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GGATCTGCGATCGCTCCGGTGCCCGTCAGTGGGCAGAGCGCACATCGCCCACAGTCCCCGAGAAGTTGGGGGGAGGGGTCGGCAATTGAACGGGTGCCTA

GAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCCTTTTTCCCGAGGGTGGGGGAGAACCGTATATAAGTGCAGTAGTCGCC

GTGAACGTTCTTTTTCGCAACGGGTTTGCCGCCAGAACACAGCTGAAGCTTCGAGGGGCTCGCATCTCTCCTTCACGCGCCCGCCGCCCTACCTGAGGCC

GCCATCCACGCCGGTTGAGTCGCGTTCTGCCGCCTCCCGCCTGTGGTGCCTCCTGAACTGCGTCCGCCGTCTAGGTAAGTTTAAAGCTCAGGTCGAGACC

GGGCCTTTGTCCGGCGCTCCCTTGGAGCCTACCTAGACTCAGCCGGCTCTCCACGCTTTGCCTGACCCTGCTTGCTCAACTCTACGTCTTTGTTTCGTTT

TCTGTTCTGCGCCGTTACAGATCCAAGCTGTGACCGGCGCCTACCTGAGATCACCGGTCACCATGGCGTCACGCATCGGGCTGCGCATGCAGCTCATGCG

GGAGCAGGCCCAGCAGGAGGAGCAGCGAGAGCGCATGCAGCAGCAGGCTGTCATGCATTATATGCAACAGCAGCAGCAGCAGCAGCAGCAGCTGGGTGGG

CCCCCCACCCCAGCCATCAACACCCCTGTCCACTTCCAGTCGCCCCCGCCTGTGCCCGGGGAGGTGCTGAAGGTGCAGTCCTACCTGGAGAACCCCACCT

CCTACCACCTGCAACAGTCCCAGCATCAGAAGGTTCGGGAGTATCTGTCTGAGACCTATGGGAACAAGTTTGCTGCCCACGTGAGCCCAGCCCAAGGTTC

CCCGAAGCCTGCCCCAGCAGCATCCCCAGGGGTGCGGGCTGGACACGTACTGTCCACCTCGGCCGGCAACAGTGCTCCCAACAGTCCCATGGCCATGCTA

CATATCAGCTCCAACCCCGAGAAAGAGTTTGATGATGTCATTGACAACATTATGCGCCTGGACAGCGTGCTGGGCTACATCAACCCTGAGATGCAGATGC

CTAACACGCTGCCCCTGTCTAGCAGCCACCTGAACGTGTACAGCGGTGACCCCCAGGTCACAGCCTCCATGGTGGGTGTCACCAGCAGCTCCTGCCCTGC

CGACCTGACTCAGAAGCGAGAGCTAACAGATGCTGAGAGCAGAGCCCTGGCCAAGGAGCGGCAGAAGAAAGACAATCACAACCTAATTGAGAGAAGACGC

AGGTTCAACATCAATGACCGGATCAAGGAGCTGGGAATGCTGATCCCCAAGGCCAACGACCTGGACGTGCGCTGGAACAAAGGCACCATCCTCAAGGCCT

CTGTGGATTACATCCGGAGGATGCAGAAGGACCTGCAGAAGTCCCGGGAGCTGGAGAACCACTCCCGGCGCCTGGAGATGACTAACAAGCAGCTCTGGCT

CCGCATCCAGGAGCTGGAGATGCAGGCACGCGTGCACGGCCTCCCCACCACCTCGCCGTCGGGTGTGAATATGGCCGAGCTGGCCCAGCAGGTGGTGAAG

CAAGAGTTGCCCAGTGAGGATGGCCCAGGGGAGGCGCTGATGCTGGGGCCTGAGGTCCCTGAGCCTGAGCAAATGCCGGCTCTTCCTCCCCAGGCTCCGC

TGCCCTCGGCCGCCCAGCCACAGTCTCCGTTCCATCACCTGGACTTCAGCCATGGCCTGAGCTTTGGGGGTGGGGGCGACGAGGGGCCCACAGGTTACCC

CGATACCCTGGGGACAGAGCACGGCTCCCCATTCCCCAACCTGTCCAAGAAGGATCTGGACTTAATGCTCCTAGATGACTCCCTGCTCCCCCTGGCCTCT

