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@ The Nucleotide database will include EST and GSS sequences in early 2019. Read more.

Nucleotide

The Nucleotide database is a collection of sequences from several sources, including GenBank, RefSed

PDB. Genome, gene and transcript sequence data provide the foundation for biomedical research and d
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Items: 1 to 20 of 74

Page 1 of4 Next> Last>>

© Found 1737135 nucleotide sequences. Nucleotide (74) EST (4) GSS (1737057)

1.

Homo sapiens full open reading frame cDNA clone RZPD0834C1011D for gene NDRG1, N-myc
downstream regulated gene 1; complete cds, incl. stopcodon

fememmcssssccemmmmmme=mn.y
'
'

1,185 bp linear mRNA

Accession: CR456842.1 Gl: 48145800
Protein  Taxonomy

107,358,006 bp linear DNA
Accession: MKHE01000021.1 GlI: 1207826205
BioProject BioSample Protein Taxonomy

GenBank FASTA Graphics
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3. 1EEFRIIED > diFY NCBI Primer-Blast it B E hitps://www.ncbi.nlm.nih.gov/tools/primer-
blast/ 8L

Homo sapiens full open reading frame cDNA clone RZPDo0834C1011D for gene
NDRG1, N-myc downstream regulated gene 1; complete cds, incl. stopcodon

GenBank: CR456842.1
GenBank Graphics

>CR456842.1 Homo sapiens full open reading frame cDNA clone RZPDo834C1011D for gene
NDRG1, N-myc downstream regulated gene 1; complete cds, incl. stopcodon
ATGTCTCGGGAGATGCAGGATGTAGACCTCGCTGAGGTGAAGCCTTTGGTGGAGAAAGGGGAGACCATCA
CCGGCCTCCTGCAAGAGTTTGATGTCCAGGAGCAGGACATCGAGACTTTACATGGCTCTGTTCACGTCAC
GCTGTGTGGGACTCCCAAGGGAAACCGGCCTGTCATCCTCACCTACCATGACATCGGCATGAACCACAAA
ACCTGCTACAACCCCCTCTTCAACTACGAGGACATGCAGGAGATCACCCAGCACTTTGCCGTCTGCCACG
TGGACGCCCCTGGCCAGCAGGACGGCGCAGCCTCCTTCCCCGCAGGGTACATGTACCCCTCCATGGATCA
GCTGGCTGAAATGCTTCCTGGAGTCCTTCAACAGTTTGGGCTGAAAAGCATTATTGGCATGGGAACAGGA
GCAGGCGCCTACATCCTAACTCGATTTGCTCTAAACAACCCTGAGATGGTGGAGGGCCTTGTCCTTATCA
ACGTGAACCCTTGTGCGGAAGGCTGGATGGACTGGGCCGCCTCCAAGATCTCAGGATGGACCCAAGCTCT
GCCGGACATGGTGGTGTCCCACCTTTTTGGGAAGGAAGAAATGCAGAGTAACGTGGAAGTGGTCCACACC
TACCGCCAGCACATTGTGAATGACATGAACCCCGGCAACCTGCACCTGTTCATCAATGCCTACAACAGCC
GGCGCGACCTGGAGATTGAGCGACCAATGCCGGGAACCCACACAGTCACCCTGCAGTGCCCTGCTCTGTT
GGTGGTTGGGGACAGCTCGCCTGCAGTGGATGCCGTGGTGGAGTGCAACTCAAAATTGGACCCAACAAAG
ACCACTCTCCTCAAGATGGCGGACTGTGGCGGCCTCCCGCAGATCTCCCAGCCGGCCAAGCTCGCTGAGG
CCTTCAAGTACTTCGTGCAGGGCATGGGATACATGCCCTCGGCTAGCATGACCCGCCTGATGCGGTCCCG
CACAGCCTCTGGTTCCAGCGTCACTTCTCTGGATGGCACCCGCAGCCGCTCCCACACCAGCGAGGGCACC
CGAAGCCGCTCCCACACCAGCGAGGGCACCCGCAGCCGCTCGCACACCAGCGAGGGGGCCCACCTGGACA
TCACCCCCAACTCGGGTGCTGCTGGGAACAGCGCCGGGCCCAAGTCCATGGAGGTCTCCTGTTAA

m) U.S. National Library of Medicine NCBI National Center for Biotechnology Information

Primer-BLAST A tool for finding specific primers

Finding primers specific to your PCR template (using Primer3 and BLAST).

