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ES-E14

RRID:CVCL_C320
Type: Cell Line

Proper Citation

(RRID:CVCL_C320)

Cell Line Information

URL.: https://web.expasy.org/cellosaurus/CVCL C320

Proper Citation: (RRID:CVCL_C320)

Description: Cell line ES-E14 is a Embryonic stem cell with a species of origin Mus
musculus (Mouse)

Sex: Male

Defining Citation: PMID:3821905, PMID:19581487, PMID:23850244, PMID:25004115,
PMID:26484140

Comments: Breed/subspecies: 129P2/Ola., Omics: Transcriptome analysis by microarray.,
Omics: H3K9me3 ChlP-seq epigenome analysis., Omics: H3K9me2 ChlP-seq epigenome
analysis., Omics: H3K9ac ChlP-seq epigenome analysis., Omics: H3K4me3 ChIP-seq
epigenome analysis., Omics: H3K4mel ChlP-seq epigenome analysis., Omics: H3K36me3
ChiIP-seq epigenome analysis., Omics: H3K27me3 ChIP-seq epigenome analysis., Omics:
H3K27ac ChlIP-seq epigenome analysis., Omics: Genome sequenced., Omics: DNA
methylation analysis., Part of: ENCODE project mouse cell lines.

Category: Embryonic stem cell
Name: ES-E14
Synonyms: E14, E-14, ES (E14)

Cross References: BTO:BT0O:0005136, EFO:EFO_0007075, 4DN:4DNSRR6CIPYP,
BioSamples:SAMEA2155660, ENCODE:ENCBSO033ENC, ENCODE:ENCBS042ENC,
ENCODE:ENCBS043ENC, ENCODE:ENCBS054SMP, ENCODE:ENCBS324NLT,
GEO:GSE53149, GEO:GSM344759, GEO:GSM344760, GEO:GSM397410,
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GEO:GSM397411, GEO:GSM413111, GEO:GSM413112, GEO:GSM413113,
GEO:GSM413117, GEO:GSM413118, GEO:GSM413119, GEO:GSM413123,
GEO:GSM413124, GEO:GSM413125, GEO:GSM413129, GEO:GSM413130,
GEO:GSM413131, GEO:GSM413135, GEO:GSM413136, GEO:GSM413137,
GEO:GSM413141, GEO:GSM413142, GEO:GSM413143, GEO:GSM413147,
GEO:GSM413148, GEO:GSM413149, GEO:GSM413153, GEO:GSM413154,
GEO:GSM413155, GEO:GSM1000121, GEO:GSM1000123, GEO:GSM1000124,
GEO:GSM1000125, GEO:GSM1000126, GEO:GSM1003750, GEO:GSM1003751,
GEO:GSM1003756, GEO:GSM1003799, GEO:GSM1003807, GEO:GSM1003809,
GEO:GSM1003810, GEO:GSM1014154, Wikidata:Q54832448

ID: CVCL_C320

Ratings and Alerts
No rating or validation information has been found for ES-E14.

No alerts have been found for ES-E14.

Data and Source Information

Source: Cellosaurus

Usage and Citation Metrics
We found 39 mentions in open access literature.

Listed below are recent publications. The full list is available at FDI Lab - SciCrunch.org.
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