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Addgene: pUC19 - addgene.org

www.addgene.org/ ~

Share and Find Useful Plasmids Browse Addgene's Plasmid Repository. Search 60,000+ plasmids,
Deposit plasmids for free. Global shipping available.

Genome Engineering Tools View Special Collections

Plasmid Repository Contains a View Our Collection Of Plasmid

Variety Of Tools To Edit Genomes. Resources, Kits & Depositor.
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TOP > 2x7Ah%0% > cONABHR - Y0—=>% > Vector (Y/O0—=>%H) >pUCI8/19 1 TRIH—

pUC18/19 ¥4 TIRY 5 —

© AFYOTDRS
—h— B4R
X an |mea—r |TAERa TP 3 @ (B REER | 7orsk 2]
~ -
TKR |3218 3218 pUC18 DNA 25 ug ¥15000 |© FLHEvhFrun i
. —~VRHH | T,{
@ e~
TKR |3219 3219 pUC19 DNA 25 ug ¥15000 |© FLtEvhFrun ]
— —RER | ﬂ
@ |
TKR |3298 3298 pHSG298 DNA 25 ug ¥25000 |© LY hFryn .
T R
@ d
TKR 3299 3299 pHSG299 DNA 25 ug ¥25000 |© 7Ly hFrun .
e bye
() .
TKR 3396 3396 pHSG396 DNA 25 ug ¥25,000 (@ FLEvhFron .
,, — R | ﬁ_
@
TKR |3398 3398 pHSG398 DNA 25 ug ¥25000 |© LY hFrun ]
— —RET | T{
@ ™|
pUC18/199 1 IRV 5 —HB=E BEEE R
pUC18/pUC18i&, dideoxykIC&BDNAY =7 Yy YA CHEULTSAS KRR F—T, BRRY—H—ELTPVE BENR - BT
Y UEEEEE, MI377—IRITI—CHARTRELGDNAKREZO—Z V732 ehTES, lacZHEICTIL o pUCT18/119 ¥4 TR % —
FOOA-ZVIHA hEKESTHED, IPTGEX-Gal2ET 7L — T, ARDNADEADERERRICURITES, & ©M13 Primers

5L, lac7OE—Y—ZHALIAKBEFORRLAETSH 3,
NNA =3 m i M3 Primere5RIBEE Z2NAHERHITHRZ . £ Kiln-SeaneancafiNDalation Kit (82—
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ﬁ _'_'Iiﬂ_l-;;—_l m—L | RHME | EANE | SMUabE | ENGUSH
BILFIFHERSENYT BRI HP—% - SDS FyR—y
pUC19 DNA

IO—Zv IR 5 —

[SE] Code No. TEET i e
pUC19 DNA 311-01004 15 ug 9,000M
pUC19 DNA 317-01006 15ugx 5 36,000
BERX (%) —wRyy—v KRR IEEEMABEE B TT

BiGERE | BmAE | EF% | Q&A | BH#l DataSheet | BERH | FLGbEsE

mEmSiA

pUCI9DNA &, IILFI7OQ—ZvT7YA hZ2FORI5—TY,

TEIE, pUC19 DNA Z¥ET 9 2HIRBERERLET (maplEt5) . HIRERAOROHFIR, 5. TCGCCCCTTT...3" ORADT #1& LT,
ZOUEI SHIRMROVITHUZ TOHERL, () AOEFE, ZOFRMEROEEERLTVET,

iR Plasmid pUC19 Z4R¥f U TE. coli)]M109

M.W. 1.75 x 106 Da (2,686 bp)

HEORR Plasmid pUC19 Z&&E UKL coliM109 LD RIETF VU LA—E{kEY UV ABERARENMC L > THE U,
iR 10 mmol/I Tris-HC| (pH 8.0) , 1 mmol/| EDTA

RE 0.2 ~ 0.8 pg/ul

BERE A260/A280=1.8 (Z DflilZlotic & D ELHE D)

AUA—LT S LHIRERMRINRZ D
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pair multiple cloning site polylinker that contains unique sites for 13 different hexanucleotide-specific

restriction endonucleases (1).

