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Figure 1S The synthesis of vip3al gene by successive PCR. Oligonucleotides of
~90 bp were assembled by two-step PCR using 1.5 picomoles of inner primers and 30
picomoles of externa primers, which contained suitable restriction cleavage sites for
cloning.

Figure 2S The synthesis of vip3al gene by successive PCR. Oligonucleotides of
~90 bp were assembled by single-step PCR using 1.5 picomoles of inner primers and
30 picomoles of external primers, which contained suitable restriction cleavage sites
for cloning.

Figure 3S  The synthesis of vip3al gene by overlap extenson PCR.
Oligonucleotides of ~90 bp were assembled by two-step PCR using 1.5 picomoles of
inner primers and 30 picomoles of external primers, which contained suitable
restriction cleavage sites for cloning.

Figure 4S  The synthesis of vip3al gene by overlap extenson PCR.
Oligonucleotides of ~90 bp were assembled by a single-step PCR.

Figure5S Comparison of nucleotide sequences of the synthetic vip3al gene and the
wild type vip3a. The entire open reading-frame sequence encoding for the toxic
protein fragment is 2,370 bp. The two genes have 70.5 % homology. All codons were
changed according to the preferential codon usage of Pichia pastoris.

Figure 6S 60 nt oligonucletide primers designed for the two-step successive PCR
(according to Fig.1).

Figure 7S 90 nt oligonucletide primers designed for the two-step successive PCR
(according to Fig.1S).

Figure 8S 60 nt oligonucletide primers designed for the two-step successive PCR
(according to Fig.2).

Figure 9S 90 nt oligonucletide primers designed for the two-step successive PCR
(according to Fig.2S).

Figure 10S 60 nt oligonucletide primers designed for the two-step verlap extension
PCR (according to Fig.3).



Figure 11S 90 nt oligonucletide primers designed for the two-step verlap extension
PCR (according to Fig.39).
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ATGAACAAGAATAATACT AAATTAACCACAAGAGCCTTACCAAGT TTTATTGATTATTTT
ATGAACAAGAACAACACCAAGT TGT CCACCAGAGCCTTCCCTTCCTTCATCGACTACTTC
M NKNNTIKULSTRALUPSFI DY F
AATGGCATTTATGGATTTGCCACTGGTATCAAAGACAT TATGAACATGATTTTTAAAACG
AATGGTATCTACGGATTCGCTACT GGTATCAAGGACAT CATGAACATGATCTTCAAGACT
NGI Y GFATGI KDI MNMI F KT
GATACAGGTGGTGATCTAACCCTAGACGAAAT TTTAAAGAAT CAGCAGT TACTAAATGAT
GACACTGGTGGTGATCTGACCCT TGACGAGATCTTGAAGAACCAACAACT TCTGAACGAC
DT G GDULTULDETI L KNOQOQOQULTLND
ATTTCTGGTAAAT TCGAT GGEGT GAATGGAACCT TAAAT GATCT TATCGCACAGGGAAAC
ATCTCTGGTAAACT TGATGGT GTCAATGGI TCCT TGAACGACCT GATCGCACAGGGTAAC
I § G K L DGVNUGSILNDIULTI A QGN
TTAAATACAGAAT TATCTAAGGAAATATTAAAAAT TGCAAATGAACAAAATCAAGTTTTA
CTTAACACAGAACT TTCCAAGGAGATCTTGAAGAT CGCTAACGAACAGAACCAAGICTTG
L NTEUL SKEI L KI A NEIOQNOQVWVL
AATGATGI TAATAACAAACT CGATGCCGATAAATACCATGCTTCGEGTATATCTACCTAAA
AACGACGT CAACAACAAACT CGATGCTATCAACACCATGI TGAGAGTCTACTTGCCTAAG
N DV NN KILIDAI NTMLIRVY L P K
ATTACCTCTATGI TGAGT GATGTAATGAAACAAAAT TATGCGCTAAGT CTGCAAATAGAA
ATCACCTCCATGCTTTCCGACGT CATGAACCAGAACTATGCTTTGI CTCTGCAAATCGAA
I T S ML S DVMKOQNYALSL QI E
TACTTAAGT AAACAATTCCAAGAGAT TTCTGATAAGI TCGATATTATTAATGTAAATGTA
TACCTTTCCAAGCAACTTCAAGAGATCTCCGACAAGCTTGACATCATCAACGTCAACGTC
Y L S K QL QE 1 SDIKWLDI I NVNWV
CTTATTAACTCTACACTTACTGAAATTACACCTGCGTATCAAAGEATTAAATATGTGAAC
TTGATCAACTCCACT TTGACCGAGAT CACT CCTGCT TACCAGAGAATCAAGTACGT CAAC
LI NS TL TEI TPAYQRI KY VN
GAAAAATTTGAGGAATTAACTTTTGCTACAGAAACTAGT TCAAAAGT AAAAAAGCGATGGC
GAGAAGT TCGAGGAGCTTACCTTCGCTACCGAAACCT CCTCCAAGGT CAAGAAGGACGGT
E K F EELTFATETSS KV KK DG
TCTCCTGCAGATATTCTTGATGAGT TAACT GAGT TAACT GAACTAGCGAAAAGT GTAACA
TCTCCTGCT GACATCCTCGACGAGT TGACCGAGT TGACCGAAT TGGCTAAGT CCGTCACC
Ss PADI L DELTELTELAIKSVT
AAAAATGATGTCGATGGT TTTGAATTTTACCT TAATACATTCCACGATGTAATGGTAGGA
AAGAACGACGT CGATGGTTTCGAATTCTACT TGAACACCTTTCATGACGT CATGGT TGGT
K NDV DGFEFY L NTFHUDVMV G
AATAATTTATTCGGECGI TCAGCT TTAAAAACT GCATCCGAAT TAATTACTAAAGAAAAT
AACAACCTTTTCGGTAGATCTGCACTTAACACTGCTTCTGAACT TATCACCAAGGAGAAC
N NL F GRSALIKTASETLI T K E N
GTGAAAACAAGTGGCAGT GAGGT CGGAAATGT TTATAACTTCTTAATTGTATTAACAGCT
GTGAAAACCTCTGGI TCCGAGGT TGGTAACGTCTACAACTTCTTGATCGT CTTGACAGCC
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Figure 6S

10 20 30 40 50 60
1 CTCGAGATGA ACAAGAACAA CACCAAGTITG TCCACCAGAG CCTTGCCTTC CT TCAT&SAC al
GAGCTCTACT TGTITCTTGIT GIGGTTCAAC AGGTGGTCTC GGAACGGAAG GAAGTAGCTG

61 TACTTCAATG GTATCTACGG ATTCGCTACT GGT. ATCAAEG ACATCATGAA CATGATCTTC a2
ATGAAGITAC CATAGATGCC TAAGCGATGA CCATAGITCC TGTAGTACTT GITACTAGAAG

121 AAGACTGACA CTGGTGGT& TCTGACCCTT GACGAGATCT TGAAGAACCA ACAACTTC'FG a3a4d
TTCTGACTGI GACCACCACT AGACTGGGAA CTGCTCTAGA ACTTCTTGGT TGITGAAGAC

181 AACGACATCT CTGGTAAACT TGATGGIGIC AATGGT T(%T TGAACGACCT GATCGCACAG a5
TTGCTGTAGA GACCATTTGA ACTACCACAG TTACCAAGGA ACTTGCTGGA CTAGCGIGIC

241 GGTAACCTTA ACACAGA,kCT TTCCAAGGAG ATCTTGAAGA TCGCTAACGA ACAGAACCAA a6
4CCATTGGA\AT TGIGTCTTGA AAGGTTCCTC TAGAACTTCT A<GCGATTGCT TGICTTGGIT a7a8

301 GTCTTGAACG ACGTCAACAA CAAACTCGAT GCTATCAACA CCATGITGAG AGTCTACTTG
CAGAACTTGC TGCAGITGIT G<T TTGAGCTA CGATAGITGI GGTACAACTC TCAGATGAAC a9

361 CCTAAGATCA CCTCCATGCT TTCCGACGIC ATGAAGCAGA ACTATGCTTT GICTCTGCAA e9
(iSATTCTAGI’ GGAGGTACGA AAGGCTGCAG TACTTCGTCT TG:TACGAAA CAGAGACGTT al0all

421 ATCGAATACC TTTCCAAGCA ACTTCAAGAG ATCTCCGACA AGCTTGACAT CATCAACGIC
TAGCTTATGG AAAGGTTCGT :GAAGTTCTC TAGAGGCTGI TCGAACTGTA GTAGTTGCAG al2

481 AACGICTTGA TCAACTCCAC TTTGACCGAG ATCACTCCTG CTTACCAGAG AATCAAG%AC al3
TTGCAGAACT AGITGAGGTG AAACTGCCTC TAGTGAGGAC GAATGGTCTC TTAGITCATG
bl ockl  =ee———
541 GTCAACGAGA AGTTCGAGGA GCTTACCTTC GCTACCGAKA CCTCCTCCAA GGTCAAGAAG al4
CAGTTGCTCT TCAAGCTCCT CGAATGGAAG CGATGGCTTT GGAGGAGGTIT CCAGITCTTC

601 GACGGITCTC CTGCTGACA?CCTCGACGAG TTGACCGAGT TGACCGAATT GGCTAAGTCCElSalG
CTGCCAAGAG GACGACTGTA GGAGCTGCTC AACTGGCTCA ACTGGCTTAA CCGATTCAGG

