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2962 bp

NeoR/KanR: 53 ~ 847
Ori: 1,172 ~ 1,760

T7 promoter sequence: 2,489 ~ 2,505
Transcription start sequence (AGG): 2,506 ~ 2,508
5'UTR: 2,509 ~ 2,559

Upstream In-Fusion region (15 bp): 2,545 ~ 2,559

W¥in-Fusion cloning site (linearized site): between 2,559 and 2,560

Downstream In-Fusion region (15 bp): 2,560 ~ 2,574
3'UTR: 2,560 ~ 2,672

Poly(A)141 : 2,673 ~ 2,813

BspQ I: 2,810

Poly(A) Forward Primer: 2,570 ~ 2,589

Poly(A) Reverse Primer: 2,904 ~ 2,923
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CTAACTAGAGAACCCACTGCTTACTGGCTTATCGAAATTAATACGACTCACTATAAGGAATAAACTAGTA

GATTGATCTCTTGGGTGACGAATGACCGAATAGCTTTAATTATGCTGAGTGATATTCCTTATTTGATCAT
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Transcription start sequence

Poly(A) Forward Primer
A T

TTCTTCTGGTCCCCACAGACTCAGAGAGAACCCGCCACCTGAGCTGGAGCCTCGGTGGCCTAGCTTCTTG
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AAGAAGACCAGGGGTGTCTGAGTCTCTCTTGGGCGGTGGACTCGACCTCGGAGCCACCGGATCGAAGAALC

Upstream In-Fusion region (15 b)
Downstream In-Fusion region (15 b)

CCCCTTGGGCCTCCCCCCAGCCCCTCCTCCCCTTCCTGCACCCGTACCCCCGTGGTCTTTGAATAAAGTE

GGGGAACCCGGAGGGGGGTCGGEGGAGGAGGGGAAGGACGTGGEGCATGGGEGGECACCAGAAMACTTATTTCAG

TGAGTGGGCGGCAAAAAAAAAAAAAAAAARAAAARAAAAAAAAAAAAAARAAAAARAAAAAAARAMAAMAAR
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TTTTTITTTITTITI T I TcttetcgAGAGCTCAGCTGGATCCTAGGGAAGATGACCCGCCAAAATACCTGTCGT

AGCGAACCGGAATTGCCAGCTGGGGCGCCCTCTGGTAAGGTTGGGAAGCCCTGCAAAGTAAACTGGATGG
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TCGCTTGGCCTTAACGGTCGACCCCGCGGGAGACCATTCCAACCCTTCGGGACGTTTCATTITGACCTACE

CCATTCCAACCCTTCGGGAC
Poly(A) Reverse Primer

CTTTCTTGCCGCCAAGGBATCTG 3’
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GAAAGAACGGCGGTTCCTAGAC [
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