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' TEGEECAET CBC TC G CGCGC TEGC TCC BT AN AC CEECCCRCECH
STETEEEEEE TCTEGCGET CGCTC  GCICGC TGGC TCGHTMGGEE GG CIGCEAGET A
THGGECAET CBC TC BANG CGC GC TEGC TCG BT BGCEG GG CEEIGEGGACH

79 8|O 9|O 1 90 1 I1 0 1 2|O
AABGCIEGECECACGECECGGC THTCEECG  GGCGGCC ICAGEGAGCGAGC
AAGEGEEGECECACGECGCEEC TETCCECCHEG BCcBECcCOAARECACEC AGEBGAGCGAGC
AABGGTEEGCEGACGGCEGEGC TEITGEECE GEBCGGCC BCABECAGCGAGC

130 140 1 ‘|50 160 170

1 1 1 1
GAGCGCG CAGAGAGG GAGTGGCCAACTCCATCACTAGGGGTHECCHEGGAGG
GABCGCGHEICAGGGGGGHEGAGTG BC BEEAC TCHEAAG CEAGGCGCCEEEEGHEAL G
GAGCGCG CAMAGAGG GAGTGGCCAACTCCATCACTAGGGGTACCGEGAAGECEEIEEE
CAGAGAGG GAGTGGCCAACTCCATCACTAGGGGTAGCGECAA CECEEIEEE

190 200 210 220 230 240

GEEGGAGEEGTGACGTGAATTACGTCAT —  AGCGEEE  GGGEGGTCCT
—-———CAGECATGECAT -AATGAECT AA TGETTATTCTCACGEC ATACTTRAAT

AGCETCESCEGECAGEGCTGACGTEAAT@ACGTCAT AGGG GAGHEGGTCCT

AGCETGCESCEGECAGEGCTGACGTEAATTACGTCAT AGGG GAGHEGGTCCT
25|O 2|60 2|70 2§0 2?0 390

GTATTAGEGGTCACGTGA GTG-TTTTGC GACATTTTGC GACACCAM

G-ATTABCEGTCAEGTGARGTGET TTAT CEARTAGGRAGA B2 GEGEG CGTATGCAGHETC TC
GTATTAGCTGTCACGTGA GTGEITTTGC GACATTTTGC GACACCAC
GTATTAGCTGTCACGTGA GTGEITTTGC GGCATTTTGC GACACCAC

310 320 330 340 350 360

1 1 1 1 1 1
GTG GECABCEEGGCTATHETABGEICCGAGTGAGCABGCAGGETCTCCATT TTGABGCGG
GECAGECHETEECGGCTATARARGECCGAGTGARCGAGCEBG-BCGCCAT TBTTEGC BEC @G
GTG GCCATTEGEGGTATATAMBGGCCGAGTGAGCGAGCAGGATCTCCATT TTGAC CGE
GTG GCCATTEGEGGTATATAMBGGCCGAGTGAGCGAGCAGGATCTCCATT TTGAC CGE

37|0 3t|30 3?0 490 4|1 0 42|0
GAGGTTTGAACGEGC  AGCEBGCCATGCCGGGGTTETACGAGATEGTGATHEAAGGTECCH
GABTGEITEGAGGABC BIEG CEGCCATGGCTAGC TTCTAEGARGT CATTIGTECGEGTECCA
GAAATTTGAACGAGC  AGCAGCCATGCCGGGHETITCTACGAGATCGTGATEAAGGTGCCG
GAAATTTGAACGAGC  AGCAGCCATGCCGGGCTTCTACGAGATCGTGATEAAGGTGCCG

4:::0 4110 4t|'>0 46|‘>0 4|70 4&?0
AGCGACCTEGACGGEGCAMC TGCCEGGCATTTCTGACHGET TTGTGAACT GGGTGGCCGAG
IEIGACGTGGAGGARCAMNC TGCCECCEATTTCTGACHGEBT TTGTGGACT GGGTRACECCH
AGCGACCTGGACGAGCABCTGCCGGGCATTTCTGACIHBGT TTGTGAACT GGGTGCCCGAG
AGCGACCTGGACGAGCABCTGCCGGGCATTTCTGACIBGT TTGTGAACT GGGTGCCCGAG

490 500 510 520 530 540

1 1 1 1 1 1
AAGGAATGGGAGHTGCCGCCAGATTCTGACATGGATCTGAATCTGATHGAGCAGGCACCC
BAEATRETGGGAGCTGCCHEC CEGAGTCAGARERETARA TETGABT CTGGT EGARCAGEBCECAG
AAGGAATGGGAGCTGCCCCCGGAT TCTGACATGGATC TGAATCTGATBGAGCAGGCACCC
AAGGAATGGGAGCTGCCCCCGGAT TCTGACATGGATCGGAATCTGATBGAGCAGGCACCC

550 560 570 580 590 600

1 1 1 1 1 1
CTGACCGTGGCCGAGAAGCTGCAGCGCGACT THCT GEBGGAATGGCGCCGHGTGAGTAAG
HITGACGGTGGCHEGANAGAA THEC GEICGCGEGT TC CTGEACGAG TG GAAC AANTT IISEA AG
CTGACCGTGGCCGAGAAGCTGCAGCGCGACTTCCTGGTCEAATGGCGCCGCGTGAGTARG
CTGACCGTGGCCGAGAAGCTGCAGCGCGACTTCCTGGTCEAATGGCGCCGCGTGAGTARG

610 620 630 640 650 660

1 1 1 1 1 1
GCCCCGGAGGCCCTETTCTTTGTGCART TEGAGAAGGGAGAGAGCTACT TECACETGCAC
- ——CEGGAGECCEEATTCT TTGTGCAGT TEGCABAAGCCRARESHEGEARTA BT TECAECT GCAC
GCCCCGGAGGCCCTGTTCTTTGTHECAGT TBGAGAAGGGEGAGAGCTACT TECACCTECAC
GCCCCGGAGGCCCTETTCTTTGTHECAGT TEBGAGAAGGGEGAGAGCTACT THCACCTGCAC
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670 680 690 700 710 720

1 1 1 1 1 1
GTGCTECTGGARACCACEBGGGGTCGAART CCATGGTIRTGGGACGETITCC TGAGTCAGATT
BEGCTHGTGGAGACCECEGGEATC I@ET CCATGGTEC TEBGGCCGCTRACGTGAGTCAGATT
GTECTGGTGGAGACCACBGGGGTCAAGT CCATGGTGCTAGGCCGCTTCCTGAGTCAGATT
GTECTGCTEBGAGACCACBGGGGTCAAGT CCATGGTGCTAGGCCGCTTCCTGAGTCAGATT