661 GTCACCAAGA ACGACGTCGA TGGITTCGAA TTCTACT'I%A ACACCTTTCA TGACGTCATG al7?
CAGTGGTTCT TGCTGCAGCT ACCAAAGCTT AAGATGAACT TGIGGAAAGT ACTGCAGTAC

721 GTTGGTAACA ACCTTTTC& TAGATCTGCA CTTAAGACTG CTTCTGAACT TATCACCAAG al8
C<AACCATTGI' TGGAAAAGCC ATCTAGACGT GAATTCTGAC GAQGACT TGA ATAGTGGITC al19a20

781 GAGAACGTGA AAACCTCTGG TTCCGAGGIT GGTAACGTICT ACAACTTCTT GATCGICTTG
CTCTTGCACT TTTGGAGACC ,:AGGCT CCAA CCATTGCAGA TGITGAAGAA CTAGCAGAAC a2l
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901

961

bl ock2

1021
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1381
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bl ock3

1501

1561

1621

ACAGCCTTGC AAGCTCAAGC TTTCTTGACC TTGACCACCT GTAGAAAGCT TCTTGGTCTT
T<GTCGGAACG TTCGAGITCG AAAGAACT GG AACTGGTGGA CALCTTTCGA AGAACCAGAA a22a23

GCTGACATCG ACTACACCTC CATCATGAAC GAACACCTTA ACAAGGAGAA GGAGGAGITC
CGACTGTAGC TGATGIGGAG GLAGI'ACTTG CTTGIGGAAT TGITCCTCTT CCTCCTCAAG a24

AGAGTCAACA TCTTGCCTAC TTTGICCAAC ACCTTCTCCA ACCCTAACTA CGCTAAGG‘FC a245
TCTCAGITGI AGAACGGATG AAACAGGTTG TGGAAGAGGT TGGGATTGAT GCGATTCCAG
———

AAAGGATCCG ACGAAGACGC TAAGATGATC GT TGAACﬁ A AACCTGGTCA CGCACTTATC a26
TTTCCTAGGC TGCTTCTGCG ATTCTACTAG CAACTTCGAT TTGGACCAGT GCGIGAATAG

GGTTTCGAAA TCT CCAACGK CTCCATCACC GTCCTTAAGG TCTACGAGEC TAAGT TGAAG:27a28
CCAAAGCTTT AGAGGITGCT GAGGTAGIGG CAGGAATTCC AGATGCTCCG ATTCAACTTC

CAAAACTACC AGGTCGACAA GGACTCCCTT TCTGAGGT& TCTACGGTGA CATGGACAAA a29
GTTTTGATGG TCCAGCTGIT CCTGAGGGAA AGACTCCAGT AGATGCCACT GTACCTGITT

CTTCTTTGTIC CAGACCAA%Z CGAACAAATC TACTACACCA ACAACATCGT CTTCCCTAAC a30
C:AAGAAACAG GICTGGITAG GCTTGITTAG ATGATGTGGT TGLTGI'AGCA GAAGCGATTG a31a32

GAGTACGTCA TCACCAAGAT CGACTTCACC AAGAAGATGA AGACCCTTAG ATACGAGGTIC
CTCATGCAGI AGTGGITCTA CﬁfTGAAGTGG TTCTTCTACT TCTGGGAATC TATGCTCCAG a33

ACTGCTAACT TCTACGACTC CTCCACTGGT GAGATCGATC TTAACAAGAA GAAGGTCGAG
T<GACGATTGA AGATGCTGAG GAGGTGACCA CTCTAGCTAG AALTGI'TCTT CTTCCAGCTC a34a35

TCCTCCGAAG CTGAGTACAG AACCCTTTCT GCTAACGACG ATGGTGICTA CATGCCTCTT
AGGAGGCTTC GACTCATGTC T:GGGAAAGA CGATTGCTGC TACCACAGAT GTACGGAGAA a36

GGTGTCATCT CCGAGACCTT CCTTACTCCT ATCAATGGCT TCGGTTTGCA GCGCT GACGKG a37
CCACAGTAGA GCCTCTGGAA GGAATGAGGA TAGTTACCGA AGCCAAACGT CCGACTGCTC
———
AACTCCAGAC TTATCACCCT TACCTGCAAG TCCTACCT L’A GAGAATTGCT CTTGGCTACC a38
TTGAGGTCTG AATAGTGGGA ATGGACGITC AGGATGGAAT CTCTTAACGA GAACCGATGG

GACCTCTCTA ACAAGGAGAECAAACTCATC GTCCCTCCTT CTGGITTCAT CTCTAACATC:39a4O
CTGGAGAGAT TGTITCCTCTG GITTGAGTAG CAGGGAGGAA GACCAAAGTA GAGATTGTAG

GTCGAGAACG GTTCCATCGA AGAGGACAAC CT TGAGC& T GGAAAGCTAA CAACAAGAAC a4l
CAGCTCTTGC CAAGGTAGCT TCTCCTGITG GAACTCGGAA CCTTTCGATT GITGITCTTG



1681

GCTTACGTCG ACCACACT & TGGTGICAAC GGTACCAAGG CTCTTTACGT CCACAAGGAC a42
C{GAATGCAGC TGGTGTGACC ACCACAGTITG CCATGGTTCC EAGAAATGCA GGIGITCCTG a43a44

1741 GGTGGTATCT CCCAATTCAT CGGAGACAAA CTTAAACCTA AAACCGAGTA CGTCATCCAA

CCACCATAGA GGGTTAAGTA SCCT CTGITT GAATTTGGAT TTTGGCTCAT GCAGTAGGTIT a4b5

1801 TACACCGTCA AGGGTAAACC TTCCATCCAC CTTAAAGACG AAAACACTGG TTACATCCAC

A<T GI'GCCAGT TCCCATTTGG AAGGTAGGTG GAATTTCTGC TTLTGT GACC AATGTAGGTG a46a47

1861 TACGAAGACA CCAACAACAA CCTTGAAGAC TACCAAACCA TCAACAAAAG ATTCACCACA

ATCCTTCTGI GGITGITGIT sGAACTTCTG ATGGTITTGGT AGITGITTTC TAAGTGGIGI a48

1921 GGAACCGACC TTAAGGGIGI CTACCTTATC CTTAAGTCCC AGAACGGTGA CGAGCGCTTGG a49

Bl ock4

CCTTGCGCTGG AATTCCCACA GATGGAATAG GAATTCAGGG TCTTGCCACT GCTCCGAACC
———

1981 GGTGACAACT TCATCATCCT TGAGATCTCC CCATCCG&-‘A AGCTTCTTTC CCCTGAACTT a50

CCACTGTTGA AGTAGTAGGA ACTCTAGAGG GGTAGGCTCT TCGAAGAAAG GGGACTTGAA

>

2041 ATCAACACCA ACAACTGGAC CTCCACTGGT TCCACCAACA TCTCTGGTAA CACCTTGACCESlaSZ

TAGITGIGGT TGITGACCTG GAGGTGACCA AGGTGGTTGI AGAGACCATT GIGGAACTGG

2101 TTGTACCAGG GTGGTAGAGG TATCTTGAAG CAAAACT'l%C AACTTGACTC CTTCTCCACC a53

AACATGGTCC CACCATCTCC ATAGAACTTC GITTTGAACG TTGAACTGAG GAAGAGGTGG

>

2161 TACAGAGICT ACTTCTCTGT GTCTGGTGAC GCTAACGTCA GAATCAGAAA CTCCAGAGAA a54

A{TGI'CTCAGA TGAAGAGACA CAGACCACTG CGATTGCAGT CTLAGI'CTTT GAGGTCTCTT a55a56

2221 GTCCTCTTCG AGAAGAGATA CATGTCTGGT GCCAAGGACG TCTCCGAGAT GTTCACCACC

CAGGAGAAGC TCTTCTCTAT G;ACAGACCA CGGITCCTGC AGAGGCTCTA CAAGTIGGTGG a57

2281 AAGTTCGAGA AGGACAACTT CTACATCGAG TTGTCCCAAG GTAACAACCT TTACGGTGGT

ECAAGCTCT TCCTGTTGAA GATGTAGCTC AACAGGGTTC CALTGI'TGGA AATGCCACCA a58a59

2341 CCTATCGTCC ACTTCTATGA CGICTCCATC AAATAAGAGC TC a60

Tot al

GGATAGCAGG LGAAGATACT GCAGAGGTAG TTTATTCTCG AG
e ——

nunber of bases is: 2382.

