
TCATATG GA AG C C G G C G G CAC CTC G CTA AC G GAT TCAC CACTC CA AGA AT TG GAG C CA ATCA AT TCT TG C G GAGA ACTGTGA ATG C G CA A AC CA AC C CT TG G CAGA ACATATC CATC G

CGTCCG CCATCTCCAG CAG CCG CACG CG G CG CATCTCG G G CAG CGT TG G GTCCTG G CCACG G GTG CG CATGATCGTG CTCCTGTCGT TGAG GACCCG G CTAG G CTG G CG G G GT TG C

CT TACTG GT TAG CAGA ATGA ATCAC C GATAC G C GAG C GA AC GTGA AG C GACTG CTG CTG CA A A AC GTCTG C GAC CTGAG CA ACA ACATGA ATG GTCT TC G GT T TC C GTGT T TC GTA A A

GTCTG GA A AC G C G GA AGTCAG C G C C CTG CAC CAT TATGT TC C G GATCTG CATC G CAG GATG CTG CTG G CTAC C CTGTG GA ACAC CTACATCTGTAT TA AC GA AG C G CTG G CAT TGAC C

CTGAGTGAT T T T TCTCTG GTCCCG CCG CATCCATACCG CCAGT TGT T TACCCTCACA ACGT TCCAGTA ACCG G G CATGT TCATCATCAGTA ACCCGTATCGTGAG CATCCTCTCTCGT T T

CATC G GTATCAT TAC C C C CATGA ACAGA A ATC C C C CT TACAC G GAG G CATCAGTGAC CA A ACAG GA A A A A AC C G C C CT TA ACATG G C C C G CT T TATCAGA AG C CAGACAT TA AC G CT T

CTG GAGA A ACTCA AC GAG CTG GAC G C G GATGA ACAG G CAGACATCTGTGA ATC G CT TCAC GAC CAC G CTGATGAG CT T TAC C G CAG CTG C CTC G C G C GT T TC G GTGATGAC G GTGA A

A AC CTCTGACACATG CAG CTC C C G GAGAC G GTCACAG CT TGTCTGTA AG C G GATG C C G G GAG CAGACA AG C C C GTCAG G G C G C GTCAG C G G GTGT TG G C G G GTGTC G G G G C G CAG C

CATGACCCAGTCACGTAG CGATAG CG GAGTGTATACTG G CT TA ACTATG CG G CATCAGAG CAGAT TGTACTGAGAGTG CACCATATG CG GTGTGA A ATACCG CACAGATG CGTA AG GAGA

A A ATAC C G CATCAG G C G CTCT TC C G CT TC CTC G CTCACTGACTC G CTG C G CTC G GTC GT TC G G CTG C G G C GAG C G GTATCAG CTCACTCA A AG G C G GTA ATAC G GT TATC CACAGA AT

CAG G G GATA AC G CAG GA A AGA ACATGTGAG CA A A AG G C CAG CA A A AG G C CAG GA AC C GTA A A A AG G C C G C GT TG CTG G C GT T T T TC CATAG G CTC C G C C C C C CTGAC GAG CATCAC

A A A A ATC GAC G CTCA AGTCAGAG GTG G C GA A AC C C GACAG GACTATA A AGATAC CAG G C GT T TC C C C CTG GA AG CTC C CTC GTG C G CTCTC CTGT TC C GAC C CTG C C G CT TAC C G GA

TAC CTGTC C G C CT T TCTC C CT TC G G GA AG C GTG G C G CT T TCTCATAG CTCAC G CTGTAG GTATCTCAGT TC G GTGTAG GTC GT TC G CTC CA AG CTG G G CTGTGTG CAC GA AC C C C C C G

T TCAG C C C GAC C G CTG C G C CT TATC C G GTA ACTATC GTCT TGAGTC CA AC C C G GTA AGACAC GACT TATC G C CACTG G CAG CAG C CACTG GTA ACAG GAT TAG CAGAG C GAG GTATGT

