
150

pUNO1-mMYT1Lb
(6744 bp)BsrS2

SV40 p(A)

(h) ßglobin p(A)

pMB1 ori
hEF1-HTLV prom

hCMV enh

hCMV prom

EM7

mMYT1L (NZF1) isoform 2

SgfI (6)
PvuI (7)

MfeI (82)
Psp1406I (203)

HindIII (245)

NaeI (441)
NgoMIV (441)

KasI (535)
AgeI (552)
BstEII (555)
NcoI (560)

PshAI (1606)
BspLU11I (1641)

Psp1406I (1746)
BspHI (1779)

NcoI (1922)

XmaI (2083)
SandI (2162)

NsiI (2185)
Ppu10I (2185)

PstI (2291)
Tth111I (2362)

BbrPI (2697)

XhoI (2903)

BstEII (3135)
BstBI (3233)

BspEI (3368)

Acc65I (3423)
NsiI (3464)

Ppu10I (3464)
Acc65I (3521)

XmaI (3586)

XcmI (3791)
BamHI (3978)

Bst1107I (4032)
BsaBI (4045)
EcoRI (4106)

NheI (4126)
HpaI (4264)

MfeI (4275)
EcoRI (4360)

SspI (4599)
SwaI (4613)

BspHI (5188)
AseI (5246)

SpeI (5401)

SnaBI (5529)

NdeI (5634)

SdaI (5812)
PstI (5813)
PacI (5820)

BspLU11I (5830)

ApaLI (6144)

PacI (6560)
SwaI (6569)

NotI (6579)
EagI (6580)



