGGAAGGCATAGTCACGCGAGEGTAAATCCTATACCACTTTAGCGAAGTATTAAARATAT
TTTTAAGATTTGAAATATATTTCATACGARGTCCTCTATTCAAAATCATATTCCACAGATGET
TCCCCITCAAAGGEGAARACATTTGGGGTTCTARACAGTTATGAAAGTAAGTGATTITTACA
TEGATTCCAGAATAACACTTGTATTCACCAATTTAGACAGATACCAGACCAATTTTGCATTT
AAGAAATTGTTCTGATTATTTACGTCAACTCATTAGAATTCAGTGAAAAGTARCAGTCTTT
TGTCACAGAGAATCTCAAAGTAGCACGCARAGACAGAGGECTCATGACAGETTTTTGCTTTT
GCTTTGCTTTTGT TTTTGAAAGAGTAAAAGTACTCGATGCTICTGATACTGGATGTTTAGCT
TCTTACTGCAAAARACATAAGTAAAACAGTCAACTTTACCATTITCCGTATTCTCCATAGATT
GAAGAAATTTATACCAéATATCGCATATGACCATCTTTCCATCAAATCAATGTAGAGATAA
TGTAAACTGAAAAAAAATCTGCAAGATAATGTAACTGAATGTTTTAAAAACARCGAACTTGTC
ACTTTATATAAAAGAATAGTATGCTCTATTICCTGAATGCGATETGGARATGARAGCTAGCG
CACCTECACTTTGAATTCTTGCTTCTT T TTTATTACTGTTATGATTTTGCTTTTTACAGAT
GTTGGACGATITITTCTTCTGATTGTTGAATTCATAATCATGETCTCATTTCCTTITGCTTC
TTTGGAATATTTCTITCAACACATTCCTTTATTTTATTATACATTGTGTCCTTTTTTTAGC
TATTGCIGCTGITGTTTTITTATTCTATTTACAGCGATGATTTTTARACTGTCAAATGAAGTA
GTGTTAACCTCAAATAGECTARATGCTGAACARATARAATACAGCAAATACTCAGATACAGC
TTTTTATCTITGIGCTTGAGTTCCTGCCTAAGCGAATAACATTATTCTTTTGACARACTTTTG
CAGGGGARATTATATCAGGCAACCATTTTGATTAAGTAAATAAATTTTATAGGCARACATA
TAGAGAGANATACAATTTETAGTATATCAATGACTATATTTAAAATAAGAANTATAATTGT
TATCAGTTATCTAACTTAAAATGCTTATCCATAATGATCAGTGATATTCAGCTTTTTARRA
TATGCTTGTTGE
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FIGURE 79

MRAAYLFLLFLPAGLLAQGQYDLDPLPPFPDHVQYTHYSDQIDNPDYYDYQEVIPRPSEEQ
FQFOSQOOVOQOEVIPAPTPEPGNAELEPTEPGPLDCREEQYPCTRLYSIHRPCKQCLNEVC
FYSLRRVYVINKEICVRTVCAHEELLRADLCRDKFSKCGVMASSGLCQESVARSCARSCGSC

Signal sequenca.

amino acids 1-18

N-myristoylation sites.
amino acids 161l-166, 167-172
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FIGURE 80

MAARPLPVSPARALLLALAGALLAPCEARGVSLWNEGRADEVVSASVRSGDLWIPVKSFDS
KNHPEVLNIRLORESKELIINLERNEGLIASSFTETHYLODGIDVSLARNYTVILGHCYYH
GHVRGYSDSAVSLSTCSGLRGLIVFENESYVLEPMKSATNRYKLFPAKKLKSVRGSCGSHH
NTPNLAAKNVFPPPSQTWARRHKRETLKATKYVELVIVADNREFQROGKDLERKVKQRLIET
ANHVDKFYRFPINIRIVLVGVEVWNDMDKCSVSQDPFTSLHEFLDWRKMKLLPRKSHDNAQL
VSGVYFQGTTIGMAPIMSMCTADRSGEGIVMDHSDNPLGAAVTILAHELGHNFGMNHDTLDRG
CSCOMAVERGGCIMNASTEYPFPMVFSSCSRIDLETSLEKGMGVCLFNLPEVRESFGGQRC
GNRFVEEGEECDCGEPEECMNRCCNATTCTLXKPDAVCAHGLCCEDCOLKPAGTACRDSSNS
CDLPEFCTGASPHECPANVYLHDGHSCQDVDGYCYNGICQTHEQQCVTLWGPGAKPAPGICE
ERVNSAGDPYGNCGKVSKSSFAKCEMRDAKCGKIQCQGGASRPVICTNAVSIETNIFLQQG
GRILCRGTHVYLGDDMPDPGLVLAGTKCADGKICLNRQCONISVFGVHECAMQCHGRGVCN
NREKNCHCEAHWAPPFCDKFGFGGSTDSGPIRQADNQGLTIGILVTILCLLAAGFVVYLKRK
TLIRLLFTNKKTITIEKLRCVRPSRPPRGFQPCQAHLGHLGKCGLMRKPPDSY PPKDNPRRLL
QCONVDISRPLNGLNVPQPOSTORVLPPLHRAPRAPSVPARPLPAKPALROAQGTCKPNPP
QKPLPADPLARTIRLTHALARTPGOWETGLRLAPLRPAPQYPHQVPRSTHTAYIK

Bignal segquence.

amino acids 1-28

Transmembrane domain.

amineo acids 709-729

N-glycosylation sites.
amino acids 111-114, 149-152, 381-384, 452-455, 651-654

cAMP- and ¢GMP-dependent protein kinase phosphorylation site.
amino acids 206-209, 730-733, 742-745

N-myristoylation sites.

amino acids 88-93, 103-108, 177-182, 180-185, 313-318,
343-348, 377-382, 407-412, 423-428, 424-429, 524-529,
630-635, 635-640, 656-661, 668-673, ©624-699, 708-713,
712-717, 878-883

Neutral zinc metallopeptidases, zinc-binding region
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signature.

amino acida 347-3E56.

Disintegrins proteins.
amino acids 454-504, 410-460, 486-536
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FIGURE 81

MASRSMRLLLLLSCLAKTGVLGDI IMRPSCAPGHFYHKSNCYGY FRKLRNWSDAELECQSY
GNGAHLASILSDLKEASTIAEYTSGYQRSQPIWIGLHDPQKRQQWOWIDGAMYLYRSWSGKS
MGENKHCAEISSNNNFLTWSSNECNKRQHFLCKYRP

Signal sequence.

aminoc acids 1-22

N-glycosylation site.

amino acids 50-53

N-myristoylation sites.
amino acids 64-69, 125-130

C-~type lectin domain signature.

amine acids 129-154

Lectin C-type domain.

amino acids 47-156
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FIGURE 82

MATMENKVICALVLVSMLALGTLAEAQTETCTVAPRERQNCGFPGVIPSQCANKGCCFDDT
VRGVPWCFYPNTIDVPPEEECEF

Signal sequence.

amino acids 1-24

N-myristoylation sites.
amino acids 45-50, 64-69

Trefoil (P-type) domain.

amino acids 30-71
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FIGURE 83

MLPQIPFLLLVSLNLVHGVFYAERYQTPTGIKGPLPNTKTQFFIPYTIKSKGIAVRGEQGT
PGPPGPAGPRGHPGPSGPPGKPGYGSPGLOGEPGLPGPPGPSAVGKPGVPGLPGKPGERGP
YGPKGDVGPAGLPAPRGPPGPPGIPGPAGISVPEGKPGOQGPTGAPGPRGFPGEKGAPGVEG
MNGOKCEMGYGAPGRPGERGLPGPQCPTGPSGPPEVGKRGENGVPEQPGIKCDRGFPGEMG
PIGPPGPQEPPGERGPEGIGKPCAACGAPGOPGIPGTKGLPGAPGIAGPPGPPGIGKPCGLPG
LEGERGPAGLPGGPGAKGEQGPAGLPGKPELTGPPGNMGPQGPKGIPGSHCGLPGPKGETGP
AGPAGYPGAKGERGSPGSDGKPCYPGKPGLDGPKENPGLPGPKGDPGVGGPPGLPGFPVGPA
GAKGMPGHNGEAGPRGAPGIPEGTRGPIGPPGIPGFPGSKEDPCSPGPPGPAGIATKGLNGP
TGPPGPPGPRGPSGEPGLPGPPGPPGPPCQAVMPEGFIKAGQRPSLSGTPLVSANQGVTGM
PVSAFTVILSKAYPATGTPIPFDKILYNROQQHYDPRTGIFTCQIPGIYYFSYHVAVKGTHV
WVGLYKNGTPVMYTYDEYTKGYLDQASGSAI IDLTENDQVWLQLPNAESNGLYSSEYVHSS
FEBGFLVAPM

Signal sequence.

amino acids 1-18

Tyrosine kinase phosphorylation site.

aminc acids 116-123

W-myristoylation sites.
amino acids 18-23, 276-281, 317-322, 350-355, 380-385,
415-420, 446-451, 529-534, 548-553, B5B7-592, 613-618, 661-666

Amidation site.

amino acidg 219-222

Clg domain signature.

amino acids 571-601

Clg domain.

amine acids 553-677

Collagen triple helix repeat (20 copies).
amino acids 92-150, 156-214, 223-281, 282-340, 344-403,
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404-463, 464-522
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FIGURE 84

MPLPPLLLLLLAAPWGRAVPCVSGGLPKPANITFLS INMKNVLOWTPPEGLOGVKVTYTVQ
YFIYGOKKWLNKSECRNINRTYCDLSARTSDYEHQYYAKVKAINGTKCSKWAESGRFYPFL
ETQIGPPEVALTTDEKSISVVLTAPEKWKRNPEDLPVSMQQIYSNLEKYNVSVLNTKSNRTW
SQCVINHTLVLTWLEPNTLY CVHVESFVEPGPPRRAQPSEKQCARTLKDOSSEFKAKIIFWY
VLPISITVFLFSVMEYSIYRYIHVGKEKHPANLILIYGNEFDKRFFVFAEKIVINFITLNI
SDDSKISHODMSLLGKSSDVSSLNDPQPSGNLRPPQEEEEVKHLGYASHLMEIFCDSEENT
EGTSLTOOESLSRTIPPDKTVIEYEYDVRTTDICAGPEEQELSLQEEVSTQGTLLESQAAL
AVLGPQTLQYSYTPQLODLDPLAQERTDSEEGPEEEPSTTLVDWDEPQTGRLCIPSLEIFDQ
DSEGCEPSEGDGLGEEGLLSRLYEEPAPDRPPGENETYLMOFMEEWGLYVOMEN

Signal sequence.

amino acids 1-18

Transmembrane domain.

amino acids 239-258

N-glycosylation sites,.
amino acids 31-34, 72-75, B0O-83, 171-174, 180-183, 185-192,
304-307, 523-526

Tyrosine kinase phosphorylation sites.
amino acids 385-392, 518-526

N-myristoylation sites.

amino acids 53-58, 106-111, 368-373, 492-497

Phosphatidylinositol 3~ and 4-kinases proteins.

amino acids 253-279

Tissue factor.

amino acids 1-278
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FIGURE 85

MRAPGRPALRPLFLPPLLLLLLAAPWGRAVPCVSGGLPKPANITFLS INMKNVLQWIPPEG
LOGVKVTYTVQYF IYGOKKWLNKSECRNINRTYCDLSAETSDYEHQYYAKVKAIWGTKCSK
WAESGRFYPFLETQIGPPEVALTTDEKSISVVLTAPEKWKRNPEDLEVEMQQIYSNLKYNV
SVLNTKSNRIWSQCVINHTLVLTWLEPNTLYCVHVESFVPGPPRRAQPSERKQCARTLKDQS
SEFKAKIIFWYVLPISITVFLFSVMGYSIYRYIHVGKEKHPANLILIYGNEFDKRFFVPAE
KIVINFITLNISDDSKISHQDMSLLGKSSDVSSLNDPQPSGNLRPPQEEEEVKHLGYASHL
MEI?CDSEENTEGTSLTQQESLSRTIPPDKTVIEYEYDVRTTDICAGPEEQELSLQEEVST
QETLLESQAATAVLGPQTLQYSYTPQLODLDPLAQEHTDSEEGPEEEFSTILVDWDPOTGR
LCIPSLSSFDODSEGCEPSEGDGLGEEGLLSRLYEEPAPDRPRPGENETYLMQFMEEWGLYV
QMEN

Signal sequence.

aminc acids 1-29

Transmembrane domain.

amino acids 240-270
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FIGURE 86

MAAARLCLSLLLLSTCVALLLQPLLGAQGAPLEPVYPGDNATPEQMAQYAADLRRYINMLT
RPRYGKRHKEDTLAFSEWGSFPHAAVPRELSPLDL

Signal sequence.

amino acids 1-29

N-myristoylation site.

amino acids 80-85

Amidation site.

amino acids 65-68

Pancreatic hormone family signature.

amino acids 495-65

Pancreatic hormone peptide.

amino acids 30-65
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FIGURE 87

MGPPSAPPCRLHVPWKEVLLTASLLTFWNPPTTAKLTIESTPFNVAEGKEVLLLAHNLPON
RIGYSWYKGERVDGNSLIVGYVIGTQQATPGPAYSERETIYFNASLLIQNVIQNDTGFYTL
QVIKSDLVNEEATGQFHVYPELPKPSISSNNSNPVEDKDAVAFTCEPEVONTTYLWWVNGQ
SLPVSPRLOLSNGNMTLTLLSVKRNDAGSYECETIQNPASANRSDPVTLNVLYGPDGEPTISP
SKANYRPGENLNLSCHAASNPPAQYSWFINGTFOQSTQRELFIPNITVNNSGSYMCOAHNSA
TELNRTTVIMITVSGSAPVLSAVATVGITIGVLARVALT

Signal sequence.

amino acids 1-34

Transmembrane domain.

amine acids 322-342

N-glycosylation sites.
amino acids 104-107, 111-114, 115-118, 152-155, 173-176,
197-200, 224-227, 256-25%, 274-277, 288-~29%1, 292-295, 309-312

Tyresine kinase phosphorylation site.

amino acids 206-213

N-myristoylation sites.
amino acids B85-90, 211-216, 295-300, 307-312, 332-337

Immunoglobulin domain.

amino acids 160-217, 252-301
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FIGURE 88

MELRVLLCWASLAAALFETLLNTKLETADLKWYTFPQVDGOWEELSGLDEEQHSVRTYEVC
DVORAPGQAHWLRTGWVPRRGAVHVYATLRFTMLECLSLPRAGRSCKETFIVFYYESDADT
ATAT,TPAWMENPY IKVDTVAAEHLTRKRPGAEATCKVNVKTLRLGPLSKAGFYLAFQDQGA
CMALLSLHLFYRKKCAQLTVNLTRFPETVPRELVVPVAGSCVVDAVPAPCPSPSLYCREDGQ
WAEQPVTGCSCAPGFEAAREGNTKCRACAQGTFKPLSGEGSCQPCPANSHSNTIGSAVCQCR
VCYFRARTDPRGAPCTTPPSAPRSVVSRLNGSSLHLEWSAPLESGGREDLTYALRCRECRP
GGBCAPCGGDLTFDPGPRDLVEPWVVVRGLRPDFTYTPEVTALNGVSSLATGPVPFEEVNV
TTDREVPPAVSDIRVIRSSPSSLSLAWAVPRAPSGAVLDYEVKYHEKGAEGPSSVRFLKTS
ENRAELRGLKRGASYLVQVRARSEAGYGPFGQEHHSQTQLDESEGWREQLALIAGTAVVGV
VLVLVVIVVAVLCLREQSNGREAEYSDKHGQYLIGHGTKVYIDPFTYEDPNEAVREFAKEL
DVSYVKIEEVIGAGEFGEVCRGRLKAPGKKESCVAIKTLRGGYTEROQRREFLSEASIMGOF
EHPNIIRLEGVVINSMPVMILTEFMENGALDSFLRLNDGQFTVIQLVGMLRGIASGMRY LA
EMSYVHRDLAARNILVNSNLVCKVSDFGLSRFLEENSSDPTYTSSLGEGKIPTIRWTAPEALA
FREKFTSASDAWSYGIVMWEVMSFEERPYWDMSNQDVINAIEQDYRLPPPPDCPTSLHQLML
DCWOQKDRNARPRFPQVVSALDKMIRNPASLKIVARENGGASHPLLDORQPHYSAFGSVGEW
LRAIKMGRYEESFAAAGFGSFELVSQISAEDLLRIGVTLAGHQRKKILASVOAMKSQAKPGT
PGGTGGPAPQY '

Signal sequence.

aminc acids 1-15

Transmembrane domain.

amino acids 539-558

N-glycosylation sites.

amino acids 203-206, 335-338, 426-429, 768-771
Glycesaminoglycan attachment gite.

amino acids 280-283 _
cAMP- and cGMP-dependent protein kinase phosphorylation
gites.

amino acids 564-567, 639-642, 795-798

Tyrosine kinase phosphorylation sites.

amino acids 508-515, 588-596, 608-614, 729-736
N-myristoylation sites.

amino acids 152-157, 182-187, 264-269, 298-303, 317-322,
374-379, 496-501, 681-68¢, 699-704, T19-724, 723-728,
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951-8956, 975-98¢0
Amidation sita.

amino acids 637-640

Tyrosine protein kinases specific active-site slgnature.
amino aclds 736-748
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FIGURE 89

MAQLFLPLLAALVLAQAPAAT.ADVLEGDSSEDRAFRVRIAGDAPLOGVLGGALTIPCHVHY
LRPPPSRRAVLGSPRVKWIFLSRGREAEVLVARGVRVKVNEAYRFRVALPAYPASLTDVSL
ALSELRPNDSGIYRCEVQHGIDDSSDAVEVKVKGVVFLYREGSARYAFSFSGAQEACARIG
AHIATPEQLYAAYLGGYEQCDAGWLSDQTVRY PIQTPREACYGDMDGFPGVRNYGVVDPDD
LYDVYCYAEDLNGELFLGDPPEKLTLEEARAY CQERGAR IATTGOLYARWDGGLDHCSPGW
LADGSVRYPIVIPSQRCGGGLPGVKILFLFPNQTGFPNKHSRFNVYCFRDSAQPSATIPEAS
NPASNPASDGLEAIVIVIETLEELQLPQEATESESRGAIYSIPIMEDGGGGSSTPEDPAEA
FRTLLEFETQSMVPPTGFSEEEGKALEEEEKYEDEEFKEEEEEEEEVEDEALWAWPSELSS
PGPEASLPTEPAAQEKSLSQAPARAVIQPGASPLPDGESEASRPPRVHGPPTETLETPRER
NLASPSPSTLVEAREVGEATGGPELSGVPRGESEETGSSEGAPSLLPATRAPECTRELEAP
SEDNSGRTAPAGTSVQAQPVLPTDSASRGGVAVVPASGDCVPSPCHNGEGTCLEEEEGVRCL
CLPGYGGDLCDVGLRFCNPGWDAFQGACYKHFSTRRSWEEAETQCRMYGAHLASISTPEEQ
DFINNRYREYOWIGLNDRTIEGDFLWSDGVPLLYENWNPCGQPDSYFLSGENCVVMVWHDOQG
QWSDVPCNYHLSYTCEMGLVSCGPPPELPLAQVFGRPRLRYEVDTVLRYRCREGLAQRNLP
LIRCQOENGRWEAPQISCVPRRPARALHPEEDPEGRQGRLLGRWKALLIPPSSPMPGP

