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Sequence_1l: m5-10
Sequence_2: m5-10_del361bp

>m5-10
actagtlggatcttgatagaggctgggatatgggcacacaaccattaggtttggaaagcaa

ACTAGTIGGATCTTGATAGAGGCTGGGATATGGGCACACAACCATTAGGTTTGGAAAGCAA

tccttcatecctggaacccagttgctaagggeccagaaaaccagggtecte

ATCCTTCATCCTGGAACCCAGTTGCTAAGGGCCAGAAAACCAGGGTCCTC

tacccacttcgctggetgtcaatgggagaggaagagagaaatcgggtacccaaagaagtce

TTCGCTGGCTGTCAATGGGAGAGGAAGAGAGAAATCGGGTACCCAAAGAAGTC

tgaacttttctcatggaggctgactctttggcaagtacctageccaacagatctgettga

TGAACTTTTCTCATGGAGGCTGACTCTTTGGCAAGTACCTAGCCCAACAGATCTGCTTGA

aagccttccccaggtccaacaatgaagaggccaatgatgaaggtgctcggggtggggtgg

AAGCCTTCCCCAGGTCCAACAATGAAGAGGCCAATGATGAAGGTGCTCGGGGTGGGGTGG

gggtggcgggactctgtagtcagagagcctgaccgggacccaggtcagtgacceccccagg

GGGTGGCGGGACTCTGTAGTCAGAGAGCCTGACCGGGACCCAGGTCAGTGACCCCCCAGG

gcccccagagaaactgcttccacaaagcaagggacacatgtgactgtt

CCCGCCCCCAGAGAAACTGCTTCCACAAAGCAAGGGACACATGTGACTGTT

ttgctctggcagaactgtatggagctgaatgagccagggggactcacatcaaggcaacce

TTGCTCTGGCAGAACTGTATGGAGCTGAATGAGCCAGGGGGACTCACATCAAGGCAACCC

ggcgtgctgcaaaagttcattagtcttgaacctcaagtgctggcagattcatgagecta

TGGCGTGCTGCAAAAGTTCATTAGTCTTGAACCTCAAGTGCTGGCAGATTCATGAGCCTA

aaatatctgcgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtatgtgtgtgt

AAATATCTGCGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTATGTGTGTGT

agtcttgagaaaacaagaatacaaaaataccgagaat

GTGTGTGTGTGTA! ACATCAGTCTTGAGAAAACAAGAATACAAAAATACCGAGAAT

gggagttgggagttgggaatgtcaagtgcttagtgttctgttctcagcaacaacccgcecce

GGGAGTTGGGAGTTGGGAATGTCAAGTGCTTAGTGTTCTGTTCTCAGCAACAACCCGCCC

cctcatgecttgtaatctcageccctggagaggtagatgectggaggaacagacattcaaggt

CCTCATGCTTGTAATCTCAGCCCTGGAGAGGTAGATGCTGGAGGAACAGACATTCAAGGT

catcctgggcaaacacggggaactgagccagectggtctacatgagacccatcttaaaaa

CATCCTGGGCAAACACGGGGAACTGAGCCAGCCTGGTCTACATGAGACCCATCTTAAAAA

CaaaaCaaaaCaaaaCcaaaaCaaaaCaaaaCaaaaaacaacaaaaaaaaaacaaaccaaa

CAAAACAAAACAAAACAAAACAAAACAAAACAAAAAACAACAAAAAAAAAACAAACCAAA
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961

1021
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1141

1141

1201
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1261

1261

1321
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1381

1381

1441

1441

1501

1501

1561

1561

1621

1621

1681

1681

1741

1741

1801

1801

daaaacaacaaccaaccaaccaacaaacaaacaaacaacagaacagaacagaaaggaaaa

AAAAACAACAACCAACCAACCAACAAACAAACAAACAACAGAACAGAACAGAAAGGAAAA

gaaaagaaacagatgagacctggagacatagaagatgctacagtcgcccccaccccccac

GAAAAGAAACAGATGAGACCTGGAGACATAGAAGATGCTACAGTCGCCCCCACCCCCCAC

gctgagactagagaagctgggtaggccccacagatgg

CAGGCTGAGACTAGAGAAGCTGGGTAGGCCCCACAGATGG

atttg attatcta

tctgagagagttggggtacagccacagcatgtaacaaagctaccatcccgcagctccaa

TTCTGAGAGAGTTGGGGTACAGCCACAGCATGTAACAAAGCTACCATCCCGCAGCTCCAA

ggccttgattggcagcagtgggtctggacctcteteecctatggeecctectgtetetetygg

GGCCTTGATTGGCAGCAGTGGGTCTGGACCTCTCTCCCTATGGCCCTCCTGTCTCTCTGG

gttgcttattaccaagctgggctgtcaatggtggaagggcactatctcattcttteccaa

GTTGCTTATTACCAAGCTGGGCTGTCAATGGTGGAAGGGCACTATCTCATTCTTTCCCAA

tgttcecctectcacagggactcacaagacatttagectggattgtccaccggecace

AGCTTGTTCCCTCTCACAGGGACTCACAAGACATTTAGCCTGGATTGTCCACCGGCCACC

gagaagaa
[TTTLT

cccececccga cac gaaaa
LELTITL T |11 |11
CCCCCCCGAGAAGAACAC

t
|
TGARAA

aaggaag
[T

tctctectectcaccce ttc
NENRRRRRRANENN 'l
TCTCTCTCCTCACCC TTCARGGAAG