GGATCTGCGATCGCTCCGGTGCCCGTCAGTGGGCAGAGCGCACATCGCCCACAGTCCCCGAGAAGTTGGGGGGAGGGGTCGGCAATTGAACGGGTGCCTA

GAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCCTTTTTCCCGAGGGTGGGGGAGAACCGTATATAAGTGCAGTAGTCGCC

GTGAACGTTCTTTTTCGCAACGGGTTTGCCGCCAGAACACAGCTGAAGCTTCGAGGGGCTCGCATCTCTCCTTCACGCGCCCGCCGCCCTACCTGAGGCC

GCCATCCACGCCGGTTGAGTCGCGTTCTGCCGCCTCCCGCCTGTGGTGCCTCCTGAACTGCGTCCGCCGTCTAGGTAAGTTTAAAGCTCAGGTCGAGACC

GGGCCTTTGTCCGGCGCTCCCTTGGAGCCTACCTAGACTCAGCCGGCTCTCCACGCTTTGCCTGACCCTGCTTGCTCAACTCTACGTCTTTGTTTCGTTT

TCTGTTCTGCGCCGTTACAGATCCAAGCTGTGACCGGCGCCTACCTGAGATCACCGGTCACCATGGACGTGGACTCTGAGGAGAAGCGCCATCGCACACG

GTCCAAAGGGGTTCGAGTTCCTGTGGAGCCAGCCATACAAGAGCTGTTCAGCTGTCCCACTCCAGGCTGCGACGGCAGTGGTCACGTCAGTGGCAAATAT

GCACGACACAGAAGTGTATATGGTTGTCCCTTGGCTAAAAAAAGAAAAACGCAAGATAAACAGCCCCAAGAACCTGCTCCCAAGCGAAAACCATTTGCAG

TAAAAGCAGATAGTTCCTCAGTAGACGAATGTTATGAGAGTGATGGTACTGAAGACATGGATGATAAGGAGGAAGATGATGATGAGGAGTTCTCTGAAGA

CAATGATGAGCAAGGGGATGATGACGACGAAGATGAGGTGGATCGGGAAGACGAGGAGGAGATCGAGGAGGAAGATGATGAAGAAGATGATGATGATGAA

GATGGTGACGATGTAGAAGAGGAAGAAGAGGATGATGATGAAGAGGAGGAAGAAGAGGAAGAGGAAGAAGAAAATGAAGACCATCAAATGAGTTGTACTC

GAATAATGCAGGACACAGACAAGGATGATAACAACAATGATGAGTATGATAACTATGATGAACTGGTAGCTAAGTCGCTATTAAATCTTGGCAAAATTGC

TGAGGATGCAGCATACCGAGCCAGGACTGAATCAGAGATGAACAGCAATACCTCCAATAGTCTGGAGGACGATAGTGACAAAAACGAAAACCTCGGTCGG

AAAAGCGAACTGAGTCTAGACTTAGACAGTGATGTTGTTAGAGAAACAGTGGACTCCCTTAAGCTGTTAGCACAAGGACATGGTGTTGTGCTATCAGAGA

ATATCAGTGACAGAAGTTATGCTGAGGGGATGTCACAGCAGGACAGTAGAAATATGAACTATGTCATGCTAGGGAAGCCCATGAACAATGGACTCATGGA

GAAGATGGTGGAGGAGAGTGATGAGGAAGTGTGTCTAAGTAGTCTAGAGTGCCTGAGGAACCAGTGCTTTGACCTGGCCAGGAAACTCAGCGAGACCAAC

CCACAGGACAGGAGTCAGCCACCCAACATGAGTGTGCGCCAACATGTCCGGCAAGAGGACGACTTCCCTGGGAGGACGCCAGACAGGAGCTACTCGGATA

TGATGAACCTTATGCGGCTGGAGGAGCAGCTCAGTCCCAGGTCTAGAACGTTCTCCAGCTGTGCCAAGGAGGATGGGTGTCATGAGAGGGATGATGACAC

CACCTCAGTGAACTCAGACAGGTCTGAGGAAGTGTTTGACATGACCAAGGGCAACCTGACTCTGCTAGAGAAAGCCATTGCCTTGGAGACAGAGAGAGCC

AAGGCCATGCGGGAGAAGATGGCCATGGATGCTGGGAGAAGGGATAACCTGAGATCCTATGAGGACCAGTCTCCAAGACAGCTGGCTGGGGAAGACAGAA

AATCCAAATCCAGTGACAGCCATGTCAAAAAGCCATACTATGATCCCTCAAGAACAGAAAAGAGAGAGAGCAAGTGTCCAACCCCCGGGTGTGATGGAAC

CGGCCACGTAACTGGGCTTTACCCGCATCACCGCAGTCTGTCTGGATGCCCGCACAAAGATAGGGTCCCTCCAGAAATTCTTGCCATGCATGAAAATGTT

CTCAAGTGTCCCACTCCAGGCTGCACAGGGCGAGGGCATGTGAATAGCAACAGGAACTCGCACAGAAGCCTCTCTGGATGCCCCATTGCTGCTGCAGAAA

AACTGGCAAAGGCCCAAGAGAAACACCAGAGCTGTGATGTGTCCAAATCCAACCAGGCCTCAGACCGAGTCCTCAGGCCAATGTGCTTTGTCAAACAGCT

TGAGATTCCTCAGTATGGCTACAGAAACAATGTTCCCACAACCACACCACGCTCCAACCTGGCCAAGGAGCTTGAGAAATACTCCAAGACTTCGTTTGAG

TACAACAGTTACGACAACCATACTTATGGCAAAAGAGCCATAGCTCCCAAGGTGCAAACCAGGGACATATCCCCCAAAGGATATGACGATGCCAAGCGGT

ACTGCAAGAATGCCAGCCCCAGCAGCAGCACCACCAGCAGCTATGCACCTAGCAGCAGCAGCAACCTCAGCTGTGGTGGTGGCAGCAGCGCCAGTAGCAC

GTGTAGCAAGAGCAGCTTTGACTACACACATGACATGGAGGCCGCACACATGGCAGCCACAGCCATTCTCAACCTGTCCACACGTTGTCGTGAAATGCCA

CAGAACCTGTCCACCAAGCCACAGGACCTGTGTACTGCCCGGAACCCAGACATGGAGGTGGATGAGAATGGCACCCTGGACCTGAGCATGAACAAGCAGA

 M  D  V  D  S   E   E   K  R   H  R   T   R