Signal peptide.

amino acids 1-15

N-glycosylation sites.

aminec acids 130-133, 337-340

Tyrosine kinase phosphorylation sites.

amino acids 128-135, 451-459

N-myristoylation sites.

amino acids 47-%2, 50-55, 133-138, 142-147, 174-179, 183-188,
2B1-286, 2B8-293, 297-302, 324-329, 403-408, 414-419,

415-420, 576-581, 58B6-591, €77-682, 68B4-689, 720-725,

772-777, 81l1-~-8Blé

EGF-like domain cysteine pattern signature.

amino acids 670-682

C-type lectin domain signature.

amino acids 784-809

Inmunoglobuling and major histocompatibility complex proteins
signature.

amino acids 135-142
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Link domain proteins.
amino acids 166-216, 264-314
Calcium-binding EGF-like domain proteins pattern proteins,.

amino acids 655-676
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FIGURE 90

MAQLFLPLLAALVLAQAPAALADVLEGDSSEDRAFRVRIAGDAPLQGVLGGALTIPCHVHEY
LRPPPSRRA&LGSPRVKWTFLSRGREAEVLVARGVRVKVNEAYRFRVALEAYPASLTDVSL
ALSELRPNDSGIYRCEVQHGIDDSSDAVEVKVKGVVFLYREGSARYAFSFSGAQEACARIG
AHTATPEQLYAAYLGGYEQCDAGWLSDQTVRYPIQTPREACYGDMDGFPGVRNYGVVDPDD
LYDVYCYAEDLNGELFLGDPPEKLTLEEARAYCQERGAEIATTGOLYAAWDGGLDHCSPGW
LADGSVRYPIVIPSQRCEGELPGVKTILFLFPNQTGFPNRESRFNVYCFRDSAQPSATIPEAS
NPASNPASDGLEAIVIVIETLEELQLPOFATESESRGAIYSIPIMEDGGGGESSTPEDPAEA
PRTLLEFETQSMVPPTGFSEEEGKALEEEEKYEDEEEKEEEEEEEEVEDEALWAWPSELSS
PGPEASLPTEPAAQEESLSQAPARAVI.OPGASPLPDGESEASRPPRVHGPPTETLPTPRER
NLASPSPSTLVEAREVCGEATGEPELSGVPRGESEETGSSEGAPSLLPATRAPEGTRELEAP
SEDNSGRTAPAGTSVQAQPVLPTDSASRGGVAVVPASGNSAQGSTALSILLLFFPLOLWVT

Signal sequence.

amino acids 1-15

. Transmembrane domain.

amineo acids 652-670

N-glycosylation gites.
amino acids 130-133, 337-340

Tyrosine kinase pheoaphorylation sites.
amino acids 128-135, 451-459

N-myristoylation sites.

amino acids 47-52, 50-55, 133-138, 142-147, 174-17%, 183-188,
281-286, 28B8-293, 287-302, 324-329, 403-408, 414-419,
415-420, 576-581, 586-5391

Immunoglobuling and major histocompatibility complex.

amino acids 135-141

Extracellular link domain.

aminoe acids 156-251, 257-353
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Immunoglobulin domain.

amino acids 50-139
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FIGURE 91

MAVROWVIALALAALLVVDREVPVAAGKLPFSRMPICEHMVESPTCSQMSNLVCGTDGLTY
TNECQLCLARIKTKODIQIMKDGKC

Signal sequence.

- amino acids 1-20

N-myristoylation site.

amino acids 58-63

Kazal-type serine protease inhibitor domain.

amine acids 37-86
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FIGURE 92

MAPLCPSPWLPLLIPARPAPGLTVQLLLSLLLLVPVHPQRLPRMOEDSPLGGGSSGEDDPLG
EEDLPSEEDSPREEDPPGEEDLPGEEDLPGEEDLPEVKPKSEEEGSLKLEDLPTVEAPGDP
QEPQNNAHRDKECGDDQSHWRYGGDPPWPRVSPACAGRFOSPVDIRPOLAAFCPALRPLELL
GPFQLPPLPELRLRNNGHSVQLTLPPCLEMALGPGREYRALOLHLHWGAAGRPGSEHTVEGH
RFPAEIHVVHLSTAFARVDEALGRPGGLAVLAAFLEEGPEENSAVEQLLSRLEEIAEEGSE
TQVPGLDISALLPSDFSRYFRYEGSLTTPPCAQGVIWIVFNQTVMLSAKQOLHTLSDTLWGE
GDSRLOLNFRATQPLNGRVIEASFPAGVDSSPRAAEPVOLNSCLAAGD ILALVFGLLFAVT
SVAFLVOMRROHRRGTHKGGVSYRPAEVAETGA

Signal sequence.

amino acids 1-37

Transmembrane domain.

amino acids 409-429

N-glycosylation site.

amino acids 346-349

cAMP- and c¢GMP-dependent protein kinase phosphorylation site.

amino acids 440-443

N-myristoylation sites.
amino acids 50-55, 51-56, 209-214, 236-241, 310-315, 339-344,
421-426, 442-447

Eukaryotic-type carbonic anhydrases signature.

amino acids 237-253

BEukaryotic-type carbonic anhydrase.

aminc acids 141-390



in4|2U47

FIGURE 93

MDALQLANSAFAVDLFKQLCEKEPLGNVLFSPICLSTSLSLAQVGAKGDTANE LGQVLHFE
NVKDVPFGFQTVTSDVNKLSSFYSLKLIKRLYVDKSLNLSTEFISSTKRPYAKELETVDFK
DKLEETKGQINNSIKDLTDGHFENILADNSVNDQTRKILVVNAAYFVGKWMKKFSESETKEC
FFRVNKTDTKPVOMMNMEATFCMGNIDSINCKI IELPFQNIHLSMF ILLPKDVEDESTGLE
KIEKQLNSESLSOWTNPSTMANAKVKLS I PKFKVEKMIDPKACLENLGLKHIFSEDTSDFS
GMSETKGVALSNVIHKVCLEITEDGGDS IEVPGARILOHKDELNADHEPF IYITRENKTRNI
IFFGKFCSP

Signal sequence.

amino acids 1-42

N-glycosylation sites.
amino acids 99-102, 133-136, 188-191, 361-364

CAMP- and cGMP-dependent protein kinase phosphorylation site.

amino acids 173-176

N-myristoylation sites.
amino acids 130-135, 207-212, 306-311, 312-317

Serpin {serine protease inhibitor}.

amine acids 3-375

Fibrillarin proteins.

aminoc acids 150-169
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FIGURE 94

MDRHSSYIFIWLQLELCAMAVLLTKGEIRCYCDAAHCVATGYMCKSELSACFSRLLDPONS
NSPLTHGCLDSLASTTDICQAKQARNHSGTTIPTLECCHEDMCNYRGLHDVLEPPRGEASG
QGNRYQHDGSRNLITKVQELTSSKELWFRAAVIAVPIAGGLILVLLIMLALRMLRSENKRL
QDOROOMLSRLEY S FHGHHSKKGOVAKLDLECMVEPVSGHENCCLTCDEMROADLSNDKILS
LVHWGMYSGHGKLEFV

Signal sequence.

amino acids 1-26

Transmembrane domain.

amino acids 152-172

N-glycosylation site.

amino acids 87-90

Glycosaminoglycan attachment aites.
amino acids 121-124, 252-255

N-myristoylation gites.
amino acids 68-73, 245-254
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FIGURE 95

MRNRRNDTLDSTRTLYSSASRSTDLSYSESDLVNFIQANFKKRECVFFTKDSKATENVCKC
GYAQSOHMEGTQINQSEKWNYKKHTKEFPTDAFGDIQFETLGKKGKY IRLSCDTDAEILYE
LLTQHWHLKTPNLVISVTGGAKNFALKPRMRKIFSRL IYIAQSKGAWILTGETHYGLTKYI
GEVVRDNTISRSSEENIVAIGIAAWGMVSNRDTLIRNCDAEGYFLAQYLMDDFTRDPLYIL
DNNHTHLLLVDNGCHGHPTVEARLRNQLEKHISERTIQDSNYGGKIPIVCFAQGGGKETLK
AINTSIKNKIPC&VVEGSGRIADVIASLVEVEDAPTSSAVKEKLVR?LPRTVSRLSEEETE
SWIKWLKEILECSHLLTVIKMEEAGDEIVSNAISYALYKAFSTSEQDKDNWNGOLKLLLEW
NQLDLANDEIFTNDRRWESADLQEVMFTALIRDRPKFVRLFLENGLNLRKFLTHDVLTELF
SNHFSTLVYRNLQIAKNSYNDALLTFVWKLVANFRRGFRKEDRNGRDEMDIELHDVSPITR
HPLOALF IWAILONKKELSKVIWEQTRGCTLAALGASKLLKTLAKVEKNDINAAGESEELAN
EYETRAVELFTECYSSDEDLAEQLLVYSCEAWGGSNCLELAVEATDOHFTAQPGVONFLSK
QWYGEISRDTKNWKIILCLEIIPLVGCGFVSFREKKPVDKHRKKLLWY YVAFFTSPFVVESWN
VVFYIAFLLLFAYVLLMDFHSVPHPPELVLYSLVFVLFCDEVROWYVNGVNYFPTDLWNVMD
TLGLFYFIAGIVFRLHSSNKSSLYSGRVIFCLDYITFTLRLIHIFTVSRNLGPKITIMLORM
LIDVFFFLFLPAVWMVAFGVARQGILRONEQRWRWIFRSVIYERPYLAMFGQVPSDVDGTTY
DFAHCTFIGNESKPLCVELDEHNLPRFPEWITIPLVCIYMLSTNILLVNLLVAMFGYTVGT
VQENNDQVWKFQRYFLVQEYCSRILNIPFPFIVFAYFYMVVKKCFKCCCKEKNMESSVCCFK
NEDNETLAWEGVMKENYLVEKINTKANDTSEEMRHRFROLDTKLNDLEKGLLKETANKIK

Transmembrane domains.
amino acids 681-701, 718-738, 734-754, 787-777, 784-804,
819-839, 853-873, 951-971, 995-1015

N-glycosylation sites.
amino acids 6-9, 75-78, 247-250, 308-311, B1l2-815, 925-928,
1041-1044, 1063-1086

cAMP- and cGMP-dependent protein kinase phoaphorylation site.

amino acids 83-86

Tyrosine kinase phosphorylation sités.

amino acids 21-27, 219-226, 27%-286

N-myristoylation sites.
amino acids 71-76, 141-146, 174-179, 209-214, 299-304,
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577~-582, 643-648, 904-509

Amidation site.

amine acids 102-10%
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FIGURE 96

MRNRRNDTLDSTRTLYSSASRSTDLSYSESDLVNF IQANFKKRECVFFTKDSKATENVCKC
GYAQSQHMEGTQINQSEKWNYKKHTKEFPTDAFGDIQFETLGKKGKYIRLSCDTDAEILYE
LLTOHWHLKTPNLVISVIGGAKNFALKPRMRKIFSRLIYIAQSKGAWI L TGETHYGLMKY I
GEVVRDNTISRSSEENIVAIGIAAWGMVSNRDTLIRNCDAEGYFLAQYL.MDDFTRDPLYIL
DRNNHTHLLLVDNGCHGHPTVEAKLRNQLEKYISERTIQDSNYGGKIPIVCFAQGEGKETLE
AINTSIKNKIPCVVVEGSGOIADVIASLVEVEDALTSSAVKEKLVRFLPRTVSRLPEEETE
SWIKWLKEILECSHLLTVIKMEEAGDEIVSNAISYALYKAFSTSEQDEDNWNGOLKLLLEW
NQLDLANDEIFTNDRRWESADLQEVMFTALIKDRPKFVRLFLENGLNLRKFLTHDVLTELF
SNHFSTLVYRNLOIAKNSYNDALLTFVWKLVANFRRGFRKEDRNGRDEMDIELHDVSPITR
HPLOATFPIWATLONKKELSKVIWEQTRGCTLAATLGASKLLKTLAKVEND INAAGESEELAN
BEYETRAVELFTECYSSDEDLAEQLLVYSCEAWGGSNCLELAVEATDQHF IAQPGVONFLSK
OWYGEISRDTKNWKIILCLFIIPLVGCGFVSFREKPVDKHKELLWYYVAFFTSPFVVFSWN
VVFYIAFLLLFAYVLLMDFHSVPHPPELVLY SLVFVLFCDEVROWYVNGVNY FTDLWNVMD
TLGLFYFIAGIVFRLHSSNKSSLYSGRVIFCLDYITFTILRLIHIFTVSRNLGPKI IMLORM
LIDVFFFLFLFAVWMVAFGVARQGILRONEQRWRWIFRSVIYEPYLAMFGQVPSDVDGTTY
DFAHCTFIGNESKPLCVELDEHNLPRFPEWITIPLVCIYMLSTNILLVNLLVAMFGYTVGT
VOENNDOQVNKFQRYFLVOEYCSRLNIPFEPFIVFAYFYMVVKKCFKCCCKERNMESSVCCFK
NEDNETLAWEGVMKENYLVKINTKANDTSEEMRERFRQLDTKLNDLKGLLKETANKTK

Transmembrane domalns.
amino acids 681-701, 71i8-738, 734-754, 757-777, '784-804,
819-839, B853-873, 851-871, 995-1015

N-glycosylation sites.
amino acids 6-9, 75-78, 247-250, 308-311, 812-815, 925-928,
1041-1044, 1063-1066 ‘

cAMP- and cGMP-dependent protein kinase phosphorylation site.

amino acids 83-86

Tyrosine kinase phosphorylation sites.
amino acids 21-27, 219%-226, 279-286

N-myristoylation gites.
amino acids 71-76, 141-146, 174-179, 209-214, 295-304,
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577-582, 643-648, 904-909

Amidation site.

amino acids 102-105
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FIGURE 97

RRGRGEVLAVERGSGSGGGCTRSGWPAPAAGADKKPSRCGSGREGEGVSEGHKSMTGLYEL
VWRVLHALLCLHRTLTSWLRVRFGTWNWIWRRCCRAASAAVLAPLGFTLRKPPAVGRNRRH
HRHPRGGSCLAAAHHRMRWRADGRSLEKLPVHMGLVITEVEQEPSFSDIASLVVWCMAVGT
SYISVYDHQGIFKRNNSRLMDE ILKQQQELLGLDCSKYSPEFANSNDKDDQVLNCHLAVEVY
LSPEDGKAD IVRAARQDFCOLVAQKORRPTDLDVDTLASLLSSNGCPDPDLVLKFGPVDSTL
GFLPWHIRLTEIVSLPSHLNISYEDFFSALROYAACEQRLGK

Transmembrane domain.

amino acids 166-186

N-glycosylation sites.
amino acids 198-201, 325-328

Glycozaminoglycan attachment sites.
amino acids 14-17, 16-19

CAMP- and cGMP-dependent protein kinase phosphorylation
gites.

amino acids 34-37, 270-273

N-myristoylation sites.
amino acids 13-18, 15-20, 17-22, 19-24, 20-25, 47-52,
128-134, 156-161, 215-220
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FIGURE 98

MTGLYELVWRVLHALLCLHRTLTSWLRVRFGTWNWIWRRCCRAASAAVLAPLGFTLRKPPA
VGRNRRHHRHPRGEGSCLAAAHHRMRWRADGRSLEKLPVHMGLVITEVEQEPSFSDIASLVV
WCMAVGISY ISVYDHQGIFKRNNSRLMDEI LKQOQELLGLDCSKYSPEFANSNDKDDOVLN
CHLAVEVLSPEDGKADIVRAAQDFCQLVAQRQOKRPTDLDVDTLASLLSSNGCPDPDLVLKF
GPVDSTLCFLPWHIRLTEIVSLPSHLNISYEDFFSATLROYAACEQRL.GK

Signal sequence.

amino agidg 1-23

Transmembrane domain.

amine acids 115-132

N-glycosylation sites.
amino acids 144-147, 271-274

cAMP- and cGMP-dependent protein kinaze phosphorylation site.

amino acids 216-219

N-myristoylation gites,
amino acids 75-80, 102-107, 161-166
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FIGURE 99

MVQRLWVSRLLRHRKAQLLLVNLLTFGLEVCLAAGITYVPPLLLEVGVEEKFMTMVLGIGP
VLGLVCVPLLGSASDHWRGRYGRRRPFIWALSLGILISLFLIPRAGWLAGLLCPDPRPLEL
ALLILGVGLLDFCGOVCFTPLEALLSDLFROPDHCROQAYSVYAFMISLGGCLGYLLPAIDW
DTSALAPYLGTQEECLPGLLTLIFLTCVAATLLVAERAALGPTEPAEGLSAPSLSPHCCPC
RARLAFRNLGALLPRLHQLCCRMPRTLRRLFVAELCSWMALMTFTLFYTDFVGEGLYQGVE
RAEPGTEARRHYDEGVRMGSLGLFLOCAISLVFSLVMDRLVORFGTRAVYLASVAAFPVAA
GATCLSHSVAVVTASAALTGFTFSALQILPYTLASLYHREKQVFLPKYRGDTGGASSEDSL
‘MTSFLPGPKPGAPFPNGHVGAGGSGLLPPPPALCGASACDVSVRVVVGEPTEARVVPGRGI
CLDLAILDSAFLLSQVAPSLFMGSIVQLSQSVIAYMVSAAGLGLVAIYFATQVVFDKSDLA
K¥SA

S8ignal sequence.

amino acids 1-35

Transmembrana domains.
amino acids 15-3%, 52-72, 87-107, 122-142, 160-180, 240-260,
277-297, 321-341, 486-506, 521-541

N-myristoylation =ites=s.
amino acids 27-32, 95-100, 171-176, 299-304, 303-308,
320-325, 419-424, 447-452, 462-467

