pUCI19

Restriction Maps

GenBank Accession #: L09137
See page 128 for ordering information.

Feature Coordinates  Source
lacZo. 469-146 -

origin 1455-867 pMB1 (mutant)
bla (Ap®) 2486-1626 Tn3

ori = origin of replication
Ap = ampicillin

There are no restriction sites for the following
enzymes: Absl(x), Afel, Aflll, Agel, Ajul(x), Alel,
Alol(x), Apal, Arsl(x), Ascl, AsiSI, Avrll, Bael,
Barl(x), Bbsl, BbvCl, Bell, Bglll, Blpl, BmgBl,
Bmtl, Bpll(x), Bpu10l, BsaAl, BsaBl, BseRl,
Bsgl, BsiWl, BsmFl, Bsml, BspDI, BspEl, BsrGl,
BssHII, BstBI, BstEll, BstXI, BstZ171, Bsu36l,

pUC19 is a small, high-copy number E. coli plasmid cloning
vector containing portions of pBR322 and M13mp19 (1). It con-
tains the pMB1 origin of replication from pBR322, but it lacks
the rop gene and carries a point mutation in the RNAII transcript
(G 2975 in pBR322 to A 1308 in pUC19; 2). These changes
together result in a temperature-dependent copy number of
about 75 per cell at 37°C and > 200 per cell at 42°C (2,3). The
multiple cloning site (MCS) is in frame with the /acZo. gene,
allowing screening for insertions using a.-complementation.

pUC18 is identical to pUC19 except that the MCS region
(nt 397-454) is inverted.
pNEB193 is also identical to pUC19 except for the addition of

several restriction endonuclease sites to the MCS. lts total length
is 2713 bp.

Enzymes with unique restriction sites are shown in bold type,
and enzymes with two restriction sites are shown in regular type.
Coordinates indicate position of cutsite on the top strand.
In previous catalogs, coordinates referred to the position
of the 5" most base on the top strand, please make note
of new numbering system.

Open reading frame (ORF) coordinates are in the form
"translational start — translational stop”; numbers refer to
positions on the top (clockwise) strand, regardless of the direction
of transcription and include the start and stop codons.

Origin of replication coordinates include the region from the -35
promoter sequence of the RNAII transcript to the RNA/DNA switch
point. bla (Ap®) gene coordinates include the signal sequence.
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Btgl, BtgZl, Clal, CspCl, Dralll, Eagl, EcoNI,

EcoRV, Fall(x), Fsel, FspAl(x), Hpal, Kfll(x),

MauBlI(x), Mfel, Miul, Mrel(x), Mscl, Mtel(x),

Nael, Ncol, NgoMIV, Nhel, Notl, Nrul, Nsil, Pacl,

PaeR71, PaqCl, Pasl(x), PfIFI, PHIMI, Pmel, Pmll, Drdl 97
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PpuMI, PshAl, Psil, PspOMI, PspXI, Psri(x), Bsmgf[”gs'p‘s IEsg-“" & BIAPL 165
i [}
Rsrll, Sacll, SexAl, Sfil, SgrAl, SgrDI(x), SnaBl, Eco01001 2675 Kas! 235 - Narl 236 - Sfol 237 - PluTI 239

Spel, Srfl, Stul, Styl, Swal, Tth1111, Xeml, Xhol Zral 2619 - Aatll 2621 Ball 251
(x) = enzyme not available from NEB BeiVl 2536 Fspl 258

Sspl 2503 Pvul 279
We recommend NEBcutter at
g‘ NEBcutter.com to identify the
restriction sites within your

Puull 308
Bmrl 359
DNA sequence. NEBcutter
indicates cut frequency and ~ Bedl 2204, 2215, 2238

BeeAl 403 Apol - EcoRl 396
Eco53KI 404 - Banll 406 - Sacl 406
Acc651 408 - Kpnl 412
Aval - BsoBl -Tspl - Xmal 412

Acll - Xmnl 2298

methylation-state sensitivity. Scal 2177, 2179 Smal 414

BamHI 417
Xbal 423

Puul 2069 Sall 429 - Acel 430 - Hincll 431

Avall 2059 Sbl 439
Pstl 439

BsrDI 1934 BspMI - BfuAl 442

Acll 1925 Sphl 445

Fspl 1921 Hindlll 447

Avall 1837 Pvull 630

Tfil 641

NmeAlll 1848

Bgll 1819 BsaX| 651, 659, 681
BsrFl 1779 BspQl - Sapl 690
Bpml 1769 Tfil 781

Bsal 1760 Aflll - Peil 806

BsrDI 1760 Drdl 914
Bmrl 1739
Ahdl 1699 BciVl 1009
BseYl 1110
BeeAl 1308 AlwNI 1222
puC19 MCS
Sacl Smal Xbal Sbfl
EcoRlI Kpnl BamHlI Sall Pstl Sphl Hindlll
agtgAATTCGAGCTCGGTACCCGGGGATCCTCTAGAGTCGACCTGCAGGCATGCAAGCTTGGegtaatcatyggt]
400 410 420 430 440 450 460
.S NS SPVRPDETLTS SRCAHLSTEPTTIM T
lacZo. i start
pNEB193 MCS
Sacl Smal BssHII Pacl Shfl
EcoRlI Kpnl Ascl BamHlI Xbal  Sall Pmel Pstl Sphl Hindlll

agtgAATTCGAGCTCRGTACCCEGEGRCGCGCCRGATCCTTAATTAAGTCTAGAGTCGACTGTTTAAACCTGCAGGCATGCAAGCTTGGCg taatcatagt
400 410 420 430 440 450 460 470 480 490

.S NS S PV RPRAPDIKTIILODTILTSAOQKTFRT CAHTLSU®PTTIMT

<—— lacZa translational start