  S   K  G  V  R   V  P   V  E   P   A   I   Q  E   L   F   S   C   P   T   P   G  C  D  G  S   G  H  V  S   G  K  Y  

 A   R   H  R   S   V  Y   G  C  P   L   A   K  K  R   K  T   Q  D  K  Q  P   Q  E   P   A   P   K  R   K  P   F   A   

V  K  A   D  S   S   S   V  D  E   C   Y   E   S   D  G  T   E   D  M  D  D  K  E   E   D  D  D  E   E   F   S   E   D

  N  D  E   Q  G  D  D  D  D  E   D  E   V  D  R   E   D  E   E   E   I   E   E   E   D  D  E   E   D  D  D  D  E  

 D  G  D  D  V  E   E   E   E   E   D  D  D  E   E   E   E   E   E   E   E   E   E   E   N  E   D  H  Q  M  S   C   T   

R   I   M  Q  D  T   D  K  D  D  N  N  N  D  E   Y   D  N  Y   D  E   L   V  A   K  S   L   L   N  L   G  K  I   A

  E   D  A   A   Y   R   A   R   T   E   S   E   M  N  S   N  T   S   N  S   L   E   D  D  S   D  K  N  E   N  L   G  R  

 K  S   E   L   S   L   D  L   D  S   D  V  V  R   E   T   V  D  S   L   K  L   L   A   Q  G  H  G  V  V  L   S   E   

N  I   S   D  R   S   Y   A   E   G  M  S   Q  Q  D  S   R   N  M  N  Y   V  M  L   G  K  P   M  N  N  G  L   M  E

  K  M  V  E   E   S   D  E   E   V  C  L   S   S   L   E   C   L   R   N  Q  C  F   D  L   A   R   K  L   S   E   T   N 

 P   Q  D  R   S   Q  P   P   N  M  S   V  R   Q  H  V  R   Q  E   D  D  F   P   G  R   T   P   D  R   S   Y   S   D  

M  M  N  L   M  R   L   E   E   Q  L   S   P   R   S   R   T   F   S   S   C   A   K  E   D  G  C  H  E   R   D  D  D  T

  T   S   V  N  S   D  R   S   E   E   V  F   D  M  T   K  G  N  L   T   L   L   E   K  A   I   A   L   E   T   E   R   A  

 K  A   M  R   E   K  M  A   M  D  A   G  R   R   D  N  L   R   S   Y   E   D  Q  S   P   R   Q  L   A   G  E   D  R   

K  S   K  S   S   D  S   H  V  K  K  P   Y   Y   D  P   S   R   T   E   K  R   E   S   K  C  P   T   P   G  C  D  G  T

  G  H  V  T   G  L   Y   P   H  H  R   S   L   S   G  C  P   H  K  D  R   V  P   P   E   I   L  A   M  H  E   N  V 

 L   K  C  P   T   P   G  C  T   G  R   G  H  V  N  S   N  R   N  S   H  R   S   L   S   G  C  P   I   A   A   A   E   

K  L   A   K  A   Q  E   K  H  Q  S   C   D  V  S   K  S   N  Q  A   S   D  R   V  L   R   P   M  C  F   V  K  Q  L

  E   I   P   Q  Y   G  Y   R   N  N  V  P   T   T   T   P   R   S   N  L   A   K  E   L   E   K  Y   S   K  T   S   F   E  

 Y   N  S   Y   D  N  H  T   Y   G  K  R   A   I   A   P   K  V  Q  T   R   D  I   S   P   K  G  Y  D  D  A   K  R   

Y   C   K  N  A   S   P   S   S   S   T   T   S   S   Y   A   P   S   S   S   S   N  L   S   C   G  G  G  S   S   A   S   S   T

  C   S   K  S   S   F   D  Y   T   H  D  M  E   A   A   H  M  A   A   T   A   I   L   N  L   S   T   R   C   R   E   M  P  

 Q  N  L   S   T   K  P   Q  D  L   C   T   A   R   N  P   D  M  E   V  D  E   N  G  T   L   D  L   S   M  N  K  Q  

SgfI (6)
PvuI (7)

MfeI (82)

Psp1406I (203) HindIII (245)

NaeI (441)
NgoMIV (441)

KasI (535) AgeI (552)
BstEII (555)

NcoI (560)

PshAI (1606) BspLU11I (1641)

Psp1406I (1746) BspHI (1779)

NcoI (1922)

XmaI (2083)

SandI (2162) NsiI (2185)
Ppu10I (2185)

PstI (2291)

Tth111I (2362)

BbrPI (2697)