7:::0 7110 7t|'>0 76|‘>0 7|70 7&}0
CGEGAAAARC TCETECAGAGHATETA CCGCGGGATCGAG CCGACETTGCCHBAACTGG
CGEGEEEAGC TGCTGAABGEGGT CTHEECEG-GGEATEGARESCCCA-GCRTEAACGACTGG
CGBGAGRAGC TGGTCCAGACCATCTA CCGCGGGETCGAG CCCACGETGCCCAACTGG
CGGGAARAGCHTGGTCCAGACCATCTABCCGCGGGGTCGAGECCCACBI TGCCCAACTGG

7?0 8(IJO 8?0 82|0 8?0 84}0
TTCGCGGTEAC-AARGAC CEBGEAATGGCGCCGGHGG BGGGAACAAGGTGGTGGAMGAG
GTCGCEATEACCAA --- -GGTAABGEBG--GGCGG BGEEAAMAAGGTGGTGGA HEEH

TTCGCGGTGACCAA GACGC-GTAATGGCGCCGGCGG GGGGAACAAGGTGGTGGABGAG
TTCGCGGTGACCAABGACGCGGTAAT GGCGCCGGCGGGGGGGAACAAGGTGGT GGABGAG

850 860 870 880 890 900

TGC TACATCCCCAA.I‘ACITGC T@IcC CAAIACCCAGCClSAG CTECAGT GGGC GTGGACT
GGGTAEATEC CCGEBCTACCTGCTGCCGAAGGECCARCCGGAGCTECAGT GGGCGTGGACH
TGCTACATCCCCAACTACCTEBCTGCCCAAGACCCAGCCCGAGCTGCAGTGGGCGTGGACT
TGCTACATCCCCAACTACCTEBCTGCCCAAGACHECAGCCCGAGCTGCAGTGGGCGTGGACT

91 0 920 930 940 950 960

AANATGGABEAGTAT BT AAGCGCRTGET TCAARCTEECECAGCCEAAAC CCITEGTGGCG
AACEBTGGABGAGTATABANIEGG CECEEE TCGAAMCT GGEGGAGCGCARAACGGCTCGTEGCG
AACATGGAGGAGTATATAAGCGCGTCET TCAABCT GGCBGABCGCARACGGCTCCTGGCG
AACATGGAGGAGTATATAAGCGCGTCET TCAABCT GGCBGAGCGCARACGGCTCCTGGCG

970 980 990 1, 000 1, 010 1, 020

CAGCAICTGACGCAC GT G-GCAG—I CGCAGGAGCAGAACAAIGAGAAT CHEGAAMC cc
CACEEECT GGCRGARISCIEGC ACEBGEECGC AGGACCECCERTECE. CBIGT - GAGERC -
CAGCABICTGACCCACGTCHGEBCAGHE  CGCAGGAGCAGAACAAGGAGAATCHGAABCCC
CAGCABICTGACCCACGTCHGEBCAGHE  CGCAGGAGCAGAACAAGGAGAATCHGAABCCC

1 ,930 1 ,(|)40 1 ,(|)50 1 ,0|60 1 ,970 1 ,0|80
AATTCTGABGCGCCGGTGATCAGETCAAAAACHETCEGCEBAGGTACATGGAGCTGGTCGGG
- ——TCGGEEGCABCCGGCTEATCABARGEA AGACETC CEACARATACATGGEBCCTECT CEAAT
AATTCTGABGCGCCEGTGATCAGETCAAAAACEITC CGCGEIGC TACAT GGAGCTGGTCGGG
AATTCTGABGCGCCEGTGATCAGETCAAAAACEITC CGCGEIGC TAMAT GGAGCTGGTCGGG

1090 1, 100 1, 110 1, 120 1, 130 1, 140

TGGCTEGT GG ACHEEGGGEA THA CC TCEGAGAAGCAGT GGATC CAGGAGGAC CAGGCCTCH
TGGCTEIGT GGAGCABIGGCATCACMETICCGAGAAGCAGT GGATC CAGGABEATCAGCRGECH
TGGCTGGTGGACCGEGEGGCATCACCTCCGAGRAGCAGTGGATC CAGGAGGACCAGGCCTCG
TGGCTGGTGGACCGEGGGCATCACCTCCGAGRAGCAGTGGATC CAGGAGGAC CAGGCCTCG

1,1|50 1,1|60 1,1|70 1,1|80 1,]90 1,2|OO
TACATCTCCTTCAAMGCGGCCTCCAACTCGCGGTCCCABATCAAGGCEGCEET GGACAAT
TACEBTCTCCTTCAACHECCACCGGCAACT CECGGAGCCAGATCAAGGCCGCGCTEBGACAAE
TACATCTCCTTCAACGCCGCCTCCAACTCGCGGTCCCAGATCAAGGCCGCGCTGGACAAT
TACATCTCCTTCAACGCCGCCTCCAACTCGCGGTCCCAGATCAAGGCCGCGCTGGACAAT

1 210 1 220 1 230 1 240 1 250 1 260
GCGGGIAAGATIATGIGICTGACIAAAICCGCICCCGACTACCTGGTGGG———C-GCIG
GCGABCAABATEATCEGEC TCACEAAABNGCGCGGEGGACTACCTECT GGCCREGCTCEGTH
GCEGGCAAGATEATGGEGC TGACCAAAMCCGCGCCCGACTACCTGGTGGGCE@CTCGC TG
GCEGGCAAGATEATGGEGC TGACCAAAMCCGCGCCCGACTACCTGGTGGGCE@CTCGCTG

1, 270 1, 280 1, 290 1, 300 1, 310 1, 320
cce GIGGIGGACATT ICIAGCAAICGGATITA-AT-TGGAICTIAAC GGGTACGAI

CCCG  HEGGACATTECEAABAACEBGHEA TCTGGCHEAA TERTHECGAGET GAANGCETACGAE
CCCG  BIGGACATTEAEABCAACCGCATCTACCCEATEETGGAGCTGAACGGGTACGAN
CCCG  BGGACATTECEBEAGAACCGCATCTACCCEATEETECEECTEAACGCETACGAE
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1,330 1,340 1,350 1,360 1,370 1,380

1 1 1 1 1 1
CCEEERTAMGCGGEETCCGTCT TT CTGGGAT GGGCEBABGAAAAAGTT CGGEAAGBGGAAC
CCBGCCTACGCGGGATCCATCETISIACGGCT GCICEC AGECETEETT CAAEAAGAGGAAC
CCTGCCTACGCEBGGCTCCGTCTTTCTCGGCTGGGCEBCAGARAAAGTT CGGEGAAGEBGEALAC
CCTGCCTACGCEBGGCTCCGTCTTTCTCGGCTGGGCECAGARAAAGTT CGGGARBBGEALAC

