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pcDNA3.1 (+/-)
5428/5427 bp

Comments for pcDNA3.1 [+)
5428 nuclecotides

CWMY promoter: bases 232-519
TV promoter/priming site: bases §63-882
hMultiple cloning site: bazes B95-1010
pcDMNAZ 1/BGH reverse priming site: basas 1022-103%
BGH polvadenylation sequence: bases 1028-1252
1 arigin: bases 1298-1726
SVA4D early promoter and origin: bases 1731-2074
Meomycin resistance gene (ORF) bases 2136-2930
SWV40 early polyadenylation signal: bases 3104-3234
plC origin: bases 361 7-4287 (complementary strand)
Ampicillin resistance gene (a3} bases 4432-5428 (complementary strand)
ORF: bases 4432-5292 [complamentary sirand)
Ribosome binding site: bases 5300-5304 [complemeantary strand)
bla promoter {P3): bases S327-5333 (complementary sirand)



Multiple Cloning Below is the multiple cloming site for pcDNA3 1(-). Restriction sites are labeled to

Site of indicate the cleavage site. The Xba I site contains an internal stop codon (TCTAGA). The

pcDNA3.1(-) multiple cloning site has been confirmed by sequencing and functional testing. The
complete sequence of pcDNA3.1(-) is available for downloading from our web site
{www_invitrogen.com) or from Technical Service (see page 13). For a map and a
description of the features of pcDMNA3 . 1(-). please see the Appendix, pages 10-11.

enhancer region (37 end)
BES CATTGACGTC AATGGGAGTT TGTTTTGGCA CCAARARATCAR CGGGACTTTC CAAARRTGTCG

CAAT TATA
1 1
749 TAACAACTCC GCCCCATTGA CGCAARATGGG CGGTAGGCGT GTACGGTGGG AGGTCTATAT
3 end of RCMV - —
l putative transcriptional start

BOS ARAGCAGAGCT CTCTGGCTAA CTAGAGAACC CACTGCTTAC TGGCTT%IﬁE ARATTAATAC
|
T7 promoter/primer binding site Nhe 1 FPmel Apa ]X ba 1 Xhﬂ 1 Noi 1
1 I

I I
B69 GACTCACTAT AGGGAGACCC AAGCTGGCTA GCGTTTAAAC GGGCCCtFTAIGACTCGAGCG

BaX 1*  EcoR W EroR 1 BaiX 1# EﬂmH ]
I I — I
929 GCCGCCACTG TGCTGGATAT CTGCAGAATT CCACCACACT GGHCT&GTGG HfCCGHGCTC
L—-—--
AspT181 Kpnl Hind 11 4711 Pmel PI'”DNAE'-I-';B“H reverse priming ""IL‘"
R

I
989 GGTACCRAAGC TTARAGTTTAR ACCGCTGATC AGCCTCGACT GTGCCTTCTA GTTGCCAGCC

1049 ATCTGTTGTT TGECCCCTCCC CCGETGCCTTC CTTGACCCTG GAAGGTGCCA CTCCCACTGT
BGH poly (A) site
1
1109% CCTTTCCTAR TARAATGAGG AAATTGCATC

“Please note that there are two BsrX I sites in the polylinker.
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hLPCAT3:Lysophosphatidylcholine acyltransferase3

pCDH-hLPCAT3 /A #2 ¥ & A hLPCAT3 A 7], £91. 46Kb,
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JIpcDNA-SMS2# X pcDNA 3.1(-)

pcDNA—SMS2
(7151bp)

JHpcDNA-SMS2#- X pcDNA 3.1(-) 89 £ % 38 1T — B £92.0kb
DNA® A /£, FHBhFInF B AR KA T 2Bk B,
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1. 3FE 0 5% 13 pcDNA3. 1 (-) HAk K B &,

2. I E4 £ A pCDH-hLPCAT3 Jfi #5 ¥ 5% BX 4~ A hLPCAT3
El 49 2 FIDNA K £,

3. &Ko 5 440 = JZDNA & £ .

4. M =2 BT EDIXDNAGY K .
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| | K PR AR N 20 B8 T 1R 545 5 B 7 5 5F 2 5 3 R 3R 48 AL = b B
3,5 —BRER —Bedk. Xba |49iRAA=in 8] F 725" T'CTAGA3’ , BanH |
B9IR H A2 B 5 7 -5 GYGATCC3” o FXba |A=BanH |3 EE47pcDNA-SMS2
BARTT 1T 2] 295, Akb 89 AR K/ B, A 2N5 35K B eyAb i Ram. FlXba
| o BanH | 3 B&7pCDH-hLPCAT3 /it 42 7T 3= /% K £491. 46kb &9 hLPCAT3 & & /s /4
B, WERINE snRBagrtE R, A A T)E 4% 1K hLPCATI A H 3
ApcDNA3. 1 (=) Ak P,

B3 5 4 4% B IR AR B B K DNAS B, A B A 37 HhLPCAT3 A A &
pcDNA3. 1 (=) kB B &k 6, BT & A 27 5 4 %8 i =1ILDNA,
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1. Xba |FeBamH | 3L EE VI IR BB AR K A Ho

2. Xba |FoBanH | 3G 4 B 09 2 B & R £,
3. MRS HBKRKA BABGIEH,

4. B EAR KR BoAe B a9 LR
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1. Xba IF=BamH |3 fg +7 3k B AR kK K B

PCDNA3.1-SMS2 (= 0.4 n g/ uL) 16 L
10xQuickcut Buffer 2 ulL
Xba | 1 uL
BamH | 1 uL
B ARAR 20 pL

30 °CHRum 20557, ARE37°CHRiZ20%4 4%t



2. Xba IF=BamH |3 B& 74 Bl 69 25 [ 69 Fi #=

0CDH-hLPCAT3 plasmid (~ 0.8 n g/ uL) 16 uL

10xQuickcut Buffer 2 ulL
Xba | 1 uL
BamH | 1 uL
AR 20 nL

30 °CARi#R 2049781, SRJE37°CIRIE20773F



3. LIRS HEAKK B AH K

1) F oAt N E1%I7 A5 48 Bt I 4 2 48 F o pcDNA3. 1-SMS2 #=
pCDH-hLPCAT3 7~ | & #F /&2 M 3k AK F, 150V, 300mA , ¥ K
40min,

2) AT A BARK KR B (£5. 4kb) 4= B 69 & B (£91. 5kb) &9 5715
prE AR (B2l —AA R =)

3) Ko h 2 —DNAS AL (REWRS RIS) BNT
W HSEFY, RBRERME. (—A<0.3g)

4) KR EHBIFARIL, REEFE—KE, KRHET-20C, ATE%

5.
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1. MEHLHAR A Lif b A TRL?

2. AIe P A AT4E I pcDNA-SMS2% /X pcDNA 3.1(-) ?

3. {£ FXba IF#=BamH 138547 84 K 47 5 F 30 °CHR B 209047 H
F37°CHRIE200 47 ? MATREREIRNA e E L#? A
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