1

101

201

301

401

501

601

701

801

901

1001

1101

1201

1301

1401

1501

1601

1701

1801

1901

2001

2101

2201

2301

2401

2501

2601

2701

2801

1

13

47

80

113

147

180

213

247

280

313

347

380

413

447

480

513

547

580

613

647

680

713

747



GGCCTCGAGACAGCTGCTGCCCAGTCCTGACACCCCTGGAACCCATGTCTCCGCAGCAGCAGGCCGTGATGAGCAGCCGATGCTTCCAGCTGAGCGAGGG

GGATTGCTGGGACTTGCCTGTAGACTACACCAAAATGAAGCCTCGGAGGGTAGATGAGGATGAGCCCAAAGAGATTACCCCAGAAGACTTGGACCCATTC

CAGGAGGCTCTGGAAGAAAGACGGTATCCAGGGGAGGTGACCATCCCAAGCCCCAAACCCAAGTACCCTCAGTGCAAGGAAAGCAAAAAGGACTTAATAA

CTCTGTCTGGCTGCCCCCTGGCGGACAAAAGCATTCGAAGTATGCTGGCCACCAGTTCCCAAGAGCTCAAGTGCCCCACCCCTGGCTGTGACGGTTCTGG

ACACATCACTGGCAATTACGCTTCTCATCGAAGCCTTTCTGGGTGCCCGAGAGCAAAGAAGAGTGGCATCCGGATAGCACAGAGCAAAGAGGACAAGGAA

GACCAGGAGCCAATCAGGTGTCCGGTACCTGGCTGTGACGGTCAGGGACACATCACTGGGAAGTATGCATCCCACCGCAGCGCCTCCGGGTGTCCCTTGG

CAGCCAAGAGGCAGAAAGATGGGTACCTTAATGGCTCCCAGTTCTCCTGGAAGTCGGTCAAGACGGAGGGCATGTCCTGCCCTACCCCCGGGTGTGATGG

GTCAGGACACGTCAGTGGCAGCTTCCTCACACACCGCAGCTTGTCAGGATGTCCAAGAGCCACATCAGCAATGAAGAAAGCAAAGCTGTCTGGAGAACAG

ATGTTGACTATCAAGCAGCGAGCCAGCAACGGTATAGAAAATGATGAAGAAATCAAGCAGTTAGATGAAGAGATCAAGGAGCTTAATGAGTCCAATTCCC

AGATGGAGGCTGACATGATCAAACTCAGAACTCAGATCACCACAATGGAGAGCAACCTGAAGACGATTGAGGAGGAGAACAAAGTCATTGAACAGCAGAA

TGAGTCGCTCTTGCACGAGTTGGCCAACCTGAGCCAGTCCCTGATCCACAGCCTCGCCAACATCCAGCTGCCTCACATGGATCCAATCAATGAACAAAAT

TTTGATGCTTACGTGACTACTTTGACGGAAATGTATACAAATCAAGATCGTTATCAGAGTCCAGAAAATAAAGCCCTACTGGAAAATATAAAGCAGGCTG

TGAGAGGAATTCAGGTCTGAACAGCTGCTAGCTGGCCAGACATGATAAGATACATTGATGAGTTTGGACAAACCACAACTAGAATGCAGTGAAAAAAATG

CTTTATTTGTGAAATTTGTGATGCTATTGCTTTATTTGTAACCATTATAAGCTGCAATAAACAAGTTAACAACAACAATTGCATTCATTTTATGTTTCAG

GTTCAGGGGGAGGTGTGGGAGGTTTTTTAAAGCAAGTAAAACCTCTACAAATGTGGTATGGAATTCTAAAATACAGCATAGCAAAACTTTAACCTCCAAA

TCAAGCCTCTACTTGAATCCTTTTCTGAGGGATGAATAAGGCATAGGCATCAGGGGCTGTTGCCAATGTGCATTAGCTGTTTGCAGCCTCACCTTCTTTC

ATGGAGTTTAAGATATAGTGTATTTTCCCAAGGTTTGAACTAGCTCTTCATTTCTTTATGTTTTAAATGCACTGACCTCCCACATTCCCTTTTTAGTAAA

ATATTCAGAAATAATTTAAATACATCATTGCAATGAAAATAAATGTTTTTTATTAGGCAGAATCCAGATGCTCAAGGCCCTTCATAATATCCCCCAGTTT

AGTAGTTGGACTTAGGGAACAAAGGAACCTTTAATAGAAATTGGACAGCAAGAAAGCGAGCTTCTAGCTTTAGTTCCTGGTGTACTTGAGGGGGATGAGT

TCCTCAATGGTGGTTTTGACCAGCTTGCCATTCATCTCAATGAGCACAAAGCAGTCAGGAGCATAGTCAGAGATGAGCTCTCTGCACATGCCACAGGGGC

TGACCACCCTGATGGATCTGTCCACCTCATCAGAGTAGGGGTGCCTGACAGCCACAATGGTGTCAAAGTCCTTCTGCCCGTTGCTCACAGCAGACCCAAT

GGCAATGGCTTCAGCACAGACAGTGACCCTGCCAATGTAGGCCTCAATGTGGACAGCAGAGATGATCTCCCCAGTCTTGGTCCTGATGGCCGCCCCGACA