1,?|>90 1,£|100 1,1110 1420 1,4|130 1’4|4O
ACCATCTGGCTGTTTGGGC CHEGCEACHACCGGGAAGACCAACATEGC GGAGGCCATRGCC
ACCGTCTGGC TETESIGGECCCGCCACGACCGGCAAGACCAACATEIGC GGAGGC CATCGCC
ACCATCTGGCTGTTTGGGCCCGCCACCACCGGCAAGACCAACATEGCGGARGC CATCGCC
ACCATCTGGCTGTTTGGHECCCGCCACCACCGGCAAGACCAACATEGCGGARGC CATCGCC

1 ,4}50 1 ,4|160 1 ,1170 1 480 1 ,4|t90 1 ,5|OO
CACECEGTGCCCTTCTACGGGT GCGTBAACTGGACCAATGAGAACTTTCCCTTCAABGAM
CACEBCEGTGCCCTTHETACGGCTGCGTGAACTGGACCAATGARAACTT TCCCTTEAATGAE
CACGCEGTGCCCTTCTACGGCTGCGTCAACTGGACCAATGAGAACTTTCCCTTCAABGAR
CACGCEGTGCCCTTCTACGGCTGCGTCAACTGGACCAATGAGAACTTTCCCTT CAAEGAR

1,5|10 1,?20 1,?30 1,5|40 1,?50 1,5|60
TGHEGTCGACAAGATGGT GATCT GGTGGGAGGAGGGGAAGATGACEGC CAAGGT CGTGGAG
TGEGTGGACAABATGETEA TET GGTGGGAGCAGGGEAAGATGACEBARCAAGGTGCTEGAN
TGEGTCGACAAGATGGTGATCT GGTGGGAGGAGGGCAAGATGACBGC CAAGGT CGTGGAG
TGEGTCGACAAGATGGTGATCT GGTGGGAGGAGGGCAAGATGACBGC CAAGGT CGTGGAG

1,EI>7O 1,?80 1,?90 1,q00 1,(?10 1,6|20
TCGGCCAABGCCATTCTCGGEGGEAGCAAGGTGCGCGTGGAC CAGAART GCAAGTCEICG
TCCGCCAAGGCCATEICTGCGECCCI@AAAGCTCGCCGC TEGANCAGAART GEAARTCEBTCH
TCCGCCAAGGCCATTCTCGGCGGCAGCAAGGTGCGCGTGGACCABAAGT GCAAGTCGTCC
TCCGCCAAGGCCATTCTCGGCGGCAGCAAGGTGCGCGTGGACCABAAGT GCAAGTCGTCC

1 ,§30 1 ,4|540 1 ,(?50 1 ,§60 1 ,E|370 1 ,6|80
GCCCAGATBGACCCGACHCCCGTGATCGTCACCTCCAACACCAACATGTGCGCCGTGATT
GEECAEAT BGAEECEACCCCEGTEATEG TEACETCCAABACEAACATGT GRGEGGTGGTG
GCCCAGATCGACCCCACCCCCGTGATCGTCACCTCCAACACCAACATGTGCGCCGTGATT
GCCCAGATCGACCCCACCCCCGTGATCGTCACCTCCAACACCAACATGTGCGCCGTGATT

1,6|90 1,?00 1,?10 1,7|20 1,?30 1,7|40
GACGGGAACHBAACGACCT TCGABICACCAGCAGCCGHETGCABGACCGGATGTTCAAATTT
GAMGGGAAMIECACGACCT THEGABCACCAGCAGCCGETGGAGGACCGEBATGTTCAAATTT
GACGGGAACHGCACEACCTTCGAGCACCAGCAGCCGHETGCAGGACCGGATGTTCAAATTT
GACGGGAACHGCACEACCTTCGAGCACCAGCAGCCIETEC AGGACCGGATGTTIMAAGT TE

1 ,7|5O 1 ,?60 1 ,?70 1 ,7|80 1 ,?90 1 ,8|OO
GAACTCACCCGCCGTCTGGARCAEGACT TTGGGAAGG TEA CEBAAGCAGGAAGT CAAAGAE
GAACTGAC TABEGCCGCTEEECC BAGAMT TTGGCAAGATEACHEAAGCAGGAAGT CAAGGAE
GAACTCACCCGCCGTCTGGAGCACGACT TTGGCAAGGTGACGAAGCAGGAAGT CAAAGAG
GAACTCACCCGCCGTCTGGAGCACGACT TTGGCAAGGTGACAAAGCAGGAAGT CAAAGAG

1,&?10 1,t|320 1,€|330 1,§40 1,f|550 1,8|60
TTETTCCGGTGGGCHAAGG  ATCACGTGGEEGAGGTCCAGCATGART TETACGTCAREA
TTETTHEGEET GCGCCEARGGEEAAT CAGG TCEIC- —— GG TGACHECABGAGT THAABGT TEEE
TTETTCCGCTGGGCEAGEG  ATCACGTGACEBIGAGGTGGCGCATGAGT TBTACGT CAGA
TTETTCCGCTGGGCEAGEG  ATCACGTGACEBIGAGGTGGCGCATGAGT TRTACGT CAGA

1,8|70 1,?80 1,?90 1,9|00 1,?10 1,9|20
AAGGG BGGAGCCABGAAAAGACCCGCCCCCHGT GACGCBGATAMAAGHGAGCCCAARC
AGGGEATTGGEGGGABCEAAAGGGGC G-~~~ --GAGABATETET ABA A~ —-BGCCC ABEG
AAGGG  BIGGAGCCAGCAAAAGACCCGCCCCCGHRT GACGCGGATAMAAGEBGAGCCCAAGC
AAGGG  BIGGAGCCAGCAAAAGACCCGCCCCCGHRT GACGCGGATARAAGEBGAGCCCAAGC

1 ,9|30 1 ,?40 1 ,?50 1 ,9|60 1 ,?70 1 ,9|80
GGGEGEIGC GAGT CAGTHEGCGEBAGCCATCGACGTC AGACGCGGAA---GCTIECGATEA
GGHGASGECAC- CART--AGTAGCTA TEAARGT CEGGAGABGCGGGEEAGGCT CTEAT IR
GGGCCHEGCCECTCAGTEGCGGACCATCGACGTC — AGACGCGGAAGGEGCTCCGBTGG
GGGCCHEGCCECTCAGTEGCGGAECCATCGACGTC  AGACGCGGAAGGEBGCTCCGBTGG
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1 990 2, 000 2, 010 2, 020 2, 030 2, 040

ACTEEGCEGACAGGTACCAAAACAAATGTTC TCGTCACCHGGCCATGABTCMGATGCTGT
GETECEGAGA CGEET BGCAGTTCAGREG TGAGEGT —— ———-———-TGATECEGETEICTET
ACTTEGCEIGACAGGTACCAAAACAAATGTTC TCGT CACGEIGGGCATGATTCAGATGCTGT
ACTTEGCEIGACAGGTACCAAAACAAATGTTC TCGT CACGEIGGGCATGE@I TCAGATGCTGT