agctcaaccagaatattcctttaatgttttctctgtcacatccaacaccaaactcttett

AGCTCAACCAGAATATTCCTTTAATGTTTTCTCTGTCACATCCAACACCAAACTCTTCTT

ggcctgttgttecctaaatgagagaggctggtgtcagttteccattaatgtcaaatgttete

GGCCTGTTGTTCCTAAATGAGAGAGGCTGGTGTCAGTTTCCATTAATGTCAAATGTTCTC

ctttctgacttecctectecccgagaagaggtggecteccaggeccatggaaggaagggagggtt

TTCCTCCTCCCGAGAAGAGGTGGCTCCAGGCCATGGAAGGAAGGGAGGGTT

aagagtggaacatctaaagtcccagacctggctggttccaccaagggttaccactcaaaa

AAGAGTGGAACATCTAAAGTCCCAGACCTGGCTGGTTCCACCAAGGGTTACCACTCAAAA

gggtcccgagtcaggctgatactaaatatcattttttttectggectgaaactaagtagecaa

GGGTCCCGAGTCAGGCTGATACTAAATATCATTTTTTTTCTGGCTGAAACTAAGTAGCAA

ttttctcaaagccaagggtaccagtggaagcactctcaggcttccatacttcagtgteca

TTTTCTCAAAGCCAAGGGTACCAGTGGAAGCACTCTCAGGCTTCCATACTTCAGTGTCCA

catctagacaccgagggatacaagactggactgccccctccatcteccactgttgacagta

||H
CATCTAGACACCGAGGGATACAAGACTGGACTGCCCCCTCCATCTCCACTGTTGACAGTA
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2041
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2101

2101

2161
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2221
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2281
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2341

2341

2401

2401

2461

2461

2521

2521

2581

2581

2641

2641

2701

2701

2761

2761

ttatgggtggctcttggtegectacagtgaccaggaaacccagagtecttcatgaaacaca

TTATGGGTGGCTCTTGGTCGCTACAGTGACCAGGAAACCCAGAGTCCTTCATGAAACACA

ctctceccacccaaagcagtccagtctacttectaaccagggttettectgttgtgattyg

GCTCTCCCACCCAAAGCAGTCCAGTCTACTTCCTAACCAGGGTTCTTCCTGTTGTGATTG

ggacagagggacaagctgtctctgettccagagecttetatcagggetgggtgaggcagg

GGACAGAGGGACAAGCTGTCTCTGCTTCCAGAGCCTTCTATCAGGGCTGGGTGAGGCAGG

aagggattgactggggggggggtgcagctagcagectgatggggaagaaaaattagaggte

AAGGGATTGACTGGGGGGGGGGTGCAGCTAGCAGCTGATGGGGAAGAAAAATTAGAGGTC

tcgaccaaacaattgtcttggtgactgatccttctacttggggtttggetacectectea

TCGACCAAACAATTGTCTTGGTGACTGATCCTTCTACTTGGGGTTTGGCTACCCTCCTCA

ccctecgeccgecacccccccccccaccteeccttcacctetctaaagtcattaccagagttt

ACCTCTCTAAAGTCATTACCAGAGTTT

ctctcttttcttecta

GCAGGAGTG!

ccagctgagaaccttgtactccctgaggagaggaaagaaagctatcgagggccacccata

CCAGCTGAGAACCTTGTACTCCCTGAGGAGAGGAAAGAAAGCTATCGAGGGCCACCCATA

ttatcctcaaggatcagggtgecctgcatgtgtgtggataaactgatgtttettgaacaag

TTATCCTCAAGGATCAGGGTGCCTGCATGTGTGTGGATAAACTGATGTTTCTTGAACAAG

aggcccaagtttaaaagtctgatgtgatcttggtaatttcctaaacctggagega

TGTGTAGGCCCAAGTTTAAAAGTCTGATGTGATCTTGGTAATTTCCTAAACCTGGAGCGA

ggtatacagaagtaaccattcccaatttctectttgtttececececggece

GCCCTGGTATACAGAAGTAACCATTCCCAATTTCTCCTTTGTTTCCCCGGCCC

aaggtgaggtttcatctctecctecectaccctaccccaccectgecatectatgecatggeect

AAGGTGAGGTTTCATCTCTCCTCCCTACCCTACCCCACCCCTGCATCTATGCATGGCCCT

ttatgaaacggcttggattctctctggtgtgatgcctctcttecttcagggcaggctgget

TTATGAAACGGCTTGGATTCTCTCTGGTGTGATGCCTCTCTTCTTCAGGGCAGGCTGGCT

ggaaagggcccccggaggectccagecattggatagaggtgcagtttcatctetggttttg

GGAAAGGGCCCCCGGAGGCCTCCAGCATTGGATAGAGGTGCAGTTTCATCTCTGGTTTTG

aatctggccctttgagcaagcccagcacacacgtgtggatttaattttectttetttett

AATCTGGCCCTTTGAGCAAGCCCAGCACACACGTGTGGATTTAATTTTCCTTTCTTTCTT

ctttctttctecccccecccaaagggaacaagaaaaatagtctttegtgtcgacagegega

TCTCCCCCCCCAAAGGGAACAAGAAAAATAGTCTTTCGTGTCGACAGCGCGA
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2881
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2941
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3001
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3061