DNA sequence conposition: 685 A 665 C; 455 G 577 T, 0 OTHER;
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CTCGAGATGA ACAAGAACAA CACCAAGITG TCCACCAGAG CCTTGCCTTC CTTCATCGAC
GAGCTCTACT TGTITCTTGIT GIGGTTCAAC AGGTGGTCTC GGAACGGAAG GAAGTAGCTG

TACTTCAATG GTATCTACGG ATTCGCT AC?I' GGTATCAAGG ACATCATGAA CATGATCTTC b1l
ATGAAGITAC CATAGATGCC TAAGCGATGA CCATAGITCC TGTAGTACTT GTACTAGAAG

AAGACTGACA CTGGTGGTGA TCTGACCCTT GACGAGATCT TGAAGAACCA ACAACTTCTG b2
TTCTGACTGI GACCACCACT AGACTGGGAA CTGCTCTAGA ACTTCTTGGT TGITGAAGAC

AACGACATCT CTGGTAAACT TGATGGTGIC AATGGITCCT TGAACGA&T GATCGCACAG b3
TTGCTGTAGA GACCATTTGA ACTACCACAG TTACCAAGGA ACTTGCTGGA CTAGCGIGIC

GGTAACCTTA ACACAGAACT TTCCAAGGAG ATCTTGAAGA TCGCTAACCGA AC/-\GAACE’-\A b4
CCATTGGAAT TGTGICTTGA AAGGTTCCTC TAGAACTTCT AGCGATTGCT TGICTTGGIT

GTCTTGAACG ACGTCAACAA CAAACTCGAT GCTATCAACA CCATGITGAG AGTICTACTTG
CAGAACTTGC TGCAGTTGIT GITTGAGCTA CGATAGITGI GGTACAACTC TCAGATGAAC

CCT. AAGAT& CCTCCATGCT TTCCGACGTC ATGAAGCAGA ACTATGCTTT GTCTCTGCAA b5
GGATTCTAGI GGAGGTACGA AAGGCTGCAG TACTTCGICT TGATACGAAA CAGAGACGTT

ATCGAATACC TTTCCAAG&« ACTTCAAGAG ATCTCCGACA AGCTTGACAT CATCAACGTC b6
LAGCTTATGG AAAGGTTCGT TGAAGITCTC TAGAGGCTGT TCGAACTGTA GTAGITGCAG b7

AACGTCTTGA TCAACTCCAC TTTGACCGAG ATCACTCCTG CTTACCAGAG AATCAAGTAC
TTGCAGAACT QGT TGAGGTG AAACTGGCTC TAGIGAGGAC GAATGGICTC TTAGITCATG b8

GTCAACGAGA AGTTCGAGGA GCTTACCTTC GCTACCGAAA CCTCCTCCAA GGTCAAGAAG
CAGITGCTCT TCAAGCTCCT C:?AATGGAAG CGATGCCTTT GGAGGAGGIT CCAGITCTTC b9

GACGGTTCTC CTGCTGACAT CCTCGACGAG TTGACCGAGI TGACCGAATT GGCTAAGICC
CTGCCAAGAG GACGACTGTA GGAGCTCITI'C{AACTGGCTCA ACTGGCTTAA CCGATTCAGG b10

GTCACCAAGA ACGACGTCGA TGGTTTCGAA TTCTACTTGA ACACCTTTCA TGACGTCATG
CAGTGGTTCT TGCTGCAGCT ACCAAAGCTT AAGATGAACTJGTGGAAAGT ACTGCAGTAC b1l

GITGGTAACA ACCTTTTCGG TAGATCTGCA CTTAAGACTG CTTCTGAACT TATCACCAAG
CAACCATTGT TGGAAAAGCC ATCTAGACGT GAATTCTGAC GAAGACTTGA ATAGIGGITC bil2
«—

GAGAACGTGA AAACCTCTGG TTCCGAGGIT GGTAACGTCT ACAACTTCTT GATCGICTTG
CTCTTGCACT TTTGGAGACC AAGGCTCCAA CCATTGCAGA TGITGAAGAA CTAGCAGAAC



841

bl ockl
901

961

ACAGCCTTGC AAGCTCAAGC TTTCTTGACC TTGACCACCT GTAGAAAGCT TCTTGGICTT
TGTCGGAACG TTCGAGITCG AAAGAACTGG AACTGGTGGA CATCTTTCGA AGAACCAGAA
e ——
GCTGACATCG ACTACACCTC CATCATGAKC GAACACCTTA ACAAGGAGAA GGAGGAGTITC b13
CGACTGTAGC TGATGTIGGAG GTAGTACTTG CTTGIGGAAT TGITCCTCTT CCTCCTCAAG

AGAGTCAACA TCTTGCCTAC TTTGTCCAAC ACCTTCTC%A ACCCTAACTA CGCTAAGGTC b14
TCTCAGITGI AGAACGGATG AAACAGGTTG TGGAAGAGGT TGGGATTGAT GCGATTCCAG

1021 AAAGGATCCG ACGAAGACGC TAAGATGATC GITGAAGCTA AACCT GGPCA CGCACTTATC b15

1081

1141

1201

1261

1321

1381

1441

1501

GGTTTCGAAA

TCTCCAACGA

TTTCCTAGGC TGCTTCTGCG ATTCTACTAG CAACTTCGAT TTGGACCAGT GCGTGAATAG

CTCCATCACC GICCTTAAGG TCTACGAGGEC TAAGT TGKAG b16

CCAAAGCTTT AGAGGTTGCT GAGGTAGTGG CAGGAATTCC AGATGCTCCG ATTCAACTTC

CAAAACTACC
GITTTGATGG

CTTCTTTaC

GAAGAAACAG

AGGTCGACAA
TCCAGCTGIT

CAGACCAATC
GTCTGGITAG

GAGTACGTCA

TCACCAA(EAT
AGTGGTTCTA

CTCATGCAGT
<

ACTGCTAACT
TGACGATTGA

TCCTCCGAAG
AGGAGGECTTC

GGTGTCATCT
CCACAGTAGA

AACTCCAGAC

TCTACGACTC
AGATGCTGAG
<

GGACTCCCTT TCTGAGGTCA TCTACGGTGA CATGGACAAA
CCTGAGGGAA AGACTCCAGT AGATGCCACT GTACCTGITT

CGAACAAATC TACTACACCA ACAACATCGT CTTCCCTAAC bl7
GCTTGITTAG ATGATGTGGT TGTTGTAGCA GAAGGGATTG

CGACTTCACC AAGAAGATGA AGACCCTTAG ATACGAGGTIC bi18
GCTGAAGTGG TTCTTCTACT TCTGGGAATC TATGCTCCAG b19

CTCCACTGGT GAGATCGATC TTAACAAGAA GAAGGTCGAG
GAGGTGACCA CTCTAGCTAG AATTGITCTT CTTCCAGCTC b20

CTGAGTACAG AACCCTTTCT GCTAACGACG ATGGTGICTA CATGCCTCTT

GACTCATGTC

CCGAGACCTT
GGCTCTGGAA

TTATCACCCT

;TG(XEAAAGA CGATTGCTGC TACCACAGAT GTACGGAGAA b21

CCTTACTCCT ATCAATGGCT TCGGTTTGCA GGCTGACGAG
GGAATGAGGA 4'I'AGT TACCGA AGCCAAACGT CCGACTGCTC b22

TACCTGCAAG TCCTACCTTA GAGAATTGCT CTTGGCTACC

TTGAGGTCTG AATAGTGGGA ATGGACGITC AGGATGGAAT gT CTTAACGA GAACCGATGG b23

1561 GACCTCTCTA ACAAGGAGAC CAAACTCATC GTCCCTCCTT CTGGTTTCAT CTCTAACATC
CTGGAGAGAT TGITCCTCTG GITTGAGTAG CAGGGAGGAA GACCAAAGTA GAGATTGTAG b24
«—

1621 GTCGAGAACG GITCCATCGA AGAGGACAAC CTTGAGCCTT GGAAAGCTAA CAACAAGAAC
CACGCTCTTGC CAAGGTAGCT TCTCCTGITG GAACTCGGAA CCTTTCGATT GITGITCTTG



1681 CGCTTACGICG ACCACACTGG TGGTGTCAAC GGTACCAAGG CTCTTTACGT CCACAAGGAC
CGAATGCAGC TGGTGTGACC ACCACAGITG CCATGGITCC GAGAAATGCA GGTGITCCTG
Bl ocky ——
1741 GGTGGTATCT CCCAATTCAT CGGAGACAKA CTTAAACCTA AAACCGAGTA CGTCATCCAA b25
CCACCATAGA GGGTTAAGTA GCCTCTGITT GAATTTGGAT TTTGGCTCAT GCAGTAGGTT

1801 TACACCGICA AGGGTAAACC TTCCATCCAC CT TAAAG&:G AAAACACTGG TTACATCCAC b26
ATGIGGCAGI TCCCATTTGG AAGGTAGGTG GAATTTCTGC TTTTGTGACC AATGTAGGTG

1861 TACGAAGACA CCAACAACAA CCTTGAAGAC TACCAAACCA TCAACAAA’AG ATTCACCACA b27

ATGCTTCTGI GGITGITGIT GGAACTTCTG ATGGITTGGT AGITGITTTC TAAGTGGTGT

1921 GGAACCGACC TTAAGGGTGI CTACCTTATC CTTAAGTCCC AGAACGGTGA CGAGGCT?GG b28
CCTTGGECTGG AATTCCCACA GATGGAATAG GAATTCAGGG TCTTGCCACT GCTCCGAACC

1981 GGTGACAACT TCATCATCCT TGAGATCTCC CCATCCGAGA AGCTTCTTTC CCCTGAACTT
CCACTGTTGA AGTAGTAGGA ACTCTAGAGG GGTAGGCTCT TCGAAGAAAG GGGACTTGAA b30
«—

2041 ATCAACA& ACAACTGGAC CTCCACTGGT TCCACCAACA TCTCTGGTAA CACCTTGACC b29
TAGITGIGGT TGITGACCTG GAGGTGACCA AGGTGGTTGI AGAGACCATT GTGGAACTGG

2101 TTGTACCAGG GTGGTAGAGG TATCTTGAAG CAAAACTTGC AACTTGACTC CTTCTCCACC
A{ACATGGT CC CACCATCTCC ATAGAACTTC GITTTGAACG TTGAACTGAG GAAGAGGTGG b31

2161 TACAGAGTCT ACTTCTCTGT GTCTGGTGAC GCTAACGTCA GAATCAGAAA CTCCAGAGAA
ATGTCTCAGA LGAAGAGACA CAGACCACTG CGATTGCAGT CTTAGICTTT GAGGICTCTT b32