Amidation site.

amino acids 82-85

Cell attachment =sequence.

amino acids 415-417
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FIGURE 100

MALRRLGAALLLLPLLAAVEETLMDSTTATAELGWMVHPPSGWEEVSGYDENMNTIRTYQV
CNVFESSQNNWLRTKFIRRRGAHRTHVEMEFSVRDCSSIPSVPGSCKETFNLYYYEADFDS
ATKTFPNWMENPWVKVDT IAADESFSQVDLGGRVMKINTEVRSFGPVSREGFYLAPQDYGE
CMSLIAVRVFYRKCPRI IQNGAIFQETLSGAESTSLVAARGSCIANAEEVDVPIKLYCNGD
GEWLVPIGRCMCKAGFEAVENGTVCRGCPSGTFKANQGDEACTHCPINSRTTSEGATNCVC
RNGYYRADLDPLDMPCTTIPSAPQAVISSVNETSLMLEWTPPRDSGGREDLVYNIICKSCG
SERGACTRCGDNVQYAPROLGLTEPRIYISDLLAHTQYTFEIQAVNGVTDQSPFSPQFASY
NITTNQAAPSAVSIMHQVSRTVDSITLSWSQPDOPNGVILDYELQYYEKELSEYNATATKS
PINTVIVQGCLKAGAIYVFOVRARTVAGYGRYSCKMYFOTMTEAEYQTSIQEKLPLITGSSA
AGLVFLIAVVVIAIVCNRRRGFERADSEYTDKLQHY TSGHMTPGMKIYIDPFTYEDPNEAV
REFAKEIDISCVKIEQVIGAGEFGEVCSGHLKLPGKREIFVAIKTLKSGYTEKQRRDFLSE
ASIMGQFDHPNVIHLEGVVTKSTPVMI ITEFMENGSLDSFLRONDGQFTVIQLVGMLRGIA
AGMEKYLADMNYVHRDLAARNILVNSNLVCKVSDFGLSRFLEDDTSDPTYTSALGGKIPIRW
TAPEAIQYRKFTSASDVWSYGIVMWEVMSYGERPYWDMTNODVINATIEQDYRLPPPMDCPS
ALHQLMLDCWOKDRNHRPKFGOIVNTLDKMIRNPNSLKAMAPL.SSGINLPLLDRTIPDYTS
FNTYVDEWLEAIKMGQYXESFANAGFTSFDVVSQMMMED ITLRVGLTLAGHOKKILNS IQVMR
AQMNQIQSVEV

8ignal sequence.

amino acids 1-18

Transmembrane domain.

amino acids 542-562

N-glycosylation sites.

amino acide 265-268, 336-339, 428-431, 482-485, 705-708
Glycosaminoglycan attachment site.

amino acids 367-370

cAMP- and cGMP-dependent protein kinase phosphorylation site.
amino acids 802-805

Tyrosine kinase phosphorylation sites.

amino acids 374-381, 595-603, 736-743

N-myristoylation sites.

amino acids 182-187, 213-218, 224-229, 271-276, 275-280,
299-304, 366-371, 497-502, 546-551, 706-711, 726-731,

730-735, 875-880, 9558-963

Amidation site - amino acids 644-647
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Tyrosine protein kinases specific active-site signature -

amino acids 743-755

Receptor tyrosine kinase class V asignature 1 - amino acids
182-198

Receptor tyrosine kinase class V gignature 2 - amino acids
241-261

Ephrin receptor ligand binding domain - amino acids 20-197
Protein kinase domain - amino acids 622-881

Fibronectin type III domain - amino acids 325-421, 436-520
8AM domain (Sterile alpha motif) - amino acids 912-976
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FIGURE 101

MALRRLGAALLLLPLLAAVEETLMDSTTATAELGWMVHPPSGWEEVSGYDENMNTIRTYQV
CNVFESSQNNWLRTKFIRRRGAHRTHVEMKFSVRDCSSIPSVPESCKETFNLYYYEADFDS
ATKTFPNWMENPWVKVDTIAADESFSQVDLGEGRVMKINTEVRSFGPVSRSGFYLAFQDYGG
CMSLIAVRVFYRKCPRIIQNGAIFQETLSGAESTSLVAARGSCIANAEEVDVPIKLYCNGD
.GEWLVPIGRCMCKAGFEAVENGTVCRGCPSGTFKANQGDEACTHCPINSRTTSEGATNCVC
RNGYYRADLDPLDMPCTTIPSAPQAVISSVNETSLMLEWTPPRDSGGREDLVYNIICKSCG
SGRGACTRCGDNVQYAPRQLGLTEPRIYISDLLAHTQYTFEIQAVNGVIDOSPFSPQFASY
NITTHNQAAPSAVSIMHQVSRTVDS ITLSWSQPDOPNGVILDYELQYYREKELSEYNATATKS
PTNTVIVOGLKAGAIYVFQVRARTVAGYGRYSGKMYFQTMTEAEYQTSIQEKLPLITGSSA
AGLVFLIAVVVIAIVCNRRGFERADSEY TDKLOHYTSGHMTPGMKIYIDPFTYEDPNEAVR
EFAKEIDISCVKIEQVICGAGEFGEVCSGHLKLPGKREIFVAIKTLEKSGYTEKQRRDFLSEA
SIMGQFDHPNVIHLEGVVTKSTPVMI ITEFMENGSLDSFLRONDGQFTVIQLVGMLRGIAA
GMKYLADMNYVHRDLAARNILVNSNLVCKVSDFGLSRFLEDDTSDPTYTSALGGKIPIRWT
APEATIQYRKFTSASDVWSYGIVMWEVMS YGERPYWDMTNQDVINATIEQDYRLPPPMDCPSA
LHQLMLDCWQKDRNHR PXFGQIVNTLDEKMIRNPNSLKAMAPLSSGINLPLLDRTIPDYTSE
NTVDEWLEATKMGQYKESFANAGFTSFDVVSQMMMED ILRVGVILAGHQKEILNSIQVMRA
OMNQIQSVEV

Signal sequence.

amino acids 1-18

Transmembrane domain.

amino acids 543-563

N-glycoaylation sitez.

amino acids 265-268, 336-339, 428-431, 482-485, 704-707
Glycogaminoglycan attachment gite,

amino acids 367-370

cAMP- and cGMP-dependent protein kinase phosphorylation site.
amino acids B801-804

Tyrosine kinase phosphorylation sites.

amino acids 374-381, 594-602, 735-742

N-myrigtoylation sites.

amino acids 182-187, 213-218, 224-228, 271-276, 275-280,
299-304, 366-371, 497-502, h46-551, 705-710, 725-730,
729-734, B74-879, 5857-962



111247

Amidation site.

aminc acids 643-646

Tyrosine protein kinases specific active-site signature.
amino acids 742-754

Receptor tyrosine kinase clasa V signature 1.
amino acids 182-198

Receptor tyrosine kinase class V signature 2.
amino acids 241-264

Ephrin receptor ligand binding domain.

amino acides 20-197

Protein kinase domain.

amino acids 621-880

Fibronectin type III domains.

aminoe acids 325-421, 436-520

S8AM domain (Sterile alpha motif).

amino acids 911-975

Src homology 2 (SH2) domains.

amino acids 733-769, 787-797, 806-819
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FIGURE 102

MNFSTSSSSFAYDREFLRTLPGFLIVAEIVLGLLVWTLIAGTEYFRVPAFGWVMFVAVEYW
VLTVFFLIIYITMTYTRIPQVPWTTVGLCFNGSAFVLYLSAAVVDASSVSPERDSHNFNSW
AASSFFAFLVNICYAGNTYFSFIAWRSRTIQ

S8ignal sequence.

amino acids 1-41

Transmembrane domains.
amino acids 53-73, 86-106, 122-142

N-glycogylation sites.
amino acids 2-5, 92-3%5

N-nyristoylation site.

amino acids 88-53

Leucine zipper pattern.

amino acids 17-38
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FIGURE 103

MNFSTSSSSFAYDREFLRTLPGFLIVAEIVLGLLVATLIAGTEYFRVPAFGWVMFVAVEFYW
VLTVFFLIIYITMIYTRIPQVPWTTVGLCFNGSAFVLYLSAAVVDASSVSPERDSHNFNSW
AASSFFAFLVTICYAGNTYFSFIAWRSRTIQ

Transmembrane domains.
amino acids 19-3%, 53-73, 86-106, 122-142

N-glycosylation sites.

amino acids 2-5, 92-95

N-myristoylation gite.

amino acids 88-93

Leucine zipper patterm.

amino acids 17-38
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FIGURE 104

MPTTVDDVLEHGGEFHFFQKOMFFLLALLSATFAPIYVGIVFLGFTPDHRCRSPGVAELSL
RCGWSPAEELNYTVPGPGPAGEASPROCRRYEVDWNQSTFDCVDPLASLDTNRSRLPLGPC
RDGWVYETPGSSIVIEFNLVCANSWMLDLFQSSVNVGFFIGSMSIGY TADRFGRKLCLLTT
VLINAAAGVLMAISPTYTWMLIFRLIQGLVSKAGWLIGYILITEFVGRRYRRTVGIFYQVA
YTIVGLLVLAGVAYAT. PHWRWLOFTVALPNFFFLLYYWCIPESPRWLISONKNAEAMRT T KH
IAKKNGKSLPASLQRLRLEEETGKKLNPSFLDLVRTPQIRKHTMILMYNWFTSSVLYQGLT
MHMGLAGDNIYLDFFYSALVEFPAAFMIILTIDRIGRRYPWAASNMVAGAACLASVFIPGD
LOWLKITIISCLGRMGITMAYEIVCLVNAELYPTFIRNLGVHICSSMCDIGGIITPFLVYRL
INIWLELPLMVFGVLGLVAGGLVLLLPETKGKALPET IEEAENMORPRKNKEKMIYLOVOK
LDIPLN

Transmembrane domains.
amino acids 20-40, 174-194, 205-225, 238-258, 269-289,
351-37), 376-396, 412-432, 4%92-512

N-glycosylation sites.
‘amino acids 72-75, 97-100, 113-116

cAMP- and ¢GMP-dependent protein kinase phosphorylation site.

amino acids 345-348

Tyrosine kinase phosphorylation site.

amino acids 536-553

N-myristoylation sites.
amino acidg 191-196, 254-259, 442-447, 466-471, 504-509

Amidation site.
amino acids 174-177, 229-232, 327-330, 401-404

Sugar (and other) transporter.

amino acides 23-529



175 )2u7

FIGURE 105

MPTTVDDVLEHGGEFHFFQKOMFFLLALLSATFAPIYVGIVFLGFTPDHRCRSPGVAELST,
RCGWSPAEELNYTVPGPGPAGEASPRQCRRYEVDWNQSTFDCVDPLASLDTNRSRLPLGPC
RDGWVYETPESSIVIEFNLVCANSWMLDLFQSSVNVGFFIGSMSIGY IADRFGRKLCLLTT
VLINAAAGVLMAISPTYTWMLIFRLIQGLVSKAGWLIGYILITEFVGRRYRRTVGIFYCQVA
YTVGLLVLAGVAYALPHWRWLOFTVSLPNFFFLLYYWCIPESFRWLISQONKNAEAMRT IKH
JAKKNGKSLPASLORLRLEEETGKKLNPSFLDLVRTPQIRKHTMILMYNWFTSSVLYQGLI
MHMGLAGDNIYLDFFYSALVEFPAAFMIILTIDRIGRRYPWAASNMVAGAACLASVFIPGD
LOWLKIIISCLGRMGITMAYREIVCLVNAELYPTFIRNLGVHICSSMCDIGGIITPFLVYRL
TNIWLELPLMVFGVLGLVAGGLVLLLPETKGKALPETIEEAENMQRPRKNKEKMIYLQVQK
LDIPLN

Transmembrane domains.
amine acids 20-40, 174-194, 205-225, 238-258, 2695-289,
351-37L, 376-3%6, 412~432, 452-512

N-glycosylation sites,
amino acids 72-75, 97-100, 113-116

cAMP- and cGMP-dependent protein kinase phosphorylation site.

amino acids 345-348

Tyrosine kinase phosphorylation site.

amino acids 536-544

N-myrigtoylation sites.

amino acids 151-196, 254-259, 442-447, 466-471, 504-509

Amidation sites.
amino acids 174-177, 229-232, 327-330, 401-404

Sugar (and other) transporter.

amino acids 23-529
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FIGURE 106

MAPWPELGDAQPNPDKYLEGAAGQOQPTAPDKSKETNKTDNTEAPVTKIELLPSYSTATLID
EPTEVDDPWNLPTLODSGIKWSERDTKGKILCFFQGIGRLILLLGFLYFFVCSLDILSSAF
QLVGEKMAGQOFFSNSSIMSNPFLLGLVIGVLVIVLVQSSSTSTSIVVSMVSSSLLTVRAATP
IIMGANIGTSITNTIVALMOVGDRSEFRRAFAGATVHDFFNWLSVLVLLEVEVATHYLEIT
TQLIVESFHFKNGEDAPDLLKVITKPFTKLIVQLDKKVISQIAMNDEKAKNKSL%KIWCKT
FTNKTQINVIVPSTANCTSPSLCWTDG IOQNWIMKNVIYKENTAKCQHIFVNFHLPDLAVGT
ILLILSLLVLCGCLIMIVKILGSVLKGQVATVIKKTINTDF PFPFAWLTGYLAILVGAGMT
FIVQSSSVFTSALTPLIGIGVITIERAYPLTLGSNIGTTTTAILAALASPGNALRSSTLQIA -
LCHFFFNISGILLWYPIPFIRLPIRMAKGLGNISAKYRWFAVFYLIIFFFLIPLTVFGLSL
AGWRVLVGVGVPVVFIIILVLCLRLLOSRCPRVLPKKLONWNFLPLWMRSLKPWDAVVSKF
TGCFOMRCCYCCRVCCRACCLLCGCPRKCCRCSKCCEDLEEAQEGODVPVKAPETFDNITIS
REAQGEVPASDSKTECTAL

Transmembrane domains.

amino acids 96-116, 136-156, 178B-1%8, 219-239, 356-376,
372~392, 406-426, 445-465, 488-508, 523-543, 545-569,
565-585, 5352-612

N-glycosylation sites.
amino acids 36-39, 136-139, 295-298, 308-311, 313-216,
321-324, 335-338, 2340-343, 495-498, 520-532, 667-670

N-myristoylation sites.

amino acids 23-28, 79-84, 126-131, 131-136, 146-1i51, 150-155,
187-192, 191-196, 393-398, 423-428, 460-465, 464-469,

519-524, 546-551, 6€34-639

4Fe-43 ferredoxing, iron-sulfur binding region'signature.
amino acids 635-646

Ingulin family signature.

amino acids 621-635

Heat-stable enterotoxins.
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amino acids 617-633, 625-641, 613-629

Na+/Pi-cotransporter.

amino acids 118-549
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FIGURE 107

MAPWPELGDAQPNPDKYLEGAAGQQPTAPDKSKETNKTIDNTEAPVIKIELLPSYSTATLID
EPTEVDDPWHLPTLODSGIKWSERDTKGKILCFFOGIGRLILLLGFLYFFVCSLDILSSAF
QLVGGKMAGQFFSNSSIMSNPLLGLVIGVLVIVLVQSSSTSTSIVVSMVSSSLLTVRAAIP
IIMGANIGTSITNTIVALMOVGDRSEFRRAFAGATVHDFFNWLSVLVLLPVEVATHYLEIT
TQLIVESFHFKNGEDAPDLLKVITKPFIRLIVQLDKKVISQIAMNDEKAKNKSLVKIWCKT
FINKTQINVIVPSTANCTSPSLCWTDG IQNWITMKNVTYKEN IAKRCOHIFVNFHLPDLAVGT
ILLILSLLVLCGCLIMIVKILGSVLKGQVATVIKKTINTDFPFPFAWLTGYLAILVGAGMT
FIVQSSSVFTSALTPLIGIGVITIERAYPLTLGSNIGTTTTAILAATLASPGNALRSSLOTA
LCHFFFNISGILLWYPIPFTRLPIRMAKGLGNISAKYRWFAVFYLIIFFFLIPLTVFGLSL
AGWRVLVGVGVPVVFIIILVLCLRLLOSRCPRVLPKKLONWNFLPLWMRSLKPWDAVVSKE
TGCFOMRCCCCCRVCCRACCLLCGCPKCCRCSKCCEDLEEAQEGODVEPVEKAPETFDNITIS
REAQGEVPASDSKTECTAL

Transmembrane domains. _

amino acids 96-116, 136-156, 178-198, 219-239, 356-376,
372~-382, 406-426, 445-485, 488-508, B523-543, 547-56&7,
563-583, 582-612

N-glycosylation sites.
amino acids 36-39, 136-139, 295-298, 308-311, 313-316,
321-324, 335-338, 340-343, 455-498, 520-523, 667-670

N-myristoylation sites.

amino acids 23-28, 79-84, 126-131, 131-136, 146-151, 150-155,
l187-1%2, 191-196, 393-398, 423-428, 460-465, 464-469,

519-524, 546-551, 634-639

4Fe-4S ferredoxins, iron-sulfur binding region signature.

amino acids 635-645

Insulin family signature.

amino aclids 621-635

Na+/Pi-cotransporter.

amino acids 118-8549
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FIGURE 108

MWSGWWLWPLVAVCTADFFRDEAER IMRDS PVIDGHNDLPWQLLDMFNNRLODERANLTTL
AGTHTNIPKLRAGFVGGQFWSVYTPCDTOQNKDAVRRTLEQMDVVHRMCEMYPETFLYVTSS
AGIRQOAFREGKVASLIGVEGGHSIDSSLGVLRALYQLGMRYLTLTHSCNTPWADNWLVDTG
DSEPQSQGLSPFGQRVVKELNRLGVLIDLAHVSVATMKATLOLSRAPVIFSHSSAYSVCAS
RRNVPDDVLRLVKQTDSLVMVNF YNNY I SCTNKANLSQVADHLDHIKEVAGARAVGFGGDF
DGVPRVPEGLEDVSKYPDLIAELLRRNWTEAEVKGALADNLLRVFQAVEQASNLTQAPEEE
PIPLDOQLGGSCRTHYGYSSGASSILHRHWGLLLASLAPTL,VLCLSLL

Signal sequence.

amino acids 1-16

Transmembrane domzain.

amino acids 352-410

N-glycosylation gites.
amino acids 57-60, 279-282, 332-335, 358-361

Tyrosine kinase phosphorylation site.

amino acids 110-118

N-myristoylation sites.
amino acids 63-68, 78-83, 124-129, 1395-144, 151-156, 375-380,
395-400

