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RNA Sub-cellular Localization by Paired-end diTag Sequencing from ENCODE/GIS
  (All Expression tracks)


Maximum display mode: hide
dense
squish
pack
full


  
  Reset to defaults

    Subtracks⇓  Description⇓ 



Select views (Help):
	Clusters ▾	hide
dense
squish
pack
full


      	Plus Raw Signal ▾	hide
dense
squish
pack
full


      	Minus Raw Signal ▾	hide
dense
squish
pack
full


      	Alignments ▾	hide
dense
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full


      

	 	






	 	 		Plus Raw Signal Configuration
	Type of graph:	points
bar


	Graph configuration help
	Track height:	
pixels (range: 16 to 100)
	Data view scaling:	use vertical viewing range setting
auto-scale to data view
group auto-scale


Always include zero: OFF
ON



	Vertical viewing range:	 min: 
	max: 
 (range: 0.005 to 25183)
	Transform function:	Transform data points by: NONE
LOG (ln(1+x))



	Windowing function:	mean+whiskers
maximum
mean
minimum
sum


	Smoothing window:	OFF
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16


 pixels
	Negate values:	

	Draw y indicator lines:	at y = 0.0:ON
OFF


   at y =
OFF
ON









	 	 	 		Minus Raw Signal Configuration
	Type of graph:	points
bar


	Graph configuration help
	Track height:	
pixels (range: 16 to 100)
	Data view scaling:	use vertical viewing range setting
auto-scale to data view
group auto-scale


Always include zero: OFF
ON



	Vertical viewing range:	 min: 
	max: 
 (range: 0.005 to 25183)
	Transform function:	Transform data points by: NONE
LOG (ln(1+x))



	Windowing function:	mean+whiskers
maximum
mean
minimum
sum


	Smoothing window:	OFF
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16


 pixels
	Negate values:	

	Draw y indicator lines:	at y = 0.0:ON
OFF


   at y =
OFF
ON









	 	 	 	 		Alignments Configuration
	
	

	Display read names	BAM configuration help
	
	Attempt to join paired end reads by name
	Minimum alignment quality:


Color track by bases:
OFF
item bases
different item bases


Help on base coloring


	Alignment Gap/Insertion Display Options Help on display options
	
	Draw double horizontal lines when both genome and query have an insertion
	
	Draw a vertical purple line for an insertion at the beginning or end of the 
query, orange for insertion in the middle of the query
	
	Draw a vertical green line where query has a polyA tail insertion




Additional coloring modes:

Color by strand (blue for +, red for -)

Use gray for
alignment quality
base qualities
unpaired ends




No additional coloring

Display data as a density graph: 




	Alignments Configuration
	Type of graph:	points
bar


	Graph configuration help
	Track height:	
pixels (range: 11 to 128)
	Data view scaling:	use vertical viewing range setting
auto-scale to data view
group auto-scale


Always include zero: OFF
ON



	Vertical viewing range:	 min: 
	max: 
 (range: 0 to 1000)
	Transform function:	Transform data points by: NONE
LOG (ln(1+x))



	Windowing function:	mean+whiskers
maximum
mean
minimum
sum


	Smoothing window:	OFF
2
3
4
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6
7
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16


 pixels
	Negate values:	

	Draw y indicator lines:	at y = 0.0:ON
OFF


   at y =
OFF
ON


















Select subtracks by localization and cell line:



	 All	Localization	 Whole Cell 	 Cytosol 	 Nucleus 	 Polysome 	 Nucleoplasm 	 Chromatin 	 Nucleolus 
	Cell Line	
	
	
	
	
	
	

	GM12878 (Tier 1) 		
	
				
	H1-hESC (Tier 1) 	
						
	K562 (Tier 1) 		
	
	
	
	
	

	A549 (Tier 2) 	
	
	
				
	HeLa-S3 (Tier 2) 	
	
	
				
	HepG2 (Tier 2) 		
	
				
	HUVEC (Tier 2) 		
	
				
	IMR90 (Tier 2) 	
	