2221 GTCCTCTTCG AGAAGAGATA CATGTCTGGT GCCAAGGACG TCTCCGAGAT GTTCACCACC
CAGGAGAAGC TCTTCTCTAT GIACAGACCA CGGTTCCTGC AGAGGCTCTA CAAGTGGTGG b33

2281 AAGTTCGAGA AGGACAACTT CTACATCGAG TTGTCCCAAG GTAACAACCT TTACGGTGGT
TTCAAGCTCT TCCTGITGAA GATGTAGCTC AACAGGGT TC<CATTGT TGGA AATGCCACCA b34

2341 CCTATCGTCC ACTTCTATGA CGICTCCATC AAATAAGAGC TC

GGATAGCAGG TGAAGATACT GCAGAGGTAG TTTATTCTCG AG
Bl ock3 s ——

Total nunmber of bases is: 2382.
DNA sequence conposition: 685 A; 665 C, 455 G 577 T; 0 OTHER,



Figure8S

10 20 30 40 50 60
1 CTCGAGATGA ACAAGAACAA CACCAAGTITG TCCACCAGAG CCTTGCCTTC CT TCAT&SAC cl
GAGCTCTACT TGTITCTTGIT GIGGTTCAAC AGGTGGTCTC GGAACGGAAG GAAGTAGCTG

61 TACTTCAATG GTATCTACGG ATTCGCTACT GGT. ATCAKGG ACATCATGAA CATGATCTTC c2
ATGAAGITAC CATAGATGCC TAAGCGATGA CCATAGITCC TGTAGTACTT GIACTAGAAG

121 AAGACTGACA CTGGTGG'I'(Q TCTGACCCTT GACGAGATCT TGAAGAACCA ACAACTTG'G c3 c4
TTCTGACTGI GACCACCACT AGACTGGGAA CTGCTCTAGA ACTTCTTGGT TGITGAAGAC

181 AACGACATCT CTGGTAAACT TGATGGIGIC AATGGT TC%I' TGAACGACCT GATCGCACAG c5
TTGCTGTAGA GACCATTTGA ACTACCACAG TTACCAAGGA ACTTGCTGGA CTAGCGIGIC

241 GGTAACCTTA ACACAGAAC# TTCCAAGGAG ATCTTGAAGA TCGCTAACGA ACAGAAC&A c6 c7
CCATTGGAAT TGIGICTTGA AAGGTTCCTC TAGAACTTCT AGCGATTGCT TGICTTGGTT

301 GTCTTGAACG ACGTCAACAA CAAACTCGAT GCTATCKACA CCATGITGAG AGICTACTTG c8
CAGAACTTGC TGCAGITGIT GITTGAGCTA CGATAGITGI GGTACAACTC TCAGATGAAC

361 CCTAAGATCA CCTCCATG(%T TTCCGACGTC ATGAAGCAGA ACTATCCTTT GI'CTCTGCAXCQ c10

GGATTCTAGT GGAGGTACGA AAGGCTGCAG TACTTCGICT TGATACGAAA CAGAGACGTT

421 ATCGAATACC TTTCCAAGCA ACTTCAAGAG ATCT! CC%ACA ACGCTTGACAT CATCAACGTC cl1
TAGCTTATGG AAAGGTITCGT TGAAGITCTC TAGAGGCTGI TCGAACTGTA GTAGITGCAG

481 AACGICTTGA TCAACTCCAE TTTGACCGAG ATCACTCCTG CTTACCAGAG AATCAAGT/RC cl2 c13

TTGCAGAACT AGITGAGGTG AAACTGGCTC TAGTGAGGAC GAATGGTICTC TTAGITCATG

541 GTCAACGAGA AGTTCGAGGA GCTTACCTTC GCTACCGAKA CCTCCTCCAA GGTCAAGAAG cl14

CAGTTGCTCT TCAAGCTCCT CGAATGGAAG CGATGGCTTT GGAGGAGGIT CCAGITCTTC

601 GACGGITCTC CTGCTGACA?CCTCGACGAG TTGACCGAGT TGACCGAATT GGCTAAGTCC?ClSClG
CTGCCAAGAG GACGACTGTA GGAGCTGCTC AACTGGCTCA ACTGGCTTAA CCGATTCAGG

661 GTCACCAAGA ACGACGTCGA TGGITTCGAA TTCTAC'I#GA ACACCTTTCA TGACGTCATG cl17
CAGTGGTTCT TGCTGCAGCT ACCAAAGCTT AAGATGAACT TGTGGAAAGT ACTGCAGTAC

721 GITGGTAACA ACCTTTTC(?G TAGATCTGCA CTTAAGACTG CTTCTGAACT TATCACCAACEC 18c19
CAACCATTGT TGGAAAAGCC ATCTAGACGT GAATTCTGAC GAAGACTTGA ATAGIGGITC

781 GAGAACGTGA AAACCTCTGG TTCCGAGGIT GGTAACCECT ACAACTTCTT GATCGICTTG c20
CTCTTGCACT TTTGGAGACC AAGGCTCCAA CCATTGCAGA TGITGAAGAA CTAGCAGAAC



841 ACAGCCTTGC AAGCTCAKGC TTTCTTGACC TTGACCACCT GTAGAAAGCT TCTTGGTC%I' c21c22

TGTCGGAACG TTCGAGITCG AAAGAACTGG AACTGGTGGA CATCTTTCGA AGAACCAGAA

901 GCTGACATCG ACTACACCTC CATCATGAAC GAACACCTTA ACAAGGAGAA GGAGGAGITC c¢23
CGACTGTAGC TGATGTGGAG GTAGTACTTG CTTGTGGAAT TGITCCTCTT CCTCCTCAAG

961 AGAGTCAACA TUTG:CTAETTTGTCCMC ACCTTCTCCA ACCCTAACTA C@TMGGT8024CZS
TCTCAGITGI AGAACGGATG AAACAGGITG TGGAAGAGGT TGGGATTGAT GCGATTCCAG

1021 AAAGGATCCG ACGAAGACGC TAAGATGATC GI'TGAA(%TA AACCTGGTCA CGCACTTATC c26
TTTCCTAGGC TGCTTCTGCG ATTCTACTAG CAACTTCGAT TTGGACCAGT GCGTGAATAG

1081 GGITTCGAAA TCTCOAACEA CTCCATCACC GTCCTTAAGG TCTACGAGGC TAAGI'TGAA(ECZ7C28

CCAAAGCTTT AGAGGTTGCT GAGGTAGIGG CAGGAATTCC AGATGCTCCG ATTCAACTTC

1141 CAAAACTACC AGGTCGACAA GGACTCCCTT TCTGA(IH%A TCTACGGTGA CATGGACAAA c29
GITTTGATGG TCCAGCTGTT CCTGAGGGAA AGACTCCAGT AGATGCCACT GTACCTGITT

1201 CTTCTTTGIC CAGACCAA?C CGAACAAATC TACTACACCA ACAACATCGT CTTCCCTAAC c30
G{AAGAAACAG GICTGGITAG GCTTGITTAG ATGATGTGGT LGI'TGTAGCA GAAGGGATTG ¢31¢32

1261 GAGTACGTCA TCACCAAGAT CGACTTCACC AAGAAGATGA AGACCCTTAG ATACGAGGTC
CTCATGCAGT AGTGGITCTA (i:TGAAGTGG TTCTTCTACT TCTGGGAATC TATGCTCCAG ¢33

1321 ACTGCTAACT TCTACGACTC CTCCACTGGT GAGATCGATC TTAACAAGAA GAAGGTCGAG
TEACGATTGA AGATGCTGAG GAGGTGACCA CTCTAGCTAG AQTTGTTCI'T CTTCCAGCTC c34c35

1381 TCCTCCGAAG CTGAGTACAG AACCCTTTCT GCTAACGACG ATGGTGICTA CATGCCTCTT
AGGAGGCTTC GACTCATGTC LTGGGAAAGA CGATTGCTGC TACCACAGAT GTACGGAGAA c36

1441 GGTGICATCT CCGAGACCTT CCTTACTCCT ATCAATGGCT TCGGTTTGCA GGCTGACGAG
CSACAGI'AGA GGCTCTGGAA GGAATGAGGA TAGTTACCGA Ag)CAAACGT CCGACTGCTC c37c38

1501 AACTCCAGAC TTATCACCCT TACCTGCAAG TCCTACCTTA GAGAATTGCT CTTGGCTACC
TTGAGGTCTG AATAGTGGGA A<T GGACGITC AGGATGGAAT CTCTTAACGA GAACCGATGG c39

1561 GACCTCTCTA ACAAGGAGAC CAAACTCATC GICCCTCCTT CTGGITTCAT CTCTAACATC
CT<GGAGAGAT TGITCCTCTG GITTGAGTAG CAGGGAGGAA G:CCAAAGTA GAGATTGTAG c40c41

1621 GTCGAGAACG GITCCATCGA AGAGGACAAC CTTGAGCCTT GGAAAGCTAA CAACAAGAAC
CAGCTCTTGC CAAGGTAGCT LCTCCTGI'TG GAACTCGGAA CCTTTCGATT GITGITCTTG c42

1681 GCTTACGTCG ACCACACTGG TGGTGTCAAC GGTACCAAGG CTCTTTACGT CCACAAGGAC
C:?AATGCAGC TGGTGTGACC ACCACAGITG CCATGGTTCC GQGAAATGCA GGIGITCCTG c43c44