Reset page Save search parameters Retrieve recent results Publication Tips for finding specific primers

PCR Template
Enter accession, gi, or FASTA sequence (A refseq record is preferred) Range
9 Clear

From To

ATGTCTCGGGAGATGCAGGATGTAGACCTCGCTGAGGTGAAGCCTTTGGTGGAGAA | Forward primer © Cloar
AGGGGAGACCATCA ) -
CCGGCCTCCTGCAAGAGTTTGATGTCCAGGAGCAGGACATCGAGACTTTACATGGC | Reverse primer
TCTGTTCACGTCAC
GCTGTGTGGGACTCCCAAGGGAAACCGGCCTGTCATCCTCACCTACCATGACATCG,
Or, upload FASTA file siEE  RRE(E R

Primer Parameters

Use my own forward primer © Clear
(5'->3" on plus strand) B

Use my own reverse primer %) Clear
(5'->3" on minus strand)
Min Max
PCR product size 70 1000
# of primers to return 10
Min Opt Max Max Tm difference
Primer melting temperatures 57.0 60.0 63.0 3 %)

(Tm)

4. {224 Primer Parameters 7 PCR product size ({f& qPCR FIRIFEE) - :RE(EA120-250 -

Primer Parameters

Use my own forward primer
(5'->3' on plus strand)

Use my own reverse primer
(5'->3"' on minus strand)

€

Clear

Clear

Ce

PCR product size

# of primers to return

Min Opt Max Max Tm difference

Primer melting temperatures 57.0 60.0 63.0 3 (%)
(Tm) i
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##4ZE Database 1&$8 - —fi% RNA ##F “Refseq mRNA” » 1R FEE non-coding RNA HIJ3#EF
“Refseq RNA”
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Primer Pair Specificity Checking Parameters
Specificity check Enable search for primer pairs specific to the intended PCR template &

Search mode \ Automatic

Database ' \ Refseq mRNA DEC)
Exclusion : Exclude predicted Refseq transcripts (accession with XM, XR prefix) @ Exclude uncultured/envi tal ! !
Organism

Homo sapiens
Enter an organism name (or organism group name such as enterobacteriaceae, rodents), taxonomy id or select from the suggestion list as you type. &

Add more organisms

Entrez query (optional) o

Primer specificity stringency  primer must have at least [ 2 4| total mismatches to unintended targets, including

at least 2 4| mismatches within the last( 5 4] bps at the 3' end. &

Ignore targets that have | 6 #} or more mismatches to the primer. &

Max target size 4000 (?]

Allow splice variants " Allow primer to amplify mRNA splice variants (requires refseq mRNA sequence as PCR template input) &

BAY primer L& °

®Graphical view of primer pairs

£ Query_1~ | Find: ME=R=-JK:N @ i = ATools~ | fFTracks» & 7 -
mn 160 158 |200 |250 |300 |35 400 |40 |60 |55 |686 |650 |700 756 800 |850 |968 |358 (13 |L.es8 L1060 | 1189
(U) Primer pairs for job vbdiAKHMrGSLXrpbtzueac0gjlvgM5RGAQ %
Primer 2 Priner 4 Epm——a Priner 3 ey Priner | E—i—
Priner § EE—————————— & Priner S EE—————————— &
Priner 6 i —i— Priner 10 E——y
Primer 7%—%
Primer 8
[ —
= =
L |se 100 |15 |200 |2s0 |30 350 400 450 |50 |ss0 |s00 |sse |00 750 s00 |se |90 |50 [tk [Lose  |Li00 | u1eg
Query_1: 1..1.2K (1.2Kbp) " ¥ Tracks shown: 2/3

3218 primer MWRE! -
i primer &5 Tm ERE <1
Self complementarity <5
Self 3' complementarity <2

Primer pair 1

Sequence (5'->3") Template strand Length Start Stop . Tm GC%  Self complementarity Self 3' complementarity '
Forward primer TGGTTCCAGCGTCACTTCTC Plus 20 990 1009 : 59.97 55.00 4.00 0.00 E
Reverse primer GAGTTGGGGGTGATGTCCAG Minus 20 1133 1114 » 60.04 60.00 3.00 1.00 '
Product length 144 frmmmmmmmmmmsmmmmmmsmsesssemsssesssssnssmsm et

Products on intended target
>NM_001135242.1 Homo sapiens N-myc downstream regulated 1 (NDRG1), transcript variant 1, mRNA

product length = 144

Forward primer 1 TGGTTCCAGCGTCACTTCTC 20
Template 1576 ciciciieiecioinaanns 1595
Reverse primer 1 GAGTTGGGGGTGATGTCCAG 20
Template 1719 ceveevrcercconccnans 1700
Products on p i i d

>NM_006096.3 Homo sapiens N-myc downstream regulated 1 (NDRG1), transcript variant 2, mMRNA

product length = 144

Forward primer 1 TGGTTCCAGCGTCACTTCTC 20
Template 1179 cevceercencsencnnnns 1198
Reverse primer 1 GAGTTGGGGGTGATGTCCAG 20
Template 1322 tiiiiiieneecennanans 1303

>NM_001258433.1 Homo sapiens N-myc downstream regulated 1 (NDRG1), transcript variant 4, mMRNA

product length = 144

Forward primer 1 TGGTTCCAGCGTCACTTCTC 20
Template 1073 tivevensncecnnnnnans 1092
Reverse primer 1 GAGTTGGGGGTGATGTCCAG 20

Template 1216 tevininiiiiiiaeens 1197