Leucine zipper pattern.

amino acids 390-411

Renal dipeptidaze active site.

amino acids 140-162

Renal dipeptidase.

amine acidsg 1-411
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FIGURE 109

MSSCNFTHATFVLIGIPGLEKAHFWVGFPLLSMYVVAMFGNCIVVF IVRTERSLHAFPMYLF
LCMLAAIDLALSTSTMPKILALFWFDSREISFEACLTOMFFIHALSALIESTILLAMAFDRY
VATCHPLRHAAVLNNTVTAQIGIVAVVRGSLFFFPLPLLIKRLAFCHSNVLSHSYCVHQDV
MKLAYADTLPNVVYGLTAILLVMGVDVMFISLSYFLIIRTVLOLPSKSERAKAFGTCVSHI
GVVIAFYVPLIGLSVVHRFGNSLHPIVRVVMGDIYLLLPPVINPIIYGAKTKQIRTRVLAM
FKISCDKDLQAVGGK

Transmembrane domains.
amino acids 26-46, 57-77, 96-116, 144-164, 197-217, 238-258,
272-292

N-glycosylation sites.
amino acids 5-8, 136-139

N-myristoylation site.
amino acids 18-23, 238-243, 245-25¢

7 transmembrane receptor {rhodopsin family).
amino acids 40-131, 212-291
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FIGURE 1103

MRIDKRFLACIQLLCVCRLDWANGYYRQORKLVEEIGWSYTGALNQKNWGKKYPTCNSPKQ
SPINIDEDLTQVNVNLKKLKFQGWDKTISLENTFIHNTGKTVEINLTNDYRVSGGVSEMVFK
ASKITFHWGKCNMS SDGSEHSLEGOKFPLEMOQIYCFDADRFSSFEEAVKGKGKLRALSILF
BVGTEENLDFRAIIDGVESVSRFGKOAALDPFILLNLLPNSTDKYYIYNGSLTSPPCTDTV
DWIVFKDTVSISESQLAVEFCEVLTIMOQSGYVMIMDYLONNFREQQYKFSROVFSSYTGKEE
IHEAVCSSEPENVOADPENY TSLLVIWERPRVVYDTMIEKFAVLYQQLDGEDQTKHEFLTD
CYQDLGAILNNLLPNMSYVLOIVAICTNGLYGKYSDQLIVDMPTDNPELDLFPELIGTEET
IKEEEECGKDIEEGAIVNPGRDSATNQIRKKEPQISTTTHYNRIGTKYNEAKTNRSPTRGSE
FSGKGDVPNTSLNSTSQPVIKLATEKDISLTSQTVIELPPETVEGTSASLNDGSKTVLRSP
HMNLSGTAESLNTVSITEYEEESLLTSFKLDTGAEDSSGSSPATSAIPFISENISQGYIFS
SENPETITYDVLIPESARNASEDSTSSGSEESLEKDPSMECGNVWFPSSTDITAQPDVGEGRE
SFLOTNYTEIRVDESEKTTKSFSAGPVMSQGPSVIDLEMPHYSTFAYFPTEVTPHAFTPSS
ROODLVSTVNVVYSQTTQPVYNGETPLOPSYSSEVFPLVTPLLLDNQILNTTPAASSSDSA
LHATPVFPSVDVSFESILSSYDGAPLLPFSSASFSSELFRHLHTVSQILPQVTSATESDKV
PLHEASLPVAGGDLLLEPSLAQYSDVLSTTHAASETLEFGSESGVLYKTLMFSQVERPSSDA
MMHARSSGPEPSYALSDNEGSQHIFTVSYSSATIPVHDSVGVIYQGSLFSGPSHIPIPKSSL
ITPTASLLOPTHALSGDGENSGASSDSEFLLPDTDGLTALNISSPVSVAEFTYTTSVFGDD
NKALSKSEITYGNETELQIPSFNEMVYPSESTVMPNMYDNVNKLNASLQETSVSISSTKGM
FPGSLAHTTTKVFDHEISQVEPENNFPSVOPTHTVSQASCGDTSLKPVLSANSEPASSDPASSE
MLSPSTQLLFYETSASFSTEVLLOPSFQASDVDTLLKIVLPAVPSDPILVETPKVDKISST
MLHLIVSNSASSENMLHSTSVPVFDVSPTSHMHSASLQGLTISYASEKYEPVLLESESSHQ
VVPSLYSNDELFQTANLE INQAHPPKGREVFATPVLSIDEPLNTLINKLIHSDETLTSTKS
SVITGKVFAGIPTVASDTFVSTDHSVPIGNGHVAITAVSPHRIDGSVTISTKLLFPSKATSELS
HSAKSDAGLVGGGEDGDTDDDGDDDDDRDSDGLS THKCMSCSSYRESQEKVMNDSDTHENS
LMDONNPISYSLSENSEEDNRVTSVSSDSQTGMDRS PEGKSPSANGLSQKHEHNDGKEENDIQT
GSALLPLSPESKAWAVLTSDEESGSGQGTSDSLNENETSTDFSFADTNEKDADGILAAGDS
EITPGFPQSPTSSVTSENSEVFﬁVSEAEASNSSHESRIGLAEGLESEKKAVIPLVIVSALT
FICLVVLVGILIYWRKCFQTAHFYLEDSTSPRVISTPPTPIFPISDDVGAIPIKHFPKHVA
DLHASSGFTEEFETLREFYQEVOSCTVDLEITADSSNHPDNKHENRY INTVAYDHSRVKLA
QLAEKDGKLTDY INANYVDGYNRPKAYTAAQGPLESTAEDFWRMIWEHONVEVIVMITNLVE
KGRRKCDOYWPADGSEEYGNFLVTQKSVQVLAYY TVRNF TLRNTKIKKGSQKGRPSGRVVT
QYHYTQWPDMGVPEYSLPVLTFVRKAAYAKRHAVGPVVVHCSAGVEGRTGTYIVLDSMLOOT
QHEGTVNIFGFLKHIRSORNYLVQTEEQYVFIHDTLVEAILSKETEVLDSHIHAYVNATLLT
PGPAGKTKLEKQFQLLSQSNIQQSDYSAALKQCNREKNRTSSI IPVERSRVGISSLSGEGT
DYINASYIMGYYQSNEFIITQHPLLHT IKDFWRMIWDHNAQLVVMI PDGONMAEDEFVYWP
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NKDEPINCESFKVILMAEEHKCLSNEEKLIIQDFILEATQDDYVLEVRHFQCPKWEFNPDSP
ISKTFELISVIKERAANRDGPMIVHDEHGGVTAGTFCALTTLMHQLEKENSVDVYQVAKMI
NLMRPGVFADIEQYQFLYKVILSLVSTRQEENPSTSLDSNGAALPDGNIAESLESLV

Signal sequence.

amino acids 1-19

Transmembrane domain.

amino acids 1638-1658

N-glycosylation sites.

amino acids 105-108, 134-137, 223-226, 232-235, 324-~-327,
381-384, 497-500, 501-504, 552-555, 602-605, 62%-632,

677-680, 1017-1020, 1050-1053, 1082-1085, 1122-1125,
1456-1459, 1561-1564, 1617-1620,-1868~1871, 2051-2054,
2078-2081

Glycosaminoglycan attachment sites.

amino acids 490-493, 991-994, 1548-1551, 1550-1553, 2070-2073
cAMP- and cGMP-dependent protein kinase phosphorylation site.
amino acids 1877-1880

Tyrosine kinase phosphorylation site.

amino acids 148-156
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FIGURE 110B

N-myristoylation sites.

amino acids 139-144, 186-191, 372-377, 471-476, 486-491,
533-538, 555-560, 582-587, 588-593, 638-643, 893-898,
960-965, 1097-1102, 1259-1264, 1385-1390, 1411-1416,
1415-1420, 1545-1554, 1551-1556, 1553-1558, 15795-1584,
1l625-1630, 1879-1884, 1935-1940, 2123-2128, 2225-2230,
2226-2231, 2230-2235

Amidation sites.

amino acids 49-52, 1831-1834

Tyrosine specific protein phosphatases active site.
amino acids 1930-1942

Protein-tyrosine phosphatase,

amino acids 1749-1990, 2047-2280

Eukaryotic-type carbonic anhydrase.

amino acides 38-300

Fibronectin type I1I domain.

amino acids 312-401

MAM domain proteins.

amino acids 1757-1785, 1060-1088, 1813-1853, 2047-2079
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FIGURE 111

MCARMAGRTRAAPRGPYGPWLCLLVALATLDVVRVDCGQAPLDPVYLHVTAARPAQPTL.WIA
KLDRFKGSRHHTTLITCHRAGLTEPDSSSPLELSEFLWVDFVVENSTGGGVAVIREPVTHQL
EYPGOAPEAEKDKMVWEILVSERDIRALIPIAKAEELVNTAPLTGVPOQHVPVRLVIVDGGG
ALVEVITEHVGCESANTQVLOVSEACDAVFVAGKESRGARGVRVDFWWRRLRASLRLTVHWAP
LLPLRIELTDTTLEQVRGWRVPGPAEGPAEPAAEASDEAERRARGCHLQYQRAGVRFLAPF
AAHPLDGGRRLTHLLGPDWLLDVSHLVAPHARVLDSRVASLEGGRVVVGREPGVTSIEVRS
PLSDSILGEQALAVTDDKVS&LELRVQPVMGISLTLSRGTAHPGEVTATCWAQSALPAPKQ
EVALSLWLSFSDHTVAPAELYDRRDLGLSVSAEEPGAILPAEEQGAQLGVVVSGAGAEGLP
LEHVALHPPEPCRRGRHRVPLASGTAWLGLPPASTPAPATLPSSPAWSPPATEATMGGKROVA
GSVGGNTGVRCGKFERAEEEARKEETEAREEEEEEEEEMVPAPQHVTELELGMYALLGVFCV
AIFIFLVNGVVFVLRYQRKEPPDSATDPTS PQPHNWVWLGTDQEELSRQLDROSPGPPKGE
GESCPCESGEGAEAPTLAPGPPGETTSSSSTLARKEAGGRRKRVEFVIFVPAPPAQSPEERPV
GAPAVQSILVAGEEDIRWVCEDMGLKDPEELRNYMERIRGSS

N-glycosylation site.

amino acids 106-109

Glycosaminoglycan attachment sgites.
amino acids 480-483, 678-681

cAMP- and cGMP-dependent protein kinase phosphorylation site.

amino acids 314-317

Tyrosine kinase phosphorylation site.

amino acids 758-766

N-myristoylation sites.

amino acids 109-114, 111-116, 193-198, 397-402, 454-459,
472-477, 476-481, 516-521, 550-555, 553-558, 672-677,
693-698, 694-694

Amidation sites.

amino acids 312-315, 543-546, 708-711
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FIGURE 112

MATKTELSPTARESKNAQDMQOVDETLIPRKGPSLCSARYGIALVLHFCNFTTIAQNVIMNI
TMVAMVNSTSPQSQLNDSSEVLPVDSFGGLSKAPKSLPAKSSILGGQFATWEKWGPPQERS
RLCSIALSGMLLGCFTAILIGGFISETLGWPFVFYIFGGVECVCCLLWFVVIYDDPFSYPW
ISTSEKBEYIISSLKQOVGSSKQPL,PIKAMLRSLPTIWSICLGCFSHOQWLVSTMVVYIPTYIS
SVYHVNIRDNGLLSALPFIVAWVIGMVGGYLADFLLTKKFRLITVRKIATILGSLPSSALT
VSLPYLNSGYITATALLTLSCGLSTLCOSCIYINVLDIAPRYSSFLMGASRGFSSIAPVIV
PTVSGFLLSQDPEFGWRNVFFLLFAVNLLGLLFYLIFGEADVQEWAKERKLTRL

Transmembrane domains.

amino acids 124-144, 154-174, 255-275, 287-307, 319-339,
350-370, 385-405

N-glycosylation sites.
amino acids 49-52, 60-63, 68-71, 77-80

cAMP- and cGMP-dependent protein kinase phosphorylation site.

amino acids 415-418

N-myristoylation sites.
amino acide 106-111, 131-136, 135-140, 143-148, 1le60-165,
163-168, 255-260, 269-274, 272-277, 297-302, 335-340, 353-358
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FIGURE 113

MOVDETLIPRKVPSLCSARYGIALVLHFCNFTTIAQNVIMNITMVAMVNSTSPQSQLNDSS
EVLPVDSFGGLSKAPKSLPTKSSILGGQFAIWEKWGPPOERSRLCS IALSGMLLGCFTAIL
IGEFISETLGWPFVFYIPGGVGCVCCLLWEFVVIYDDPVSYPWISTSEKEY ITISSLKQQVRS
SKQPLPIKAMLRSLPIWSICLGCFSHOWLVSTMVVYIPTYISSVYHVNIRDNGLLSALPFI
VAWVIGMVGGYLADFLLTKKFRLITVRKIATILGSLPSSALIVSLPYLNSGY ITATALLTL
SCELSTLCQSGIYINVLDIAPRYSSFLMGASRGFSSIAPVIVPTVSGFLLSQDPEFGWRNV
FFLLFAVNLLGLLFYLIFGEADVQEWAKERKLTRQ

Transmembrane domaing.
amino acids 22-42, 105-125, 137-157, 236-256, 268-288,
300-320, 331-381, 366-386

N-glycosylation sites.
amino acids 30-33, 41-44, 49-52, 58-61

cAMP- and cG@MP-dependent protein kinase phosphorylation site.

amino acids 396-399

N-myristoylation sites.
amino acids 87-92, 112-117, 116-121, 124-129, 141-146,
144-149, 236-241, 250-255, 253-258, 278-283, 316-321, 334-335
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FIGURE 114

MAGAGPKRRALAAPAAREKEEARFEKMLARKSADGSAPAGEGEGVILORNITLLNGVAIIVG
TIIGSGIFVIPTGVLKEAGSPGLALVVWAACGVFSIVGALCYAELGTTISKSGGDYAYMLE
VYGSLPAFLKLWIELLIIRPSSQYIVELVFATYLLKPLFPTCPVPEEAAKLVACLCVLLLT
AVNCYSVKAATRVODAFAAAKLLATALI ILLGFVQIGKGDVSNLDPKFSFEGTKLDVGNIV
LALYSGLFAYGGWNYLNFVIEEMINPYRNLPLAI I ISLPIVILVYVLTNLAYFTTLSTEQM
LSSEAVAVDFGNYHLGVMSWIIPVFVGLSCFCSVNGSLFTSSRLFFVGSREGHLPSILSMI
HPQLLTPVPSLVFTCVMILLYAFSKDIFSVINFFSFFNWLCVALATI IGMIWLRHRKPELER
PIKVNLALPVFFILACLFLIAVSFWKTPVECGIGFTIILSGLPVYFFGVWNEKNKPKWLLOG
IFSTTVLCQKLMQVVEPQET

Transmembrane domains.
amino acids 48-68, B3-103, 120-140, 137-157, 165-185,
200-220, 236-256, 274-294, 316-336, 364-384, 394-414, 430-450

N-glycosylation sites.
amino acids 49-52, 340-343

Tyrosine kinase phosphorylation site.

amino acids 112-119

N-myristoylation gites.
amino acids 34-39, 61-66, 107-112, 114-11%, 125-130, 337-342,
341-346, 353-358, 459-464, 488-493

Amino acid permeage.

amino acids 46-481
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FIGURE 115

MAGAGPKRRALAAPAAEEKEEAREKMLAAKSADGSAPAGEGEGVTLORNITLLNGVAIIVG
TIIGSGIFVIPTGVLKEAGSPGLALVVWAACGVFSIVGALCYAELGTTISKSGGDYAYMLE
VYGSLPAFLELWIELLITRPSSQYIVALVFATYLLKPLFPTCPVPEEAAKLVACLCVLLLT
AVNCYSVKAATRVQDAFAAAKLLALALI ILLGFVQIGKGDVSNLDPNFSFEGTKLDVGENIV
LALYSGLFAYGGWNYLNFVIEEMINPYRNLPLAT T ISLP IVILVYVLTNLAYFITLSTEQM
LESEAVAVDFGNYHLGVMSWI IPVFVGLSCPGSVNGSLFTSSRLFFVGSREGHLPSILSMI
HPQLLTPVPSLVFICVMTLLYAFSKDIFSVINFFSFFNWLCVALAI IGMIWLRHRKPELER
PIKVNLALPVFFILACLFLIAVSFWKTPVECGIGFTIILSGLPVYFFGVAWENKPKWLLOG
IFSTIVLCQKLMQVVPQET

Transmembrane domains.
aminc acids 48-68, 83-103, 120-140, 137-157, 165-185,
189-218, 236-256, 274-294, 316-336, 364-384, 394-414, 430-450

W-glycosylation sites.
amino acids 49-52, 230-233, 340-343

Tyrosine kinase phosphorylation site.

amino acids 112-119

N-myristoylation sites.
amino acids 34-39, 61-66, 107-112, 114-119, 125-130, 337-342,
341-346, 353-358, 459-464, 488-493

Amino acid permeases.

amino acids 46-481
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FIGURE 116

MALPTARPLLGSCGTPALGSLLFLLFSLGWVQPSRTLAGETGQEAAPLDGVLANPPNISSL
SPRQLLGFPCAEVSGLSTERVRELAVALAQKNVKLSTEQLRCLAHRLSEPPEDLDALPLDL
LLFLNPDAFSGPQACTRFFSRITKANVDLLPREGAPERQRLLPAALACWGVRGSLLSEADVR
ALGGLACDLPGRFVAESAFVLLPRLVSCPGPLDODQOEARRAATL.QGGCEPPYGPPSTHSVST
MDALRGDLLPVLGQPIIRSIPQGIVAAWRORSSRDPSWRQPERTILRPRFRREVEKTACPSG
KKAREIDESLIFYKKWELEACVDAALLATQMDRVNAI PPTYEQLDVLKHKLDELYPQGYPE
SVIQHLGYLFLEMSPEDIRKWNVTSLETLKALLEVNKGHEMS POVATLIDRFVKGRGOLDEK
DTILDTLTAFYPGYLCSLSPEELSSVPPSSIWAVRPQDLDTCDPROLDVLY PKARTLAFQNMN
GSEYFVKIQSFLGGAPTEDLKALSQONVSMDLATFMKLRTDAVLPLTVAEVOKLLGPHVEG
LKAEERHRPVRDWILRQRQDDLDTLCLELOGGIPNGYLVLDLSVQEALSGTPCLLGPGPVL
TVLALLLASTLA

8ignal sequence.

amino acids 1-33

Transmembrane domain.