1741 GGTGGTATCT CCCAATTCAT CGGAGACAAA CTTAAACCTA AAACCGAGTA CGTCATCCAA

CCACCATAGA GGGTTAAGTA 4GCCT CTGITT GAATTTGGAT TTTGGCTCAT GCAGTAGGIT c45

1801 TACACCGTCA AGGGTAAACC TTCCATCCAC CTTAAAGACG AAAACACTGG TTACATCCAC

A:GT GGCAGT TCCCATTTGG AAGGTAGGTG GAATTTCTGC TLTTGT GACC AATGTAGGTG c46c¢c47

1861 TACGAAGACA CCAACAACAA CCTTGAAGAC TACCAAACCA TCAACAAAAG ATTCACCACA

ATCCTTCTGT GGTTGITGTT EGAACTTCTG ATGGTTTGGT AGITGITTTC TAAGTGGIGT c47

1921 GGAACCGACC TTAAGGGTGI CTACCTTATC CTTAAGTCCC AGAACGGTGA CGAGGCTTGG

CSTTGGCTGG AATTCCCACA GATGGAATAG GAATTCAGGG TETTGCCACT GCTCCGAACC c48c50

1981 GGTGACAACT TCATCATCCT TGAGATCTCC CCATCCGAGA AGCTTCTTTC CCCTGAACTT

CCACTGTTGA AGTAGTAGGA ﬁCTCTAGAGG GGTAGCCTCT TCGAAGAAAG GGGACTTGAA c51

2041 ATCAACACCA ACAACTGGAC CTCCACTGGT TCCACCAACA TCTCTGGTAA CACCTTGACC

TﬁGTTGI'GGT TGITGACCTG GAGGTGACCA AGGTGGTTGT AEAGACCATT GTGGAACTGG c52¢53

2101 TTGTACCAGG GTGGTAGAGG TATCTTGAAG CAAAACTTGC AACTTGACTC CTTCTCCACC

AACATGGTCC CACCATCTCC QTAGAACT TC GITTTGAACG TTGAACTGAG GAAGAGGTGG c54

2161 TACAGAGTCT ACTTCTCTGT GTCTGGTGAC GCTAACGTCA GAATCAGAAA CTCCAGAGAA

AlGTCTCAGA TGAAGAGACA CAGACCACTG CGATTGCAGT CLTAGTCTTT GAGGTCTCTT c55¢56

2221 GTCCTCTTCG AGAAGAGATA CATGTCTGGT GCCAAGGACG TCTCCGAGAT GTTCACCACC

CAGGAGAAGC TCTTCTCTAT EI'ACAGACCA CGGITCCTGC AGAGGCTCTA CAAGIGGTGG c57

2281 AAGTTCGAGA AGGACAACTT CTACATCGAG TTGTCCCAAG GTAACAACCT TTACGGTGGT

TICAAGCTCT TCCTGTTGAA GATGTAGCTC AACAGGGTTC CﬁTTGTTGGA AATGCCACCA c58c59

2341 CCTATCGTCC ACTTCTATGA CGICTCCATC AAATAAGAGC TC

Tot al

GGATAGCAGG TGAAGATACT GCAGAGGTAG TTTATTCTCG AG

nunber of bases is: 2382.

DNA sequence conposition: 685 A 665 C; 455 G 577 T, 0 OTHER;



Figure9S

10 20 30 40 50 60
1 CTCGAGATGA ACAAGAACAA CACCAAGITG TCCACCAGAG CCTTGCCTTC CTTCATCGAC
GAGCTCTACT TGTITCTTGIT GIGGTTCAAC AGGTGGTCTC GGAACGGAAG GAAGTAGCTG

61 TACTTCAATG GTATCTACGG ATTCGCT. A&' GGTATCAAGG ACATCATGAA CATGATCTTC d1
ATGAAGITAC CATAGATGCC TAAGCGATGA CCATAGITCC TGTAGTACTT GITACTAGAAG

121 AAGACTGACA CTGGTGGTGA TCTGACCCTT GACGAGA'I%T TGAAGAACCA ACAACTTCTG d2
TTCTGACTGI GACCACCACT AGACTGGGAA CTGCTCTAGA ACTTCTTGGT TGITGAAGAC

181 AACGACATCT CTGGTAAACT TGATGGTGIC AATGGITCCT TGAACGA&T GATCGCACAG d3
TTGCTGTAGA GACCATTTGA ACTACCACAG TTACCAAGGA ACTTGCTGGA CTAGCGIGIC

241 GGTAACCTTA ACACAGAACT TTCCAAGGAG ATCTTGAAGA TCGCTAACGA ACAGAAC(EAA d4

CCATTGGAAT TGTGTCTTGA AAGGITCCTC TAGAACTTCT AGCGATTGCT TGICTTGGIT

301 GTCTTGAACG ACGTCAACAA CAAACTCGAT GCTATCAACA CCATGITGAG AGICTACTTG
CAGAACTTGC TGCAGTTGIT GITTGAGCTA CGATAGITGI GGTACAACTC TCAGATGAAC

361 CCTAAGATCA CCTCCATGCT TTCCGACGIC ATGAAGCAGA ACTATGCTTT GICTCTGCAA d5
GGATTCTAGT GGAGGTACGA AAGGCTGCAG TACTTCGICT TGATACGAAA CAGAGACGTT

421 ATCGAATACC TTTCCAAG& ACTTCAAGAG ATCTCCGACA AGCTTGACAT CATCAACGTC d6
TAGCTTATGG AAAGGTTCGT TGAAGITCTC TAGAGGECTGT TCGAACTGTA GTAGTTGCAG

481 AACGICTTGA TCAACTCCAC TTTGACCgAG ATCACTCCTG CTTACCAGAG AATCAAGTAC d7

TTGCAGAACT AGITGAGGTG AAACTGGECTC TAGTGAGGAC GAATGGTCTC TTAGITCATG

541 GTCAACGAGA AGTTCGAGGA GCTTACCTTC GCTACCGAKA CCTCCTCCAA GGTCAAGAAG d8

CAGTTGCTCT TCAAGCTCCT CGAATGGAAG CGATGGCTTT GGAGGAGGIT CCAGITCTTC

601 GACGGTTCTC CTGCTGACAT CCTCGACGAG TTGACCGAGT TGACCGA&'T GGCTAAGTCC d9
CTGCCAAGAG GACGACTGTA GGAGCTGCTC AACTGGCTCA ACTGGCTTAA CCGATTCAGG

661 GTCACCAAGA ACGACGTCGA TGGITTCGAA TTCTACTTGA ACACCTTTCA TGACGI'CKI'G di0
CAGTGGTTCT TGCTGCAGCT ACCAAAGCTT AAGATGAACT TGIGGAAAGT ACTGCAGTAC

721 GITGGTAACA ACCTTTTCGG TAGATCTGCA CTTAAGACTG CTTCTGAACT TATCACCAAG
CAACCATTGT TGGAAAAGCC ATCTAGACGT GAATTCTGAC GAAGACTTGA ATAGIGGITC

781 GAGAACGTGA AAACCTCTGG TTCCGAGGIT GGTAACGICT ACAACTTCTT GATCGICTTG di11
CTCTTGCACT TTTGGAGACC AAGGCTCCAA CCATTGCAGA TGITGAAGAA CTAGCAGAAC



841

901

961

1021

1081

1141

1201

1261

1321

1381

1441

1501

1561

1621

ACAGCCTTGC AAGCTCAA&E TTTCTTGACC TTGACCACCT GTAGAAAGCT TCTTGGICTT di12
TGICGGAACG TTCGAGITCG AAAGAACTGG AACTGGTGGA CATCTTTCGA AGAACCAGAA

GCTGACATCG ACTACACCTC CATCATGARE GAACACCTTA ACAAGGAGAA GGAGGAGTTC d13
CGACTGTAGC TGATGTGGAG GTAGTACTTG CTTGTGGAAT TGITCCTCTT CCTCCTCAAG

AGAGTCAACA TCTTGCCTAC TTTGTCCAAC ACCTTCWCE% ACCCTAACTA CGCTAAGGTC d14
TCTCAGITGI AGAACGGATG AAACAGGTTG TGGAAGAGGT TGGGATTGAT GCGATTCCAG