2,0|50 2,960 2,0|70 2,0|80 2,(|)90 2,1|00

TTCCCTGCAGABART GCGAGAGAATGAATCAGAAT TEAAAMATETGC TTCACHECACGGEAE
GEGACEBICC T@AA -TT CGRAETE@AAGGIEA T---GAT TGCAA-ATGTCAGT ATCATGC TEAR
TTCCCTGCAAAABGT GCGAGAGAATGAATCAGAAT TTCAABA TT TGCTTCACACACGGGEG
TTCCCTGCAAAABGT GCGAGAGAATGAATCAGAAT TTCAABA TT TGC TTCACACACGGGG

2’1|10 2,1|20 2,1|30 2,1|40 2,1|50 2,1|60
BGAEAGACTGTTTAGAGTGEITECC---CGTGTCAGAATC TCAACCEGT EISHGTC GEEA

TERGASABEATT T GEGATCEAT GTGARFATHETGAAECGG-- GGCA-AA
TCAGAGACTGTTTAGAGTGTTTCCCEBGGCGTGTCAGAATCTCAACCGGTE  GTCAGAA
TCAGAGACTGETEBAGAGTGTTTCCCEBGGCGTGTCAGAATCTCAACCGGTE  GTCAGAA
2,1|70 2,1|80 2,1|90 2,2|00 2,2|10 2,2|20
AAABGGCGTATCEBGAAACTGIGEIABAT TCATC ATETEAT GCCERAGGEGC CAGA-—-B8G
AADNGGAEGTATCEGTEACRATGT- -AAETCASTEGT CAAAT TTG- ——— ——TCATGCGATTE

AAABEGACGTATCGGARAACTCTGEBGEGATTCATCAT CTGET GCGCEGCGEIGCCCGAGATTG
AGAGGACGTATCGGAAACTCTGEGEGATTCATCAT CTGET GCGCEGGGEIEC CCGAGATTG

2,2|3O 2,2|4O 2,2|50 2,2|60 2,2|7O 2,2|80

CTTGCHECHEG CCTGCGATCTGGTCA AMGTGGAMERT GGAMGACTGCATETET GARC
CE@ECT GCCGAAAAGGAARACTEGT CAGATTTTGCGGGATTT EGAECATGECARTARAGARC
CTTGCTCGG  CCTGCGABCTGGTCA ABGTGGABET GGABGACTGCGTTTCTGAGC
CTTGCTCGG  CCTGCGATCTGGTCA ABGTGGABET GGABGACTGEGTTTCTGAGC

2, 290 2, 300 2, 310 2, 320 2, 330 2, 340

AATAAATGANTTAAABCAGGTATGGC TGCCGAT GG TTATC TTCCAGATT GGCT CGAGGAC
AGTAAATEABGEGAGE-AGHEA TGEC THEERGET GATEABCET CCAGATT GGIlTGGABGAN
AATARATGACTTAAABCAGGTATGGCTGCCGATGGTTATCTT CCAGATTGGCTCGAGGAC
AATARATGACTTAAABCAGGTATGGCTGCCGATGGTTATCTT CCAGATTGGCTCGAGGAC
ATGGCTGCCGATGGTTATCTTCCAGATTGGCTCGAGGAC

2,3|50 2,:?60 2,3:70 2,3|80 2,?:90 2,4|00

ABECTCTCTGAAGCEATEAGEASIAGTGGT GGEAGCTEAAACCTGG CCCACCABEACCAAA
- ——GTEGCTGAAGGHEET TCGCCAG THERTECCGECTEGAAGCGGG CCCACCGABACCARA
ABBCTCTCTGAGGGEAT TCGCGAGTGGT GGGABCTGAAACCT GGEBGC CBICGAABEBC CAAA
AB@CTCTC TGAGGGEAT TCGCGAGTGGT GGGEGCTGAAACCT GGBGCCEBICGAAGEBCCALA
ABECTCTCTGAAGCEATEAGEASIAGTGGT GGEAGCTEAAACCTGG CCCACCABEACCAAA
2, 410 2, 420 2, 430 2, 440 2, 450 2, 460

GCCCECBEAGCEGCATHAGGAC GACEGCEGGGETC TTGTGCTTCCTGGETACAAGTACCT
BCCCARECAGCAGCATCARGATEA BCEC CCEGCTC TTGTGCTGCCTGGHTAMAABT ARCT
GCCBAC-CAGCABAAGCAGGACHEACGGCCGGGGTCTGGTGCT TCCTGGETACAAGTACCT
GCCHBAC-CAGCABAAGCAGGACGACGGCCGGGGETCTGGTGCT TCCTGGE/ITACAAGTACCT
GCCCGCHEGAGCGGCATAAGGACGACAGCAGGGGTCTTGTGCTTCCTGGGTACAAGTACCT
2,4|70 2,180 2490 2,5|00 2,5|1O 2,5|20
CGGACCCTTCAACGGACTCGACAAGGGAGAGCCBGTCAACGAGGCAGACGCEBGCGGCCCT
CGGACCCGGHEAACGGECTC GAMBGAGGAGAGCCHEGTCAACBGGGCAGACGAGCHEGCGCE
CGGACCCTTCAACGGACTCGACAAGGGGGAGCCEBGTCAACGEGGCGGACGCBGCGGCCCT
CGGACCCTTCAACGGACTCGACAAGGGGGAGCCEBGTCAACGEGGCGGACGCBGCGGCCCT
CGGACCCTTCAACGGACTCGACAAGGGAGAGCCBGTCAACGAGGCAGACGCEBGCGGCCCT
2, 530 2, 540 2, 550 2, 560 2, 570 2, 580

CGAGCACGHEACAABGCCTACGACCEGCAGCTCGAMAGC-GGAGACAACCCGTACCTCAAG
BGAGCACG ACAMBECGTACEBACGAGCAGCTEGA GGCGGGAGACAACCCETACCTCAAG
CGAGCACG ACAAGGCCTACGACCAGCAGCTCHA AGCGGGHEGACAAMCCGTACCTGEGG
CGAGCACG ACAAGGCCTACGACCAGCAGCTGEA GGCGGGHEGACAAMCCGTACCTGEGG
CGAGCACG ACAABGCCTACGACCGBGCAGCTCGABAGC-GGAGACAACCCGTACCTCAAG

2,5|90 2,§OO 2,§10 2,6|20 2,6?30 2,6|40
TACAACCACGCCGACGCGGAGT TT CAGGAGC GEICTEAAAGAAGATACGT CTTT TGGGGGC
TACAACCACGCGGACGCCGAGT TTCAGCAGEAGCTECEECABGABACAT CETTECCGCGH
TABAACCACGCCGACGCCGAGT TTCAGGAGC GECTGEBAAGAAGATACGT CATT TGGGGGC
TABAACCACGCCGACGCCGAGT TT CAGGAGCGECTGEBAAGAAGATACGT CTTT TGGGGGC
TACAACCACGCCGACGCGGAGT TT CAGGAGC GEICTEAAAGAAGATACGT CTTT TGGGGGC
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2, 650 2, 660 2, 670 2, 680 2, 690 2, 700