AG G C G GTG CTACAGAGT TCT TGA AGTG GTG G C CTA ACTAC G G CTACACTAGA AG GACAGTAT T TG GTATCTG C G CTCTG CTGA AG C CAGT TAC CT TC G GA A A A AGAGT TG GTAG CTCT T

GATC C G G CA A ACA A AC CAC C G CTG GTAG C G GTG GT T T T T T TGT T TG CA AG CAG CAGAT TAC G C G CAGA A A A A A AG GATCTCA AGA AGATC CT T TGATCT T T TCTAC G G G GTCTGAC G C

TCAGTG GA AC GA A A ACTCAC GT TA AG G GAT T T TG GTCATGAGAT TATCA A A A AG GATCT TCAC CTAGATC CT T T TA A AT TA A A A ATGA AGT T T TA A ATCA ATCTA A AGTATATATGAGTA A A

CT TG GTCTGACAGT TAC CA ATG CT TA ATCAGTGAG G CAC CTATCTCAG C GATCTGTCTAT T TC GT TCATC CATAGT TG C CTGACTC C C C GTC GTGTAGATA ACTAC GATAC G G GAG G G CT

TAC CATCTG G C C C CAGTG CTG CA ATGATAC C G C GAGAC C CAC G CTCAC C G G CTC CAGAT T TATCAG CA ATA A AC CAG C CAG C C G GA AG G G C C GAG C G CAGA AGTG GTC CTG CA ACT T

TATC C G C CTC CATC CAGTCTAT TA AT TGT TG C C G G GA AG CTAGAGTA AGTAGT TC G C CAGT TA ATAGT T TG C G CA AC GT TGT TG C CAT TG CTG CAG G CATC GTG GTGTCAC G CTC GTC G

T T TG GTATG G CT TCAT TCAG CTC C G GT TC C CA AC GATCA AG G C GAGT TACATGATC C C C CATGT TGTG CA A A A A AG C G GT TAG CTC CT TC G GTC CTC C GATC GT TGTCAGA AGTA AGT T

G G C C G CAGTGT TATCACTCATG GT TATG G CAG CACTG CATA AT TCTCT TACTGTCATG C CATC C GTA AGATG CT T T TCTGTGACTG GTGAGTACTCA AC CA AGTCAT TCTGAGA ATAGTGT

ATG CG G CGACCGAGT TG CTCT TG CCCG G CGTCA ACACG G GATA ATACCG CG CCACATAG CAGA ACT T TA A A AGTG CTCATCAT TG GA A A ACGT TCT TCG G G G CGA A A ACTCTCA AG GA

TCT TACCG CTGT TGAGATCCAGT TCGATGTA ACCCACTCGTG CACCCA ACTGATCT TCAG CATCT T T TACT T TCACCAG CGT T TCTG G GTGAG CA A A A ACAG GA AG G CA A A ATG CCG CA

A A A A AG G GA ATA AG G G C GACAC G GA A ATGT TGA ATACTCATACTCT TC CT T T T TCA ATAT TAT TGA AG CAT T TATCAG G GT TAT TGTCTCATGAG C G GATACATAT T TGA ATGTAT T TAGA A

A A ATA A ACA A ATAG G G GT TC C G C G CACAT T TC C C C GA A A AGTG C CAC CTGAC GTCTA AGA A AC CAT TAT TATCATGACAT TA AC CTATA A A A ATAG G C GTATCAC GAG G C C CT T TC GTCT

TCA AGA AT TCTCATGT TACAG

Elegen pBR322-AMP Standard Vector

FEATURES

SEQUENCE

3ʼ Flanking Sequence TCATATGGA AGCCGGCGGCACCTCG

5ʼ Flanking Sequence GTCTTCA AGA ATTCTCATGTTACAG

Origin of Replication pUC19

Resistance Marker AMP

Max Insert Length 14897 bp

Backbone Length 3103 bp

ENFINIA™ Plasmid DNA
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VECTOR MAP
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Custom Insert Goes Here

pBR322

3,103 bp
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