gt 51 00 9
v BstAPL 179
Bambl 2633 \ Ndel 183
EcoDIO9) 2674 \ | Kasl - Narl - Sfol 235
Aatll - Zral 2617 Bell 245 + Tools & Resources
BVl 2542 . /| rpl 2%
—~ ! / [/
S8 501 2 | I i/ / Pl 278 H i
pl 2 % ey /R ™ + Applications
- N/ /bt 384
Al 2207 # </ ;.«u 3 + Other Pages
\ < /., 7 rpel- okl 3% g
Xmal 2294 <\ ﬁ%y/ P - Banll - Sac! - EcoS K1 422
o Acch 51 - Kpal 408
Bl 215 / \— Awal - Bl - Semal -
Saal 277~ Y \ ‘ TipMl - Xemal 412
T~ \ \ Bamll 417
Ahal &3
Pvul 2066\ Accl - Wincll - Sall 429
wall 2059 - HspMl - BfuMl 433
| puC19 0 4 Request
wot 1005 | 2 2,686 bp o 4 Technical
Al 1924 N\ \ Hindill 467 Support
Fspl 1919 -0\ 4 \ pp
el ~ \\ Pl 628
wall 1837 \ )

NemeAlll 1822 -\ /) |\ et 1 . . .
e / |\\mues  MCS=multi-cloning sites
Bpml 1784 —— /N | BspQl - Sapl 683
Bsefl 1779 / T 781

) \

| Drdl 908
Bmrl 1744 \\»,\_ 0"\’ \
Ahdl 1684 i e \ BVl 1015
\ BseVl 1110
" AWM 1217
PLCI9 NS
Sacl Smal Ival Sbfl
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PUC19 - High Copy Blue/white Cloning Plasmid plasmid vector

[E%]) www.sigmaaldrich.com/ «

Complete your research with this & more available products from Sigma-Aldrich. Peer-reviewed
papers. Research Protocols, 500+ strategic services, 300,000+ products. Types: Life-Science
Products, Chemicals, Laboratory Supplies, Laboratory Equipment.

MSDS Search Lab Products & Equipment
Use your Sigma-Aldrich product Shop our huge portfolio of labware
number to find MSDS & documentation equipment from leading brands.

pUC18/18 5 A TR & — | A Z\1 A )Rt

catalog.takara-bio.co.jp» ... » cONASHRL « 7O0—=>%" Vector (V7 O—=V7F) ~
pUC18/pUC19iZ, dideoxyiEIC & BDONAY— VT ICEBULIE 7S AI RARIY—T, RIRY—H
—ELTFPYEYY UiiitEESE, MI37 7 —IRIG—CHRTAZLDNABE 20— F 7
BZENTES, lacZHilBICVILFIOA—Z0 T 91 b ER-T ...
ZOR—ICHEEEFI/EALTWET, BIEOFY £ X: 18/10/09

nlIt1Q NNA (2R28 hn) MEIRBREFEINMEEHHE | 4+ S IV D0

“pUC19”, “cloning”, “vector’&A\33D DT —kZRIFICED

websiteZ &%
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pUC19 Sequence and Map - SnapGene

www.snapgene.com/resources/plasmid_files/...plasmids/pUC19/ v COR—I%ERT
Standard E. coli vector with a multiple cloning site (MCS) for DNA cloning.

GO gle "puc19 restriction map" W) l/_-/-(\':ﬁ % Lf: izz—é Q

INRT ETp: —a1—A #h [ L ] Lo2&RD RUE Y=l

¥ 97 4+ (0.23 #)

Ev b BFBORREROHRTRLET, RREEL [RTRE]) THEETEXT,

"puc19 restriction map" D ERIRFRIER
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LOCUS
DEFINITION
ACCESSION
VERSION
KEYWORDS
SOURCE
ORGANISM

REFERENCE
AUTHORS
TITLE
JOURNAL

COMMENT
FEATURES
source

gene

CDS

pUC19D[FFRZEIH

puUC19 2686 bp DNA circular 18-0CT-2007
Cloning vector pUC19, complete sequence.

Cloning vector pUC19
Cloning vector pUC19
other sequences; artificial sequences; vectors.
1 (bases 1 to 2686)
New England Biolabs.
Direct Submission
Submitted (18-0CT-2007) Research Department, New England Biolabs,
240 County Road, Ipswich, MA 01938, USA
See also GenBank accession L09137.
Location/Qualifiers
1..2686
/organism="Cloning vector pUC19"
/mol_type="other DNA"
complement (146..469)
/gene="lacZalpha"
complement (146..469)
/gene="lacZalpha"
/codon_start=1
/product="beta-galactosidase alpha fragment"
/translation="MTMITPSLHACRSTLEDPRVPSSNSLAVVLQORRDWENPGVTQLN
RLAAHPPFASWRNSEEARTDRPSQQLRSLNGEWRLMRYFLLTHLCGISHRIWCTLSTI
CSDAA"

misc_ feature 396..452

/gene="lacZalpha"
/note="multiple cloning site (EcoRI-HindIII)"

2018/10/10
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Arabidopsis genome
# 476,000 44 (0.07 %

Analysis of the genome sequence of the flowering plant Arabidopsis thaliana
Arabidopsis Genome Initiative - nature, 2000 - nature.com

