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COVID-19 is an emerging, rapidly evolving situation.
Get the latest public health information from CDC: hitps:/iwww.coronavirus.gov .
° Get the latest research from NIH: hitps://www.nih.gov/coronavirus.
Find NCEI SARS-CoV-2 literature, sequence, and clinical content: https.//www.ncbi.nim.nih.gov/sars-cov-2/.
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Search results
Items: 1 to 20 of 738 Selected: 1 Page [1_|of37 Next= | Last>=

o See also 9 discontinued or replaced items

Name/Gene 1D __Description Location Aliases MM
NDRG1 N-myc downstream Chromosome 8, CAP43, CMT4D, DRG-1, DRG1, 605262
ID: 10397 regulated 1 [Homo NC_000008.11 GC4, HMSNL, NDR1, NMSL,
sapiens (human)] (133237175..133297252, PROXY1, RIT42, RTP, TARG1,
complement) TDD5
[J Ndrg1 N-myc downstream Chromosome 15, CAP43, CMT4D, DRGH1,
ID: 17988 regulated gene 1 [Mus NC_000081.6 HMSNL, NMSL, Ndr1, Ndrl,
musculus (house mouse)]  (66929318..66969641, PROXY1, RTP, TDD5
complement)
[7J Ndrg1 N-myc downstream Chromosome 7, Ndr1
ID: 299923 regulated 1 [Rattus NC_005106.4
norvegicus (Norway rat)] (107734326..107775701,
complement)

3. Bhigd {5 € MIR3F F B2 NDRGI 03 3 » /LT & > 45 3]”mRNA and protein”

NDRG1 N-myc downstream regulated 1 [ Homo sapiens (human) ]
Gene ID: 10397, updated on 1-Aug-2020

-~ Summary

»

Official Symbol NDRG1 provided by HGNC
Official Full Name N-myc downstream regulated 1 provided by HGNC
Primary source HGNC:HGNC:7679
See related Ensembl:ENSG00000104419 MIM:605262
Gene type protein coding
RefSeq status REVIEWED
Organism Homo sapiens
Lineage Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi; Mammalia; Eutheria; Euarchontoglires; Primates;
Haplorrhini; Catarrhini; Hominidae; Homo




El RefSeqs maintained independently of Annotated Genomes
Genomic

1.

These reference sequences exist independently of genome builds. Explain
NG_007943.1 RefSeqGene

Range | 4952..65085
Download = GenBank, FASTA, Sequence Viewer (Graphics), LRG_268
mRNA and Protein(s)
17
Status: REVIEWED

NM_001135242.2 — NP_001128714.1 protein NDRG1 isoform 1

See identical proteins and their annotated locations for NP_001128714.1
Source sequence(s)

AF004162, AF192304, AK126924, D87953
Consensus CDS | CCDS34945.1
UniProtkKB/Swiss-Prot | Q92537
Related | ENSP00000404854.2, ENST00000414097.6
Conserved Domains (1) summary
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GGARGEL TGEATGGAC TEGGCCHCC T CTCAGGATGEACCCARGCTCTEC CCACCTT
GGAAGEE THGATEG CTGTCABGCCHGLGRGATELE TG WGTGTCCCACETT

GGARGEL TGEATGGAC GGTGICCCACCTT

TGO - TG IGC TE THCCGEAC
GGARAGGL TGEATGGAC TGEGCCECCTCCH CTCAGGATGEACCCARGCTC TGCCGEACATGGTGGTGTCCCACCTT

HH_001268433.2
Consensus GEARGGLTGGATGGACTEEGECECCTECARG, s vsssnsssssssnsssrssnrssssassssasnsssnssnnssssssssACTCAGGATGGACCCARGE TCTRCCGEACATGGIGGTGTCCCACCTT
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0011352422 TT AGAGT TGGTCCACACCTACCGCCAGCACATT G TGARTGACATGAACCCCBGCARCETGCACCTGT TCATCARTGCCTACARCAGECGGCGCGACT TEGAGA
NA_D01374844.1  TT urnl l GCCAGCACATTE TRARTGACATGAACCCCGGCARCE TBCACCTRT TCATCAATGCCTACARCAGE GAGH
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NH_001135242.2 GGARGGCTGGATGGACTGGGCCGCCTCCARG: ATCTCAGGATGGACCCARGCTCTGCCGGACATGGTGETGTCCCACCTT
NH_001374844.1 GGARGGCTGGATGGACTGGGCCGCCTCCARGGTGAGETGGGGGCCTGTCAGGCCGGCGEGATCCCTGCARGARGAGGGACAGATCTCAGGATGGACCCARGCTCTGCCGGACATGETGGTGTCCCACCTT
NH_001258432,2 GGARGGCTGGATGGAC TGGGCCGCCTCCARG: ATCTCAGGATGGACCCARGCTCTGCCGGACATGGTGETGTCCCACCTT
NH_001258433,2 GGARGGCTGGATGGACTGGGCCGCCTCCARG: ATCTCAGGATGGACCCARGCTCTGCCGGACATGGTGETGTCCCACCTT
Consensus  GGARGGCTGGATGGACTGGGCCGCCTCCARNG. coussssssnnssansssasessnsssnssssssssssssassssness ATCTCAGGATGGACCCARGCTCTGCCGEACATGGTGGETGTCCCACCTT
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NCBI National Center for Biotechnology