	
				
	MCF-7 (Tier 2) 	
	
	
				
	SK-N-SH (Tier 2) 	
	
	
				
	NHEK 		
	
				
	Prostate 	
						




Select subtracks further by: (select multiple categories and items - help)

	Replicate rank:




All
1st
2nd
Pooled

		Library Prep Method:




All
Clone-free
Clone-based

		RNA Extract:




All
PolyA+
Total RNA

	









	List subtracks: only selected/visible   
all    ()  Top⇑


	 		Cell Line↓1	Localization↓2	Library Prep Method↓3	views↓4	Replicate rank↓5	  Track Name↓6	 	 Restricted Until↓7
	
 	hide

 Configure
	 GM12878	 Cytosol	 Clone-based	 Clusters	 1st	 GM12878 cytosol polyA+ clone-based RNA PET Clusters Rep 1 from ENCODE/GIS 	Principal Investigator on grant:	Gingeras
	Lab producing data:	Ruan - GIS
	Experiment (Assay) type:	RNA-PET
	View - Peaks or Signals:	Clusters
	Cell, tissue or DNA sample:	GM12878
	Cellular compartment:	cytosol
	RNA Extract:	Long PolyA+ RNA
	Paired/Single reads lengths:	2x36
	Replicate number:	1
	Version of data if resubmitted:	V2 - Improved Sequencing
	Assembly originally mapped to:	hg18
	ENCODE Data Freeze:	ENCODE Mar 2012 Freeze
	UCSC Accession:	wgEncodeEH000248
	Date submitted to UCSC:	2011-11-09
	Date resubmitted to UCSC:	2010-03-08
	Date restrictions end:	2012-08-09
	Submission ID:	5098
	GEO sample accession:	GSM830535
	Lab provided identifier:	IHG024
	Cross Lab Bio-Replicate ID:	gen0107C
	Lab specific details:	clone-free
	Sequencing Platform:	Illumina Genome Analyzer II
	tableName:	wgEncodeGisRnaPetGm12878CytosolPapClustersRep1V2
	File Name for downloading:	wgEncodeGisRnaPetGm12878CytosolPapClustersRep1V2.bed.gz


 
	 Data format 	 2012-08-09 
	
 	hide

 Configure
	 GM12878	 Cytosol	 Clone-based	 Minus Raw Signal	 1st	 GM12878 cytosol polyA+ clone-based RNA PET Minus signal Rep 1 from ENCODE/GIS 	Principal Investigator on grant:	Gingeras
	Lab producing data:	Ruan - GIS
	Experiment (Assay) type:	RNA-PET
	View - Peaks or Signals:	Minus Raw signal
	Cell, tissue or DNA sample:	GM12878
	Cellular compartment:	cytosol
	RNA Extract:	Long PolyA+ RNA
	Paired/Single reads lengths:	2x36
	Replicate number:	1
	Version of data if resubmitted:	V2 - Improved Sequencing
	Assembly originally mapped to:	hg18
	ENCODE Data Freeze:	ENCODE Mar 2012 Freeze
	UCSC Accession:	wgEncodeEH000248
	Date submitted to UCSC:	2011-11-09
	Date resubmitted to UCSC:	2010-07-22
	Date restrictions end:	2012-08-09
	Submission ID:	5098
	GEO sample accession:	GSM830535
	Lab provided identifier:	IHG024
	Cross Lab Bio-Replicate ID:	gen0107C
	Lab specific details:	clone-free
	Sequencing Platform:	Illumina Genome Analyzer II
	tableName:	wgEncodeGisRnaPetGm12878CytosolPapMinusRawRep1V2
	File Name for downloading:	wgEncodeGisRnaPetGm12878CytosolPapMinusRawRep1V2.bigWig