amino acids 603-621

N-glycosylation sites,.
amino acids 57-60, 388-391, 488-491, 515-518

Tyreosine kinase phosphorylation gite.
aminoe acids 353-360, 471-477

N-myristoylation sites.
amino acids 171-176, 174-179, 186-191, 266-271, 501-506,
577-582, 580-585, 581-58%6

Amidation site.

amine acids 304-307

Leucine zipper pattern.

amino acids 101-122
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FIGURE 117

MALPTARPLLGSCGTPALGSLLFLLFSLEWVQPSRTLAGETGQEAAPLDGVLANPPNISSL
SPRQLLGFPCAEVSGLSTERVRELAVALAQKNVKLS TEQLRCLAHRLSEPPEDLDALPLDL
LLFLNPDAFSGPQACTRFFSRITKANVDLLPRGAPERQRLLPAALACWGVRGSLLSEADVR
ALGGLACDLPGRFVAESAEVLLPRLVSCPGPLDQDQQEAARAALQGGGPPYGPPSTWSVST
MDALRGLLPVLGQPIIRSIPQGIVAAWRCGRSSRDPSWROPERTILRPRFRREVEKTACPSG
KKAREIDESLIFYKKWELEACVDAALLATOMDRVNAIPFIYEQLDVLKHKLDELYPQGYPE
SVIQHLGYLFLKMSPEDIRKWNVTSLETLKALLEVNKGHEMSPQVATLIDRFVKGRGQLDK
DTLDTLTAFYPGYLCSLSPEELSSVPPSSIWAVRPQDLDTCDPROLDVL Y PKARLAFQNMN
GSEYFVKIQSFLGGAPTEDiKALSQQNVSMDLATFMKLRTDAVLPLTVAEVQKLLGPHVEG
LXAEERHRPVRDWILRORQDDLDTLGLGLOGGIPNGYLVLDLSVQEALSGTPCLLGPGPVL
TVLALLLASTLA ]

Signal sequence.

amino acids 1-33

Transmembrane domain.

amino acids 603-621

N-glycosylation sites.
amino acidg 57-60, 388-391, 48B8-491, 515-518

Tyrosine kinase phosphorylation sites.
amino acids 353-360, 471-477

N-myristoylation sites.
amino acidg 171-176, 174-179, 186-191, 266-271, 501-506,
577-582, 580-585, 581-586

Amidation site.

amino acids 304-307

Leucine zipper pattern.

amino acids 101-122
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FIGURE 118

MATTVPDGECRNGLKSKYYRLCDKAEAWGIVLETVATAGVVISVAFMLTLPILVCKVODSNR
RKMLPTQFLFLLGVLGIFGLTFAFI TGLDGSTGPTRFFLFGILFSICFSCLLAHAVSLTKL
VRGRKPLSLLVILGLAVGFSLVQODVIAIEY IVLTMNRTHNVNVFSELSAPRRNEDFVLLLTY
VLFLMALTFLMéSFTFCQSFTGWKRHGAHIYLTMLLSIAIWVAWITLLMLPDFDRRWDDTI
LSSALAANGWVFLLAYVSPEFWLLTKQRNPMDY PVEDAFCKPQLVKKSYGVENRAYSQEET
TOGFEETGDTLYAPYSTHFQLONQPPQKEFS IPRAHAWPSPYKDYEVKKEGS

Transmembrane domains.

amino acids 30-50, 66-86, 98-118, 121-141, 137-157, 174-194,

212-232, 244-264

N-glycoaylation site.

amino acids 1i58-161

N-myristoylation sites.
amino aclds 8-13, 38-43, 80-85, BB8-53, 102-107,
201-206

Amidation site.

amino acids 124-127

7 transmembrane receptor.

amino acids 27-273

136-141,
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FIGURE 119

MIPFLPMFSLLLLLIVNPINANNHYDKILAHSRIRGRDQGPNVCALOQILGTKKKYFSTCK
NWYKKSICGOKTTVLYECCPGYMRMEGMKGCPAVLPIDHVYGTLGIVGATTITQRYSDASKL
REEIEGKGSFTYFAPSNEAWDNLDSDIRRGLESNVNVELLNALHSHMINKRMLTKDLKNGM
IIPSMYNNLGLF INHYPNGVVTIVNCARI IHGNQTATNGVVHVIDRVLTQIGTSIQDFIEAE
DDLSSFRAAATITSDILEALGRDGHFTLFAPTNEAFEKLPRGVLERFMGDEKVASEATLMKYHI
LNTLQCSESIMGGAVFETLEGNTIEIGCDGDS ITVNG IKMVNKKDIVINNGVIHLIDQVLI
PDSAKQVIELAGKOQTTFTDLVAQLGLASATRPDGEYTLLAPVNNAFSDDTLSMVQRLLEL
ILONHILKVEVGLNELYNGQILET IGGKQLRVFVYRTAVCIENSCMEKGSKQGRNGATHIF
REIIKPAEKSLHEKLKQDKRFSTFLSLLEAADLKELLTQPGDWILFVPTNDAFKGMTSEEK
EILIRDKNALONIILYHLTPGVFIGKGFEPGVINILKTTQGSKIFLKEVNDTLLVNELKSK
ESDIMTTINGVIHVVDELLYPADTPVENDQLLEIDINKLIKYIQIKFVRGSTFKEIPVIVYTT
KIITKVVEPKIKVIEGSLQPIIKTEGPTLTKVKIEGEPEFRLIKEGET;TEVIHGEPIIKK
YTKIIDGVPVEITEKETREERIITGPEIKYTRISTGGGETEETLKKLLOEEVTKVIKFIEG
GDGHLFEDEEIKRLLOGDTPVRKLOANKKVQGSRRRLREGRSQ

S8ignal sequence.

aminoe acidg 1-21

N-glycosylation site.

amino acide 599-602

cAMP- and cGMP-dependent protein kinase phosphorylation site.
aminc acids 507-510, 731-734

N-myristoylation sites.
amino acids 70-75, 106-111, 109-114, 152-157, 193-198,
214-219, 392-397, 476-481, 570-575, 768-773

Fasciclin domain.

amino acids 94-232, 496-630
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FIGURE 120

MIPFLPMFSLLLLLIVNPINANNHYDKILAHSRIRGRDQGPNVCALOQILGTKKKYFSTCK
NWYKKSICGQKTTVLYECCPGYMRMEGMKGCPAVLPIDHVYGTLGIVGATTTQRYSDASKL
REEIEGKGSFIYFAPSNEAWDNLDSDIRRGLESNVNVELLNALHSHMINKRMLTKDLKNGM
IIPSMYNNLGLFINHYPNGVVTVNCARI IHGNQIATNGVVHVIDRVLTQIGTSIQDFIEAR
DDLSSFRAAAITSDILEALGRDGHFTLFAPTNEAFEKLPRGVLERIMGDKVASEALMKYHI
LNTLQCSESIMGGAVFETLEGNTIEIGCDGDS ITVNG I KMVNEKDIVINNGVIHLIDOVET
PDSAKQVIELAGKQOTTFTDLVAQLGLASALRPDGEY TLLAPVNNAFSDDTLSMDORLLKL
ILONHILKVEVGLNELYNGQILETIGGKQLRVFVYRTAVCIENSCMEKGSKQGRNGATHIF
REIIKPAEKSLHEKLKQDKRFSTFLSLLEAADLKELLTQPGDHTLFVPTNDAFKGMTSEEK
EILIRDKNALONIILYHLTPGVFIGKGFEPGVINILKITQGSKIFLKEVNDTLLVNELKSK
ESDIMITNGVIHVVDKLLYPADTPVEGNDQLLEILNKLIKYIQIKFVRGSTFKEIPVIVYRP
TLTKVKIEGEPEFRLIKEGETITEVIHGEPIIKKYTKIIDGVPVEITEKETREERIITGPE
IKYTRISTGGGETEETLRKLLOEEVIRVIKFIEGCGDGHLFEDEEIKRLLOQGDTPVRKLOAN
KKVQGSRRRLREGRSQ

Signal sequence.

amino acids 1-21

N-glyco=sylation site.

amino acids 599-602

cAMP- and cGMP-dependent protein kinase phosphorylation site.
amino acids 507-510, 704-747

N-myristoylation sites. .
amino acids 70-75, 106-111, 109-114, 152-157, 193-198,
214-21%, 35%2-397, 476-481, 570-575, 741-74¢

Fasciclin domains.

amino acids 94-232, 234-367, 370-494, 496-630
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FIGURE 121

MIPFLPMFSLLLLLIVNPINANNHYDKILAHSRIRGRDQGPNVCALQQILGTKKKYFSTCK
NWYKKS ICGQKTTVLYECCPGYMRMEGMKGCPAVLPIDHVYGTLGIVGATTTORYSDASKL
REEIEGKGSFTYFAPSNEAWDNLDSDIRRGLESNVNVELLNALHSHMINKRMLTRKDLENGM
IIPSMYNNLGLPINHYPNGVVIVNCARI THGNQIATNGVVHVIDRVLTQIGTSIQDFIEAE
DDLSSFRAAAITSDILEALGRDGHFTLFAPTNEAFEKLPRGVLERIMGDKVASEALMKYHI
LNTLQCSESIMGGAVFETLEGNTIEIGCDGDSITVNGIKMVNKEKD IVINNGVIHLIDQVLI
PDSAKQVIELAGKQOTTFTDLVAQLGLASALRPDGEY TLLAPVNNAFSDDTLSMDQRLLKL
ILONHILKVEKVGLNELYNGQILET IGGKQLRVFVYRTAVCIENSCMEKGSKQGRNGATHLF
REIIKPAEKSLHEKLKQDXKRFSTFLSLLEAADLKELLTQPEDWILFVEFTNDAFKGMTSEEK
EILIRDKNALQNIILYHLTPGVFIGKGFEPGVTNIﬂKTTQGSKIFLKEVNDTLLVNELKSK
ESDIMTTNGVIHVVDKLﬁYPADTPVGNDQLLEILNKLIKYIQIKFVRGSTFKEIPVTVYKP
IIKKYTKIIDGVPVEITEKETREERIITGPEIKYTRISTGGGETEETLKKLLOEDTPVRKL
QANKEKVQGSRRRLREGRSQ ]

S8ignal sequence.

amino acids 1-21

N-glycosylation site.

amino acids 599-602

cAMP- and cGMP-dependent protein kinase phosphorylation
sites.
amino acids 507-510, &674-677

N-myristoylation sites.
amino acids 70-~75, 106-111, 109-114, 152-157, 193-198,
214-219, 39%92-397, 476-481, 570-575, 711-71l6

Fapciclin domains.

amino acids 94-232, 234-367, 370-494, 496-630
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FIGURE 122

MIPFLPMFSLLLLLIVNPINANNHYDKILAHSRIRGRDQGPNVCALQQILGTKKKYFSTCK
NWYKKSICGQKTTVLYECCPGYMRMEGMKGCPAVLPIDHVYGTLGIVGATTTQRYSDASKL
REEIEGKGSFIYFAPSNEAWDNLDSD IRRGLESNVNVELLNALHSHMINKRML TRKDLKNGM
ITPSMYNNLGLFINHYPNGVVIVNCARIIHGNQIATNGVVHVIDRVLIQIGTSIQDF TEAE
DDLSSFRAAAITSDILEALGRDGHFTLFAPTNEAFEKLPRGVLERIMGDKVASEATMKYHI
LNTLQCSESIMGGAVFETLEGNTIEIGCDGDSITVNGIKMVNKKDIVINNGVIHLIDQVLI
PDSAKQVIELAGKQOTTFTDLVAQLGLASALRPDGEY TLLAPVNNAFSDDTLSMDORLLKL
ILONHILKVEVGLNELYNGOILETIGGRKQLRVFVYRTAVCIENSCMEKGSKOGRNGATHIF
REIIKPAEKSLHEKLKQDKRFSTFLSLLEAADLKELLTQPGDWTILFVPTNDAFKGMTSEEK
EILIRDKNALQNIILYHLTPGVFIGKGFEPGVTNILKTTQGSKIFLKEVNDTLLVNELKSK
ESDIMTTNGVIHVVDKLLYPADTPVGNﬁQLLEILNKLIKYIQIKFVRGSTFKEIPVTVYRP
TLIKVKIEGEPEFRLIKERGETITEVIHGEP L IKKYTKIIDGVEVEITEKETREERIITGPE
IKYTRISTGCGGETEETLKKLLOEDTPVRKLQANKKVQGESRRRLREGRSQ

Signal seguence.

amino acids 1-21

N-glycoaylation site.

amino acids 599-602

CAMP- and cGMP-dependent protein kinase phosphorylation
sites.
amino acids 507-510, 704-707

N-myristoylation sites.
amino acids 70-75, 106-111, 109-114, 152-157, 193-198,
214-219, 392-397, 476-481, 570-575, 741-746

Fagcielin domains.

amino acids 94-232, 234-367, 370-494, 496-630
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FIGURE 123

MIPFLPMFSLLLLLIVNPINANNHYDKILAHSRIRGRDQGPNVCALQQILGTKKKYFSTCK
NWYKKSICGQKTTVLYECCPGYMRMEGMKGCPAVLPIDHVYGTLGIVGATTTQRYSDASKL
REEIECGKGSFTYFAPSNEAWDNLDSDIRRGLESNVNVELLNALHSHMINKRML TKDLKNGM
ITPSMYNNLGLFINHYPNGVVTVNCARI IHGNQIATNGVVHVIDRVLTQIGTSIQDFIEAR
DDLSSFRAAAITSDILEALGRDGHFTLFAPTNEAFEKLPRGVLERIMGDKVASEALMKYHT
LNTLQCSESIMGGAVFETLEGNTIEIGCDGDS ITVNG IKMVNKKD IVINNGVIELIDQVLI
PDSAKQVIELAGKOOTTFTDLVAQLGLASALRPDGEYTLLAPVNNAFSDDTLSMRQRLLKL
ILONHEILKVEVGLNELYNGQILETIGGKQLRVFVYRTAVCIENSCMERKGSKQGRNGATHIF
REIIKPAEKSLHEKLKQDKRFSTFLSLLEAADLKELLTQPGDWTLFVPTNDAFKGMTSEEK
EILIRDKNALONIILYHLTPGVFIGKGFEPGVINILKITQGSKIFLKEVNDTLLYNELKSK
ESDIMTTNGVIHVVDKLLYPADTEVGNDQLLEILNKLIKYIQIKFVRGSTFKEIPVIVYKP
IIKKYTKIIDGVPVEITEXEIREERIITGPEIKYTRYISTGGGETEETLRKKLLOEEVTKVTK
FIEGGDGHLFEDEEIKRLLQGDTPVRKLOANKKVQGSRRRLREGRSEQ

Signal sequence.

amine acids 1-221

N-glycosylation site.

amino acids 599-602

cAMP- and cGMP-dependent protein kinase phosphorylation
sites.

amino acide 507-510, 674-677

N-myristoylation sites.
amino acids 70-75, 106-111, 109-114, 152-157, 193-198,
214-219, 392-397, 476-48B1, 570-575, 711-716

Fagciclin domains.

amino acids 94-232, 234-367, 370-43%4, 496-630
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FIGURE 124

MVNYAWAGRSQRKLWWRSVAVLTCKSVVRPGYRGGLOARRSTLLKTCARARATAPGAMEMV
APWIRFYSNSCCLCCHVRTGTILLGVWYLI INAVVLLILLSALADPDOYNFSSSELGGDFE
FMDDANMCIAIAISLLMILICAMATYGAYKQRAAWIIPFFCYQIFDFALNMLVAITVLIYP
NSIQEYIRQLPPNFPYRDDVMSVNPTCLVLIILLFISIILTFKGYLISCVWNCYRY INGRN
SSDVLVYVTSNDITVLLPPYDDATVNGAAKEPPPPYVSA

Transmembrane domains.
amino acids 83-103, 124-144, 162-182, 205-225

N-glycesylation sites.
amino acids 111-114, 244-227, 255-258

cAMP- and cGMP-dependent protein kinase phosphorylation site.

aminc acids 39-42

Tyrosine kinase phosphorylation site.

amino acids 243-251

N-myristoylation site.

amino acids 34-392
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FIGURE 125

MPGQGGLQARRSTLLKTCARARATAPGAMKMVAPHIRFYSNSCCLCCHVRTGT ILLGVWYL
IINAVVLLILLSALADPDOYNFSSSELCGDFEFMDDANMCIATIAISLLMILICAMATYGAY
KORAAWIIPFFCYQIFDFALNMLVAITVLIYPNSIQEY IRQLPPNFPYRDDVMSVNPTCLV
LIILLFISIILTFKGYLISCVHNCYRY INGRNSSDVLVYVTSNDTTVLLPPYDDATVNGAR
KEFPPPYVEA

Transmembrane domains.
amino acids 54-74, 95-115, 133-153, 176-196

N-glycosylation sites.
amino acids 82-85, 215-218, 226-22%

CAMP - an& cGMP-dependent protein kinase phosphorylation site.

amino acids 10-13

Tyrosine kinase phosphorylation site.

aminoe acids 214-222

N-myristoylation site.

amino acides 5-10
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FIGURE 126

MGRAGGGGPGRGPPPLLLFLGAALVLASGAVPAREAGSAVEAEELVKGSPAWEPPANDTRE
EAGPPAAGEDEASWIAPGGELAGPEEVLQESAAVIGTAWLEADSPGLGGVTAEAGCSGDAQA
LPATLOAPHEVLGOSIMPPATPEATEASGPPSPTPGDKLSPASELPRESPLEVWLNLGGST
PDPOQVPELTYPFQGTLEPQPASDIIDIDYFEGLDEGEGRGADLGSFPGSPGTSENHPDTEGE
TPSWSLLDLYDDFIPFDESDFYPTTSFYDDLDEEEEEEEDDKDAVGGGDLEDENELLVETG
KPGLGPGTGQPTSRWHAVPPOQHTLGSVPGSSIALRPRPGEPGRDLASSENGTECRSGFVRH
NGSCRSVCDLFPSYCHNGGQCYLVENIGAFCRCNTQDYIWHKGMRCESIITDFQVMCVAVG
SAALVLLLLFMMTVFFAKKLYLLKTENTKLRRINKFRTPSELHNDNFSLS'TIAEGSHENDD
PSAPHKIQEVLKSCLKEEESFNIQNSMSPKLEGGKGDQADLDVNCLONNLT

Signal sequence.

amino acids 1-30

Transmembrane domain.

amino acids 423-443

N-glycosylation sites.
amino acids 57-60, 355-~358, 367-370, 473-476

N-myristoylation sites.