AAAGGATCCG ACGAAGACGC TAAGATGATC GITGAAGCTA AACCTGE#EA CGCACTTATC d15

GGTTTCGAAA TCTCCAACGA

CCAAAGCTTT AGAGGTTGCT GAGGTAGTGG CAGGAATTCC AGATGCTCCG ATTCAACTTC

CAAAACTACC AGGTCGACAA
GTTTTGATGG TCCAGCTGTT

CTTCTTTE#C CAGACCAATC

GAAGAAACAG GTCTGGITAG

GAGTACGTCA TCACCAAGAT
CTCATGCAGT AGIGGITCTA

ACTGCTAACT TCTACGACTC
TGACGATTGA AGATCCTGAG

TCCTCCGAAG CTGAGTACAG
ffi%(IITTC GACTCATGTC

GGTGTCATCT CCGAGACCTT

TTTCCTAGGC TGCTTCTGCG ATTCTACTAG CAACTTCGAT TTGGACCAGT GCGTGAATAG

CTCCATCACC GICCTTAAGG TCTACGAGGC TAAENTC;QKS di6

GGACTCCCTT TCTGAGGTCA
CCTGAGGGAA AGACTCCAGT

CGAACAAATC TACTACACCA
GCTTGITTAG ATGATGIGGT

TCTACGGTGA
AGATGCCACT
<

CATGGACAAA
GTACCTGITT

ACAACATCGT

CTTCCCTAAC
GAAGGGATTG

TGITGTAGCA
<

CGACTTCACC AAGAAGATGA AGACCCTTAG ATACGAGGTC

GCTGAAGTGG TTCTTCTACT

CTCCACTGGT GAGATCGATC
GAGGTGACCA CTCTAGCTAG

AACCCTTTCT GCTAACGACG
TTGGGAAAGA CGATTGCTGC

CCTTACTCCT ATCAATGCGCT
GGAATGAGGA TAGTTACCGA

CCACAGTAGAfiF:TCﬂ33&A

AACTCCAGAC TTATCACCCT
TTGAGGTCTG AATAGTGGGA

GACCTCTCTA ACAAGGAGAC
CTGGAGAGAT TGITCCTCTG

GTCGAGAACG GTITCCATCGA
CAGCTCTTGC CAAGGTAGCT

TACCTGCAAG TCCTACCTTA

::TGI?K]ETTC AGGATGGAAT

CAAACTCATC GTCCCTCCTT
GITTGAGTAG Eﬁ(IIEMBSAA

TCTGGGAATC

TTAACAAGAA
AATTGITCTT

ATGGTGICTA
TACCACAGAT

TCGGTTTGCA
AGCCAAACGT

GAGAATTGCT
CTCTTAACGA

CTGGTTTCAT
GACCAAAGTA

AGAGGACAAC CTTGAGCCTT
TCTCCTGITG GAACTCGGAA

GGAAAGCTAA
CCTTTCGATT
<

TATGCTCCAG
«—

GAAGGTCGAG
CTTCCAGCTC

CATGCCTCTT
GTACGGAGAA

GGCTGACGAG
CCGACTGCTC

CTTGGCTACC
GAACCGATGG

CTCTAACATC
GAGATTGTAG

CAACAAGAAC
GITGITCTTG

dis

di7

d19

d20

d21

d22

d23

d24

d25



1681

1741

1801

GCTTACGTCG ACCACACTGG TGGTGTCAAC GGTACCAAGG
CGAATGCAGC TGGTGTGACC ACCACAGITG CCATGGITCC

GGTGGTATCT CCCAATTCAT CGGAGACAAA CTTAAACCTA
CCACCATAGA GGGTTAAGTA GCCTCTGITT GAATTTGGAT

TACACCGTCA AGGGTAAACC TTCCATCCAC CTTAAAGACG

CTCTTTACGT CCACAAGGAC

GAGAAATGCA GGIGITCCTG d26
«—

AAACCGAGTA CGTCATCCAA
TTTGGCTCAT GCAGTAGGTT

AAAACACTGG TTACATCCAC

A;I' GTGCCAGT TCCCATTTGG AAGGTAGGTG GAATTTCTGC TTTTGIGACC AATGTAGGTIG d27

1861 TACGAAGACA CCAACAACAA CCTTGAAGAC TACCAAACCA

ATGCTTCTGT EGI'TGTTGI'T GGAACTTCTG ATGGTTTGGT

TCAACAAAAG ATTCACCACA
AGITGITTTC TAAGTGGTGT d28

1921 GGAACCGACC TTAAGGGTGI CTACCTTATC CTTAAGICCC

CCTTGGCTGG AATTCCCACA 4GATGGAATAG GAATTCAGGG

AGAACGGTGA CGAGGCTTGG
TCTTGCCACT GCTCCGAACC d29

1981 GGTGACAACT TCATCATCCT TGAGATCTCC CCATCCGAGA AGCTTCTTTC CCCTGAACTT

TCGAAGAAAG GGGACTTGAA d30

2041

2101

2161

2221

2281

2341

Tot al

DNA sequence conposition:

nunber

CCACTGTTGA AGTAGTAGGA ACTCTAGAGG %STAGGCTCT

ATCAACACCA ACAACTGGAC
TAGITGIGGT TGITGACCTG

TTGTACCAGG GIGGTAGAGG
AACATGGTCC CACCATCTCC

TACAGAGICT ACTTCTCTGT
A;I' GTCTCAGA TGAAGAGACA

GTCCTCTTCG AGAAGAGATA
CAGGAGAAGC LCT TCTCTAT

CTCCACTGGT TCCACCAACA
GAGGTGACCA AGGTGGITGT

TATCTTGAAG CAAAACTTGC
ATAGAACTTC GITTTGAACG

GTCTGGTGAC GCTAACGTCA
CAGACCACTG CGATTGCAGT

CATGTCTGGT GCCAAGGACG
GTACAGACCA CGGTTCCTGC

AAGITCGAGA AGGACAACTT
TTCAAGCTCT TCCTGITGAA

CCTATCGTCC ACTTCTATGA
GGATAGCAGG TGAAGATACT

of bases is:

CTACATCGAG TTGTCCCAAG
G<ATGI' AGCTC AACAGGGITC

CGTCTCCATC AAATAAGAGC
GCAGAGGTAG TTTATTCTCG

2382.
685 A,

665 C, 455 G

TCTCTGGTAA CACCTTGACC

AGAGACCATT GTGGAACTGG d31
«—

AACTTGACTC CTTCTCCACC
TTGAACTGAG GAAGAGGTGG

GAATCAGAAA CTCCAGAGAA

CTTAGICTTT GAGGTICTCTT d32

TCTCCGAGAT GITCACCACC

AGAGGCTCTA CAAGTGGTGG d33

GTAACAACCT TTACGGTGGT

CATTGTTGGA AATGCCACCA d34
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CTCGAGATGA ACAAGAACAA CACCAAGTTG TCCACCAGAG CCTTGCCTTC CT TCAT&SAC el
GAGCTCTACT TGITCTTGIT GIGGITCAAC AGGTGGICTC EGAACGGAAG GAAGTAGCTG e2

TACTTCAATG GTATCTACGG ATTCGCTACT GGTATCAAGG ACATCATGAA CATGATCTTC
ATGAAGITAC CATAGATGCC TAAGCGATGA CCATAGITCC TGTAGTACTT GTACTAGAAG

AAGACTGACA CTGGTGGTgA TCTGACCCTT GACGAGATCT TGAAGAACCA ACAACTTCTG e3
':I'CTGACTGT GACCACCACT AGACTGGGAA CTGCTCTAGA ACTTCTTGGT TGITGAAGAC e4

AACGACATCT CTGGTAAACT TGATGGTIGIC AATGGT T(%T TGAACGACCT GATCGCACAG e5
TTGCTGTAGA GACCATTTGA ﬁCT ACCACAG TTACCAAGGA ACTTGCTGGA CTAGCGIGIC e6

GGTAACCTTA ACACAGAACT TTCCAAGGAG ATCTTGAAGA TCCCTAACGA ACAGAACCA>A e7
CCATTGGAAT TGIGICTTGA AAGGTTCCTC TAGAACTTCT QGCGATTGCT TGICTTGGIT €8

GTCTTGAACG ACGTCAACAA CAAACTCCGAT CCTATCAACA CCATGITGAG AGICTACTTG

CAGAACTTGC TGCAGTTGIT GITTGAGCTA CGATAGITGI GGTACAACTC TCAGATGAAC

CCTAAGATCA CCT CCATG& TTCCGACGTC ATGAAGCAGA ACTATGCTTT GICTCTGCAA e9
CEEATTCT AGI GGAGGTACGA AAGGCTGCAG TACTTCGICT TGATACGAAA CAGAGACGIT el0

ATCGAATACC TTTCCAAGCA ACTTCAAGAG ATCT! CCGA& AGCTTGACAT CATCAACGIC ell
TAGCTTATGG AAAGGTTCGT ;GAAGTTCTC TAGAGGCTGI TCGAACTGTA GTAGTTGCAG el2

AACGTCTTGA TCAACTCCAC TTTGACCGAG ATCACTCCTG CTTACCAGAG AATCAAGT. KC el3

TTGCAGAACT AGITGAGGTG AAACTGGCTC TAGTGAGGAC EAATGGT CTC TTAGITCATG el4
s

GTCAACGAGA AGTTCGAGGA GCTTACCTTC GCTACCGAAA CCTCCTCCAA GGTCAAGAAG

CAGTTGCTCT TCAAGCTCCT CGAATGGAAG CGATGCECTTT GGAGGAGGIT CCAGITCTTC

GACGGTTCTC CTGCTGAOG' CCTCGACGAG TTGACCGAGT TGACCGAATT GGCTAAGTCC el5
C{TGCCAAGAG GACGACTGTA GGAGCTGCTC AACTGGCTCA ACTGGCTTAA CCGATTCAGG el6

GTCACCAAGA ACGACGTICGA TGGITTCGAA TTCTACT 'I%A ACACCTTTCA TGACGICATG el7
CAGTGGTTCT TGCTGCAGCT ﬁCCAAAGCTT AAGATGAACT TGTGGAAAGT ACTGCAGTAC el8

GTTGGTAACA ACCTTTTCGG TAGATCTGCA CTTAAGACTG CTTCTGAACT TATCACCAKG el9

CAACCATTGT TGGAAAAGCC ATCTAGACGT GAATTCTGAC EAAGACT TGA ATAGIGGITC €20

GAGAACGTGA AAACCTCTGG TTCCGAGGIT GGTAACGICT ACAACTTCTT GATCGICTTG
CTCTTGCACT TTTGGAGACC AAGGCTCCAA CCATTGCAGA TGITGAAGAA CTAGCAGAAC



841

901

961

bl ock2

ACAGCCTTGC AAGCTCAA&E TTTCTTGACC TTGACCACCT GTAGAAAGCT TCTTGGICTT e21
T<GT CGGAACG TTCGAGTITCG AAAGAACTGG AACTGGTGGA CATCTTTCGA AGAACCAGAA e22

GCTGACATCG ACTACACCTC

CATCATGAAC GAACA!