AACCTC GGAC GAGCAGTCT TCCAGGC GAAIAAGAGGG TTC TEGAACCTC TGGGCCT GG TT
AACCTCGGAEBGGCAGTCTTECAGGCCAAGAAEAGGGTTCTCGAACCTHETIEGGCCTGGTT
AACCTCGGGCGAGCAGTCTTCCAGGCCAAGAAGEBGGGTTCTCGAACCTC TEBGGECTGGTT
AACCTCGGGCGAGCAGTCTTCCAGGCCAAGAAGEBGGGTTCTCGAACCTC TEBGGECTGGTT
AACCTCGGACGAGCAGTCTTCCAGGCGAABAAGAGGGTTC THGAACCTC TGGGCCTGGTT
2, 710 2, 720 2, 730 2, 740 2, 750 2, 760

GAGGAAMBTCET AAGACGGCTC CEGGAAAAAAGAGGCCCETAGAGCACT CTCCT--GHGE
GABGAGGGTGCTAAGACGGCEC CTASEGGAAAGEBCCATACASCABCACT BT CCEAA BAGHE
GAGGAAGGEBGCTAAGACGGCTCCTGEAAAGAAGAGHECCGGTAGAGCEGT CACCTEAGECH
GAGGAAGGEBGCTAAGACGGCTCCTGGAAAGAAGAGHECCGGTAGAGCEAT CACCEEAGECH
GAGGAABEITGETAAGACGGCTCCEGGGAAAAARAGAGGCCGGTAGAGCACTCTCCT--GIEGG
2,770 2,780 2,790 2,800 2,810 2,820

1 1 1 1 1 1

AG CCAGACTCCTCCECGGGHEACCGGAAAGGEBGGGCCAGCAGCCTGCEAGAAAAAGARTG
A- ——AGABGGCTC---GG-—-ACCGHAAGAGGAB-ECCA--AGCCTECCAB-——---- CTC
@@ CCEGACTCCTCCHACGGGEARCGCEAACEABGGCCAGCAGCCEMGCCAGAAAGAGACTC
I@NCCAGACTCCTCHACGGGEARCGGEAACEARGGCCABCAGCCEGCCAGAAAAAGACTC
AG CCAGACTCCTCCECGGGHEACCGGAAAGGEBGGGCCAGCAGCCTGCEAGAAAAAGARTG
2,8|30 2,E|i40 2,8|50 2,8|60 2,EIS7O 2,8|80

AATTTTGGTCAGACTGGEGACGCAG ACTCAGTACCTGACCCEBCAGCCTCTCGGRAEAGCC
——————— GTCAGAC-GECGARGCHGGACEBCAG-—-CGGAECC-CAGCBGCT -GE@ARAEC-
AATTTEIGGTCAGACTGGCGACHCAG AGTCAGTEBCCEGACCCHECABCCTCTCGGAGARCC
AATTTTGGTCAGACTGGCGACHCAG AGTCAGTECCAGACCCECABCCTCTCGGAGABCC
AATTTTGGTCAGACTGGEGACGCAG ACTCAGTACCTGACCCECAGCCTCTCGGREAGCC

2,8|90 2,‘.?00 2,9|10 2,9|2O 2,9|30 2,9|40
BCCAGC  AGCECCCTCTGGTEBTGGGAACTAATACGATGGC TACAGGCAGTGGCGCACC
-CCAGCE@AABCEGCCTCAAGT BT GGGAGCTGATACAATGEC TGCGGGAIGGTGGCGGEICC

ECCAGC AGCGCCCTCTHRGTGTGGGAMCT GGTACAGTIGGC TGCAGGCGGTGGCGCACC
ECcCAGC AGCGCCCTCTGGTGTGGGABCTAATACAATGGC TGCAGGCGGTGGCGCACC
Bccace AGCEBCCCTCTGGTBTGGGAACTAATACGATGGC TACAGGCBGTGGCGCACC

2,9|50 2,!?60 2,9|70 2,9|80 2,&?90 3,0|00
AATGGCAGACAATAACGAGGGCGCCGACGGAGT GGGTAAT TCCT CBGGAAATTGGCAT TG
AT GCGEGACAATAACEAAGGHEGC CGABGCAGT GGGEAATGCCTCGGGAGATTGGCATTG
AATGGCAGACAATAACGAAGGHEGCCGACGGAGT GGGTAATGCCTCAGGAAATTGGCAT TG
AATGGCAGACAATAACGAAGGCGCCCACGCAGT GGGTAGT TCCTCGGGARAATTGGCATTG
AATGGCAGACAATAACGAGGGCGCCCACGCAGT GGGTAAT TCCTCGGGARAATTGCCATTG

3,0|10 3,(|)20 3,q30 3,0|40 3,950 3,0|60
CGATTCCACATGGAT GGGCGACAGAGTCATCACCACCAGCACCCGAACCTGGGCCCTGCC
CGATTCCACGBTGGAT GGGEGACAGAGTCGTC ACCABGEEC ACCCGAACCTGGCHGC TGCC
CGATTCCACATGGET GGGCGACAGAGTCATIEACCACCAGCACCCGAACCTGGGCCCTGCC
CGATTCCACATGGEI GGGCGACAGAGTCATCACCACCAGCACCCGAACCTGGGCCCTGCC
CGATTCCACATGGAT GGGCGACAGAGTCATCACCACCAGCACCCGAACCTGGGCCCTGCC

3070 3080 3090 3100 3110 3120
CACCTACAACAACCACCTCTACAAACAAATETCCAGCHA — ATC - AGGAGCCHECGAA
CAGCTACAACAACCACCEGTACEBGAGAGATCEAAAGCGE  ETCECTECABCGAAGCAA
CACCTACAACAACCACCTCTACAAGCAAATCTCCAGHEGA  ABCEGEAGGEAGEACCAA

CACCTACAACAACCACCTCTACAAGCAAATC TCCABCGGGREAT CGGGAGGAGCCACCAA
CACCTACAACAACCACCTCTACAAACAAATIETCCAGCEA  ATC - AGGAGCCHCGAA

3,1|30 3,1|40 3,1|50 3,1|60 3,1|70 3,1|80
CGACAAM@AC TACTTTGGCTACAGCACCCCHBTGGGGCTATTTTGACT T@AACAGATTCCA
CGBCAACGCCTACTTTGGATACAGCACCCCCTGGGGETABITT TGACT TTAACEBGETI TCCA
CGACAACHECCTACTTEBGGCTACAGCACCCCCTGGGGGTAT TT TGACT TTAACAGATTCCA
CGACAACHECCTACTTEBGGCTACAGCACCCCCTGGGGGTAT TT TGACT TTAACAGATTCCA
CGACAAM@AC TACTTTGGCTACAGCACCCCHBTGGGGETATTTTGACT T@AACAGATTCCA