 
	 Data format 	 2012-08-09 
	
 	hide

 Configure
	 GM12878	 Cytosol	 Clone-based	 Plus Raw Signal	 1st	 GM12878 cytosol polyA+ clone-based RNA PET Plus signal Rep 1 from ENCODE/GIS 	Principal Investigator on grant:	Gingeras
	Lab producing data:	Ruan - GIS
	Experiment (Assay) type:	RNA-PET
	View - Peaks or Signals:	Plus Raw signal
	Cell, tissue or DNA sample:	GM12878
	Cellular compartment:	cytosol
	RNA Extract:	Long PolyA+ RNA
	Paired/Single reads lengths:	2x36
	Replicate number:	1
	Version of data if resubmitted:	V2 - Improved Sequencing
	Assembly originally mapped to:	hg18
	ENCODE Data Freeze:	ENCODE Mar 2012 Freeze
	UCSC Accession:	wgEncodeEH000248
	Date submitted to UCSC:	2011-11-09
	Date resubmitted to UCSC:	2010-07-22
	Date restrictions end:	2012-08-09
	Submission ID:	5098
	GEO sample accession:	GSM830535
	Lab provided identifier:	IHG024
	Cross Lab Bio-Replicate ID:	gen0107C
	Lab specific details:	clone-free
	Sequencing Platform:	Illumina Genome Analyzer II
	tableName:	wgEncodeGisRnaPetGm12878CytosolPapPlusRawRep1V2
	File Name for downloading:	wgEncodeGisRnaPetGm12878CytosolPapPlusRawRep1V2.bigWig


 
	 Data format 	 2012-08-09 
	
 	hide

 Configure
	 GM12878	 Cytosol	 Clone-based	 Alignments	 1st	 GM12878 cytosol polyA+ clone-based RNA PET Alignments Rep 1 from ENCODE/GIS 	Principal Investigator on grant:	Gingeras
	Lab producing data:	Ruan - GIS
	Experiment (Assay) type:	RNA-PET
	View - Peaks or Signals:	Alignments
	Cell, tissue or DNA sample:	GM12878
	Cellular compartment:	cytosol
	RNA Extract:	Long PolyA+ RNA
	Paired/Single reads lengths:	2x36
	Replicate number:	1
	Version of data if resubmitted:	V2 - Improved Sequencing
	Assembly originally mapped to:	hg18
	ENCODE Data Freeze:	ENCODE Mar 2012 Freeze
	UCSC Accession:	wgEncodeEH000248
	Date submitted to UCSC:	2011-11-09
	Date resubmitted to UCSC:	2010-07-22
	Date restrictions end:	2012-08-09
	Submission ID:	5098
	Lab provided identifier:	IHG024
	Cross Lab Bio-Replicate ID:	gen0107C
	Lab specific details:	clone-free
	Sequencing Platform:	Illumina Genome Analyzer II
	tableName:	wgEncodeGisRnaPetGm12878CytosolPapAlnRep1V2
	File Name for downloading:	wgEncodeGisRnaPetGm12878CytosolPapAlnRep1V2.bam,wgEncodeGisRnaPetGm12878CytosolPapAlnRep1V2.bam.bai


 
	 Data format 	 2012-08-09 
	
 	hide

 Configure
	 GM12878	 Nucleus	 Clone-free	 Clusters	 1st	 GM12878 nucleus polyA+ clone-free RNA PET Clusters Rep 1 from ENCODE/GIS 	Principal Investigator on grant:	Gingeras
	Lab producing data:	Ruan - GIS
	Experiment (Assay) type:	RNA-PET
	View - Peaks or Signals:	Clusters
	Cell, tissue or DNA sample:	GM12878
	Cellular compartment:	nucleus
	RNA Extract:	Long PolyA+ RNA
	Paired/Single reads lengths:	2x36
	Replicate number:	1
	Assembly originally mapped to:	hg18
	ENCODE Data Freeze:	ENCODE Jan 2011 Freeze
	UCSC Accession:	wgEncodeEH000249
	Date submitted to UCSC:	2009-11-13
	Date resubmitted to UCSC:	2010-03-08
	Date restrictions end:	2010-08-13
	Submission ID:	1980
	GEO sample accession:	GSM830534
	Lab provided identifier:	DHG002
	Cross Lab Bio-Replicate ID:	gen0111N
	Lab specific details:	clone-based
	Sequencing Platform:	Illumina Genome Analyzer II
	tableName:	wgEncodeGisRnaPetGm12878NucleusPapClustersRep1
	File Name for downloading:	wgEncodeGisRnaPetGm12878NucleusPapClustersRep1.bed.gz


