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Vector designation: 

pZA31luc 

 

 

Genetic Map: 

 

 

 

 

Restriction Map: 

 

1  Sci I
1  Xho I
24  Bsa BI

102  Acc 65I
102  Kpn I

140  Bbe I
140  Hae I I
140  Kas I
140  Lpn I
140  Nar I
140  Sfo I

254  Psr I
262  Bsi WI

349  Bts I
431  Psi I

598  Bsr GI
601  Afl III

715  Bst EII
720  Bsu 36I
740  Alf I
767  Sph I
836  Xcm I
883  Hae IV
915  Sap I

1056  Bcg I
1056  Bcg I

1250  Bse YI
1286  Ppu MI
1286  Sse 8647I
1287  Ava I I
1287  Psp 03I
1287  Vpa K11AI

1410  Hin cII
1428  Pac I

1447  Sex AI
1515  Bsp MI

1535  Sgr AI
1714  Bpl I
1714  Bpl I
1721  Eco NI

Avr II  1876
Bsr BI  1939

Sac II  2016
Age I  2177

Gdi II  2198

Alw NI  2365
Bsp 24I  2433

Fal I  2579
Ase I  2590

Spe I  2679

Eco ICRI  2791
Sac I  2791
Sca I  2832

Msc I  2982
Pas I  3015
Pfl MI  3016

Acl I  3161

Bsr DI  3235

Pvu II  3349

Bpu 10I  3474
Msl I  3531

Aat II  3592
Zra I  3592

Bsp HI  3614

pZA31luc

3666 bp
Unique Sites

 
 

 

Sequence: 

 
CTCGAGTCCCTATCAGTGATAGAGATTGACATCCCTATCAGTGATAGAGA 

TACTGAGCACATCAGCAGGACGCACTGACCGAATTCATTAAAGAGGAGAA 
AGGTACCATGGAAGACGCCAAAAACATAAAGAAAGGCCCGGCGCCATTCT 

ATCCgCTAGAGGATGGAACCGCTGGAGAGCAACTGcATAAGgCTATGAAG 
AGATACGCCCTGGTTCCTGGAACAATTGCTTTTACAGATGCACATATCGA 

GGTGAACATCACGTACGCGGAATACTTCGAAATGTCCGTTCGGTTGGCAG 
AAGCTaTGAAACGATATGGGCTGAATACAAATCACAGAATCGTCGTATgC 

AGTGAAAACTCTCTTCAATTCTTTATGCCGGTGTTGGGCGCGTTATTTAT 
CGGAGTTGCAGTTGCGCCCGCGAACGACATTTATAATGAACGTGAATTGC 
TCAACAGTATGAACATTTCGCAGCCTAcCGTAGTGTTtGTTTCCAAAAAG 

GGGTTGCAAAAAATTTTGAACGTGCAAAAAAAATTACCAATAATCCAGAA 
AATTATTATCATGGATtctAAAACGGATTACCAGGGATTTCAGTCGATGT 

ACACGTTCGTCACATCTCATCTACCTCCCGGTTTTAATGAATACGATTTT 
GTACCAGAGTCCTTTGATCGTGACAAAACAATTGCACTGATAATGAAcTC 

CTCTGGATCTACTGGGTTACCTAAGGGTGTGGCCCTTCCGCATAGAACTG 
CCTGCGTCAGATTCTCGCATGCCAGAGATCCTATTTTTGGCAATCAAATC 

ATTCCGGATACTGCGATTTTAAGTGTTGTTCCATTCCATCACGGTTTTGG 
AATGTTTACTACACTCGGATATTTGATATGTGGATTTCGAGTCGTCTTAA 
TGTATAGATTTGAAGAAGAGCTGTTTTTACGATCCCTTCAGGATTACAAA 

ATTCAAAGTGCGTTGCTAGTACCAACCCTATTTTCATTCTTCGCCAAAAG 
CACTCTGATTGACAAATACGATTTATCTAATTTACACGAAATTGCTTCTG 

GGGGCGCACCTCTTTCGAAAGAAGTCGGGGAAGCGGTTGCAAAACGCTTC 
CATCTTCCAGGGATACGACAAGGATATGGGCTCACTGAGACTACATCAGC 

TATTCTGATTACACCCGAGGGGGATGATAAACCGGGCGCgGTCGGTAAAG 
TTGTTCCATTTTTTGAAGCGAAGGTTGTGGATCTGGATACCGGGAAAACG 

CTGGGCGTTAATCAGAGAGGCGAATTATGTGTCAGAGGACCTATGATtAT 
GTCCGGTTATGTAAACAATCCGgAAGCGACCAACGCCTTGATTGACAAGG 

ATGGATGGCTACATTCTGGAGACATAGCTTACTGGGACGAAGACGAACAC 



TTCTTCATAGTTGACCGCTTGAAGTCTTTAATTAAATACAAAGGATAcCA 

GGTGGCCCCCGCTGAATTGGAgTCGATATTGTTACAACACCCCAACATCT 
TCGACGCGGGCGTGGCAGGTCTTCCCGACGATGACGCCGGTGAACTTCCC 

GCCGCCGTTGTTGTTTTGGAGCACGGAAAGACGATGACGGAAAAAGAGAT 
CGTGGATTACGTCGCCAGTCAAGTAACAACCGCCAAAAAGTTGCGCGGAG 
GAGTTGTGTTTGTGGACGAAGTACCGAAAGGTCTTACCGGAAAACTCGAC 

