M13mp18

GenBank Accession #: X02513
Revised sequence file available at www.neb.com.
See page 128 for ordering information.

There are no restriction sites for the following
enzymes: Aatll, Absl(x), Acul, Aflll, Agel, Andl,
Ajul(x), Apal, ApaLl, Ascl, AsiSI, Avrll, Bbsl,
Begl, BciVl, Bell, Blpl, BmgBI, Bmtl, Bpll(x),
Bsal, Bsgl, BsiWl, BspEl, BspQl, BssHIl, BssSI,
BstAPI, BstBI, BstEll, BstXI, BstZ171, Eagl, EcoNI,
Eco01091, EcoRV, Fsel, FspAl(x), Hpal, Kfll(x),
MauBI(x), Mfel, Miul, Mrel(x), Mtel(x), Ncol,
Nhel, NmeAlll, Notl, Nrul, Nsil, PaeR7l, PaqCl,
Pasl(x), PfIFI, PfIMI, Pfol(x), Pmel, Pmll, PpuMI,
PshAl, PspOMI, PspXI, Psrl(x), Rsrll, Sacll, San-
DI, Sapl, Scal, SexAl, Sfil, SgrAl, SgrDI(x), Spel,
Srfl(x), Stul, Styl, Tth1111, Xeml, Xhol, Zral

(x) = enzyme not available from NEB
We recommend NEBcutter at
g‘ NEBcutter.com to identify the
restriction sites within your
DNA sequence. NEBcutter
indicates cut frequency and
methylation-state sensitivity.

Hindlll 6281
Sphl 6279
Shfl - Pstl 6273

Sall 6263 - Accl 6264 - Hincll 6265

Xbal 6257

BamHI 6251

Smal 6248

Kpnl - TspMI - Xmal 6246
Acc651 6242

Eco53KI 6238 - Sacl 6240
EcoRI 6230

Kasl 6000 - Narl 6001 - BsaHI 6001

BsrFl 5612 - NgoMIV 5612 - Nael 5614

M13 is a filamentous E. coli bacteriophage specific for male
(F factor-containing) cells. Its genome is a circular, single-
stranded DNA molecule 6407 bases in length, and contains
10 genes. A double-stranded form (RF) arises as an
intermediate during DNA replication.

The M13mp phage vectors, derived from M13, contain the
JacZow gene and differ from each other by the cloning sites

Open reading frame (ORF) coordinates are in the form "trans-
lational 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.

M13 origin of replication arrows indicate the direction of synthe-
sis of both the (+) and (-) strands.

embedded within it. The location of cloning sites inside this Feature Description Coordinates
gene allows screening for insertions using a.-complementation. gene Il replication 6848-831 (cw)
The map of M13mp18, whose multiple cloning site (MCS) was gene X replication 496-831
later employed to construct the plasmid pUC19, is shown below. gene V replication 843-1106
M13mp19 is identical to M13mp18 except that the MCS region gene VIl minor coat protein 1108-1209
(6231-6288) is inverted. gene IX minor coat protein 1206-1304
The complete nucleotide sequences of M13mp18 and M13mp19 gene VIl e coat prote!n 1301:1522
have been determined at New England Biolabs (1 ling | gene Il minor coat protein 1578-2852
& leen Ie etrg“”?] g ewl ?_g a{1 thlo d S,( ), resulfing in gene VI minor coat protein 2855-3193
Ze\t/era2 guc eotide changes relative to the previous sequence gene| phage assembly 3195-4241
ata (2.3). gene XI (I*)  phage assembly 3915-4241
Enzymes with unique restriction sites are shown in bold type. gene IV phage assembly 4219-5499
Coordinates indicate position of cutsite on the top on M13 origin (+) of replication 54875867
strand. In previous catalogs, coordinates referred to the lacZo. for a-complementaion 6216-6722
position of the 5" most base on the top strand, please MCs multiple cloning site S
make note of new numbering system. (cw) = clockwise
Bsu361 6508
Alel 6576
Bgll 6436 Swal 6785
Bglll 6934
Pvul 6407
Bmrl 6326
BsrGl 1021
Sfol 6002 - PI 3;7238494 Snal 1270
0 - Plu
BspHI 1299
Esp3l - BsmBI 5976
Avall 5913
Drdl 5764
Dralll 5720 M13mp18 Bsml 1751
7,249 bp
BseRI 2002
BaeGl 2091
Mscl 5081
AlwNI 2191
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CspCl 2997, 3032
Afel 3040

Shl

Sall Pstl Sphl Hindlll

accatgattacgAATTCGAGCTCGGTACCCGGGGATCCTCTAGAGTCGACCTGCAGGCATGCAAGCTTGGcact

Pacl 4135
Sacl Smal Xbal
EcoRI Kpnl BamHI
6220 6230 6240 6250 6260
TMITNSSSVPGDEPLE

lacZo. translational stat —————
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