amino acids 6-11, 29-34, 79-84, 109-114, 116-121, 222-227,
226-231, 230-235, 233-238, 308-313, 314-31%, 330-335,
334-335, 36B-373, 482-487
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FIGURE 127

MLPVYCEVKPNPLODANICSRVFFWWLNPLFKIGHKRRLEEDDMY SVLPEDRSQHTL.GEELQD
GFWDKEVLRAENDAQRPSLTRAL IXKCYWKSYLVLGIFTLIEESARVIQPIFLGKIINYFEN
YDPMDSVALNTAYAYATVLTFCTLILAILHELY FYHVQCAGMRLRVAMCHMIYRKATLRLSN
MAMGKITTGQIVNLLSNDVNEFDQVTVFLEFLWAGPLOQATAVTALLWMEIGISCLAGMAVL
IILLPLQSCFGKLFPSSLRSKIATFTDARIRTMNEVITGIRIIKMYAWEKSFSNLITNLRKK
EISKILRSSCLRGMNLASFFSASKIIVFVIFITYVLLGSVITASRVFVAVILYGAVRLTVT
LFFPSAIERVSEAIVSIRRIQTFLLLDEISQRNRQLPSDGKKMVHVQDFTAFWDKASETPT
LQGLSFTVRPGELLAVVGPVGAGKSSLLSAVLGELAPSHGLVSVHGRIAYVSQQPWVFSGT
LRSNILFGKKYEKERYERKVIKACALKKDLOLLEDGDLTVIGDRGTTLSGGOKARVNLARAV
YODADTYLLDDPLSAVDAEVSRHLFELCICQILHEKI TILVITHQLQYLKAASQILITLKDGK
MVQKGTYTEFLKSGIDFESLLEKDNEESEQPPVPGTETLRNRTFSESSVWSQQSSRESLKD
GALESQDTENVPVILSEENRSEGKVGFQAYKNYFRAGAHWIVEF IFLILLNTAAQVAYVLOD
WWLSYWANKQSMLNVTVNGGGNVITEKLDLNWYLGIYSGLTVATVLFGIARSLLVFYVLVNS
SOTLHNKMFESILKAPVLFFDRNPIGRILNRFSKDIGHLDDLLPLTFLDFIQTLLOQVVGVV
SVAVAVIPWIAIPLVPLGIIFIFLRRYFLETSRODVKRLESTTRSPVFSHLSSSLOGLWTIR
AYKARERCOELFDAHQDLHSEAWFLFLTTSRWFAVRLDAICAMFVIIVAFGSLILAKTLDA
GOVELALSYALTIMGMFOWCVROSAEVENMMI SVERVIEYTDLERKEAPWEYQKRPPPAWPH
EGVIIFDNVNFMYSPGGPLVLKHELTALIKSQEKVGIVGRTGAGKSSLISALFRLSEPEGKT
WIDKILTTEIGLHDLRKEMSIIPQEPVLFIGTMRKNLDPFKEHTDEELWNALOEVOLKETT
EDLPGKMDTELAESGSNFSVEQRQLVCLARAITLRKNQILIIDEATANVDPRTDELIQKKIR
EKFAHCTVLTIAHRLNTIIDSDKIMVLDSGRLEEYDEPYVLLONKESLFYKMVOQLGKAEA
AALTETAKQVYFKRNYPHIGHTDHMVTINTSNGOPSTLTIFETAL

Transmembrane domains:

amino acidg 134-154, 233-253, 346-366, 708-728, 767-787,
834-854, 857-877, 94B-9%68, 967-587

N-glycosylation sites.

amino acids 651-654, 690-693, 746-749, 754-757, 792-795,
1176-1179, 1309-1312

cAMP- and cGMP-dependent protein kinase phosphorylation site.
amino acids 1115-1118

Tyroaine kinase phosphorylation sites.

aminc acids 37-45, 49%7-504, 1253-~1259

N-myristoylation sites.

amino acids 192-197, 318-323, 343-348, 430-435, 448-453,
487-~492, 532-537, 537-542, 624-629, 672-677, 752-575,
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766-771, 770-775, 779-784, 980-985, 1078-1083, 1174-11709,
1313-1318

Amidation sites.

amino acids 405-410, 495-500

ATP/GTP-binding site motif A (P-loop).

amino acids 445-452, 1075-1082

ABC tramgporter.

amino acids 438-609, 1068-1250

ABC transporter transmembrane region.

amino acids 92-365, 711-997
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FIGURE 128

MSALRRKFGDDYQVVTTSSSGSGLQPQEPCGODPOOOLVPKKKRORFVDEKNGRCNVQHENLG
SETSRYLSDLFTTLVDLEKWRWNLFIFILTYTVANLFMASMWWVIAYTRGDLNKAHVGNYTP
CVANVYNFPSAFLFFIETEATIGYGYRYITDXKCPEGIILFLFQSILGSIVDAFLIGCMFIK
MSQPKKRAETLMFSEHAVISMRDGKLTLMFRVGNLRNSHEMVSAQIRCKLLKSRQTPEGEFL
PLDOLELDVGFSTGADQLFLVSPLTICHVIDAKSPFYDLSQREMOTEQFEIVVILEGIVET
TGMTCQARTSY TEDEVLWGHRFFPVISLEEGFFKVDYSQFHATFEVPTPPYSVKEQEEMLL
MSSPLIAPATTNSKERHNSVECLDGLDDITTXKLPSKLOKITGREDF PKKLLRMSSTTSEKA
¥SLGDLPMKLORISSVPGNSEEKLVSKTTKMLSDPMSQSVADLPPRLOQKMAGGAARMEGNL
PAKLREMNSDRET

Transmembrane domains.

amino acids B83-103, 120-140, 158-178

Glycosaminoglycan attachment site.

amino acids 20-23

N-myristoylation sites.
amino acids 58-63, 61-66, 216-221, 301-306, 486-491

Cell attachment sequence.

amino acids 109-114

Inward rectifier potassium channel.

amino acids 47-383
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FIGURE 128

MPLFKNTSVSSLYSGCRLTLLRPEKDGAATRVDAVCTHRPDPKSPGLDRERLYWKLSQLTH
GITELGPYTLDRHESLYVNGFTHQSSMTTTRTPD TS TMHLATSRTPASLSGPTTASPLLVLE
TINFTITNLRYEENMHHPGSRKFNTTERVLOGLLRPVFRNTSVGPLYSGCRLTLLRPKKDG
AATEVDALCTYRPDPKSFGLDREQLYWELSQLTHSITELGPYTLDRDSLYVNGFTQRSSVP
TTSIPGTPTVDLGTSGTPVSKPGPSAASPLLVLFTLNFTITNLRYEENMOHPGSRKFNTTE
RVLOGLLRSLFXSTSVGPLYSGCRLTLLRPERDGTATGVDALICTHEPDPESPRLDREQLYW
ELSQLTHNITELGHYALDNDSLFVNGFTHRSSVSTTSTPGTPTVYLGASKTPASIFGPSAA
SHLLILFTLNFTITNLRYEENMWPGSRKFNTTERVLQGLLRPLFENTSVGPLYSGSRLTLL
RPEKDGEATGVDAICTHRPDPTGPGLDREQLYLELSQLTHSITELGPYTLDRDSLYVNGET
HRSSVPTTSTGVVSEEPFTLNFTINNLRYMADMGOPESLKFNITDNVMEHLLSPLFQRSSL
GARYTGCRVIALRSVENGAETRVDLLCTYLQPLSGPGLPIKQVFHELSQQTHGITRLGPYS
LOKDSLYLNGYNEPGLDEPPTTPKPATTFLPPLSEATTAMGYHLKTLTLNFTISNLQYSPD
MGKGSATFNSTEGVLOHLLRPLFQKS SMGPFYLGCQLISLRPEKDGAATGVDTTCTYHPDP
VGPGLDIQOLYWELSOQLTHGVIOLEGFYVLDRDSLF INGYAPONLS TRGEYQINFHIVNWNL
SNPDPTSSEYITLLRDIQDKVITTLYKGSQLHDTFRFCLVINLTMDSVLVTVKALFSSNLDP
SLVEQVFLDKTLNASFHWLGSTYQLVDIHVTEMESSVYQPTSSSSTQHFYPNFTITNLPYS
ODKAQPGTTNYQORNKRNIEDALNQLFRNSSIKSYFSDCQVSTFRSVPNRHHTGVDSLCNFS
PLARRVDRVAIYEEFLRMTRNGTQLONFTLDRSSVLVDGYSPNRNEPLTGNSDLPFWAVIF
IGLAGLLGLITCLICGVLVITRRRKKEGEYNVOQOCPGYYOSHL.DLEDLD

Transmembrane domains.

amino acids 107-127, 418-438, 1093-1113

N-glycosylation sites.

amino acids 6-9, 125-128, 146-149, 162-165, 281-284, 302-305,
374-377, 385-388, 437-440, 457-460, 473-476, 570-573,

591-594, 721-724, 741-744, 836-839, B53-856, 895-898,

928-8231, 967-970, 1004-1007, 1058-1061, 1064-1067

Glycosaminoglycan attachment site.

amino acids 644-647

Tyrosine kinase phosphorylation sites.

amino acidg 358-365, 1121-1128
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N-myristoylation sites.

amino acids 15-20, 171-176, 260-265, 310-315, 327-332,
339-344, 48B2-487, 583-588, 611-616, 778-783, 782-787,
1106-1121, 1114-1119

SEA domain.

amino acids 112-245, 270-391, 661-684
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FIGURE 130

MGNWVVNHWFSVLFLVVWLGLNVFLFVDAFLKYEKADKYYYTRKILGSTLACARASATL.CLN
FNSTLILLPVCRNLLSFLRGTCSFCSRTLRKOLDHNLTFHKLVAYMICLHTAIHITAHLFN
FDCYSRSROATDGSLAS ILSSLSHDEKKGGSWLNPIQSRNTTVEYVIFTSVAGLTGVIMI'T
ALITMVTSATEF IRRSYFEVFWYTHHLFIFYILGLGIHGIGGIVRGQTEESMNESHPRKCA
ESFEMWDDRDSHCRRPKFEGHPPESWKWILAPVILYICERILRFYRSQOKVVITRVVMHES
KVLELQMNKRGFSMEVGQYIFVNCPSISLLEWHPFTL TSAPEEDFFSTHIRAAGDWTENLI
RAFEQQYSPIPRIEVDGPFETASEDVFQYEVAVLVGAGIGVTPFASILESIWYKFQCADHN
LEKTKKIYFYWICRETGAFSWFNNLLTSLEQEMEELGKVGFLNYRLFLTGWDSNIVGHAATLN
FDKATDIVTGLKQKTSFGRPMWDNEFSTIATSHPKSVVGVFLCGPRTLAKSLRKCCHRYSS
LDPREVQFYFNKENF

Signal sequence.

amino acids 1-29

Transmembrane domain.
amino acids 44-64, 60-80, 99-119, 168-188, 204-224

N-glycosylation sites.
amino acids 63-66, 97-100, 162-165, 236-23%

Tyrcosine kinase phosphorylation sites.
amino acids 198-206, 367-373

N-myristoylation asites.
amino acids 47-52, 135-140, 178-183, 225-230, 402-407,
527-532

Ferric reductase like.

amino acids 46-563
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FIGURE 131

MGNWVVNHWEFSVLFLVVWLGLNVFLFVDAFLKYEKADKYYYTRKILGSTLACARASATL.CLN
FNSTLILLPVCRNLLSFLRGTCSFCSRTLRKQLDHNLTFHKLVAYMICLHTATHIIAHLFN
FDCYSRSROATDGSLASILSSLSHDEKKGGSWLNPIQSRNTTVEYVTFTSIAGLTGVIMTL
ALILMVISATEFIRRSYFEVFWYTHHLFIFYILGLGITHGIGGIVRGOTEESMNESHPRKCA
ESFEMWDDRDSHCRRPKFEGHPPESWKWILAPVILYICERILRFYRSQQKVVITKVVMHES
KVLELOMNKRGFSMEVGQY TFVNCPSISLLEWHPFTLTSAPEEDFFSIHIRAAGDWTENLI
RAFEQUYSPIPRIEVDGPFGTASEDVFQYEVAVLVGAGIGVIPFAS ILKS IWYKFQCADHN
LKTKKIYFYWICRETGAFSWFNNLLTSLEQEMEELGKVGEFLNYRLFLTGWDSNIVGHAALN
FDKATDIVIGLKQKTSFGRPMWDNEFSTIATSHPKSVVGVFLCGPRTLAKSLRKCCHRYSS
LDPRKVQFYFNKENF

Transmembrane domains.
amino acids 6-26, 44-64, 60-80, 9%-119, 168-188, 204-224

N-glycosylation sites.
amino acids 63-66, 97-100, 162-165, 236-239

Tyrosine kinase phosphorylation sites.
amino acids 198-206, 367-373

N-myristoylation sites.
amino acids 47-52, 135-140, 178-183, 225-230, 402-407,
527-532

Ferric reductase like transmembrane.

aminc acids 46-563
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FIGURE 132

MGNWVVNHWFSVLFLVVWLGLNVFLFVDAFLEKYEKADKY YYTRKILGSWKWILAPVILYIC
BERILRFYRSQQKVVITKVVMHPSKVLELQMNKRGFSMEVGQYIFVNCPSISLLEWHPFTLT
SAPEBEDFFSIHIRAAGDWTENLIRAFEQQYSPIPRIEVDGPFGTAS EDVFQYEVAVi;VGAG
IGVIPFASILEKSIWYKFQCADHNLKTKKVGHAATLNFDKATDIVIGLKQKTSFGRPMWDNEF
STIATSHPKSVVGVFLCGPRTLAKSLREKCCHRYSSLDPRKVQFYFNKENFO

Transmembrane domains.

amino acids 6-26, 44-64

Tyrosine kinase phosphorylation site.

amino acids 146-152

N-myristoylation sites.
amino acids 181-186, 257-262

Ferric reductase like transmembrane.

aminoc acids 1-293
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FIGURE 133

MGNWVVNHWFSVLFLVVWLGLNVFLFVDAFLKYEKADKYYYTRKILGSTLACARASALCLN
FNSTLILLPVCRNLLSFLRGTCSFCSRTLRKQLDHNLTFHKLVAYMICLHTATHITAHLFN
FDCYSRSROATDGSLASILSSLSHDEKKGGSWLNP IQSRNTTVEYVIFTSIAGLTGVIMTI
ALTIILMVITSATEFIRRSYFEVFWYTHHLPIFY ILGLGIHGIGGIVRGOTEESMNESHPRKCA'
ESFEMWDDRDSHCRRPKFECHPPESWKWILAPVILYICERILRFYRSQQRVVITEVVMHPS
KVLELOMNKRGFSMEVGOY IFVNCPSISLLEWHPFTLTSAPEEDFFSIHIRAAGDWTENLT
RAFEQQYSPIPRIEVDGPFGETASEDVFQYEVAVLVGAGIGVIPFASILKSIWYKFOQCADHN
LETKKVGHAALNFDKATDIVIGLKQKTSFGRPMWDNEFSTIATSHPKSVVGVFLCGPRTLA
KSLRKCCHRYSSLDPREVQFYFNKENF

Transmembrane domains.
amino acids 6-26, 44-64, 60-80, 99-119, 168-188, 204-224

N-glycosylation sites.
amine acids 63-66, 97-100, 162-165, 236-239

Tyrosine kinase phosphorylation sites.
amino acids 198-206, 367-373

N-myristoylation gites.
amino acids 47-52, 135-140, 178-183, 225-230, 402-407,
4'78-483

FPerric reductase like transmembrane.

amino acids 46-514
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FIGURE 134

MISGSVFFYILIFGKYFSHGGGODVKCSLCYFPCOGNITKCLPOQLLHCNGVDDCGNQADEDN
CGDNNGWSMOFDKYFASY YKMTSQYPFEAETPECLVGSVPVQCLCQGLELDCDETNLRAVP
SVSSNVTAMSLOWNLIRKLPPDCFKNYHDLOQKLYLONNKITSISIYAFRGLNSLTKLYLSH
NRITFLEPGVFEDLHRLEWLIIEDNHLSRISPPTFYGINSLILLVLMNNVLTRLPDKPLCQ
HMPRLHWLDLEGNHIHNLRNLTFISCSNLTVLVMRKNKINHLNENTFAPLOKLDELDLGSN
KIENLFPLIFKDLKELSQLNLSYNPIQKIQANQFDYL,VKLKSLSLEGIEISNIQORMFRPL
MNLSHIYFEKPOYCGYAPHVRSCKPNTDGISSLENLLASIIQRVFVWVVSAVICFGNIFVI
CMRPYIRSENKLYAMSI ISLCCADCLMGIYLFVIGGFDLKFRGEYNRHAQLWMESTHCQOLV
GSLAILSTEVSVLLLTFLTLEKYICIVYPFRCVRPGKCRTITVLILIWITGFIVAFIPLEN
KEFFKNYYGTNGVCFPLHSEDTESIGARIYSVAIFLGINI.AAFIIIVFSYGSMFYSVHQSA
ITATEIRNQVKKEMILAKRFFFIVFTDALCWIPIFVVEFLSLLQVEIPGTITSWVVIFILP
INSATNPILYTLTTRPFKEMIHRFWYNYRQRKSMDSKGQKTYAPSFIWVEMWPLOEMPPEL
MEKPDLFTYPCEMSLISQSTRLNSYS

Transmembrane domains.

amino acids 212-232, 404-424, 443-463, 485-509, 526-54s8,
577-597, 629-649, 665-685

N-glycosylation sites.

amino acids 36-39, 127-130, 264-267, 272-275, 325-328,
368-371

N-myristoylation sites.

amino acids 49-54, 352-357, 586-591, 659-664

Leucine zipper pattern.

amino acids 487-508

LDL-receptor class A.

amino acids 40-589

G-protein coupled receptor.

amino acids 159-189, 413-432, 422-452, 436-466, 478-518,
528-547, 625-644, 673-689

Leucine rich repeats.

amino acids 127-150, 151-174, 175-198, 199-222, 223-246,
248-271, 272-285, 296-319, 320-343, 344-367

7 transmembrane receptor (rhodopsin family proteins).

amino acids 485-681
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Low-density lipoprotein receptor domain.

amino acids 25-64
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FIGURE 135

