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Resources [¥] How To [

= NCBI

« ST =4

SRP038897
ID
SRR1177086
Click SRR177086.

SRA |SRA

v| SRP038897 |

*

[ Search’

Save search Advanced

Display Settings: [~ Full

SRXAT5467: Chicken embryonic heart transcripi
1 PACBIO_SMRT (PacBio RS) run: 1.6M =spots, 2(

Accession: SRXATSA6T

Experiment design: Collecting embryonic chicken
then incubated in Genesis Hova-Bators until tissue
stages 18-20, 25, and 32 and immediately flash froj
TriZol (Life Technologies) by repipetting, and then {
with isopropanol, washed with 75% ethancl and the
cDNA synthesis mRMNA were punfied using the Strg
hybridized to oligo-dT magnetic beads, separated f
resuspended into the kit's elution buffer. First strang
(Clontech): The first cDNA strand was synthesized
Reverse Transcriptase (Clontech), the CDS [l cligg
order to add a consistent 5’ site for LD-PCR amplifi
primer: 5-ATTCTAGAGGCCGAGGCGGCCGALCA]
SMART IV oligonuclectide: 5-AAGCAGTGGTATCS
AAGCAGTGGTATCAACGCAGAGT-Z Library pref
and four separate size ranges were fractionated: [
extracted from the gel and SMRTbell libraries were

|r|:|-:r'i+-|r Rinerinnrne'ﬂ' Thﬂ I"r'lhulﬁ MASTE I"IE':IHE-I'" IIEiI‘ln’

Help

Send to:
Related information

Y

. T T OTT TUIUL TS, AT
SMRTbell templates with cDMA inserts were purified. The sequencing primer and then the polymerase were then
sequentially annealed to the SMRTbell templates using the DNA Polymerase Binding kit (Pacific Biosciences). The
MagBead loading kit was used to load annealed templates onto a Pacific Biosciences RS |l sequencer, and
sequencing was performed for each template library using the DNA Sequencing kit (Pacific Biosciences).
Sequences containing both 5 and 3" adapters were identified, and the adapters and poly-A/T sequences were
trimmed. The resulting sub-reads were then mapped using GMAP (21) (2012-07-20 release, default settings) fo
the galGald genome assembly (11) .
Submitted by: Gladstone Institute
Study summary: SRP038597 - Long-read sequencing of chicken transcripts and identification of new transcript
isoforms. - PRINA233268 - All experiments - Run Selector (more. )

Sample: SAMND2650959 + Model organism or animal sample for Gallus gallus (more )
Library: PacBio embryonic chicken heart cONA (more

€]

Iminre
L

Platform: PacBio SMRT™ (more. )
Spot descriptor:

] forward

Total: 1 run, 1.3M spots, 2G bases, 486.4Mb @ P
# # of Spots
1. SRR1177086 1,849,778

# of Bases Published
26 436.4Mb 2014-02-26

Run Size

ID: 65595
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0 e ID
= NCB| Sitemap Alldatabases @ Search ID
Il Sequence Read Archive PRJ
Trce Assemy (RN
Studies Samples Analyses JATLE=1GUEEIE Run Selector  Provisional SRA L
Chicken embryonic heart transcriptome sequencing You can see theorlgllanID
e — (SRP038897) here, but click PRINA23926
Run Spots Bases Size GC content  Published Access Type
SRR1177086  1.8M 20Gbp 5100M 481% 2014-02-26  public
Quality graph (bigger)
This run has 1 read per spot:
L=1075, 0=685.6, 100%
& Legend
Experiment Library
SRX475467  Name Platform Strategy Source Selection Layout
PacBio embryonic chicken PacBio
BLAST
A SR OTHER TRANSCRIPTOMIC cDNA  SINGLE
Show design
Biosample SILpE Organism Links
Description
SAMNO2650959 Gallus * Model organism or animal sample for Gallus
(SR5561227) gallus gallus
* PRJNA239269 [Gallus gallus]
Bi’ SRA Study Title
PRINA239269 SRP038897 !_[:-ng-rear_l sequencing of chicken transcripts and identification of new transcript
isoforms.
Show abstract 8




PRJ ID

[ — — — . .
<3 NCBI  Resources ¥ How To ¥ Experienceis the best teacher!
BioProject |BioProject || sea.ch
Advanced Help
Display Settings:
Gallus gallus (chicken) Accession: PRINA239269  1D- 239269 RinSampé
Long-read sequencing of chicken transcripts and identification of new transcript isoforms. in PMC
The chicken has long served as an important model organism in many fields, and See Genome
continues to aid our understanding of animal development. More... Information for
Gallus gallus
i : ' [ .
Project Type: Transcriptome or Gene expression + SRA Data Details
Attributes: Scope: Multisolate; Matenial: Transcriptome; Capturg
] . Parameter Value
type: Sequencing
Relevance: Model Organism Data volume, Gbases 2
Data volume, Moytes 10
Project Data:
Publications:
Number _ : . . . : :
Resource Name of Links 1. Thomas 5 et al, "Long-read sequencing of chicken transcripts and identification of new transcript
isoforms.”, PLoS One, 2014 Apr 15;5(4).e34550
SEQUENCE DATA
SRA Experiments Lineage: Eukaryots, Metazoa; Chordata; Cramiata; Vertebrata, Euteleostomi; Archelosaura, Archosauria;
o P R Dinosauria; Saunschia; Theropoda; Coelurasauria, Aves, Neognathae; Galloanserae; Galliformes; Phasianidae;
PUBLICATIONS Phasianinae, Gallus; Gallus gallus [Taxonomy 10: 9031]
PubMed
Grants:
PMC _ _ )
OTHER DATASETS "Bench to Bassinet Program™ (Grant 1D U01-HLOS81588, National Heart Lung and BLood Institute)
e LA Ao b
BioSamol Submission.
10=ample Registration date: 24-Feb-2014
Gladstone Institutes
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SAMN

Gallusgallus
RNA seq SRS

ID The SAMNO02650959

indicates the sample ID fochiken(of heart).
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