The flowering plant Arabidopsis thaliana is an important model system for identifying genes

and determining their functions. Here we report the analysis of the genomic sequence of
Arabidopsis. The sequenced regions cover 115.4 megabases of the 125-megabase ...

vr Y9 5|fes3e BlEEE £18/(—I3> Web of Science: 4933

Genome-wide insertional mutagenesis of Arabidopsis thaliana

JM Alonso, AN Stepanova, TJ Leisse, CJ Kim... - ..., 2003 - science.sciencemag.org

Over 225,000 independent Agrobacterium transferred DNA (T-DNA) insertion events in the
genome of the reference plant Arabidopsis thaliana have been created that represent near
saturation of the gene space. The precise locations were determined for more than 88,000 T ...

Y7 U9 5|F7 4805 MEEIE £ 24 /(—3I3> Web of Science: 3422 $9

Shotgun bisulphite sequencing of the Arabidopsis genome reveals DNA
methylation patterning

SJ Cokus, S Feng, X Zhang, Z Chen, B Merriman... - Nature, 2008 - nature.com

Cytosine DNA methylation is important in regulating gene expression and in silencing
transposons and other repetitive sequences 1, 2. Recent genomic studies in Arabidopsis
thaliana have revealed that many endogenous genes are methylated either within their ...

224 )\—33> Web of Science: 1120

—k  Arabidopsis genome
&)

® oz -l

(7L

w V1 ATV

NULInk(Find Fulltext)

[PDF] sciencemag.org
NULink(Find Fulltext)

[HTML] nih.gov

NULink(Find Fulltext)
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Special Published: 14 December 2000

Analysis of the genome sequence of the
flowering plant Arabidopsis thaliana

=&

The Arabidopsis Genome Initiative Eﬁjd)g,{ l\)[/

Nature 408, 796-815 (14 December 2000)  Download Citation £

Abstract

The flowering plant Arabidopsis thaliana is an important model system
for identifying genes and determining their functions. Here we report
the analysis of the genomic sequence of Arabidopsis. The sequenced
regions cover 115.4 megabases of the 125-megabase genome and extend
into centromeric regions. The evolution of Arabidopsis involved a
whole-genome duplication, followed by subsequent gene loss and
extensive local gene duplications, giving rise to a dynamic genome
enriched by lateral gene transfer from a cyanobacterial-like ancestor of
the plastid. The genome contains 25,498 genes encoding proteins from
11,000 families, similar to the functional diversity of Drosophila and
Caenorhabditis elegans— the other sequenced multicellular eukaryotes.
Arabidopsis has many families of new proteins but also lacks several
common protein families, indicating that the sets of common proteins
have undergone differential expansion and contraction in the three
multicellular eukaryotes. This is the first complete genome sequence of
a plant and provides the foundations for more comprehensive
comparison of conserved processes in all eukaryotes, identifying a wide

range of plant-specific gene functions and establishing rapid systematic

~ ways to identify genes for crop improvement.

Download PDF

81
Altmetric Article metrics »

Associated Content

Collection

40 years of Sanger sequencing

Sections Figures References

Abstract
Main
Overview of sequencing strategy
Characterization of the coding regions
Genome organization and duplication
Comparative analysis of Arabidopsis accessions
Comparison of Arabidopsis and other plant genera
Integration of the three genomes in the plant cell
Transposable elements
rDNA, telomeres and centromeres
Membrane transport
DNA repair and recombination
Gene regulation

22
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articles

Analysis of the genome sequence of the
flowering plant Arabidopsis thaliana

The Arabidopsis Genome Initiative*

* Authorship of this paper should be cited as *The Arabidopsis Genome Iniative’ A full list of contributors appears at the end of this paper

The flowering plant Arabidopsis thaliana is an important model system for identifying genes and determining their functions.
Here we report the analysis of the genomic sequence of Arabidopsis. The sequenced regions cover 115.4 megabases of the
125-megabase genome and extend into centromeric regions. The evolution of Arabidopsis involved a whole-genome duplication,
followed by subsequent gene loss and extensive local gene duplications, giving rise to a dynamic genome enriched by lateral gene
transfer from a cyanobacterial-like ancestor of the plastid. The genome contains 25,498 genes encoding proteins from 11,000
families, similar to the functional diversity of Drosophila and Caenorhabditis elegans— the other sequenced multicellular
eukaryotes. Arabidopsis has many families of new proteins but also lacks several common protein families, indicating that the sets
of common proteins have undergone differential expansion and contraction in the three multicellular eukaryotes. This is the first
complete genome sequence of a plant and provides the foundations for more comprehensive comparison of conserved processes
in all eukaryotes, identifying a wide range of plant-specific gene functions and establishing rapid systematic ways to identify
genes for crop improvement.