TA ACAAGGAGAA GGAGGAGITC e23

CGACTGTAGC TGATGTGGAG:STAGTACTTG CTTGIGGAAT TGITCCTCTT CCTCCTCAAG e24

AGAGTCAACA TCTTGCCTAC TTTGTCCAAC ACCTTCTCCA ACCCTAACTA CEITAAGE&C e25
TCTCAGITGI AGAACGGATG AAACAGGTTG TGGAAGAGGT T<GGGATTGAT GCGATTCCAG e26

—

1021 AAAGGATCCG ACGAAGACGC TAAGATGATC GITGAAGCTA AACCTGGTCA CGCACTTATC
TTTCCTAGCC TGCTTCTGCG ATTCTACTAG CAACTTCGAT TTGGACCAGT GCGTGAATAG

1081

1141

1201

1261

1321

1381

1441

bl ock3

1501

1561

1621

GGTTTCGAAA
CCAAAGCTTT
<

CAAAACTACC
GITTTGATGG

AGGTCGACAA
TCCAGCTGIT

CTTCTTTGIC CAGACCAATC

GAAGAAACAG

GAGTACGTCA
CTCATGCAGT

GICTGGTTAG

TCACCAAGAT
AGTGGITCTA

ACTGCTAACT
TGACGATTGA
<

TCT. ACGAC?C
AGATCCTGAG

TCCTCCGAAG
AGGAGGECTTC

GGTGTCATCT

CTGAGTACAG
GACTCATGTC

CCGAGACCTT

CCACAGTAGA GGCTCTGGAA
———

AACTCCAGAC TTATCACCCT
TTGAGGTCTG AATAGTGGGA

GACCTCTCTA ACAAGGAGKC
C{TGGAGAGAT TGITCCTCTG

GTCGAGAACG GTTCCATCGA
CAGCTCTTGC CAAGGTAGCT

GGACTCCCTT TCTGA(XH%A

ECT GAGGGAA AGACTCCAGT

CGAACAAATC TACTACACCA
GCTTGITTAG ATGATGTGGT

CGACTTCACC AAGAAGATGA
GCTGAAGTGG TTCTTCTACT

CTCCACTGGT GAGATCGATC
GAGGTGACCA CTCTAGCTAG

AACCCTTTCT GCT AACGA&
TLGGGAAAGA CGATTGCTGC

CCTTACTCCT ATCAATGCGCT
GGAATGAGGA TAGTTACCGA

TACCTGCAAG TCCTACCTTA
ATGGACGTTC AGGATGGAAT

CAAACTCATC GTCCCTCCTT
GTTTGAGTAG CAGGGAGGAA

AGAGGACAAC CT TGAGCC'H
TET CCTGTTG GAACTCGGAA

TCTACGGTGA
AGATGCCACT

TCT CCAA(!GA CTCCATCACC GTCCTTAAGG TCTACGAGGC TAAGTTGAAG
AGAGGTITGCT GAGGTAGTGG CAGGAATTCC AGATGCTCCG ATTCAACTTC

CATGGACAAA
GTACCTGTTT

ACAACATCGT

CTTCCCT AKC
GAAGGGATTG

TGITGTAGCA
<

AGACCCTTAG ATACGAGGTC
TCTGGGAATC TATGCTCCAG

TTAACAAGAA
AATTGITCTT

ATGGTGICTA
TACCACAGAT

GAAGGTCGAG
CTTCCAGCTC

CATGCCTCTT
GTACGGAGAA

TCGGTTTGCA

GGCTGACGKG
CCGACTGCTC

AGCCAAACGT
<

GAGAATTGCT
CTCTTAACGA

CTGGTTTCAT
GACCAAAGTA

GGAAAGCTAA
CCTTTCGATT

CTTGGCTACC
GAACCGATGG

CTCTAACATC
GAGATTGTAG

CAACAAGAAC
GITGITCTTG
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Tot al

DNA sequence conposition:

GCTTACGTCG ACCACACTGG
CGAATGCAGC TGGTGIGACC

GGTGGTATCT CCCAATTCAT
CCACCATAGA GGGTTAAGTA

TACACCGTCA A(IKERAAAEE

ﬁIGTGECAGT TCCCATTTGG

TACGAAGACA CCAACAACAA
ATGCTTCTGI GGITGITGIT

GGAACCGACC TTAAGGGTGT

CCTTGGCTGG AATTCCCACA
———

GGTGACAACT
CCACTGTTGA

TCATCATCCT
AGTAGTAGGA

ATCAACACCA
TAGITGIGGT
<

ACAACTGEAC

TGITGACCTG

TTGTACCAGG
AACATGGTCC

TACAGAGICT
ATGICTCAGA

GTCCTCTTCG
CAGGAGAAGC

GTGGTAGAGG
CACCATCTCC

ACTTCTCTGT
TGAAGAGACA

AGAAGAGATA
TCTTCTCTAT

AAGTTCGAGA

A&EﬁCAAC?%
TCCTGITGAA

TTCAAGCTCT
<

TGGTGICAAC GGTACCAAGG CTCTTTACGT CCACAAGEK& e43

ACCACAGITG CCATGGITCC EAGAAATGCA GGTGITCCTG e44

CGGAGACAAA CTTAAACCTA AAACCGAGTA
GCCTCTGITT GAATTTGGAT TTTGGCTCAT

TTCCATCCAC CTTAAAGACG AAAACACTGG
AAGGTAGGTG GAATTTCTGC TTTTGIGACC

CCTTGAAGAC TACCAAA&EA TCAACAAAAG
G<GAACT TCTG ATGGITTGGT AGITGITTTC

CGTCATCCAA
GCAGTAGGTT

TTACATCCAC
AATGTAGGTG

ATTCACCACA
TAAGTGGTGT

CTACCTTATC CTTAAGTCCC AGAACGGTGA

CE%&E{TTEb
GCTCCGAACC

GATGGAATAG GAATTCAGGG TSITGCCACT

TGAGATCTCC CCATCCGAGA AGCTTCTTTC
ACTCTAGAGG GGTAGCGCTCT TCGAAGAAAG

CTCCACTGGT TCCACCAACA TCTCTGGTAA
GAGGTGACCA AGGTGGTTGT AGAGACCATT

TATCTTGAAG CAAAACT%EC AACTTGACTC
QIAGAACTTC GITTTGAACG TTGAACTGAG

CCCTGAACTT
GGGACTTGAA

CACCTTGACC
GTGGAACTGG

CTTCTCCACC
GAAGAGGT GG

GTCTGGTGAC GCTAACGTCA GAATCAGAAA
CAGACCACTG CGATTGCAGT SITAGTCTTT

CTCI%&%&%A

GAGGTCTCTT

CATGICTGGT GCCAAGGACG TCTCCGAGAT
GTACAGACCA CGGITCCTGC AGAGGCTCTA

CTACATCGAG TTGTCCCAAG GTAACAACCT
GATGTAGCTC AACAGGGITC CATTGITGGA

nunber

CCTATCGTCC ACTTCTATGA

CEWCTCiﬁEb AAATAAGAGC TC  e59
GCAGAGGTAG TTTATTCTCG AG €60

GGATAGCAGG I}¥V¥3NTACT

of bases is:

e

2382.
685 A,

665 C, 455 G 577 T, O

GITCACCACC
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1 CTCGAGATGA ACAAGAACAA CACCAAGITG TCCACCAGAG CCTTGCCTTC CTTCATCGAC
GAGCTCTACT TGITCTTGIT GIGGTTCAAC AGGTGGTCTC GGAACGGAAG GAAGTAGCTG

61 TACTTCAATG GTATCTACGG ATTCGCT. Agl' GGTATCAAGG ACATCATGAA CATGATCTTC el
ATGAAGITAC 2ATAGATGCC TAAGCGATGA CCATAGITCC TGTAGTACTT GTACTAGAAG e2

121 AAGACTGACA CTGGTGGTGA TCTGACCCTT GACGAGATCT TGAAGAACCA ACAACTTCTG
TTCTGACTGI GACCACCACT AGACTGGGAA CTGCTCTAGA ACTTCTTGGT TGITGAAGAC

181 AACGACATCT CTGGTAAACT TGATGGTGIC AATGGITCCT TGAACGAC& GATCGCACAG e3
TTGCTGTAGA GACCATTTGA ACTACCACAG EACCAAGGA ACTTGCTGGA CTAGCGTIGIC e4

241 GGTAACCTTA ACACAGAACT TTCCAAGGAG ATCTTGAAGA TCGCTAACGA ACAGAACCAA
CCATTGGAAT TGITGTCTTGA AAGGTTCCTC TAGAACTTCT AGCGATTGCT TGICTTGGIT

301 GTCTTGAACG ACGTCAACAA CAAACTCGAT GCTATCAACA CCATGITGAG AGICTACTTG
CAGAACTTGC TGCAGITGIT GITTGAGCTA CGATAGITGT GGTACAACTC TCAGATGAAC eb6
«—

361 CCTAAGATCA CCTCCATGCT TTCCGACGIC ATGAAGCAGA ACTATGCTTT GICTCTGCAA e5
GGATTCTAGI GGAGGTACGA AAGGCTGCAG TACTTCGICT TGATACGAAA CAGAGACGTT

421 ATCGAATACC TTTCCAAGCA ACTTCAAGAG ATCTCCGACA AGCTTGACAT CATCAACGIC
TAGCTTATGG AAAGGTITCGT TGAAGITCTC TAGAGCGCTGI TCGAACTGTA GTAGITGCAG