GACCCCCTCTTTTCTACCATGTCTCCTGAGGCCTCCAAGGCCAGCAGCCGCCGGAGCAGCTTCAGCATGGAGGAGGGTGATGTTCTGTGACGCTAGCTGG

CCAGACATGATAAGATACATTGATGAGTTTGGACAAACCACAACTAGAATGCAGTGAAAAAAATGCTTTATTTGTGAAATTTGTGATGCTATTGCTTTAT

TTGTAACCATTATAAGCTGCAATAAACAAGTTAACAACAACAATTGCATTCATTTTATGTTTCAGGTTCAGGGGGAGGTGTGGGAGGTTTTTTAAAGCAA

GTAAAACCTCTACAAATGTGGTATGGAATTCTAAAATACAGCATAGCAAAACTTTAACCTCCAAATCAAGCCTCTACTTGAATCCTTTTCTGAGGGATGA

ATAAGGCATAGGCATCAGGGGCTGTTGCCAATGTGCATTAGCTGTTTGCAGCCTCACCTTCTTTCATGGAGTTTAAGATATAGTGTATTTTCCCAAGGTT
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  E   Q   A   Q   Q   E   E   Q   R   E   R   M   Q   Q   Q   A   V   M   H   Y   M   Q   Q   Q   Q   Q   Q   Q   Q   Q   L   G   G  

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

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

  P   K   P   A   P   A   A   S   P   G   V   R   A   G   H   V   L   S   T   S   A   G   N   S   A   P   N   S   P   M   A   M   L  

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

P   N   T   L   P   L   S   S   S   H   L   N   V   Y   S   G   D   P   Q   V   T   A   S   M   V   G   V   T   S   S   S   C   P   A

  D   L   T   Q   K   R   E   L   T   D   A   E   S   R   A   L   A   K   E   R   Q   K   K   D   N   H   N   L   I   E   R   R   R  

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

S   V   D   Y   I   R   R   M   Q   K   D   L   Q   K   S   R   E   L   E   N   H   S   R   R   L   E   M   T   N   K   Q   L   W   L

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

 Q   E   L   P   S   E   D   G   P   G   E   A   L   M   L   G   P   E   V   P   E   P   E   Q   M   P   A   L   P   P   Q   A   P   

L   P   S   A   A   Q   P   Q   S   P   F   H   H   L   D   F   S   H   G   L   S   F   G   G   G   G   D   E   G   P   T   G   Y   P
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TGAACTAGCTCTTCATTTCTTTATGTTTTAAATGCACTGACCTCCCACATTCCCTTTTTAGTAAAATATTCAGAAATAATTTAAATACATCATTGCAATG