TGGTGCTTGTTGTCCTCATAGAGCATGGTGATCTTCTCAGTGGCGACCTCCACCAGCTCCAGATCCTGCTGAGAGATGTTGAAGGTCTTCATGATGGCCC

TCCTATAGTGAGTCGTATTATACTATGCCGATATACTATGCCGATGATTAATTGTCAAAACAGCGTGGATGGCGTCTCCAGC T TATCTGACGGTTCACT

AAACGAGCTCTGCTTATATAGACCTCCCACCGTACACGCCTACCGCCCATTTGCGTCAATGGGGCGGAGTTGTTACGACATTTTGGAAAGTCCCGTTGAT

TTA C T A G TCAAAACAAACTCCCATTGACGTCAATGGGGTGGAGACTTGGAAATCCCCGTGAGTCAAACCGCTATCCACGCCCATTGATGTACTGCCAAA

ACCGCATCATCATGGTAATAGCGATGACTAATACGTAGATGTACTGCCAAGTAGGAAAGTCCCATAAGGTCATGTACTGGGCATAATGCCAGGCGGGCCA

 •  N  R   T   Y   K  L   P   I   L   

E   E   I   T   T   K  V  L   K  G  N  M  E   I   L   V  F   C   D  P   A   Y   D  S   I   L   E   R   C   M  G  C  P   S

  V  V  R   I   S   R   D  V  E   D  S   Y   P   H  R   V  A   V  I   T   D  F   D  K  Q  G  N  S   V  A   S   G  I  

 A   I   A   E   A   C  V  T   V  R   G  I   Y   A   E   I   H  V  A   S   I   I   E   G  T   K  T   R   I   A   A   G  V  

H  H  K  N  D  E   Y   L   M  T   I   K  E   T   A   V  E   V  L   E   L   D  Q  Q  S   I   N  F   T   K  M 

R   P   R   D  S   C   C  P   V  L   T   P   L   E   P   M  S   P   Q  Q  Q  A   V  M  S   S   R   C   F   Q  L   S   E   G

  D  C  W  D  L   P   V  D  Y   T   K  M  K  P   R   R   V  D  E   D  E   P   K  E   I   T   P   E   D  L   D  P   F  

 Q  E   A   L   E   E   R   R   Y   P   G  E   V  T   I   P   S   P   K  P   K  Y   P   Q  C  K  E   S   K  K  D  L   I   

T   L   S   G  C  P   L   A   D  K  S   I   R   S   M  L   A   T   S   S   Q  E   L   K  C  P   T   P   G  C  D  G  S   G

  H  I   T   G  N  Y   A   S   H  R   S   L   S   G  C  P   R   A   K  K  S   G  I   R   I   A   Q  S   K  E   D  K  E  

 D  Q  E   P   I   R   C   P   V  P   G  C  D  G  Q  G  H  I   T   G  K  Y   A   S   H  R   S   A   S   G  C  P   L   

A   A   K  R   Q  K  D  G  Y   L   N  G  S   Q  F   S   W  K  S   V  K  T   E   G  M  S   C   P   T   P   G  C  D  G

  S   G  H  V  S   G  S   F   L   T   H  R   S   L   S   G  C  P   R   A   T   S   A   M  K  K  A   K  L   S   G  E   Q 

 M  L   T   I   K  Q  R   A   S   N  G  I   E   N  D  E   E   I   K  Q  L   D  E   E   I   K  E   L   N  E   S   N  S   

Q  M  E   A   D  M  I   K  L   R   T   Q  I   T   T   M  E   S   N  L   K  T   I   E   E   E   N  K  V  I   E   Q  Q  N

  E   S   L   L   H  E   L   A   N  L   S   Q  S   L   I   H  S   L   A   N  I   Q  L   P   H  M  D  P   I   N  E   Q  N 

 F   D  A   Y   V  T   T   L   T   E   M  Y   T   N  Q  D  R   Y   Q  S   P   E   N  K  A   L   L   E   N  I   K  Q  A   

V  R   G  I   Q  V  • 

XhoI (2903)