481 AACGICTTGA TCAACTCCAC TTTGACCGAG ATCACT! C& G CTTACCAGAG AATCAAGTAC e7
TTGCAGAACT AGITGAGGTG ﬁAACT GGCTC TAGIGAGGAC GAATGGICTC TTAGITCATG e8

541 GTCAACGAGA AGTTCGAGGA GCTTACCTTC GCTACCGAAA CCTCCTCCAA GGTCAAGAAG
CAGTTGCTCT TCAAGCTCCT CGAATGGAAG CGATGGCTTT GGAGGAGGIT CCAGITCTTC

601 GACGGITCTC CTGCTGACAT CCTCGACGAG TTGACCGAGI TGACCGAATT GGCTAAGTC’C e9

CTGCCAAGAG GACGACTGTA GGAGCTGCTC AACTGGCTCA /:CTGGCTTAA CCGATTCAGG el0

661 GTCACCAAGA ACGACGTCGA TGGTITTCGAA TTCTACTTGA ACACCTTTCA TGACGICATG
CAGTGGTTCT TGCTGCAGCT ACCAAAGCTT AAGATGAACT TGTGGAAAGT ACTGCAGTAC

721 GITGGTAACA ACCTTTTCGG TAGATCTGCA CTTAAGACTG CTTCTGAACT TATCACCAAG
CAACCATTGT TGGAAAAGCC ATCTAGACGT GAATTCTGAC GAAGACTTGA ATAGIGGITC

781 GAGAACGTGA AAACCTCTGG TTCCGA(XEFI' GGTAACGTCT ACAACTTCTT GATCGICTTG ell
CTCTTGCACT LTTGGAGACC AAGGCTCCAA CCATTGCAGA TGITGAAGAA CTAGCAGAAC el2




841 ACAGCCTTGC AAGCTCAAGC TTTCTTGACC TTGACCACCT GTAGAAAGCT TCTTGGTCTT
TGTCGGAACG TTCGAGITCG AAAGAACTGG AACTGGTGGA CATCTTTCGA AGAACCAGAA

bl ock 1
901 GCTGACATCG ACTACACCTC CATCATGAAC GAACACCTTA AOAAGGAG& GGAGGAGITC
CGACTGTAGC TGATGTGGAG GTAGTACTTG C<TTGTGGAAT TGTTCCTCTT CCTCCTCAAG

e

961 AGAGTCAACA TCTTGCCTAC TTTGICCAAC ACCTTCTCCA ACCCTAACTA CGCTAAGGTC
TCTCAGITGT AGAACGGATG AAACAGGTTG TGGAAGAGGT TGGGATTGAT GCGATTCCAG

1021

1081

1141

1201

1261

1321

1381

1441

1501

1561

1621

AAAGGATCCG ACGAAGACGC
TTTCCTAGEC TGCTTCTGCG

GEWTTEEQXZ TCTCCAACGA

CCAAAGCTTT

CAAAACTACC
GITTTGATGG

CTTCTTTGTIC
GAAGAAACAG

GAGTACGTCA
CTCATGCAGT

ACTGCTAACT
TGACGATTGA

TCCTCCGAAG
AGGAGGECTTC

GGTGTCATCT
CCACAGTAGA

AACTCI)&ihZ

TTGAGGICTG

GACCTCTCTA
CTGGAGAGAT

GTCGAGAACG
CAGCTCTTGC

AGAGGTTCCT

AGGTCGACAA
TCCAGCTGIT

TAAGATGATC GTTGAAGCTA
ATTCTACTAG CAACTTCGAT

CTCCATCACC GTCCTTAAGG
GAGGTAGTGG CAGGAATTCC

GGACTCCCTT TCTGAGGTCA
CCTGAGGGAA AGACTCCAGT

CAGACCAATC

CEAACAAAEb TACTACACCA
GCTTGITTAG ATGATGIGGT

GICTGGITAG
<

TCACCAAGAT
AGTGGITCTA

TCTACGACTC
AGATGCTGAG

CTGAGTACAG
GACTCATGTC

CCGAGACCTT
GGCTCTGGAA

TTATCACCCT
AATAGT GCGA

ACAAGGAGAC
TGITCCTCTG

CGACTTCACC AAGAAGATGA
GCTGAAGTGG TTCTTCTACT

AACCTGGTCA CGCACTTATC
TTGGACCAGT GCGTGAATAG
«—

TCTACGAGGEC TAAGTTGAAG
AGATGCTCCG ATTCAACTTC

TCTACGGTGA CATGGACAAA
AGATGCCACT GTACCTGITT

ACAACATCGT CTTCCCTAAC
TGITGTAGCA GAAGGCGATTG

AGACCCTTAG ATACGAGGTC
TCTGGGAATC TATGCTCCAG

CTCCACTGGT GAGATCGATC
GAGGTGACCA EICTAGCTAG

TTAACAAG&Z GAAGGTCGAG
AATTGITCTT CTTCCAGCTC

AACCCTTTCT GCTAACGACG
TTGGGAAAGA CGATTGCTGC

CCTTACTCCT ATCAATGGCT
GGAATGAGGA TAGTTACCGA

TACCTGCAAG TCCTACCTTA
ATGGACGITC AGGATGGAAT

CAAACTCATC GTCCCTCCTT
GITTGAGTAG CAGGGAGGAA

GTTCCATCGA
CAAGGTAGCT
<

AGNE?K%&b CTTGAGCCTT
TCTCCTGITG GAACTCGGAA

ATGGTGICTA CATGCCTCTT
TACCACAGAT GTACGGAGAA

TCGGTTTGCA GGCTGACGAG
AGCCAAACGT CCCGACTCCTC
«—

GAGAATTGCT CTTGGCTACC
CTCTTAACGA GAACCGATGG

CTGGTTTCAT CTCTAACATC
GACCAAAGTA GAGATTGTAG

GGAAAGCTAA CAACAAGAAC
CCTTTCGATT GITGITCTTG

el3
eld

el6

el5

el?7
el8

el9
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e2l

e23
e24



1681 GCTTACGTCG ACCACACTGG TGGTGTCAAC GGTACCAAGG

CGAATGCAGC TGGTGTGACC ACCACAGITG CCATGGTTCC
s

bl ock 2
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Tot al

DNA sequence conposition:

nunber

GGTGGTATCT CCCAATTCAT
CCACCATAGA GGGITAAGTA

TACACCGTCA AGGGTAAACC
ATGTGGCAGT TCCCATTTGG

TACGAAGACA CCAACAACAA
ATGCTTCTGI GGITGITGIT

GE%ACCGAEE TTAAGGGTGT

CCTTGGCTGG AATTCCCACA

GGTGACAACT TCATCATCCT
CCACTGTTGA AGTAGTAGGA

CGGAGACAAA
GCCTCTGITT

TTCCATCCAC

CTCTTTACGT CCACAAGGAC
GAGAAATGCA GGTGTTCCTG

CTTAAACCTA
GAATTTGGAT
<

AAACCGAG#Z CGTCATCCAA
TTTGGCTCAT GCAGTAGGTT

CTTAAAGACG

AAGGTAGGTG GAATTTCTGC

CCTTGAAGAC TACCAAACCA
GGAACTTCTG ATGGTTTGGT

CTACCTTATC CTTAAGTCCC
GATGGAATAG GAATTCAGGG

TGAGATCTCC CCATCCGAGA
ACTCTAGAGG GGTAGGCTCT

ATCAACACCA ACAACTGGAC
TAGITGTGGT IFTTGACCTG

CTCCACTG%&
GAGGTGACCA

TCCACCAACA
AGGTGGITGT

TTGTACCAGG GIGGTAGAGG
AACATGGTCC CACCATCTCC

TACAGAGICT ACTTCTCTGT
ATGICTCAGA TGAAGAGACA

GTCCTCTTCG AGAAGAGATA
CAGGAGAAGC TCTTCTCTAT

AAGITCGAGA AGGACAACTT
TTCAAGCTCT TCCTGITGAA

CCTATCGWEE ACTTCTATGA

GGATAGCAGG TGAAGATACT

of bases is:

TATCTTGAAG CAAAACTTGC
ATAGAACTTC GITTTGAACG

AAAACACTGG TTACATCCAC
TTTTGTGACC AATGTAGGTG

TCAACAAAAG ATTCACCACA
AGTTGITTTC TAAGIGGTGT
«—

AGAACGGTGA
TCTTGCCACT

CGAGGCTTGG
GCTCCGAACC

AGCTTCTTTC CCCTGAACTT
TCGAAGAAAG GGGACTTGAA

TCTCTGGTAA
AGAGACCATT

CACCTTGACC
GTGGAACTGG

AACTTGACTC CTTCTCCACC
TTGAACTGAG GAAGAGGTGG

GTCTGGTGAC GCTAACGTCA
CAGACCACTG gEATTGCAGT

GAATCAGAKZ

CTTAGICTTT

CTCCAGAGAA
GAGGTCTCTT

CATGTCTGGT
GTACAGACCA

GCCAAGGACG
CGGITCCTGC

CTACATCGAG TTGTCCCAAG
GATGTAGCTC AACAGGGTTC

CGTCTCCATC AAATAAGAGC

TCTCCGAGAT
AGAGGCTCTA

GTTCACCACC
CAAGTGGTGG

GTAACAACCT TTACGGTGGT
CATTGITGGA AATGCCACCA
«—

TC e33

GCAGAGGTAG TTTATTCTCG AG
e

2382.
685 A,

665

C 455 G

577 T, 0 OTHER
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