3061

3121
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3181

3181

3241

3241

3301
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3361

3361

3421

3421

3481

3481

3541

3541

3601

3601

3661

3661

3721

3721

tccttectgccaaagaaaatttgtetttteccagagecccagagaatagtgecacte

CATTCCTTCTGCCAAAGAAAATTTGTCTTTTCCAGAGCCCCAGAGAATAGTGCACTC

gtttccttagcacccttectgtcagggtatggggggatccagataggtcectttacg

TAGCACCCTTCTGTCAGGGTATGGGGGGATCCAGATAGGTCCCTTTACG

ttcaagggggaccccagccctagagttattagectaggtctetgecaataaggtcaccac

TTCAAGGGGGACCCCAGCCCTAGAGTTATTAGCCTAGGTCTCTGCCAATAAGGTCACCAC

tgatggtgtagaagcaacatctacatccacagaactttc

TGAGGCCACTGATGGTGTAGAAGCAACATCTACATCCACAGAACTTTC

atcgactttgggattgcagataggattcaaattccecctggttcagtgcagaccctgecage

ATCGACTTTGGGATTGCAGATAGGATTCAAATTCCCCTGGTTCAGTGCAGACCCTGCAGC

atttc accctcaccctttgggactgatgaccaccg

CAGACCCTCACCCTTTGGGACTGATGACCACCG

aaattgggggggggggcgggatttggacagcatgtectttaccaccgagttcetacagtea

AAATTGGGGGGGGGGGCGGGATTTGGACAGCATGTCCTTTACCACCGAGTTCTACAGTCA

cctaactgctactttgagggagtgaggactcctcgaacagecttgttgtctacagaaacat

CCTAACTGCTACTTTGAGGGAGTGAGGACTCCTCGAACAGCTTGTTGTCTACAGAAACAT

atgtcttatcteccttgatttgaaatacaaaacaacctgtccacccactcggtcaag

TCCTTGATTTGAAATACAAAACAACCTGTCCACCCACTCGGTCAAG

agcaataatcataaccagagggatattagaagggtatattgaatattgaataattgcgaa

AGCAATAATCATAACCAGAGGGATATTAGAAGGGTATATTGAATATTGAATAATTGCGAA

cctagtcaacactttccctgaaggecccaaagctgagaggctggaagctgaataaaacatt

CCTAGTCAACACTTTCCCTGAAGGCCCAAAGCTGAGAGGCTGGAAGCTGAATAAAACATT

ggaaagaaccttcctgaaatcctggaaaaaaaaacccacataataaagtcagatttcact

GGAAAGAACCTTCCTGAAATCCTGGAAAAAAAAACCCACATAATAAAGTCAGATTTCACT

gggcaagagggaaagtgacctcctgaggaaaaaaaaaaccaagaaaacaaaaaaaccttc

GGGCAAGAGGGAAAGTGACCTCCTGAGGAAAAAAAAAACCAAGAAAACAAAAAAACCTTC

ccaccctcccaaggagtctteccttectgcaatctaagttggccaaagtttagttttetegt

CCACCCTCCCAAGGAGTCTTCCTTCTGCAATCTAAGTTGGCCAAAGTTTAGTTTTCTCGT

atttctattgtcattagaattcttattagttttcccaggcctgtgtgctctcecctctecta

TATTGTCATTAGAATTCTTATTAGTTTTCCCAGGCCTGTGTGCTCTCCTCTCTA

gaggagacccaaaggaggcagggacagggccattggggagggatact

CCAGAGGAGACCCAAAGGAGGCAGGGACAGGGCCATTGGGGAGGGATACT

2880

2880

2940

2940

3000
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3060

3060

3120

3120

3180

3180

3240

3240
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3781
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3841

3841

3901

3901

3961

3961

4021

4021

4081

4081

4141

4141

4201

4201

4261

4261

4321

4321

4381

4381

4441

4441

4501

4501

4561

4561

4621

4621

4681

4681

gaactaagtctgtgttcccgegtgttctectttgetttactctaaaattaaagggggaaat

GAACTAAGTCTGTGTTCCCGCGTGTTCTCTTTGCTTTACTCTAAAATTAAAGGGGGAAAT

gtaaggaatagcaataatacgaatactaataatagcaatagtaataatacaaataacagc

GTAAGGAATAGCAATAATACGAATACTAATAATAGCAATAGTAATAATACAAATAACAGC

aatggctcattacgttttgttttgttttaatagaattccgggtcttcctatctttcgagg

AATGGCTCATTACGTTTTGTTTTGTTTTAATAGAATTCCGGGTCTTCCTATCTTTCGAGG

tatttaagatcaaggcggaaattttgcaaaagggggcaaggaagtatgagaaaaaccagc

TATTTAAGATCAAGGCGGAAATTTTGCAAAAGGGGGCAAGGAAGTATGAGAAAAACCAGC

ggggagcagggttaggaaagcgcaactcttggaaagaaggaaggtgccaggegtgtatgt

GGGGAGCAGGGTTAGGAAAGCGCAACTCTTGGAAAGAAGGAAGGTGCCAGGCGTGTATGT

acagaggatgagggtgaagcggacaaggagacgctgaggctgca

TGCTG CCCGCACAGAGGATGAGGGTGAAGCGGACAAGGAGACGCTGAGGCTGCA
gtctcttecececgtggtggttgettteteccagagcacggggeccagtctetgaagetgggett
||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||
GT CGTGGTGGTTGCTTTCTCCAGAGCACGGGGCCAGTCTCTGAAGCTGGGCTT

ggcccaggtagttgcacccgaaattgcggagcaatgggggaaagtgaaaggaactcggec

GGCCCAGGTAGTTGCACCCGAAATTGCGGAGCAATGGGGGAAAGTGAAAGGAACTCGGCC

cactcgcggggcaccctecggtectgggtttectgecceccaccteggttetectggtecacee

CACTCGCGGGGCACCCTCGGTCTGGGTTTCCTGCCCCCACCTCGGTTCTCCTGGTCACCC

tactcgaatacggggacaaggattctggattgcattcttgggtgaaaacgtgaatttggg

TACTCGAATACGGGGACAAGGATTCTGGATTGCATTCTTGGGTGAAAACGTGAATTTGGG

gctcgttecgectgggaaacgaaagcaaagctggagcaccaggccgggcagectggactet

GCTCGTTCGCCTGGGAAACGAAAGCAAAGCTGGAGCACCAGGCCGGGCAGCCTGGACTCT

tggggaagagaacagggatgcacgctggtgtecctgecatctgtgetgecaggetgetgecee

TGGGGAAGAGAACAGGGATGCACGCTGGTGTCCTGCATCTGTGCTGCAGGCTGCTGCCCC

gctgtececttggggectgaccttggetctaccgetgecagggecgececgtgtcactgecge

GCTGTCCCTTGGGGCCTGACCTTGGCTCTACCGCTGCAGGGCCGCCCGTGTCACTGCCGC

tccaatcctecggtggactgcgaccagaaccgggtcatgettctgggaatcctaaagttte

TCCAATCCTCGGTGGACTGCGACCAGAACCGGGTCATGCTTCTGGGAATCCTAAAGTTTC

agggatcgcaaaaccccaggacaagttcagatggaatgtctggetctecctggggecegea

AGGGATCGCAAAACCCCAGGACAAGTTCAGATGGAATGTCTGGCTCTCCTGGGGCCCGCA

acgcgggggttggggtgggggcggecgggaggagaaacttaccctecgggaaggectgacge

ACGCGGGGGTTGGGGTGGGGGCGGCGGGAGGAGAAACTTACCCTCGGGAAGGCCTGACGC
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5041
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5101
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5161
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5221
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5281
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5341
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5401
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5461
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5521