3,1|90 3,2|00 3,2|10 3,2|20 3,2|30 3,2|40
CTGCCACTTTTCACCACGT GACTGGCAAAGACTCATCAACAACAACT GGGGAT TCCGACC
CBGCCACTGCEGECCEBCGRGACTGGCAAAGACTCATCAACAACHACT GGGGEBT TCAGACC
CTGCCACTTETCACCACGTGACTGGCAGEGACTCATCAACAACAACTGGGGATTCCGGCC
CTGCCACTTTTCACCACGT GACTGGCAGEGACTCATCAACAACAACT GGGGATTCCGGCC
CTGCCACTTTTCACCACGT GACTGGCAAAGACTCATCAACAACAACT GGGGATTCCGACC

3,2|50 3,2|60 3,2|70 3,2|80 3,2|90 3,3|00
CAAGAGACTCABECTTCAAGCTCTTEAACATTCAAGTCAAAGAGGTCACGCAGAATGACGG
CEGGIEEC TCACEGT CAARRTC TTCAACATTCAAGTCAAAGAGCTCACGCGHEGEAGGAC I@
CAAGABGC TGEGGTTCAAGCTCTTCAACATECAGGTCAAGCAGGTCACGEEGAATGACGG
CAAGAGACTCAGCTTCAAGCTCTTCAACATECAGGTCAAGCAGGTCACGCAGAATGAEGG
CAAGAGACTCABECTTCAAGCTCTTHEAACATTCAAGTCAAAGAGGTCACGCAGAATGACGG
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3, 310 3, 320 3, 330 3, 340 3, 350 3, 360

BACGACGACGATGC CAATAACCT TACCAGCACGGTTCAGGT GT TTACHGACT CGGAGTA
CACEBACBACCATCGCCAABAACCTEBACCHEECACBGTECARGT GTTTACGGACGEABGABTA
CGIEEACGACCATCGCEAATAACCTTACCAGCACGATTCAGGTET TEBHCGGACT CGGARMTIA
CACEBAEGACCATCGCCAATAACCTEACCAGCACBATECAGGTGTTTACGGACTCGGAGTA
HACGACGACGATHEGC CAATAACCTTACCAGCACGGTTCAGGTGT TTACHGACT CGGAGTA
3’3|70 3,:?80 3,3|90 3,4|00 3,4}10 3,4|20
CCAGCTEBCCGTACGTCCTCGGCTCGGCGCAMCABGGATGCCTEBCCGCCGTTCCCAGCHEGA
CCAGCTGCCETACGTCGTCGGC BABCGCGAEBC GAGGGATGCCTGCCGGCEITCCCImCcGEA
CCAGCTGCCGTACGTCCTCGGCTCHEGCGCACCAGGGETGCCTGCCHECCGTTCCCBGCGGA
CCAGCTGCCGTACGTEC TCGGC TCHEGCEBCACCAGGGETGCCTGCCHECCGTTCCCBGCGGA
CCAGCTECCGTACGTCCTCGGCTCGGCGCAMCABGGATGCCTECCGCCGTTCCCAGCHEGA
3, 430 3, 440 3, 450 3, 460 3, 470 3,4|80

CGTCTTCATGGTGCCACAGTAIGGITACCTIACCCTGAACAACGGGAGT CAGG
GGTCTTEABGETGCCGCAGTACGGETACGEGACGC TGAAC BGCCAS: REEAC ACAAAATEE
CGTCTTCATGEATECCECAGTACGGETACCTGACEC TBAACAAMGGEAGT CAGH
CGTGTTCATGATECCEBCAGTACGGETACCTEACEC TEAACAACGGHEAGT CAGG
CGTCTTCATGGT GCCACAGTAMGGETACCTEACCCTGAACAACGGGAGT CAGGE

3,4|90 3,5|00 3,5|10 3,5|20 3,5|30 3,5|40

CAGTEGGACGCTCEICATTEBIACTGCCTGGAGTACTTTCCTTCTCAGAT GC TGEBGHEACCG
CABEGEGAGGEGCAGC-TTCTIECT GCCTRGAGTACTT TCC BAGEBAAGAT GCTGAGAACGG
CEGTGGGACGHETCEBICEBTTCTACTGCCTGGAGTACTTECCEBTI CTCAGATGCTGAGAACEG
CEBGTGGGACGCTCEBICBTTCTACTGCCTGGARTACTTTCCTTCGCAGATGCTGAGAACCG
-AGTEGGACGCTCETCATTETIACTGCCTGGAGTACTTTCCTTCTCAGATGC TGEBGHEACCG
3,5|50 3,5|60 3,5|70 3,5|80 3,E|>90 3,6|00
GBEAACAACTT TEEE@T TCAGCTACACHETT TGAGGACGTECC TTTCCACAGCAGCTACGCTC
GCAACAACTTTGAGT THABCTACABC TTTGAGGAGGT GCCEI TCCACT@CAGCTECGCTC
GCAACAACTTTGAGT TCAGCTACAGC TTEBGAGGACGTGCCTTTCCACAGCAGCTACGCHEC
GCAACAACTTEEACT TEABETACACCTTEGAGGACGTGCCTTTCCACAGCAGCTACGCEC
GBEAACAACTT TEEE@T TCAGCTACACHETT TGAGGACGTECC TTTCCACAGCAGCTACGCTC
3,610 3,620 3,630 3,640 3,650 3,660

1 1 1 1 1 1
ACAGCCAGAGHEC TGGACCGECTBATGAATCCTCTCATCGACCAGTACCTGTARTACTTGHAl
BCAGECAGABCC TGEECEAGCT GGEEALABCCGC TGGTGGACCAGTACHET GTACEBGC TTBG
ACAGCCAGAGCCTGGACCGGCTGATGAATCCEBCTCATCGACCAGTACETGTACTACEBTI GG
ACAGCCAGAGCETGGACCGGCTGATGAATCCTCTGATHMGACCAGTACCTGTACTACTTGH
ACAGCCAGAGIHEC TGGACCGECTBATGAATCCTCTCATCGACCAGTACCTGTARTACTTGHE

3,670 3,680 3,690 3,700 3,710 3,720
GCAGAACA-- AACACHCCABGTGGAACCHC @ACGCAGTC ABGG-CTTCAGTTTTC
TGAGEBACABAMAACAC———-—-TGG-—-C—-—— ————————— ——GGAGTECAGCTTERAA

