NEW ENGLAND

pUC19 ioLabs,.

2,686 base pairs pUC19 is a small, high-copy number E. coli plasmid cloning Enzymes with unique restriction sites are shown in beld type

GenBank Accession #: L09137 vector containing portions of pBR322 and M13mp19 (1). It and enzymes with two restriction sites are shown in regular

See page 132 for ordering information. contains the pMB1 origin of replication from pBR322 but lacks type. The accompanying table shows restriction sites of those
the rop gene and carries a point mutation in the RNAII transcript enzymes that cut a moderate number of times. Restriction site

Feature Coordinates  Source (G 2975 in pBR322 to A 1308 in pUC19; 2). These changes coordinates refer to the position of the 5”-most base on the top

lacZa 469-146 _MB ( : together result in a temperature-dependent copy number of strand in each recognition sequence.

origin 1455-867 pMBT (mutant about 75 per cell at 37°C and 200 per cell at 42°C (2, 3). The ‘ ‘ .

bla (Ap) 2486-1626 Tn3 multiple cﬁoning site (MCS) is in fraFr}ne with the lacZ(a ge)ne, Open reading frame (ORF) coordinates are in i form

"translational start — translational stop”; numbers refer to

positions on the top (clockwise) strand, regardless of the

Ap = ampicillin pUC18 is identical to pUC19 except that the MCS region direction of transcription and include the start and stop codons.
(nt 397-454) is inverted.

ori = origin of replication allowing screening for insertions using a-complementation.

Origin of replication coordinates include the region from the -35
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Restriction Maps
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puUC19 MCS
Sacl Smal Xbal SbfI
EcoRI KpnI BamHI Sall PstI Sphl HindIII

agtgAATTCGAGCTCGGTACCCGGEGATCCTCTAGAGTCGACCTGCAGGCATGCAAGCTTGGCgtaatcatggteat
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pNEB193 MCS
Sacl Smal BssSHII Pacl SbfI
EcoRI Kpnl Ascl BamHI Xbal Sall Pmel PstI SphI HindIII
agtgAATTCGAGCTCGGTACCCGGGGGCGCGCCGGATCCTTAATTAAGTCTAGAGTCGACTGTTTAAACCTGCAGGCATGCAAGCTTGGegtaatcatggteat

400 410 420 430 440 450 460 470 480 490
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