MTSGSVFFYILIFGKYFSHGGGQDVKCSLGYFPCGNITKCLPQLLHCNGVDDCENQADEDN
CGDNNGWSLQFDKYFASYYKMTSQYPFEAETPECLVGSVPVQCLCQGLELDCDETNLRAVE
SVSSNVTAMSLOWNLIRKLPPDCFENYHDLOKLYLONNKITSIS IYAFRGLNSLTKLYL:SH
NRITFLKPGVFEDLHRLEWLIIEDNHLSRISPPTFYGLNSLILLVEMNNVLTRLPDKPLCQ
HMPRLHWLDLEGNHIENLRNLTFISCSNLTVLVMRKNKINHLNENTFAPLOKLDELDLGSN
KIENLPPLIFKDLKELSQLNLSYNPIQKIQANQFDYLVKLKSLSLEGIEISNIQORMFRPL
MNLSHIYFKKFQYCGYAPHVRSCKPNTDGISSLENLLASI IQRVFVWVVSAVTCFGNIFVI
CMRPYIRSENKLYAMSTI ISLCCADCLMGIYLFVIGEGFDLKFRGEYNKHAQLWMES THCQLV
GSLAILSTEVSVLLLTFLTLERKYICIVYPFRCVRPGKCRTITVLILIWITGFIVAFIPLSN
KEFFKNYYGTNGVCFPLHSEDTESIGAQIYSVAIPLGINLAAFIIIVFSYGSMFYSVHQSA
ITATEIRNQVKKEMILAKRFFFIVFTDALCWIPIFVVEKFLSLLOVEIPGTITSWVVIFILP
INSALNPILYTLTTRPFKEMIHRFWYNYRQRKSMDSKGQKTYAPSFIWVEMWPLQEMPPEL
MEPDLFTYPCEMSLISQSTRLNSYS

Transﬁ;mbrane domains,

amino acids 212-232, 404-424, 443-463, 48B9-509, 526-546,
577-597, 629-649, 665-685

N-glycosylation sites.
amino acids 36-39, 127-130, 264-267, 272-275, 325-328,
368-371

N-myristoylation sites.
amino acids 49-54, 352-357, 586-531, 659-664

Leucine zipper pattern.

amino acids 487-508

Leucine rich repeats.
amino acids 127-150, 151-174, 175-198, 199-222, 223-246,
248-271, 272-295, 296-319, 320-343, 344-387

7 transmembrane receptor {(rhodopsin family).

amine acidg 59-259
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Low-density lipoprotein receptor domain.

amino aclds 25-64
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FIGURE 136

MGRLASRPLLLALLSLALCRGRVVRVPTATLVRVVGTELVIPCHNVSDYDGPSEQONFDWSFS
SLGSSFVELASTWEVGFPAQLYQERLORGEILLRRTANDAVELHIKNVQPSDQGHYKCSTP
STDATVQGNYEDTVQVKVLADSLHVGPSARPPPSLSLREGEPFELRCTAASASPIHTHLAL
LWEVHRGPARRSVLALTHEGRFHPCGLGYEQRYHSGDVRLDTVEGSDAYRLSVSRALSADQGS
YRCIVSEWIAEQGNWQEIQEKAVEVATVVIQPTVLRAAVPRNVSVAEGKELDLTCNITTDR
ADDVRPEVTWSFSRMPDSTLPGSRVLARLDRDSLVHSSPHVALSHVDARSYHLLVRDVSKE
NSGYYYCHVSLWAPGHNRSWHKVAEAVSSPAGVEVIWLEPDYQVYLNASKVPGFADDPTEL
ACRVVDTKSGEANVRIFTVSWYYRMNRRSDNVVTSELLAVMDGDWTLKYGERSKORAQDGDF
IFSKEHTDTFNFRIQRTTEEDRGNY Y CVVSAWTKORNNSWVKSKDVFSKPVNIFWALEDSV
LVVKARQPKPFFAAGNTFEMTCKVSSKNIKSPRYSVLIMAERKPVGDLSSPNETKYIISLDQ
DSVVKLENWIDASRVDGVVLEKVQEDEFRYRMYQTQVSDAGLYRCMVITAWSPVRGSLWREA
ATSLSNPIEIDFQTSGPIFNASVHSDIPSVIRGDLIKLFCIITVEGAALDPDDMAFDVSWE
AVHSFGLDKAPVLLSSLDRKGIVITSRRDWKEDLSLERVSVLEFLLQVHGSEDQDFGNYYC
SVIPWVKSPTGSWQREARTHSKPVFITVRKMOVLNAFKYPLLIGTIGLSTVIGLLSCLIGYCS
SHWCCKKEVQETRRERRRLMSMEMD

Signal sequence.

amino acids 1-21

Transmembrane domain.

amino acids B833-853

N-glycosylation sites.
amino acids 44-47, 286-289, 300-303, 383-386, 413-41¢6,
525-528, 600-603, 618-621, 691-694

Tyrosine kinase phosphorylation site.

amino acids 632-640

N-myristoylation sites.
amino acids 243-248, 398-403, 511-516, 651-656, 753-758,
785-~794, B36-841, B844-849

Cell attachment sequence.

amino acidg 703-705
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Inmunoglebulin domain.
amino acids 36-121, 162-249, 292-375, 422-517, 564-657,
704-795
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FIGURE 137

MSRSRHLGKIRKRLEDVKSOWVRPARADFSDNESARTLATDALLDGGSEAYWRVLSQEGEVD
FLSSVEAQYIQAQAREPPCPPDTLGGAEAGPKGLDSSSLOSGTYFPVASEGSEPALLHSHA
SAEKPYLKEKSSATVYFQTVKHNNIRDLVRRCITRTSQVLVILMDVFTDVEIFCDILEAAN
KRGVFVCVLLDQGEVKLFQEMCDKVQISDSHLKNISIRSVEGEIYCAKSGRKFAGQIREKF
ITSDWRFVLSGSYSFTWLCGHVHRN ILS KFTGQAVELFDEEFRELYASSKPVMCGLESPRLV
APVPPGAAPANGRLSSSSGSASDRTSSNPFSGRSAGSHPUTRSVSASSGPCSPAAPHPPPP
PRFQPHOGPWGAPSPQAHLSPRPHDGPPAAVY SNLGAYRPTRLOLEQLGLVPRLTPTWRPF
LOQASPHF

Transmembrane domain.

amino acida 154-175

N-glycosylation sites.
amino acids 32-35, 217-220

Tyrosine kinase phosphorylation site.

amine acids 221-228

N-myristoylatioen zitas.
amine acids 45-50, 86-91, 94-9%, 112-117, 186-19%1, 311-316,
341-346 '

Amidation site.

amino acids 232-235
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FIGURE 138

MALPQPPPRAGARDPVTPEHWASGPPSQAQPLLRQEAKEEEEGEETGVQGAWGTGTAEQRR
RCWGERAESAAABEGQAEVGGAAAAGSGSPAGGAGGOLESWRPLLAWLQRRQPQCCPCAAP
LSRSAAHCCHGGTEKMAALAYNLGKREINHYFSVRSAKVLALVAVLLLAACHLASRRYRGND
SCEYLLSSGRFLGEKVWQPHSCMMHKYKISEAKNCLVDKHIAFIGDSRIRQLFYSFVKIIN
PQFKEEGNEKHENIPFEDKTASVKVDFLWHPEVNGSMKQCIKVWTEDS IAKPHVIVAGAATW
SIKIHNGSSEALSQYKMNITSIAPLLEKLAKTSDVYWVLQDPVYEDLLSENRKMITNEKID
AYNEAAVSILNSSTRNSKSNVKMFSVSKLIAQETIMESLDGLHLPESSRETTAMIIMNVYC
NKILKPVDGSCCQPRPPVTLIQKLAACFFTLSIIGYLIFYIIHRNAHRENKPCTDLESGEE
KKNIINTPVSSLEILLQSFCKLGLIMAYFYMCDRANLFMKENKFYTHSSFFIPIIYILVLG
VFYNENTKETKVLNREQTDEWKGWMOLVILIYHISGASTFLPVYMHIRVLVAAYLFOTGYG
HFSYFWIKGDFGIYRVCQVLFRLNFLVVVLCIVMDRPYQFYYFVPLVIVWFMVIYVTLALW
POI IQKKANGNCFWHFGLLLKLGFLLLF ICFLAYSQGAFEKIFSLWPLSKCFELKGNVYENW
WFRWRLDRYVVFHGMLFAPIYLATQKRQILSEGKGEPLFSNKISNFLLFISVVSFLTYSIW
ASSCKNKAECNELHPSVSVVQILAFILIRNIPGYARSVYSSFFANFGKISLELFICQYHIW
LAADTRGILVLIPGNPMLNIIVSTFIFVCVAHEISQITNDLAQI I IPKDNSSLLKRLACIA
AFFCGLLILSSIQDKSKH

Transmembrane domains.

amino acids 153-173, 447-467, 495-515, 532-552, 577-597,
624-644, 651-671, 677-697, 693-713, 733-753, 771~791,
80B8-828B, 866-886, 904-524

N-glycosylation sites.
amino acids 182-185, 277-280, 311-314, 323-326, 377-380,
904-907

Tyrosine kinase phosphorylation site.

amino acids 180-187

N-myristoylation sites.

amine acide 47-52, 50-55, 53-58, Bl-86, 82-87, 89-94, 93-98,
94-9%, 96-101, 97-102, 134-13%, 181i-186, 312-317, 511-516,
545-554, 746-751

Amidation site.
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amine acids 144-147
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FIGURE 139

MYHCHSGSKPTEKGANEYAYAKWKLCSASAICFIFMIAEVVGGHIAGSLAVVTDAAHLLID |

LTSFLLSLFSLWLSSKPPSKRLTFGWHRAERILGALLS ILCIWVVTGVLVYLACERLLYPDY
QIQATVMIIVSSCAVAANIVLTVVLHQRCLGHNHKEVOANASVRAAFVHALGDLFQSISVL
IéALIIYFKPEYKIADPICTFIFSILVLASTITILKDFSILLMEGVPKSLNYSGVKELILA
VDGVLSVHSLHIWSLTMNQVILSAHVATAASRDSQVVRREIAKALSKSFTMHSLTIQMESP
VDQDPDCLFCEDPCD

Transmgmbrane domains.
amine acids 53-73, 91-111, 127-147, 166-186, 202-222

N-glycogylation siteas.
amino acids 162-165, 234-237

cAMP- and cGMP-dependent protein kinase phosphorylation site.

amino acids 81-84

Tyrosine kinage phosphorylation site.

aminoc acids 13-20

N-myristoylation sites.
amino acids 7-12, 42-47, 94-99, 228-233

Cation efflux family.

amino acidg 78-306
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FIGURE 140

MVLSVPVIALGATLGTATSILALCGVTCLCREMHPKKGLLPRDODPDLEKAKPSLLGSAQQ
FNVKESTEFVQPRALLKFPDIYGPRPAVIAPEVINYADYSLRSTEEPTAPASFQFPPNDSRL
KRQVTEELFILPONGVVEDVCVMETWNPEKAASWNQAPKLHYCLDYDCQKAELFVTRLEAV
TSNHDGGCDCYVQGSVANRTGSVEAQTAL KKROLETTWEEGLVLPLAEEELPTATL TLTLR
TCDRFSRHSVAGELRLCGLDGTSVPLGAAQWGELKTSAKEPSAGAGEVLLS ISYLPAANRLL
VVLIKAKNLHSNQSKELLGKDVSVKVTLKHOARKLKKKQTKRAKHKINPVWNEMIMFELPD
DLLQASSVELEVLGQDDSGQSCALGHCSLEGLHTSGSERSHWEEMLKNPRRQIAMWHOQLHL

Signal sequence.

amino acids 1-24

Transmembrane domain.

amino acids 4-24

N-glycosylation gites.
amine acids 118-121, 201-204, 317-320

cAMP- and cGMP-dependent protein kinase phosphorylation
sites.

amino acids 65-68, 342-3458

N-myristoylation sites.
amino acids 11-16, 15-20, 189-194, 197-202, 204-209, 261-266,
380-385, 385-390, 396-401, 401-406

c2 dohain.

amino acids 304-394
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FIGURE 141

MOKIMHISVLLSPVLWGLIFGVSSNSIQIGGLFPRGADQEYSAFRVGMVQFSTSEFRLTPH
IDNLEVANSFAVINAFCSQFSRGVYAIFGFYDRKKSVNT ITSFCEGTLHVSFITPSFPTDGTH
PFVIQMRPDLKGALLSLIEYYQWDKFAYLYDSDRGLSTLQAVLDSAARKKWOVTAINVGNT
NNDKKDEMYRSLFQDLELKKERRVILDCERDEKVND IVDQVITIGKEVKGYHY ITANLEFTD
GDLLKIQFGGANVSGFQIVDYDDSLVSKFIERWSTLEEKEYPGAHTTTIKYTSALTYDAVQ
VMTEAFRNLRKQRIEISRRGNAGDCLANPAVPWGQGVEI ERALKOVOVEGLSCGNIKFDONG
KRINYTINIMELKTNGPRKIGYWSEVDKMVVTLTELPSGNDTSGLENKTVVVTTILESPYV
MMKEKNHEMLEGNERYEQYCVDLAARTAKHCGFKYKLT IVGDGKYGARDADTKIWNGMVGEL
VYGKADIATAPLTITLVREEVIDFSKPFMSLGIS IMIKKPQRSKPGVFSFLDPLAYEIWMC
IVFAYIGVSVVLFLVSRFSPYEWHTEEFEDGRETQSSESTNEFGIFNSLWFSLGAFMRQGC
DISPRESLSGRIVGGVWWFFTLIIISSYTANLAAFTL.TVERMVSPIESAEDLSKOTEIAYGTL
DSGSTKEFFRRSKIAVFDEMWTYMRSAEPSVFVRTTAEGVARVRKSKGKYAYLLESTMNEY
IEQRKPCDTMKVGGNLDSKGYGIATPKES SLEGTPVNLAVLKL.SEQGVLDKLKNKWWYDKGE
CEGAKDSGSKEKTSALSLSNVAGVEY ILVCGEGLGLAMLVAL IEFCYKSRAEAKRMKVAKNAQN
INPSSSQNSONFATYKEGYNVYGIESVKI

Signal sequence.

amino acids 1-21

Transmembranea domains.

amino acids 4-24, 543-563, 624-644, 811-831

N-glycosylation sites.
amino acids 256-259, 370-373, 406-409, 413-416

Tyrosine kinage phosphorylation sites.

amino acids 35-41, 662-667

N-myristoylation sites.

amino acids 17-22, 21-26, 134-140, 181-186, 254-259, 287-292,
355-360, 405-410, 472-477, 593-598B, 669-674, 746-751,
760-765, 764-769, 795-800, 823-828

Amidation site.

amino acids 365-368
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Ligand-gated ion chanrnel.

amine acids 543-834

Receptor family ligand binding region.

aminc acids 56-398 .
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FIGURE 142

MATTVPDGCRNGLKSKYYRLCDKAEAWGIVLETVATAGVVTSVAFMLTLPILVCkVQDSNR
RKMLPTOFLFLLGVLGIFGLTFAFIIGLDGSTGPTRFFLFGILFSICFSCLLAHAVSLTKL
VRGRKPLSLLVILGLAVGFSLVQDVIAIERY IVLTMNRTNVNVFSELSAPRRNEDFVLLLTY
VLFLMALTFLMSSFTFCGSFTGWKRHCGAHIYLTMLLSIATWVAW I TLLMLPDFDRRWDDTT
LSSALAANGWVFLLAYVSPEFWLLTKQRNPMDY PVEDAFCKPQLVKKSYGVENRAYSQEEI
TQGFEETGDTLYAPYSTHFQLONQPPOKEFSI PRAHAWPSPYKDYEVKKEGS

Transmembrane domains.
amino acides 30-50, 66-86, 58-118, 121-141, 137-157, 174-194,
212-232, 244-2¢64

MN-glycosylation site.
amino acids 158-161

N-myristoylation sites.
amino acids 8-13, 38-43, 80-853, 88-93, 102-107, 136-141,
201-206

Amidation site.

amino acids 124-127

7 transmembrane receptor.

amine acids 27-273
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FIGURE 143

MLPAQEAAKLYHTNYVRNSRAIGVLWAIFTICFAIVNVVCFIQPYWIGDGVDTPQAGYFGL
FHYCIGNGFSRELTCRGSFIDFSTLPSGAFKAASFFIGLSMMLIIACIICFTLFFFCNTAT
VYKICAWMOLTSAACLVLGCMIFPDGWDSDEVKRMCGEKTDKYTLGACSVRWAYILAIIGI
LDALILSFLAFVLGNRQDSIMAEELKAENKVLLSQYSLE

Transmembrane domains.

amino acids 21-41, 93-113, 127-147, 173-193

N-myristoylation sites.
amino acids 23-28, 67-72, 89-94, 182-187
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FIGURE 144

MPGAAARAAARAAAAMLPAQEARKLYHTNYVRNSRAIGVLWAIFTICFAIVNVVCFIQPYWI
GDGVDTPQAGYFGLFHYCIGNGFSRELTCRGSFIDFSTLPSGAFKAASFFIGLSMMLITAC
IICFTLFFFCNTATVYKICAWMQLTSAACLVLGCMIFPDCWDSDEVKRMCGEKTDKYTLGA
CSVRWAYILAIIGILDALILSFLAFVLGNRODSLMAEELKAENKVLLSQYSLE

Transmembrane domains.

amino acids 1-15, 34-54, 107-127, 141-161, 187-207

N-myristoylation sites.
amino acids 3-8, 37-42, 81-86, 103-108, 196-~-201
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FIGURE 145

MPGAARAAAAAAAAMLPAQREAAKLYHTNYVRNSRATGVLWATFTICFATVNVVCFIQPYWI
GDEVDTPOAGYFGLFHYCIGNGFSRELTCRGSFTDFSTLPSGAFKAASFFIGLSMMLITIAC
IICFTLFFFCNTATVYRICAWMOLTSAACLVLGCMIFPDGWDSDEVEKRMCGEKTDKY TLGA
CSVRWAYILATIIGILDALILSFLAFVLGNRODSIMAEELKAENKVLLSQYSLE

Transmembrane domalns.
amino acids 1-15, 34-54, 107-127, 141-16l, 187-207

N-myristoylation sites.
amino acids 3-8, 37-42, 81-86, 103-108, 196-201
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FIGURE 146

RPLRLPCRGPRAAGTVSSESLEHPAPGQVTNRSPQFPMELFQSSPRPPLOQPVCVCPGLELC
DPPHRLAFSMGAGLFSVVGTLLL PGLAALVODWRLLQGLGALMSGLLLLFWGFPALFPESP
CWLLATGQVARARKILWRFAEASGVGPGDSSLEENSLATELTMLSARSPOPRYHSPLGLLR
TRVIWRNGLILGFSSLVGGGIRASFRRSLAPQVPTFYLPYFLEAGLEAAALVFLLLTADCC
GRRPVLLLGTMVTGLASLLLLAGAQYLPGWIVLFLSVLGLLASRAVSALSSLFAAEVFRPTV .
IRGAGLELVLGAGFLGQAAGPLD TLHGRQGFFLQQVVFASLAVLALLCVLLLPESRSRGLP
QSLODADRTLRRSPLLRERGRPRODHLPLLPPSNSYWAGHTPEQH