The plant and animal kingdoms evolved independently from biologists, but will also affect agricultural science, evolutionary
unicellular eukaryotes and represent highly contrasting life forms.  biology, bioinformatics, combinatorial chemistry, functional and
The genome sequences of C. elegans' and Drosophila™ reveal that comparative genomics, and molecular medicine.
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& NCBI  Resources ¥ How To ¥ Sign in to NCBI
Pmeed-Q“i‘ PubMed < Search

US National Library of Medicine -

National Institutes of Health Advanced Help

PubMed

PubMed comprises more than 28 million citations for biomedical literature from MEDLINE, life science journals, and

online books. Citations may include links to full-text content from PubMed Central and publisher web sites.

Using PubMed PubMed Tools More Resources
PubMed Quick Start Guide PubMed Mobile MeSH Database

Full Text Articles Single Citation Matcher Journals in NCBI Databases
PubMed FAQs Batch Citation Matcher Clinical Trials

PubMed Tutorials Clinical Queries E-Utilities (API)

New and Noteworthy Topic-Specific Queries LinkOut
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Resources ¥/ How To (V)

PublQed .

US National Library of Medicine
National Institutes of Health

Article types
Clinical Trial
Review
Customize ...

Text availability
Abstract

Free full text
Full text

Publication dates
5 years

10 years

Custom range...

Species
Humans
Other Animals

Clear all

Show additional filters

2018/10/10

Sign in to NCBI

PubMed < ’arabidopsis

Create RSS Create alert Advanced

Format: Summary ~ Sort by: Most Recent ~ Per page: 20 ~ Send to ~

Search results

Items: 1 to 20 of 66959

Page 1 of 3348 Next> Last>>

Actin Polymerization Mediated by AtFHS5 Directs the Polarity Establishment and Vesicle
1. Trafficking for Pollen Germination in Arabidopsis.
Liu C, Zhang Y, Ren H.
Mol Plant. 2018 Oct 5. pii: S1674-2052(18)30299-5. doi: 10.1016/.molp.2018.09.004. [Epub ahead of print]

PMID: 30296598
Similar articles

Reactive oxygen species mediate conical cell shaping in Arabidopsis thaliana petals.
2. Dang X, Yu P, LiY, Yang Y, Zhang Y, Ren H, Chen B, Lin D.
PLoS Genet. 2018 Oct 8;14(10):e1007705. doi: 10.1371/journal.pgen.1007705. [Epub ahead of print]

PMID: 30296269
Similar articles

PHYTOCHROME INTERACTING FACTOR!1 interactions leading to the completion or
3. prolongation of seed germination.

Dirk LMA, Kumar S, Majee M, Downie AB.

Plant Signal Behav. 2018 Oct 8:1-9. doi: 10.1080/15592324.2018.1525999. [Epub ahead of print]

PMID: 30296201
Similar articles

[

Help

Filters: Manage Filters

Sort by:
Results by year —
«
Download CSV
Related searches =

arabidopsis thaliana
stress arabidopsis
acetylation arabidopsis
cytokinin arabidopsis

gravitropism arabidopsis
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PublQed or

US National Library of Medicine
National Institutes of Health

Article types
Clinical Trial
Review
Customize ...

Text availability
Abstract

Free full text
Full text

Publication dates
5 years

10 years

Custom range...

Species
Humans
Other Animals

Clear all

Show additional filters
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PubMed |arabidopsis auxin "cell division"

Create RSS Create alert Advanced

Format: Summary ~ Sort by: Most Recent ~ Per page: 20 ~ Send to ~
Search results
Items: 1 to 20 of 414 Page 1 of21 Next> Last>>

MEDIATOR 18 influences Arabidopsis root architecture, represses auxin signaling and is a
1. critical factor for cell viability in root meristems.

Raya-Gonzélez J, Oropeza-Aburto A, Lépez-Bucio JS, Guevara-Garcia AA, de Veylder L, Lopez-

Bucio J, Herrera-Estrella L.
Plant J. 2018 Oct 1. doi: 10.1111/tp].14114. [Epub ahead of print]
PMID: 30270572

. Similar articles

A Plausible Microtubule-Based Mechanism for Cell Division Orientation in Plant Embryogenesis.

2. Chakrabortty B, Willemsen V, de Zeeuw T, Liao CY, Weijers D, Mulder B, Scheres B.
Curr Biol. 2018 Sep 13. pii: S0960-9822(18)30924-2. doi: 10.1016/].cub.2018.07.025. [Epub ahead of print]
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