BCAGAACABAGAGEABEBCCAGGEGGEBACEGC -EGGCABTC GGCEECTGCAGTTTTHE

BT@CGGACTEr. AACAR--CAGCAGGEACGGCAAATACGCAGACTE@TECGECTTCAG----C

GCAGAACA-- AACACHCCABGTGGAACCHC @ACGCAGTCAAGG—-CTTCAGTTTTC
3, 730 3, 740 3, 750 3, 760 3, 770 3, 780

BCAGGCCGCHGCEEGTGACATT CG-GGACCAGTCMABGAACT GGCTTCCTGGACCCTGTT
CAAGERCEITGGC C-GGGAGATECGCCAA CEAEET BEAABAA CT GGETEICC GGGGCCC BATGG
CCAGGGCGG-GCCHEESAACEAT GGCCGABCABGCEAAGAART GGETECC TGGACCETGET
CHEAGGE--GGGC CEAREAC ART GGCCEABCAGGCAAAGAACT GGCTGCCAGGACCCTGTT
MCAGGCCGGAGCERGTGACATTCG-GGACCAGTCHAGGAACT GGCTTCCTGGACCCTGTT

3,7|90 3,§OO 3,§10 3,8|20 3,&?30 3‘8|40
ACCGCCAGCAGCGA GTATCAAAGACATCHGEGGAMAACAACAACAGTGARTHACECGTGG
GCCGEEEEICA GGGEEGGABCEBEGCGC - T CBGGGGHEAACBGCGECAGTGECBGCGC BT --
ECCGGCABCABRGA GTETCEAANACGEEGCEIEAAAACAACAACAGEAAC TERGCET GG
ACCGCCABCABCCE GTETCAABGACABCEGGGEABAACAACAAMAGEAAC TEECCETGG
ACCGCCAGCAGCGA GTATCAAAGACATCHEGEGGAMAACAACAACAGTGARTHACECGTGG

3, 850 3, 860 3,8|70 3,8|80 3,E|590 3,9|00
ACTGGEGCEACCAAGTACCAC CTCAATGGCAGAGACTCTCTGGTGAATCC-GGC-—
iC- GE@ACGACCAA-TAGGATGGAGC TCGAGGCCCEGAGTTABCAGGTG——BCCCR/IGCAG

ACTGGIEGCEBACCAARTAMCAC CTGAABIGGCAGAAACTCGHETGGTEAATCCCGGCGT

ACTGEEGGGACCAARTACCAR CTGAATGGEAGAAABTCEETGGEHEAA TCCEGGCAT

ACTGGEGCEACCAAGTACCAC CTCAATGGCAGAGACTCTCTGGTGAATCCGGGCEE
3, 910 3, 920 3, 930 3, 940 3, 950 3, 960

—-—CATGGCA  AGCCACAAGGACGANG  ABGAABAGTTTTTTCCTB-AGAGCGGGGTT
CEGAEABIGGCAEGACC BACAASEIEC B2 GGGEAGEAACABET ATGECCT GGAGARC-- -B@T
CGCCATGGCA  ACHCACAAGGACGAEG  AGGA-CEGETTTTTCCEAISEAGCGGECTE
CGCHATGGCA  ACHCACAABGACGAEG  AGGAGCGHETTTTTTCCEEGE-ABCGGCHETE
GGCCATGGCA  AGCCACAAGGACGAMG ABGAABAGTTTTTTCCT@-AGAGCGGGGTT
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3,9|70 3,5?80 3,9|90 4,0|00 4,910 4,0|20
CTEATCTTTGGGAAGCA-—-AGGCTCAGHE GA-AAACAAAMGTGA ACATT-  GAAAAG
BTGATCTT SAEEAGECAGEECCCCEABEECCCEABCABEGCEAEGT. CETEGAGGCEAAE
CTGATETT TGGEAA- -ARBEGGAGCA—— -A@EAACAAABCT-- ACATTG GAAAAM
CTGATETT TGCEAABCABAABGCTGEE- -AGAGACAABGCGGAMIACAGEG ----A0
CTEATCTTTGGGAAGCA--AGGCTCAGHGHEA--AACAAABGTGG ACATT- GARAAAG

4’0|30 4,940 4,0|50 4,0|60 4,(|)7O 4,0|80

GTCATGATEACAGACGAAGAG GAAATCGGHEACAACEAATCCCGTGGC TACGGAGEAGT
ATGETEAT 8~ CEBAGCGA -GAGEIGA GABGEAGEC GGEGALABICGCG TGGCGTACH-ABCTEG
GTGETEATGACAAAMGAAGAR GAAATHEGEECEACEAATCCEGTAGC BACGGABGART
GTCATGETE@ACEBAGCGAGGAR GAAATCEAARACEACEAABICCEGTGGC TACEGAGGAHRT
GTCATGATEACAGACGAAGAG GAAATCHEGGACAACEAATCCCGTGGC TACGGAGEAGT

4,090 4,100 4,110 4,120 4,1|30 4,140

1 1 1 1 1
ABGGTECEGT AMCTACCAACEITCCAGAGAGGCAACAGACEAGCAGCT-——ACCCEAGHT
GCGGG- CAGEEGGCEACCAACEAC CAGAGCEECABCA--CHE GCEECBCEGACCCCERAEG
ACGGCATACTEAGC-AGCAACHETECA-AGCGGCEA-ABACE GCAGCBEEAGACESAAGET
ACGCTEISICT GCCHEGEEAACHETGCA—-GCAGCAABABACGE GCHEEC TEAAAEECGARET
ABGGTECEGT AMCTACCAACEITCCAGAGEGGCAACAGACEAGCAGCT-——-ACCCEAGHT

4,1|50 4,1|60 4,1|70 4’1|80 4,1|90 4,2|00
GTCAACACEC ARGGEGTHEETEC CAGGCATGGTC TGGCAGGACAGEGABGTGTACCTECAG
[ACAACEBICCAGGEART CGTGC CEICGCAGEC TETCCAEGGAGAGGGACGTGTACCTEBCAR
GTCAACABCCAGGGEGECHETAC CEGGCATGGTC TGGCAGRACEBGGGACGTGTACCTGCAG
GTCAACAGCCAGGGGGECHETAC CEGGEATGGTC TGGCACGEACEBGGGACGTGTACCTGCAG
GTCAACACEC ARGGEGTEETEC CAGGCATGGTC TGGCAGGACAGEGABGTGTACCTECAG

4,2|1O 4,2|20 4,2|30 4,2|4O 4,2|5O 4,2|60
GGBCCCATCTGGGCEAAGATTCCACACACGGACGGECAMT TTCACCCCTCTCC@CTCATG
GGECCCATCTGGGCCAAGATECCAGAGACGGGEGEGCACTTTCACCCCTCTCCGCEBICATG
GGIECCCATCTGGGCCAAGATTC CIECACACGGAMGGEAACT TTCACCCETCTCCEETGATG
GGECCCATCTGGGCCAAGATTCCHCACACGGACGGEBAACT TECACCCGETCTCCGCTGATG
GGBCCCATCTGGGCHAAGATTCCACACACGGACGGECABI TTCACCCCTCTCC@CTCATG