AAAATAAATGTTTTTTATTAGGCAGAATCCAGATGCTCAAGGCCCTTCATAATATCCCCCAGTTTAGTAGTTGGACTTAGGGAACAAAGGAACCTTTAAT

AGAAATTGGACAGCAAGAAAGCGAGCTTCTAGCTTTAGTTCCTGGTGTACTTGAGGGGGATGAGTTCCTCAATGGTGGTTTTGACCAGCTTGCCATTCAT

CTCAATGAGCACAAAGCAGTCAGGAGCATAGTCAGAGATGAGCTCTCTGCACATGCCACAGGGGCTGACCACCCTGATGGATCTGTCCACCTCATCAGAG

TAGGGGTGCCTGACAGCCACAATGGTGTCAAAGTCCTTCTGCCCGTTGCTCACAGCAGACCCAATGGCAATGGCTTCAGCACAGACAGTGACCCTGCCAA

TGTAGGCCTCAATGTGGACAGCAGAGATGATCTCCCCAGTCTTGGTCCTGATGGCCGCCCCGACATGGTGCTTGTTGTCCTCATAGAGCATGGTGATCTT

CTCAGTGGCGACCTCCACCAGCTCCAGATCCTGCTGAGAGATGTTGAAGGTCTTCATGGTGGCCCTCCTATAGTGAGTCGTATTATACTATGCCGATATA

CTATGCCGATGATTAATTGTCAAAACAGCGTGGATGGCGTCTCCAGCTTATCTGACGGTTCACTAAACGAGCTCTGCTTATATAGACCTCCCACCGTACA

CGCCTACCGCCCATTTGCGTCAATGGGGCGGAGTTGTTACGACATTTTGGAAAGTCCCGTTGATTTACTAGTCAAAACAAACTCCCATTGACGTCAATGG

GGTGGAGACTTGGAAATCCCCGTGAGTCAAACCGCTATCCACGCCCATTGATGTACTGCCAAAACCGCATCATCATGGTAATAGCGATGACTAATACGTA

GATGTACTGCCAAGTAGGAAAGTCCCATAAGGTCATGTACTGGGCATAATGCCAGGCGGGCCATTTACCGTCATTGACGTCAATAGGGGGCGTACTTGGC

ATATGATACACTTGATGTACTGCCAAGTGGGCAGTTTACCGTAAATACTCCACCCATTGACGTCAATGGAAAGTCCCTATTGGCGTTACTATGGGAACAT

ACGTCATTATTGACGTCAATGGGCGGGGGTCGTTGGGCGGTCAGCCAGGCGGGCCATTTACCGTAAGTTATGTAACGCCTGCAGGTTAATTAAGAACATG

TGAGCAAAAGGCCAGCAAAAGGCCAGGAACCGTAAAAAGGCCGCGTTGCTGGCGTTTTTCCATAGGCTCCGCCCCCCTGACGAGCATCACAAAAATCGAC

GCTCAAGTCAGAGGTGGCGAAACCCGACAGGACTATAAAGATACCAGGCGTTTCCCCCTGGAAGCTCCCTCGTGCGCTCTCCTGTTCCGACCCTGCCGCT

TACCGGATACCTGTCCGCCTTTCTCCCTTCGGGAAGCGTGGCGCTTTCTCATAGCTCACGCTGTAGGTATCTCAGTTCGGTGTAGGTCGTTCGCTCCAAG

CTGGGCTGTGTGCACGAACCCCCCGTTCAGCCCGACCGCTGCGCCTTATCCGGTAACTATCGTCTTGAGTCCAACCCGGTAAGACACGACTTATCGCCAC

TGGCAGCAGCCACTGGTAACAGGATTAGCAGAGCGAGGTATGTAGGCGGTGCTACAGAGTTCTTGAAGTGGTGGCCTAACTACGGCTACACTAGAAGAAC

AGTATTTGGTATCTGCGCTCTGCTGAAGCCAGTTACCTTCGGAAAAAGAGTTGGTAGCTCTTGATCCGGCAAACAAACCACCGCTGGTAGCGGTGGTTTT

TTTGTTTGCAAGCAGCAGATTACGCGCAGAAAAAAAGGATCTCAAGAAGATCCTTTGATCTTTTCTACGGGGTCTGACGCTCAGTGGAACGAAAACTCAC

GTTAAGGGATTTTGGTCATGGCTAGTTAATTAACATTTAAATCAGCGGCCGCAATAAAATATCTTTATTTTCATTACATCTGTGTGTTGGTTTTTTGTGT

GAATCGTAACTAACATACGCTCTCCATCAAAACAAAACGAAACAAAACAAACTAGCAAAATAGGCTGTCCCCAGTGCAAGTGCAGGTGCCAGAACATTTC
TCTATCGAA

 •   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  

SapI (2407) SspI (2464) SwaI (2478)

SacI (2739) BstXI (2768)

XmnI (3045)
BbsI (3049)

AseI (3111) SacI (3168)

SpeI (3266)

SnaBI (3394)

NdeI (3499)

SdaI (3677)
PstI (3678)

PacI (3685)

BspLU11I (3695)

ApaLI (4009)

PacI (4425) SwaI (4434) NotI (4444)

2401

2501

2601

2701

2801

2901

3001

3101

3201

3301

3401

3501

3601

3701

3801

3901

4001

4101

4201

4301

4401

4501
4601

141

119

85

52

19


	Map
	Sequence