5521

5581

5581

5641
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ttgctccgtgtagggcaggecctagecttattgeccecggagecgetggggtgggagaaa 4800
||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||
TCGCTTGCTCCGTGTAGGGCAGGCCTAGCTTATTGCCCGGAGCCGCTGGGGTGGGAGAAA 4800

gcggtttcgtaactcaaaacccaatgggtttccaaatgecgcgtagaagecttacg 4860
||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||
GTCTGTGCGGTTTCGTAACTCAAAACCCAATGGGTTTCCAAATGCGCGTAGAAGCTTACG 4860

gacctctcagaaattatgcccattgatccaactagaaataattgeccgat 4920
||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||
ACCCGACCTCTCAGAAATTATGCCCATTGATCCAACTAGAAATAATTGCCGAT 4920
ttccacaaaacaaaatagagcgcctcgcccctectgcaggatccggecgectgaaaaaaaaat 4980
FUCEEEEEEEEEE PP e e E e
TTCCACAAAACAAAATAGAGCGCCTCGCCCCTCTGCAGGATCCGGCGCTGAAAAAAAAAT 4980
tccctctgcacagtgcacccecgtectectaccecttctcccacceccgecccaccacacacteg 5040
||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||
TCCCTCTGCACAGTGCACCCGTCTCTACCCCTTCTCCCACCCCGCCCCACCACACACTCG 5040
caccccgccceccgtetggecactctgggacccattgecatccccggatectcactgaaggag 5100
||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||
CACCCCGCCCCCGTCTGGCCACTCTGGGACCCATTGCATCCCCGGATCTCACTGAAGGAG 5100

p M5-5 0.8RV
cggkcagaccgaatggcctttctctctacaaggaaccttggcagacatctaagatjatctaa 5160
FUIEEEEECTEEE PP E e P r
CGGCAGACCGAATGGCCTTTCTCTCTACAAGGAACCTTGGCAGACATCTAAGATATCTAA 5160
tatccactaagatagcaaccagtacttatttcagcactgggcatgagatatggcacccca 5220
FEVEEPEEREEEE PP PP e e
TATCCACTAAGATAGCAACCAGTACTTATTTCAGCACTGGGCATGAGATATGGCACCCCA 5220
aatgtaaccagctaaaagggcctcctcgacagaaaaataaaactgtgtaagtaagaagecc 5280
FECECTEECTEE PP E e e e
AATGTAACCAGCTAAAAGGGCCTCCTCGACAGAAAAATAAAACTGTGTAAGTAAGAAGCC 5280

accttttgcaacgaaccttaggaaaccttggtttccttacaaatgggagctaaagtg 5340
||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||
TTTACCTTTTGCAACGAACCTTAGGAAACCTTGGTTTCCTTACAAATGGGAGCTAAAGTG 5340

gtctcggtecctcacttetettgatctctctaagagaatcgattttgettetatttgtgte 5400
||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||
GTCTCGGTC TCTTGATCTCTCTAAGAGAATCGATTTTGCTTCTATTTGTGTC 5400

actctctactccagggggctctgggtttatttatttectttatttcecccca 5460
||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||
ACACTCTCTACTCCAGGGGGCTCTGGGTTTATTTATTTCTTTATTTCCCCCA 5460
tagaccttgataaacgaagatggggaga 5520
||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||
AGGTCCAGGCATGCTGGAGTTGTGT CAGTAGACCTTGATAAACGAAGATGGGGAGA 5520
gaacccagcctcccgccactgecccgecactgecccecccagteccagecgtgacaaggegeggg 5580
FEPECCEECTEEC PR TP
GAACCCAGCCTCCCGCCACTGCCCGCCACTGCCCCCCAGTCCAGCGTGACAAGGCGCGGG 5580
gtgacgtctccacgcccaataggaccagcggctggtgagatagtec 5640
||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||
CTGGTT CGTCTCCACGCCCAATAGGACCAGCGGCTGGTGAGATAGTC 5640
gcctctttattttattggggtatgecctggcaataaacagtaatatt 5700
||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||
CTCTTTATTTTATTGGGGTATGCCTGGCAATAAACAGTAATATT 5700