GCAAGAAAAAtcAGAGAGATCCTCATAAAGGCCAAGAAGGGCGGAAAGTC 
CAAATTGTAATGACTCTAGAGGCATCAAATAAAACGAAAGGCTCAGTCGA 

AAGACTGGGCCTTTCGTTTTATCTGTTGTTTGTCGGTGAACGCTCTCCTG 
AGTAGGACAAATCCGCCGCCCTAGACCTAGGGGATATATTCCGCTTCCTC 

GCTCACTGACTCGCTACGCTCGGTCGTTCGACTGCGGCGAGCGGAAATGG 
CTTACGAACGGGGCGGAGATTTCCTGGAAGATGCCAGGAAGATACTTAAC 

AGGGAAGTGAGAGGGCCGCGGCAAAGCCGTTTTTCCATAGGCTCCGCCCC 
CCTGACAAGCATCACGAAATCTGACGCTCAAATCAGTGGTGGCGAAACCC 
GACAGGACTATAAAGATACCAGGCGTTTCCCCCTGGCGGCTCCCTCGTGC 

GCTCTCCTGTTCCTGCCTTTCGGTTTACCGGTGTCATTCCGCTGTTATGG 
CCGCGTTTGTCTCATTCCACGCCTGACACTCAGTTCCGGGTAGGCAGTTC 

GCTCCAAGCTGGACTGTATGCACGAACCCCCCGTTCAGTCCGACCGCTGC 
GCCTTATCCGGTAACTATCGTCTTGAGTCCAACCCGGAAAGACATGCAAA 

AGCACCACTGGCAGCAGCCACTGGTAATTGATTTAGAGGAGTTAGTCTTG 
AAGTCATGCGCCGGTTAAGGCTAAACTGAAAGGACAAGTTTTGGTGACTG 

CGCTCCTCCAAGCCAGTTACCTCGGTTCAAAGAGTTGGTAGCTCAGAGAA 
CCTTCGAAAAACCGCCCTGCAAGGCGGTTTTTTCGTTTTCAGAGCAAGAG 
ATTACGCGCAGACCAAAACGATCTCAAGAAGATCATCTTATTAATCAGAT 

AAAATATTTCTAGATTTCAGTGCAATTTATCTCTTCAAATGTAGCACCTG 
AAGTCAGCCCCATACGATATAAGTTGTTACTAGTGCTTGGATTCTCACCA 

ATAAAAAACGCCCGGCGGCAACCGAGCGTTCTGAACAAATCCAGATGGAG 
TTCTGAGGTCATTACTGGATCTATCAACAGGAGTCCAAGCGAGCTCGATA 

TCAAATTACGCCCCGCCCTGCCACTCATCGCAGTACTGTTGTAATTCATT 
AAGCATTCTGCCGACATGGAAGCCATCACAGACGGCATGATGAACCTGAA 

TCGCCAGCGGCATCAGCACCTTGTCGCCTTGCGTATAATATTTGCCCATG 
GTGAAAACGGGGGCGAAGAAGTTGTCCATATTGGCCACGTTTAAATCAAA 

ACTGGTGAAACTCACCCAGGGATTGGCTGAGACGAAAAACATATTCTCAA 
TAAACCCTTTAGGGAAATAGGCCAGGTTTTCACCGTAACACGCCACATCT 
TGCGAATATATGTGTAGAAACTGCCGGAAATCGTCGTGGTATTCACTCCA 

GAGCGATGAAAACGTTTCAGTTTGCTCATGGAAAACGGTGTAACAAGGGT 
GAACACTATCCCATATCACCAGCTCACCGTCTTTCATTGCCATACGGAAT 

TCCGGATGAGCATTCATCAGGCGGGCAAGAATGTGAATAAAGGCCGGATA 
AAACTTGTGCTTATTTTTCTTTACGGTCTTTAAAAAGGCCGTAATATCCA 

GCTGAACGGTCTGGTTATAGGTACATTGAGCAACTGACTGAAATGCCTCA 
AAATGTTCTTTACGATGCCATTGGGATATATCAACGGTGGTATATCCAGT 

GATTTTTTTCTCCATTTTAGCTTCCTTAGCTCCTGAAAATCTCGATAACT 
CAAAAAATACGCCCGGTAGTGATCTTATTTCATTATGGTGAAAGTTGGAA 
CCTCTTACGTGCCGATCAACGTCTCATTTTCGCCAGATATCGACGTCTAA 

GAAACCATTATTATCATGACATTAACCTATAAAAATAGGCGTATCACGAG 
GCCCTTTCGTCTTCAC 

 