Transmembrane domains.
amino acids 67-87, 102-122, 220-240, 249-269, 265-285,
301-321, 338-35s8

Glycosaminoglycan attachment site.

amino acids 145-148

N-myristoylation sites.

amino acids 14-19, 27-32, 57-62, 101-106, 146-151, 180-185,
191-19%6, 202-207, 203-208, 228-233, 253-258, 283-288,
308-313, 312-317, 364-369

Amidation site.

amino acids 244-247

Leucine zipper pattern.

amino acids 96-117

Sugar transport proteins.

amino acids 117-126, 241-253, 278-321
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FIGURE 147

MPFEQCHLSWKNVRRLYNAVSKELVGEFLQFVQLDKEASDPFSLNELLDELSRKQKEELWQ
RLENLLTDVLLESPVDGWOVVEAQGEDNMETEHGSKMRKSIEIIYAITSVILASVSVINES
ENYEALLECVIILNGILYALPESERKLQSS IQDLCVIWWEKGLPAKEDTGKTAFVMLLRRS
LETKTGADVCRLWRIHQALYCFDYDLEESGEIRDMLLECFININY IKKEEGRRFLSCLFNW
NINFIKMIHGTIKNQLOGLOKSLMVY IAEIYFRAWKKASCGKILEAIENDCIQDFMFHGIHL
PRRSPVHSKVREVLSYFHHOKKVRQGVEEMLYRLYKPILWRGLKARNSEVRSNAATLLFVEA
FPIRDPNLHAIEMDSXIQKQFEELYSLLEDPYPMVRSTGILGVCKITSKYWEMMPPTILID
LLKEVIGELAFDTSSADVRCSVFKCLPMILDNKLSHPLLEQLLPALRYSLHDNSEKVRVAF
VDMLLEKIKAVRAAKFWKICPMEHILVRLETDSRPVSRRLVSL IFNSFLPVNQPEEVWCERC
VILVOMNHAAARRFYQYAHEHTACTNIAKLIHEVIRHCLNACIQRAVREPPEDEEEEDGREK
ENVITVLDKTLSVNDVACMAGLLEI IVILWKS IDRSMENNKEAKLYTINKFASVLPEYLEVE
KDDRCKIPLFMLMSFMPASAVPPFSCGVISTLRSREEGAVDKSYCTLLDCLCSWEQVGHIL
ELVDNWLPTEHAQAKSNTASKGRVQIHDTRPVKPELAﬁVYIEYLLTHPKNRECLLSAPRKK
LNHLLKALETSKADLESLLOTPGGKPRGFSEAAAPRAFGLHCRLSIHLQHKFCSEGKVYLS
MLEDTGFWLESKILSFIQDQEEDYLKLHRVIYQQI TQTYLTVCKDVVMVGLGDHQFOMOLL
QRELAIMOTVKGFFYVSLLLDILKEITGSSLIQKIDSDEEVAMLLD TVQKVFQKMLECIAR
SFRKQPEEGLRLLYSVQRPLHEFITAVOSRHTDTPVHRGVLSTLIAGPVVEISHOLREVSD
VEELTPPEHLSDLPPFSRCLIGIIIKSSNVVRSFLDELKACVASNDIEGIVCLTAAVHIIL
VINAGKHKSSKVREVAATVHRKLKTFMEITLEEDSIERFLYESSSRTLGELLNS

Transmembrane domain.

amino acids 1081-1101

N-glycosylation sites.

amino acids 120-123, 612-615

cAMP- and cGMP-dependent protein kinase phosphorylation
gites.

amino acids 280-283, 430-433, 1033-1036

Tyrosine kinase phoaphorylation sites.

amino acids 99-106, 314-321, 329-337, 385-391, B844-852
N-myristoylation sites.

amino acids 137-142, 189-194, 254-259, 262-267, 698-703,
920-925, 1015-1020

Amidation site.

amino acids 233-236
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ATP/GIP-binding site motif A (P-loop).

amino acids 167-174

Lesucine zipper pattern.

amino acids 128-149, 135-156, '787-808
Mitochondrial energy transfer proteins signature.

amino acids 982-9980
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FIGURE 148

MEKRETFVQAVSKELVGEFLQFVQLDKEASDPFSLNELLDELSRKQKEELWQRLEKNLLTDV
LLESPVDGWQVVEAQGEDNMETEHGSKMRKSIEIIYAITSVILASVSVINESENYEALLEC
VIILNGILYALPESERKLOSSIODLCVIWWEKGLPAKED TGKTAFVMLLRRSLETKTGADV
CRLWRIHQALYCFDYDLEESGE IKDMLLECFININY IKKEEGRRFLSCLFNWNINFIKMIH
CTIKNQLQGLOKSLMVY IAEIYFRAWKKASGKILEAIENDCIQDFMFHGITHLPRRSPVHSK
VREVLSYFHHQKKVROQGVEEMLYRLYKPILWRGLKARNSEVRSNAALLFVEAFPIRDPNLH
AIEMDSEIQKQFEELYSLLEDPYPMVRSTGILGVCKITSKYWEMMPPTILIDLLEKVTGEL
-AFDTSSADVRCSVFKCLPMILDNKLSHPLLEQLLPATLRYSLHDNSEKVRVAFVDMLLKIKA
VRAAKFWKICPMEHILVRLETDSRPVSRRLVSLIFNSFLPVNQPEEVWCERCVTLVOMNHA
AARRFYQYAHEHTACTINIAKLIHVIRHCINACIQRAVREFPPEDEEREDGREKENVIVLDKT
LSVNDVACMAGLLELIVILWKSIDRSMENNKEAKLY TINKFASVLPEYLKVFKDDRCKIPL
FMLMSFMPASAVPPFSCGVISTLRSREEGAVDKSYCTLLDCLCSWGQVGHILELVDNWLET
EHAQAKSNTASKGRVQIHDTRPVKPELALVY IEYLLTHPENRECLLSAPRKKLNHLLKALE
TSKADLESLLQTPGGKPRGFSEAAAPRAFGLHCRLSIHLOHKFCSEGKVYLSMLEDTGFNWL
ESKILSFIQDOEEDYLKLHRVIYQOIIQTYLTVCKDVVMVGLGDHQFOMOLLORSLGIMQT
VKGFFYVSLLLDILKEITGSSLIQKTDSDEEVAMLLDTVOQRKVFQRKMLECIARSFREQPEEG
LRLLYSVQRPLHEFITAVOSRHTDTPVHRGVLSTLIAGPVVEISHQLRKVSDVEELTPPEH
LSDLPPFSRCLIGIIIKSSNVVRSFLDELKACVASNDIEGIVCLTAAVHI ILVINAGKHKS
SKVREVAATVHRKLKTFMEITLEEDSIERFLYESSSRTLGELLNS

Transmembrane domain.

amino acids 1072-10982

N-glycosylation sites.

amino acids 111-114, 603-606

cAMP-~ and c@GMP-dependent protein kinase phosphorylation
Bites.

amino acids 3-6, 271-274, 421-424, 1024-1027

Tyrosine kinase phosphorylation site.

amino acids 91-97, 305-312, 320-328, 376-382, 835-843
N-myristoylation sites.

amino acids 128-133, 180-185, 245-250, 253-258, 689-694,
911-916, 1006-1011

Anidation site.

amino acids 224-227
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ATP/GTP-binding site motif A (P-loop).

amino acids 158-165

Leucine zlpper patterm,

amino acids 119-140, 126-147, 778-799
Mitochondrial energy transfer proteins signature,

amino acids 973-981
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FIGURE 149

MNSTLFSQVENHSVHSNFSEKNAQLLAFENDDCHLPLAMI FTLALAYGAVI ILGVSGNLAT
I7IILKQKEMRNVINILIVNLSFSDLLVAIMCLPFTFVYTLMDHWVFGEAMCKLNPFVQCY
SITVSIFSLVLIAVERHQLIINPRGWRPNNRHAYVGIAVIWVLAVASSLPFLIYQVMTDEP
FONVTLDAYKDKYVCFDQFPSDSHRLSYTTLLLVLOYFGPLCFIFICYFKIYIRLKRRNNM
MDKMRDNKYRSSETKRINIMLLS IVVAFAVCWLPLTIFNTVFDWNHQI IATCNENLLFLLC
HLTAMISTCVNPIFYGFLNKNFQRDLOFFFNFCDFRSRDDDYETIAMSTMHTDVSKISLEKQ
ASPVAFKKINNNDDNEKI

Transmembrane domains.
amino acids 38-58, 78-9%8, 117-137, 155-175, 208-228, 260-280,

296-316

N-glycogylation aites.
amino acids 2-5, 11-14, 17-20, 73-76, B81-84, 186-189

Tyrosine kinase phosphorylation sites.
amino acids 247-253, 341-347

N-myristoylation site.

amino acids 54-59

7 transmembrane receptor (rhodopsin family).

amino acids 57-320



532[347

FIGURE 150

MVRCDRGLOMLLTTAGAFAAFSIMATAIGTDYWLYSSAHICNGTNLTMDDGPPPRRARGDL
THSGLWRVCCIEGIYKGHCFRINEFPEDNDYDHRDSSEYLLRIVRASSVFPILSTILLLLGG
LCIGAGRIYSRKNNIVLSAGILFVAAGLSNIIGIIVYISSNTGDPSDKRDEDKENHYNYGW
SFYFGALSFIVAETVGVLAVNIYIEKNKELRFKTKREFLKASSSSPYARMPSYRYRRRRSR
SSSRSTEASPSRDVSPMGLKITGAT PMGELSMYTLSREPLKVITAASYSPDQEASFLOVHD
FFQODLKEGFHVSMLNRRTTPV

Signal sequence.

amino acids 1-19

Trangmembrane domains.

amino acids 103-123, 140-160, 182-202

N-glycosylation sites.
amino acids 42-45, 45-48

cAMP- and cGMP-dependent protein kinase phosphorylation
aites.

amino acids 240-243, 322-325

W-myristoylation sites.
amino acids 16-21, 43-48, 74-79, 122-127, 262-267

Cell attachment seguence.

amino acids 58-60

PMP-22/EMP/MP20/Claudin family.

amino acids 6-202
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FIGURE 151

MARGPCGLAPPPLRLPLLLLVLAAVTGHTARQODNCTCPTNEMTVCSPDGPGGRCQCRALGSG
MAVDCSTLTSKCLLLEARMSAPRKNARTLVRPSEHALVDNDGLYDPDCDPEGRFKARQCNQT
SVCWCVNSVGVRRTIDKGDLSLRCDELVRTHHILIDLRHRPTAGAFNHSDLDAELRRL,FRER
YRLHPKFVAAVHYEQPTIQIELRONTSQOKAAGEVDIGDAAYYFERDIKGESLFQGRGGEDL
RVRGEPLOVERTLIYYLDEIPPKFSMKRLTAGLIAVIVVVVVALVAGMAVLVITNRRKSGK
YKKVEIXELGELRKEPSL

Signal asquenda,

amino acids 1-26

Transmembrane domain.

amine acids 274-294

N-glycosylation sites.
amino acids 33-36, 120-123, 168-171, 208-211

c¢AMP-~ and cGMP-dependent protein kinase phosphorylation
sites.

amino acids 271-274, 300-303

N-myristoylation sites.
amino acids 59-64, 132-137

Thyreglocbulin type-1 repeat.

amino acids 73-145
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FIGURE 152

MEKCSGRCTLVAFCCLOLVAATLERQIFDFLGYOWARPILANFLHIMAVILGIFGTVQYRSRY
LILYAAWLVLWVGWNAFIICFYLEVGQLSQDRDFIMTFNTSLHRSWNMENGPGCLVTPVLN
SRLALEDHEVISVIGCLLDYPYIFALSSALQIFLALFCGFVFACYVSKVFLEEEDSFDFIGG
FDSYGYQAPQKTSHLOLQPLYTSG

Signal sequence.

amino acids 1-21

Transmembrane domalna.
amino acids 33-53, 62-82, 147-167

N-glycosylation pite.

amino acids 100-103

Tyrosine kinase phosphorylation site.

amino acids 24-32

N-myristoylation sites.
amino acids 50-55, 182-187
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IGURE 153

MPAPRAREQPRVPGERQPLLPRGARGPRRWRRAACGAAVI.L.VEMLERAAFFGVTANLVLYLN
STNFNWTGEQATRAALVFLGASYLILAPVGGWLADVYLGRYRAVALSLLLYLAASGLLPATA
FPDGRSSFCGEMPASPLGPACPSAGCPRSSPSPYCAPVLYAGLLLLGLAASSVRSNLTSFG
ADQVMDLGRDATRRFFNWFYWS INLGAVLSLLVVAFIQONISFLLEYSIPVGCVGLAFFIF
LFATPVFITKPPMGSQVSSMLKLALONCCPOQLWORHSARDRQCARVLADERSPQPGASPOE
DIANFQVLVKILPVMVTLVPYWMVYFQMQSTYVLQGLHLHIPNIFPANPANISVALRAQGS
SYTIPEAWLLLANVVVVLILVPLKDRLIDPLLLRCKLLPSALQKMALGMFFGFTSVIVAGVY
LEMERLHYTHHNETVSQQIGEVLYNAAPLS IWHQIPQYLLIGISEIFASIPGLEFAYSEAP
RSMOGAIMGIFFCLSGVGSLLGSSLVALLSLPGCWLHCPKDFGNINNCRMDLYFFLLAGIQ
AVTALLFVWIAGRYERASQGPASHSRFSRDRG

Transmembrane domains.
amino acids 35-55, 73-83, 98-118, 157-177, 199-219, 250-270,
341-361, 369-~389, 408-428, 457-477, 499-519, 537-557

N-glycosylation asites.
amino acids 61-64, 66-69, 178-181, 223-226, 356-359, 439-442

@Glycosaminoglycan attachment site.

amino acids 503-506

N-myristoylation sites.

amino acids 51-56, 90-95, 116-121, 147-152, 169-174, 209-214,
258-263, 365~370, 414-419, 479-484, 493-498, 497-502,

506-511, 531-536

POT family.

amino acids 101-503
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FIGURE 154

MWVNPEEVLLANALWITERANPYFILQRRKGHAGDGGGGGGLAGLLVGTLDVVLDSSARVA -
PYRILYQTPDSLVYWTIACGGSRKEITEHWEWLEQNLLOTLS IFENENDITTFVRGKIQGT
IAEYNKINDVKEDDDTEKFKEAIVKFERLFGMPEEEKLVNYYSCS YWKGKVPRQGWMYLST
NHLCFYSFLMGREAKLVIRWVDITQLEKNATLLLPDVIKVSTRSSEHFFSVFLNINETFKL
MEQLANIAMRQLLDNEGFEQDRSLPKLKRKSPKKVSALKRDLDARAKSERYRALFRLPKDE
KLDGHTDCTLWTPFNKMHI L.GQMFVSTNY ICFTSKEENLCSLI I PLREVT IVEKADSSS VL,
PSPLSISTRNRMTFLFANLKDRDFLVORISDFLQQTTSKIYSDKEFAGSYNSSDDEVYSRD
SSLVSSSPORSTSSDADGERQFNLNGNSVPTATQTLMIMYRRRS PEEFNPRLAKEFLKEQA
WKIHFARYGOGICMYRTEKTRELVLKGI PESMRGELWLLLSGAINEXATHPGY YEDLVEKS
MGKYNLATEEI ERDLHRSLPEHPAFQNEMGIAALRRVLTAYAFRNPNIGYCQAMNIVTSVL
L.LYAKEEEAFWLLVALCERMLEDY YNTRVVGALVDQGVFEELARDYVPQLYDCMQDLGVIS
TTSLSWFLTLFLSVMPFESAVVVVDCFFYEGIKVIFOLALAVLDANVDKLLNCKDDGEAMT
VLGRYLDSVTNKDSTLPP I PHLHSLLSDDVEPYPEVDIFRLIRTSYEKFGTTRADLIEQMR
FKQRLKVIQTLEDTTKRNVVRT IVTETS T IDELEELYAL FKAEHLTSCYWGGSSNALDRE
DPSLPYLEQYRIDFEQFKGMFALLFPWACGTHSDVLASRL.FQLLDENGDSLINFREFVSGL
SAACHGDLTERLKLLYKMEVLPEPSSDQODEPDSAFEATQYFFEDT TPECTHVVGLDSRSKQ
GADDGFVTVSLKPDKGKRANSQENRNYLRLWTPENKSKSKNAKDL PKLNQGQF T ELCKTMY
NMFSEDPNEQEL YHATAAVTSLLLEIGEVGKLFVAQPAKEGGSGGSGPSCHOG I PGVL.FPK
KGPGQPYVVESVEPLPASLAPDSEEHSLGGOMED TKLEDSS PRDNGACS SML I SDDDTKDD
88MSSYSVLSAGSHEEDKLHCED IGEDTVLVRSGQGTAALPRSTSLDRDWAI TFEQFLAST
LTEPALVKYFDKPVCMMARITSAKNIRMMGKPLTSASDYEISAMSG '

Transmembrana domains.

amino acidg 35-55, 669-689

N-glycesylation sites.

amino acids 212-215, 239-242, 417-420, 1011-1014
Glycosaminoglycan attachment site.

amino acids 1192-~1195

cAMP- and cGMP-dependent protein kinase phosphorylation
gites.

amino acids 272-275, 277-280, 46B-471

N-myristoylation sites.

amino acids 36-41, 37-42, 39-44, 40-45, 44-49, 414-419,
497-502, b15-B20, 668-673, 782-~787, 845-850, 846-851,
914-919, 977-982, 1078-1083, 1079-1084, 1082-1087, 1144-1149,
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1193-1198

Amidation site.

amino acids 991-994

TBC domain.

amino acids 512-724
S-100/ICaBP type calcium.
amine acids 891-911
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FIG. 155
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PC3 Cells Treated with E16 mAb (3B5) for Overnight.

FIG. 157
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Conjugated Anti-E16 Antibodies, Colo205 Tumor Cells
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Unconjugated Anti-E16 Antibodies, PC3 Xenograft

Protocol#03-0481
Anti-tumor Efficacy of Anti-E16 Antibodies vs.
PC3 Xenograft Tumors in Athymic Nude Mice
300 T | I |
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Conjugated Anti-E16 Antibodies, Colo205 Xenograft
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Control E16 siRNA

Phase

FIG. 164
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