Seq_1

Seq_2

Seq_1

Seq_2

Seq_1

Seq_2

Seq_1

Seq_2

Seq_1

Seq_2

Seq_1

Seq_2

Seq_1

Seq_2

Seq_1

Seq_2

Seq_1

Seq_2

Seq_1

Seq_2

Seq_1

Seq_2

Seq_1

Seq_2

Seq_1

Seq_2

Seq_1

Seq_2

Seq_1

Seq_2

Seq_1

Seq_2

5701 taatttgtcggagaccacaaaccaacggcgagctgggaggtacttgcttttcttgacaga
FEPEEEEECEEE PP PR e
5701 TAATTTGTCGGAGACCACAAACCAACGGCGAGCTGGGAGGTACTTGCTTTTCTTGACAGA
5761 ccctggaagaagtcttegttttaaagggggggtgtetttgecgggggggggggaggtgatyg
FUEEEEEEEEEEEEEE R T
5761 CCCTGGAAGAAGTCTTCGCTTTTAAAGGGGGGGTGTCTTTGCGGGGGGGGGGGAGGTGATG
5821 tcttttcaaaactcattgtgagctacctcgcctcagtgagcaaacccttttggetttttg
CEVELETEEEEEC TP T
5821 TCTTTTCAAAACTCATTGTGAGCTACCTCGCCTCAGTGAGCAAACCCTTTTGGCTTTTTG
5881 gctgaagaaagagtgaggttattggaggtgagtcttgttgggggaaaactaaagggaggg
FECEEEEEEEEC PP e T e E e
5881 GCTGAAGAAAGAGTGAGGTTATTGGAGGTGAGTCTTGTTGGGGGAAAACTAAAGGGAGGG
ARV
0.8RV >
5941 acagatfhtctatcttcagggcggccttaattttcceccagagectetgetteccacectac
FEPECOE TP e e Ly
5941 ACAGATATCTATCTTCAGGGCGGCCTTAATTTTCCCCAGAGCCTCTGCTTCCCACCCTAC
6001 ctaagcctggctgaaccccttecctgactggatttttatcttctatcacctggaagactgg
FUPECCTECTEE PP e P E e e e
6001 CTAAGCCTGGCTGAACCCCTTCCTGACTGGATTTTTATCTTCTATCACCTGGAAGACTGG
6061 gtgccagtttgtaagcaaaatacagaaaacaacattgagtggtggctggctte
||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||
6061 CGTGTGCCAGTTTGTAAGCAAAATACAGAAAACAACATTGAGTGGTGGCTGGCTTC
6121 gtgcaccatctaagcccaaggaaggaagtgtttctggetgggttgttgettggggaagge
FUCEEETECTEEE PR E e e e e e
6121 GTGCACCATCTAAGCCCAAGGAAGGAAGTGTTTCTGGCTGGGTTGTTGCTTGGGGAAGGC
6181 agcttttccctctcgggaagggectgectgattatttatggggattaattttatectcaa
||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||
6181 CAGCTTTTCCCTCTCGGGAAGGGCCTGCTGATTATTTATGGGGATTAATTTTATCCTCAA
6241 atctctgtgaatgtaaaagggattggcgaggtctgtctggatttccecctatgettcaacc
FUCEEETECTEE PR T P
6241 ATCTCTGTGAATGTAAAAGGGATTGGCGAGGTCTGTCTGGATTTCCCCTATGCTTCAACC
6301 caggctctcaaccggctttcagectttcagtectgcacccaaggttgaggttge
||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||
6301 AGAGATGCAGGCTCTCAACCGGCTTTCAGCTTTCAGTCCTGCACCCAAGGTTGAGGTTGC
6361 ctctctgttcaaccccaaaggctttctagectgactttttagaagecgecgtgacgaaggtgt
FUCELEEECTEEE PR TP T e P
6361 CTCTCTGTTCAACCCCAAAGGCTTTCTAGCTGACTTTTTAGAAGCGCGTGACGAAGGTGT
6421 ttgcacaaataaatagctggccttggccagggtctgtgtgaaaacagacctggaaactag
FUCEEEEEREEEE PR T P E T
6421 TTGCACAAATAAATAGCTGGCCTTGGCCAGGGTCTGTGTGAAAACAGACCTGGAAACTAG
6481 agagtggggttgcccctagctgcccccacgcttacaactgcaaagtccactgaagttttt
FEPECETECTEE PR EE TP PP
6481 AGAGTGGGGTTGCCCCTAGCTGCCCCCACGCTTACAACTGCAAAGTCCACTGAAGTTTTT
6541 gcaagggcagcctgcaaattttgcagccacagaggctacaatgttgccggagtcecctatgg
FEPEEEEERTEEC PR E PR E e e
6541 GCAAGGGCAGCCTGCAAATTTTGCAGCCACAGAGGCTACAATGTTGCCGGAGTCCTATGG
6601 gctctctctctctctectetectetetectetetetetetetetetetetetetetetetete
FULECETECTEEE PR E P T
6601 GCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC

5760

5760

5820

5820

5880

5880

5940

5940

6000

6000

6060

6060

6120

6120

6180

6180

6240

6240

6300

6300

6360

6360

6420

6420

6480

6480

6540

6540

6600

6600

6660

6660
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Seq_2

Seq_1

Seq_2

Seq_1

Seq_2

Seq_1

Seq_2

Seq_1

Seq_2

Seq_1

Seq_2

Seq_1

Seq_2

Seq_1

Seq_2

Seq_1

Seq_2

Seq_1

Seq_2

Seq_1

Seq_2

Seq_1

Seq_2

Seq_1

Seq_2

Seq_1

Seq_2

Seq_1

Seq_2

Seq_1

Seq_2

6661

6661

6721

6721

6781

6781

6841

6841

6901

6901

6961

6961

7021

7021

7081

7081

7141

7141

7201

7201

7261

7261

7321

7321

7381

7381

7441

7441

7501

7501

7561

7561

gtccttggetctaaggatgtagtttctaattagagtcccagaaaagactcectgta

AGTCCTTGGCTCTAAGGATGTAGTTTCTAATTAGAGTCCCAGAAAAGACTCCCTGTA

cttagagaatacaaggaagctgaagagggaaacagaatgtgatttggggcatttgtttca

CTTAGAGAATACAAGGAAGCTGAAGAGGGAAACAGAATGTGATTTGGGGCATTTGTTTCA

agcaacattctgtgcttgtcccggectggttectgettacagcaagagectactteccagtge

AGCAACATTCTGTGCTTGTCCCGGCCTGGTTCTGCTTACAGCAAGAGCTACTTCCAGTGC

ctctgctgtgggectgettttattcaccctectgaactgcagacttcagagaggctaaggge

CTCTGCTGTGGGCTGCTTTTATTCACCCTCTGAACTGCAGACTTCAGAGAGGCTAAGGGC

aggccaaggagtgctggcagctgaaacccccageccagecctcagtgactgattattttaa

AGGCCAAGGAGTGCTGGCAGCTGAAACCCCCAGCCAGCCCTCAGTGACTGATTATTTTAA

taaaactgggcactgctctgtgtacactccagtgtgtgtcttgaggagggggcacacaca

TAAAACTGGGCACTGCTCTGTGTACACTCCAGTGTGTGTCTTGAGGAGGGGGCACACACA

acaatttcttggcatctttgatcttggttcccccatcctaaggcaccttecteccccaagt

ACAATTTCTTGGCATCTTTGATCTTGGTTCCCCCATCCTAAGGCACCTTCTCCCCCAAGT

cctagagagcttggagtggggtagggtgggggacaatgagtctgaagtggaggagagatg
||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||