BstEII (3135)

BstBI (3233)

BspEI (3368)

Acc65I (3423) NsiI (3464)
Ppu10I (3464)

Acc65I (3521) XmaI (3586)

XcmI (3791)

BamHI (3978)

Bst1107I (4032)
BsaBI (4045)

EcoRI (4106) NheI (4126)

HpaI (4264) MfeI (4275)

EcoRI (4360)

SspI (4599)

SwaI (4613)

BspHI (5188)

AseI (5246)

SpeI (5401)

SnaBI (5529)

2901

3001

3101

3201

3301

3401

3501

3601

3701

3801

3901

4001

4101

4201

4301

4401

4501

4601

4701

4801

4901

5001

5101

5201

5300

5400

5499

141

130

97

64

30

780

813

847

880

913

947

980

1013

1047

1080

1113

1147

1180



TTTACCGTCATTGACGTCAATAGGGGGCGTACTTGGCATATGATACACTTGATGTACTGCCAAGTGGGCAGTTTACCGTAAATACTCCACCCATTGACGT

CAATGGAAAGTCCCTATTGGCGTTACTATGGGAACATACGTCATTATTGACGTCAATGGGCGGGGGTCGTTGGGCGGTCAGCCAGGCGGGCCATTTACCG

TAAGTTATGTAACGCC T G C AG G TT AA TTAAGAACATGTGAGCAAAAGGCCAGCAAAAGGCCAGGAACCGTAAAAAGGCCGCGTTGCTGGCGTTTTTCC

ATAGGCTCCGCCCCCCTGACGAGCATCACAAAAATCGACGCTCAAGTCAGAGGTGGCGAAACCCGACAGGACTATAAAGATACCAGGCGTTTCCCCCTGG

AAGCTCCCTCGTGCGCTCTCCTGTTCCGACCCTGCCGCTTACCGGATACCTGTCCGCCTTTCTCCCTTCGGGAAGCGTGGCGCTTTCTCATAGCTCACGC

TGTAGGTATCTCAGTTCGGTGTAGGTCGTTCGCTCCAAGCTGGGCTGTGTGCACGAACCCCCCGTTCAGCCCGACCGCTGCGCCTTATCCGGTAACTATC

GTCTTGAGTCCAACCCGGTAAGACACGACTTATCGCCACTGGCAGCAGCCACTGGTAACAGGATTAGCAGAGCGAGGTATGTAGGCGGTGCTACAGAGTT

CTTGAAGTGGTGGCCTAACTACGGCTACACTAGAAGAACAGTATTTGGTATCTGCGCTCTGCTGAAGCCAGTTACCTTCGGAAAAAGAGTTGGTAGCTCT

TGATCCGGCAAACAAACCACCGCTGGTAGCGGTGGTTTTTTTGTTTGCAAGCAGCAGATTACGCGCAGAAAAAAAGGATCTCAAGAAGATCCTTTGATCT

TTTCTACGGGGTCTGACGCTCAGTGGAACGAAAACTCACGTTAAGGGATTTTGGTCATGGCTAGTTAATTAACATTTAAATC AGCGGCCGCAATAAAATA

TCTTTATTTTCATTACATCTGTGTGTTGGTTTTTTGTGTGAATCGTAACTAACATACGCTCTCCATCAAAACAAAACGAAACAAAACAAACTAGCAAAAT
AGGCTGTCCCCAGTGCAAGTGCAGGTGCCAGAACATTTCTCTATCGAA

NdeI (5634)

SdaI (5812)
PstI (5813)

PacI (5820) BspLU11I (5830)

ApaLI (6144)

PacI (6560) SwaI (6569) NotI (6579)
EagI (6580)

5599

5699

5799

5897

5997

6097

6197

6297

6397

6497

6597
6697
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