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Positive Control Template (FLuc)
4574 bp

Transcription start sequence (AGG)

NeoR/KanR: 193 ~ 987
Ori: 1,312 ~ 1,900

T7 promoter sequence: 2,629 ~ 2,645

Transcription Start Sequence (AGG): 2,646 ~ 2,648

5'UTR: 2,649 ~ 2,699

FLuc CDS: 2,700 ~ 4,352

3'UTR: 4,353 ~ 4,465

Poly(A)1os : 4,466 ~ 4,570

(FLuc Control Fragment-derived sequence: 2,685 ~ 4,367)

WV linearized site by Hind 1l (5' overhangs) : 4,569 (4,573)
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5'-AAGCTT-3'
3'-TTCGAA-5'
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T7 promoter
(2629...2645)

TTGACGCAAATGGGCGGTAGGCGTGTACGGTGGGAGGTCTATATAAGCAGAGCTCTCTGGCTAACTAGAGAACCCACTGCTTACTGGCTTATCGAAATTAATACGACTCA

AACTGCGTT+ACCCGCCATéCGCACATGCéACCCTCCAGATATATTCGTéTCGAGAGAC&GATTGATCTéTTGGGTGAC&AATGACCGAATAGCYTTAA+TATGCTGAG+
€MV promoter = FLuc CDS |_T7 promoter _

Transcription start sequence (2648...2648) (2700, ..4352)
CTATAFEEZATAAACTAGTATTCTTCTGGTCCCCACAGACTCAGAGAGAACCCGCCACCATGGAGGACGCCAAGAACATCAAGAAGGGCCCCGCCCCCTTCTACCCCCTG

GATATTCCTTATTTGATCATAAGAAGACCAGGGGTGTCTGAGTCTCTCTTGGGCGGTGGTACCTCCTGCGGTTCTTGTAGTTCTTCCCGGGGCGGGGGAAGATGGGGGAC

1 S 10 15
Met Glu Asp Ala Lys Asn fle Lys Lys Gly Pro Ala Pro Phe Tyr Pro Leu
Fluc

T7 promoter

Transcription start sequence

GAGGACGGCACCGCCGGCGAGCAGCTGCACAAGGCCATGAAGCGGTACGCCCTGGTGCCCGGCACCATCGCCTTCACCGACGCCCACATCGAGGTGGACATCACCTACGE

CTCCTGCCGTGGCGGCCGCTCGTCGACGTGTTCCGGTACTTCGCCATGCGGGACCACGGGCCGTGGTAGCGGAAGTGGCTGCGGGTGTAGCTCCACCTGTAGTGGATGEG

20 L .25 30 35 " 40 .45 S0
Gl Asp Gly Thr Ala Gly Glu Gin Leu Mis Lys Ala Met Lys Arg Tyr Ala Leu Val Pro Gly Thr lle Ala Phe Thr Asp Ala Mis [le Glu Val Asp fle The Tyr Ala

Fluc

Stop codon (4350...4352)
* (TGA)

ACGCCCGGAAGATCCGGGAGATCCTGATCAAGGCCAAGAAGGGCGGCAAGATCGCCGTGTGATGAGCTGGAGCCTCGGTGGCCTAGCTTCTTGCCCCTTGGGLCTCCCCC

TGCGGGCCTTCTAGGCCCTCTAGGACTAGTTCCGGTTCTTCCCGCCGTTCTAGCGGCACACTACTCGACCTCGGAGCCACCGGATCGAAGAACGGGGAACCCGGAGGGGE

535 540 545 550,
Asp Ala Arg Lys Dle Arg Glu Ble Leu lle Lys Ab Lys Lys Gly Gy Lys lle Ala Vol

Poly(A), ;- 4466...4570
CAGCCCCYCCYCCCC'YCCYGCACCCGTACCCCCGTGGYCTTTGAA1AAAGTCYGAGTGGGCGGCAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA

GTCOGGGAGGAGGGGAAGGACGTGGGCAIGGGGGCACCAGAAACTTATYTCAGACICACCCGCCGY!ITITYIITYTTITTTTTITTYTTIITT!ITTTTTITT?Y!ITT

Linearized site (5' overhangs) \ HOGIl (4569) AhecTT
4560 (4573) 180 TTC M{

AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAﬁAOCTT 3
+ + + + + + see AS74
YTIYYYTTYTYYYYYYYYYTTTTYTYYY?YTYTTTTTTTY?TlefYYYTTIYTYYfTYYCO&b 5’
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