CTAGAGAGCTTGGAGTGGGGTAGGGTGGGGGACAATGAGTCTGAAGTGGAGGAGAGATG

tcaaggcagctagtcctggectctgcaaggggccaggcagggtcacaccactctetgtetg

TCAAGGCAGCTAGTCCTGGCTCTGCAAGGGGCCAGGCAGGGTCACACCACTCTCTGTCTG

ggagacagaaatcgggtgaggctgcagaggcccatgggtgtgtgcacac

AGGTCAGCATTGGAGACAGAAATCGGGTGAGGCTGCAGAGGCCCATGGGTGTGTGCACAC

gcctaatgcatccagtettggttetetgecagggetgggecattgaaattgetgggetece

GCCTAATGCATCCAGTCTTGGTTCTCTGCAGGGCTGGGCCATTGAAATTGCTGGGCTCCC

gttctg cttccttetttecttecttectt
||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||
cctecectgeaac
||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||
CTTTCCTCCCTGCAAC

ggctcagagcagtcaacagagatggaaggagggtaaagaggatgggaagtggaaag

CACTGGCTCAGAGCAGTCAACAGAGATGGAAGGAGGGTAAAGAGGATGGGAAGTGGAAAG

ggagtgggggtggggaatcagcaggtcctatagtggttcaagagtttggggtatatctag

GGAGTGGGGGTGGGGAATCAGCAGGTCCTATAGTGGTTCAAGAGTTTGGGGTATATCTAG

tgagaaagtgggaaaggtggtgggaggagggagggaggggaggagaggacacacacacac

TGAGAAAGTGGGAAAGGTCGTCGGAGCGAGCGGAGGCGAGCGGAGGAGAGGACACACACACAC

6720

6720

6780

6780

6840

6840

6900

6900

6960

6960

7020

7020

7080

7080

7140

7140

7200

7200

7260

7260

7320

7320

7380

7380

7440

7440

7500

7500

7560

7560

7620

7620
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Seq_1

Seq_2

Seq_1

Seq_2

Seq_1

Seq_2

Seq_1

Seq_2

Seq_1

Seq_2

Seq_1

Seq_2

Seq_1

Seq_2

Seq_1

Seq_2

Seq_1

Seq_2

7621

7621

7681

7681

7741

7741

7801

7801

7861

7861

7921

7921

7981

7981

8041

8041

8101

8101

8161

8161

8221

8221

8281

8281

8341

8341

8401

8401

8461

8461

AGAG

agagagagagagagaagagggagccagttagagaagcattttctatactttgtgagcacc
|

g
LEEEELPEPEEEE PP E LT
AGAGAGAGAGAGAGAAGAGGGAGCCAGTTAGAGAAGCATTTTCTATACTTTGTGAGCACC
g gttagtttgtcag
||||||||||||||||||||
CAG TTAGTTTGTCA

agagagagagagagagagagagagagagagagagagaga
||||||||||||||||||||||||||||||||||||||||
GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGA

gagagagaaagtcatacttcaaattctggaactttaacccctgaaagcatctctctgaaa

GAGAGAGAAAGTCATACTTCAAATTCTGGAACTTTAACCCCTGAAAGCATCTCTCTGAAA

gctgattcccaagtctctctcaagtctecccagtttttecttectetgggggtgceca

AGCTGGCTGATTCCCAAGTCTCTCTCAAGTCTCCCAGTTTTTCTTCTCTGGGGGTGCA

ggacactgagatcgtagggtttagggatgctcccagatctgetatttag

AGAGCAGAGCAGGACACTGAGATCGTAGGGTTTAGGGATGCTCCCAGATCTGCTATTTAG

tcttctgttectctaagecgttectggageccgacaacttaaaagtatttggggectagega

TCTGTTCCTCTAAGCCGTTCTGGAGCCCGACAACTTAAAAGTATTTGGGGCTAGCGA

ggtgtgtgctggaggtgggcagtcgctgggaggctcta
||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||

CAGTGGAGGAGGTGTGTGCTGGAGGTGGGCAGTCGCTGGGAGGCTCTA

gtggtgggtacttctttgtagcaacagtagcagctagecttgggcaagcaatccccageac

GTGGTGGGTACTTCTTTGTAGCAACAGTAGCAGCTAGCTTGGGCAAGCAATCCCCAGCAC

aaactccagagacaccatgcctgcacccccacctggectceggetttectgetaagagga

AAACTCCAGAGACACCATGCCTGCACCCCCACCTGGCCTCCGGCTTTCCTGCTAAGAGGA

agaggggcggtggcgaatgcatcccecctgtacagagecgaggtaaccgtactaccatatgg

AGAGGGGCGGTGGCGAATGCATCCCCCTGTACAGAGCGAGGTAACCGTACTACCATATGG

ccggggaggcttgggcgggagcaggcagccacagtcggctggggaaacagagaatggegg

CCGGGGAGGCTTGGGCGGGAGCAGGCAGCCACAGTCGGCTGGGGAAACAGAGAATGGCGG

ctgtcttgcattctg atttta cttt

caaggcaagagggagccgccgggaggctgeccgegacteggggagecagegttgaggettge
FEVEPEEDL PP PP PP L]

CAAGGCAAGAGGGAGCCGCCGGGAGGCTGCCGCGACTCGGGGAGCAGCGTTGAGGCTTGC

aaggcacacggcctggttctgtcaaaccacatcttgectecgtcteccgecggectctaaget

AAGGCACACGGCCTGGTTCTGTCAAACCACATCTTGCTCGTCTCCGCCGGCCTCTAAGCT

7680

7680

7740

7740

7800

7800

7860

7860

7920

7920

7980

7980

8040

8040

8100

8100

8160

8160

8220

8220

8280

8280

8340

8340

8400

8400

8460

8460

8520

8520
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Seq_2
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Seq_2