m) U.S. National Library of Medicine

Primer-BLAST

Information

A tool for finding specific primers

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

Resetpage Save search parameters Retrieve rec

PCR Template

Enter accession, gi, or FASTA sequence (A refseq record is preferred) & Clear

ent results Publication Tips for finding specific primers

Range

ATCTCAGGATGGACCCAAGCTCTGCCGGACATGGTGGTGTCCCACCTTTTTGGGAAGGAAGA

AATGCAGAGTAACGTGGAAGTGGETCCACACCTACCGCCAGCACATTGTGAATGACATGAACCCCGGCAAC
CTGCACCTGTTCATCAATGCCTACAACAGCCGGCGCGACCTGGAGATTGAGLGACCAATGCCGGGAACCC
ACACAGTCACCCTGCAGTGCCCTGCTCTGTTGGTGET TGGGGACAGCTCGLLTGCAGTGGATGCCGTGGT
GGAGTGCAACTCAAAATTGGACCCAACAAAGACCACTCTCCTCAAGATGGELGGACTGTGGLGGCCTCCCG

-

From

To
| Forward primer\:l @  Clear
P Reverse primerS \:I

Or, upload FASTA file iR | SRR

Primer Parameters

Use my own forward primer ‘

(5'->3' on plus strand)

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

Min Max
PCR product size 70 | 1000 |
# of primers to return

Min Opt Max Max Tm difference
Primer melting temperatures ‘ 57.0 ‘ ‘50.0 ‘ ‘53_0 ‘

3 ¢
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s
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Primer Parameters

% #< primer = -] » & % qPCR primer i ¥ 3 100~250bp

Use my own forward primer Q@ Cl
(5'->3" on plus strand) | | - =
Use my own reverse primer | | (?) Clear
(5'->3' on minus strand) '
Min Max
PCR product size 1100 | 1250
# of primers to return
Min Opt Max Max Tm difference
Primer melting temperatures |57_() | |60.0 | ‘53_0 | ‘3 @
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Primer Pair Specificity Checking Parameters
Specificity check

Search mode

Automatic ~ O

Enable search for primer pairs specific to the intended PCR template &

Database | Refseq mRNA v]@
Exclusion Exclude predicted Refseq transcripts (accession with XM, XR prefix] &4 Exclude uncultured/environmental sample sequences &)
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) \ | @
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(U) Primer pairs for job 1N4LsMbVy33sQ85GwybgdLk9-0aULuBblQ

0d OO o%
riner 1 Primer 5 %—é Primer & %—é Primer 2%—%
=
Priner 7 Em— Priter 8 Emm—— Priner 10 B Primer 3 sl Pritier 4 —-
rimer 9
B
‘ |06 [2ee  |368  |488  |s88 @@ [7e@  [se@  [968 1K [t168  [1.206  [1.306 [1408  [1500 (1688 (1760  |18ea  |L368 |2 K |2108  |2206 235
Query_1: 1..2.4K (2,351 nt) 4 #Tracks shown: 2/4
E#H primer R P
(1) 34 primer & Tm &£ <l
(2) Self complementarity <5
(3) Self 3' complementarity <2
Primer pair 1
Sequence (5'->3") Template strand Length Start Stop|Tm GC% Self complementarity Self 3' complementarity
Forward primer ~ GAAGTGGTCCACACCTACCG Plus 20 79 98 |60.04 60.00 7.00 2.00
Reverse primer ~ GTCCGCCATCTTGAGGAGAG Minus 20 327 308 |59.90 60.00 4.00 1.00
Product length 249
Primer pair 2
Sequence (5'->3') Template strand Length Start Stop| Tm GC% Self complementarity Self 3' complementarity
Forward primer CTCTTTGCTCTTGTCGGGGT Plus 20 1807 1826] 59.96 55.00 2.00 0.00
Reverse primer TCCACGGTGAGCCAAAATGA Minus 20 2042 2023] 59.89 50.00 5.00 1.00
Product length 236
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