4,2|70 4,2|80 4,2|90 4,3|00 4,:?10 4,3|20
GGEGGATTCGGACTTAAACACCCTCCTCCECAGATEC TCATCAAGAACACBCCGGTACCT
GGCGGATTCGGACTEAAACACCCECCGC CBAEGATGC TCATCAAGAACACGCCEGTGCCH
GGCGGEITTEGGACTTAAACACCGCCTCCHECAGATEBC TGATCAAGAACACHCCEBGTECCE
GGCGGEITTEGGECTGAAACABCCTCCGCCECAGATEC TGATCAAGAACACGCCEGTACCT
GGEGGATTCGGACTTAAACACCCTCCTCCECAGATEC TCATCAAGAACACBCCGGTACCT

4,330 4,340 4,350 4,360 4,370 4,380
GCGAATCCTTCGACCACCTTCAGTG CGGCARAAGTTTGCTTCCTTCATCACACAGTACTE
GGEAAT--BTC-ACCAGCT TCEEGGACGEGEEEBIGTEAGCAGC -TTCATCACBCAGTACAG
GCEAATCCTEICCCEGGHECT THABTE CHEGCEAAGTTTGCTTCGT TCATCACACAGTACAG
GCGGATCCTEICGACCACCT TCARSEA -GECAAAGETCGARGITCIET TCATCACGCARTACAG
GCGAATCCTTCGACCACCTTCAGTG CGGCARAAGTTTGCTTCCTTCATCACACAGTACTE

4,390 4,400 4410 4,420 4,430 4,440
CACGGGACABGGTCAGCGT GGAGATCGAGTGGGAGCTGCAGAAGGAAAACAGCARBCGCT
CACCGGGCA GGTCABCGTGGAGATGGAGTGGCGAGCTEAAGAAGGAAAACIHEBC AAGEGET
CACCGGACA BGTCAGCGTGGABATCGAGTGGGAGCTGCAGAAGGAAAACAGCAAGCGCT
CACCGGACA GGTCAGCGTGGABATHEGABTGGGAGCTGCAGAAGGAAAACAGCAAGCGCT
CACGGGACA GGTCAGCGTGGAGATCGAGTGGGAGCTGCAGAAGGAAAACAGCARBCGCT

4,450 4,460 4,470 4,480 4,490 4,500
GGAABCCCGABATTCAGTACACHETICCAACTACAACAAGTC TGIET ARTBGTGGACTT -BICC
GGAACCCHGAGATECAGTACAC BARCAACTACAACGA-BCEECAGETEGTGGACTTTGCC
GGAACCCGGAGATTCAGTACACETCCAACTHEEGARAAGBAGACTGET GTGGACTTTGCC
GGAACCCCGAGATECAGTACACEBICCAACTACHEACAABTC TECEAGT GTGGACTTTGCH
GGAABCCCGABATTCAGTACACETICCAACTACAACAAGTC TGETART GTGGACTTTECH

4,510 4,520 4,530 4,540 4,550 4,560
GTGGAEACHAATGGCGTGTAMTCAGAGCCTC  GCCCCATTGGCACCHAGATACCTGACHC
BEGGACAGEBABEBGCGGRRT A-- CAGARC CECBAGACCEAT BGGAACCCGATACCTEACCC
GTHEGAC AGEEAGGGHEGTET ABT CEGAGCCTC  GCCCHATTGGCACHECGETACCTE@ACCC
GTEEAEACHEGABGGCGTGTABTCEGABCCEC  GCCCCATTGGCACCCGHETACCTE®ACCC
GTGGACACHAATGGCGTGTABTCAGAGCCTC  GCCCCATTGGCACCEBGATACCTGACHC

4,570 4,580 4,590 4,600 4,610 4,620

GTAATCTGTAAT  TGCHTGT TA  ATCAATAAACCGTTTEATTCGTTTCAGTTG
GASEEC THETA ABSEATECATGT EGEATABE@TC AATAAACCGTGT-ATTCGTGTCAG-TH
GTAATCTGTAAT  TGCHTGT TA  ATCAATAAACCGGTITGATTCGTTTCAGTTG
GTAATCTGTAAT  TGCETGT TA  ATCAATAAACCGGTITGATTCGTTTCAGTTG
GTAATCTGTAAT  TGCHTGT TA  ATCAATAAACCGTTTEATTCGTTTCAGTTG
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4,6|30 4,640 4,650 4,6|60 4,670 4,680

1 1 1 1
AACTTTGGTCTC TGCG EATTECTTTCTTATCEAGTTTCCATGGCTACGH AGA
AARTAGTCEC TCETCGECGTEAT TEAATGAAT ARCAGETTRCAAGATC TAC-— --A
AACTTTGGTCTCEBIGEG -BTTEETATCTTATC-GGTTTCCATEGC BACHOGCGETAS. BA
AACTTTGGTCTC TGCG
AACTTTGGTCTC TGCG EATTECTTTCTTATCEAGTTTCCATGGCTACGH AGA
4,6|90 4,7|OO 4,7|10 4,7|20 4,7|30 4,7|40
TAAGERGCETGG CG GGTTA- BECAETEACT ACEE GGEACCCCTEGEGH
BAAGETEC BT CEIEGEG BCTGEGG -CABT--CT @C- CCCCT G
TEARGTGC T GCGEGCCETTCACGAT ANGARCA BT GA CGTEA CEGEGGTAC CCCTAGTGA

TAAGEAGCHETGG CG GGTTAR ECATTEACTRAEBAGEH
4,750 4,760 4,770 4,780 4,790 4,800

TCCECT TGCC BABTIEEE TCHENCC GC CC THCCT CCET BABECEG CBECCGECH @A AHGC
TECEGT TEGC TC GCHECGCTGGCTCCETHGCGGECCEGCEACEECEA AGEG
TGGEGT TGCC SASTENE TCHAEGC GC GC TEGCT CCBTEGGECGCCESEGBGGACEA ABGG

4,8|10 4,E|320 4,8|30 4,8|40 4,8|50 4,8|60
IEGECEGACCEBCBGGGCTHTGEECG  GGCGGC CH@AGEGAGCGAGCGAGCGEIGC AGHEG
SIECECEGACGECGGEEC TETGGEC GEECECEEC CBAABEGAGCEAGCGAGC GAGCGAREG
EG@GCEGACGGCEGEGCTETGEECT GECGGCCEErBEGAGCGAGCGAGCGEGC ARG

4,8|7O 4,8|75
BcGGAGEcCEErE
oel:\o/NeleeleelerNe! e
BcGGAGEccEErE