Seq_1

Seq_2

Seq_1

Seq_2

Seq_1

Seq_2

8521

8521

8581

8581

8641

8641

8701

8701

8761

8761

8821

8821

8881

8881

8941

8941

9001

9001

9061

9061

9121

9121

9181

9181

9241

9241

9301

9301

9361

9361

9421

9421

ggatcctggcaagggttccggagggtttetecectatggetggecgegaatgggag

TCCCTGGATCCTGGCAAGGGTTCCGGAGGGTTTCTCCCTATGGCTGGCCGCGAATGGGAG

agcgtatgtggggctccageccctgtttttetttgttatgagaagatcatgggggatecca

AGCGTATGTGGGGCTCCAGCCCTGTTTTTCTTTGTTATGAGAAGATCATGGGGGATCCCA

agttttccccaagctcctaaggccagaggaagaaagaattgggecctcagaaacgat

TGGCAGTTTTCCCCAAGCTCCTAAGGCCAGAGGAAGAAAGAATTGGGCCTCAGAAACGAT

ggccgcttcaaaccaggctggtatgcaggettetttgect

CTGTGGCGGTTTAGGTCTCAGGCCGCTTCAAACCAGGCTGGTATGCAGGCTTCTTTGCCT

aagaagctgctaaaactgtgggaagccatctcttacttgaggtctgctggtgttttgagg

AAGAAGCTGCTAAAACTGTGGGAAGCCATCTCTTACTTGAGGTCTGCTGGTGTTTTGAGG

gtggtagaaatcctcecttgaggaagggggttgaactaagaatttcaactge

TAGAGGCAGTGGTAGAAATCCTCCCTTGAGGAAGGGGGTTGAACTAAGAATTTCAACTGC

ttctgttgaacactcggggctgeccctaccaatgtacctectteecta

TCTTCTTCTGTTGAACACTCGGGGCTGCCCTACCAATGTACCTCCTTCCCTA

gcagtccactgaatgtctgcagecccagaatttatctgggactgattttaggetgtecgac

GCAGTCCACTGAATGTCTGCAGCCCAGAATTTATCTGGGACTGATTTTAGGCTGTCCGAC

ggagccaggctggcagtttgagttageccageccecgttgaagectcaaagacatteectt

TGGGAGCCAGGCTGGCAGTTTGAGTTAGCCAGCCCCGTTGAAGCTCAAAGACATTCCCTT

attactccacgaaaacgcctgcaccaccgcccccaccccccactetecegeag

CTTGATTACTCCACGAAAACGCCTGCACCACCGCCCCCACCCCCCACTCTCCCGCAG

ccagccgatctgaaaaagatccgtgagggtacagccccgecaccggcagtggagagteag

CCAGCCGATCTGAAAAAGATCCGTGAGGGTACAGCCCCGCCACCGGCAGTGGAGAGTCAG

gttgta ctctctgatttg ctacttt

TTGGTA!

aggcttggggagaggctgtttcattttaatgcctgtaacagatgatgagagggttattat

AGGCTTGGGGAGAGGCTGTTTCATTTTAATGCCTGTAACAGATGATGAGAGGGTTATTAT

cctctatcctccgggtatatctetttctececectgttttttatttttgcaagacgegggtt

CCTCTATCCTCCGGGTATATCTCTTTCTCCCCTGTTTTTTATTTTTGCAAGACGCGGGTT

attctgggccttttgtctattgtagaaaaataacgtctcttaggaggtttcattttttaa

ATTCTGGGCCTTTTGTCTATTGTAGAAAAATAACGTCTCTTAGGAGGTTTCATTTTTTAA

8580

8580

8640

8640

8700

8700

8760

8760

8820

8820

8880

8880

8940

8940

9000

9000

9060

9060

9120

9120

9180

9180

9240

9240

9300

9300

9360

9360

9420

9420

9480

9480
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Seq_2

Seq_1

Seq_2
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Seq_2

Seq_1

Seq_2

Seq_1

Seq_2

Seq_1

Seq_2

Seq_1

Seq_2

Seq_1

Seq_2

Seq_1

Seq_2

Seq_1

Seq_2

Seq_1

Seq_2

Seq_1

Seq_2

Seq_1

Seq_2

9481

9481

9541

9541

9601

9601

9661

9661

9721

9721

9781

9781

9841

9841

9901

9901

9961

9961

10021

10021

10081

10081

10141

10141

10201

10201

10261

10243

10321

10243

10381

10243

aaattgctggcatggtctecttggatttgacaaagaccatttctcaaaggggcacaaggtt 9540

AAATTGCTGGCATGGTCTCTTGGATTTGACAAAGACCATTTCTCAAAGGGGCACAAGGTT 9540

tttgttttectgttttgttttgggtttctacccgatggecttccaaaaataccgacgectta 9600

TTTGTTTTCTGTTTTGTTTTGGGTTTCTACCCGATGGCTTCCAAAAATACCGACGCCTTA 9600

agttcagacaaatttgacggacagctctcttatcacccag 9660

CCAGGAGTTCAGACAAATTTGACGGACAGCTCTCTTATCACCCAG 9660

agcctgtgcaggggagatgtggggggecttgecgectectecctgtetgaagegggtett 9720

AGCCTGTGCAGGGGAGATGTGGGGGGCCTTGCCGCCTCCTCCCTGTCTGAAGCGGGTCTT 9720

tcgcaagcggtggtgegtggtcggaaagtataacaataaaaaaagactttctgaagecte 9780

TCGCAAGCGGTGGTGCGTGGTCGGAAAGTATAACAATAAAAAAAGACTTTCTGAAGCCTC 9780

gcttggagtgaagggtcaaacagcttgtccecctatgtcgectagacactctccaac 9840

CTTCAGCTTGGAGTGAAGGGTCAAACAGCTTGTCCCCTATGTCGCTAGACACTCTCCAAC 9840

mb5-5#3

tccctectettgtectcagpatagaacctcgegecgggcacaggaacccctgegcaccatgg 9900

TCCCTCTCTTGTCCTCA TAGAACCTCGCGCGGGCACAGGAACCCCTGCGCACCATGG 9900

ccgatacagatgagggctttggcctggecgegcacgectctggagectgattccaaagaca 9960

CCGATACAGATGAGGGCTTTGGCCTGGCGCGCACGCCTCTGGAGCCTGATTCCAAAGACA 9960

ggtcttgcgattcgaaacctgagagtgctctgggggctcccagcaagtcteccatcatecce 10020

FECECEEECEEEE PR e e e e e e e r

GGTCTTGCGATTCGAAACCTGAGAGTGCTCTGGGGGCTCCCAGCAAGTCTCCATCATCCC 10020
»intronZ

cg tgccttcacccagcagdgtaagaaaagccggcccagecggcaggcgtagaccgag 10080

CGCAGGCTGCCTTCACCCAGCAQGTAAGAAAAGCCGGCCCAGCGGCAGGCGTAGACCGAG 10080
Mscl (a)

gactgagcccagctctctgctaacggtgcaggggggtgggcagggeccagetattecctet 10140

GACTGAGCCCAGCTCTCTGCTAACGGTGCAGGGGGGTGGGCAGGGCCAGCTATTCCCTCT 10140

tagtctcaccaaatctcccccaattccactctatcccaatccactttate 10200

CTGGCTAGTCTCACCAAATCTCCCCCAATTCCACTCTATCCCAATCCACTTTATC 10200

#1
gcgtattttagaaacctatttacattattggagagectc 10260

GAGGCGT ATGGCCTGCGTATTTTAGAAACCTATT-——===cd——————————— 10242
#2 #3 Mscl (b)
tcaattatccgactatttggggtcagctaacaacgggccagataatitctctecccagetge 10320
—— —————————————————————————————————— ——— e ———————— 10242
#4

cctgggtatgccttattgagggtcgggtcagecggececgettcaggeccggcatgagecgatga 10380

-------------- e 10242

cttgacccteccttagatctttecttagecttegecteggetegectgetetgegcaacccg 10440




Seq_1

Seq_2

Seq_1

Seq_2

Seq_1

Seq_2

Seq_1

Seq_2

Seq_1

Seq_2

Seq_1

Seq_2

Seq_1

Seq_2

Seq_1

Seq_2

Seq_1

Seq_2

Seq_1

Seq_2

Seq_1

Seq_2

Seq_1

Seq_2

Seq_1

Seq_2

Seq_1

Seq_2

Seq_1

Seq_2

10441

10243

10501

10243

10561

10243

10621

10260

10681

10320

10741

10380

10801

10440

10861

10500

10921

10560

10981

10620

11041

10680

11101

10740

11161

10800

11221

10860

11281

10920

cctcgeccectcatacagtaccatttatettgetccggggectggaggagetecctgacee

intron2 Mscl

ggtccggagtggagggagaggtcttgtggtctgttatittgagtggpcatcgttttttggg

——————————————————————————————————————————— GGECATCGTTTTTTGGG

ggcgctaagtaggtttaaaactaggtgtcactgggaaggcttgaccagagagatgagttt

GGCGCTAAGTAGGTTTAAAACTAGGTGTCACTGGGAAGGCTTGACCAGAGAGATGAGTTT

gatctagaaatcttgtccaattgatgtgtgtatagcttttaataaaagcaaagaggctta

GATCTAGAAATCTTGTCCAATTGATGTGTGTATAGCTTTTAATAAAAGCAAAGAGGCTTA

agaatagtttggggaaatttacataacattttgaaaagggaaaacaagttcactttttag

AGAATAGTTTGGGGAAATTTACATAACATTTTGAAAAGGGAAAACAAGTTCACTTTTTAG

gtggttgataattgtttcacaatgaagagtagtgtctgactgttttggtattggttt

TCGGTGGTTGATAATTGTTTCACAATGAAGAGTAGTGTCTGACTGTTTTGGTATTGGTTT

ttagaaataacttccagtggaaagagaaaatgttaaaaggcttaattggttgccccaagt

TTAGAAATAACTTCCAGTGGAAAGAGAAAATGTTAAAAGGCTTAATTGGTTGCCCCAAGT

caaagaaaggctgggcggtggtgctagataaggcaagagtctggaaagattgttaatata

CAAAGAAAGGCTGGGCGGTGGTGCTAGATAAGGCAAGAGTCTGGAAAGATTGTTAATATA

gacactgagggggaaaactactttttttggtccttgagaagaaaaacgattttaaaattg

GACACTGAGGGGGAAAACTACTTTTTTTGGTCCTTGAGAAGAAAAACGATTTTAAAATTG

aaaatttctacatagtggctcacatgtgttggaatcttagcacttaggagggtgaggcag

AAAATTTCTACATAGTGGCTCACATGTGTTGGAATCTTAGCACTTAGGAGGGTGAGGCAG

gagggttgccaagagtttgagaccacttttatgcgectgcatagtgaattccaggectgte

GAGGGTTGCCAAGAGTTTGAGACCACTTTTATGCGCTGCATAGTGAATTCCAGGCCTGTC

tgggctgcagagcaagactttgtctccaatattaataacaacaataatattgaaaatttt

TGGGCTGCAGAGCAAGACTTTGTCTCCAATATTAATAACAACAATAATATTGAAAATTTT

gt
||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||
GT

tttgcatctgggtgacaatacaaaaatatcctagtggggttttectagatggatccectec

TTTGCATCTGGGTGACAATACAAAAATATCCTAGTGGGGTTTTCTAGATGGATCCCCTCC

10500

10242

10560

10242

10620

10259

10680

10319

10740

10379

10800

10439

10860

10499

10920

10559

10980

10619

11040

10679

11100

10739

11160

10799

11220

10859

11280

10919

11340

10979



Seq_1

Seq_2

Seq_1

Seq_2

Seq_1

Seq_2

Seq_1

Seq_2

11341

10980

11401

11040

11461

11100

11521

11160

caatcatgtttcagctaaaaatggatccaaattagatggcctggtcctectaggggggage

CAATCATGTTTCAGCTAAAAATGGATCCAAATTAGATGGCCTGGTCCTCTAGGGGGGAGC

tctgtggaggggaataattcccaggectcaatctggtggaagagacagcaggtactaagg

TCTGTGGAGGGGAATAATTCCCAGGCCTCAATCTGGTGGAAGAGACAGCAGGTACTAAGG

act ctgctggacgcaagctccaactcacctagggagectgtaggcagatgecatg

||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||
ACTGAGATGCTGCTGGACGCAAGCTCCAACTCACCTAGGGAGCTGTAGGCAGATGCCATG
ggtcgccctagactttccatcactccccagaagtcagage 11560

GGTCGCCCTAGACTTTCCATCACTCCCCAGAAGTCAGAGC 11199

11400

11039

11460

11099

11520

11159
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