 
	 Data format 	 2010-08-13 
	
 	hide

 Configure
	 GM12878	 Nucleus	 Clone-free	 Minus Raw Signal	 1st	 GM12878 nucleus polyA+ clone-free RNA PET Minus signal Rep 1 from ENCODE/GIS 	Principal Investigator on grant:	Gingeras
	Lab producing data:	Ruan - GIS
	Experiment (Assay) type:	RNA-PET
	View - Peaks or Signals:	Minus Raw signal
	Cell, tissue or DNA sample:	GM12878
	Cellular compartment:	nucleus
	RNA Extract:	Long PolyA+ RNA
	Paired/Single reads lengths:	2x36
	Replicate number:	1
	Assembly originally mapped to:	hg18
	ENCODE Data Freeze:	ENCODE Jan 2011 Freeze
	UCSC Accession:	wgEncodeEH000249
	Date submitted to UCSC:	2009-11-13
	Date resubmitted to UCSC:	2010-07-22
	Date restrictions end:	2010-08-13
	Submission ID:	1980
	GEO sample accession:	GSM830534
	Lab provided identifier:	DHG002
	Cross Lab Bio-Replicate ID:	gen0111N
	Lab specific details:	clone-based
	Sequencing Platform:	Illumina Genome Analyzer II
	tableName:	wgEncodeGisRnaPetGm12878NucleusPapMinusRawSigRep1
	File Name for downloading:	wgEncodeGisRnaPetGm12878NucleusPapMinusRawSigRep1.bigWig


 
	 Data format 	 2010-08-13 
	
 	hide

 Configure
	 GM12878	 Nucleus	 Clone-free	 Plus Raw Signal	 1st	 GM12878 nucleus polyA+ clone-free RNA PET Plus signal Rep 1 from ENCODE/GIS 	Principal Investigator on grant:	Gingeras
	Lab producing data:	Ruan - GIS
	Experiment (Assay) type:	RNA-PET
	View - Peaks or Signals:	Plus Raw signal
	Cell, tissue or DNA sample:	GM12878
	Cellular compartment:	nucleus
	RNA Extract:	Long PolyA+ RNA
	Paired/Single reads lengths:	2x36
	Replicate number:	1
	Assembly originally mapped to:	hg18
	ENCODE Data Freeze:	ENCODE Jan 2011 Freeze
	UCSC Accession:	wgEncodeEH000249
	Date submitted to UCSC:	2009-11-13
	Date resubmitted to UCSC:	2010-07-22
	Date restrictions end:	2010-08-13
	Submission ID:	1980
	GEO sample accession:	GSM830534
	Lab provided identifier:	DHG002
	Cross Lab Bio-Replicate ID:	gen0111N
	Lab specific details:	clone-based
	Sequencing Platform:	Illumina Genome Analyzer II
	tableName:	wgEncodeGisRnaPetGm12878NucleusPapPlusRawSigRep1
	File Name for downloading:	wgEncodeGisRnaPetGm12878NucleusPapPlusRawSigRep1.bigWig


 
	 Data format 	 2010-08-13 
	
 	hide

 Configure
	 GM12878	 Nucleus	 Clone-free	 Alignments	 1st	 GM12878 nucleus polyA+ clone-free RNA PET Alignments Rep 1 from ENCODE/GIS 	Principal Investigator on grant:	Gingeras
	Lab producing data:	Ruan - GIS
	Experiment (Assay) type:	RNA-PET
	View - Peaks or Signals:	Alignments
	Cell, tissue or DNA sample:	GM12878
	Cellular compartment:	nucleus
	RNA Extract:	Long PolyA+ RNA
	Paired/Single reads lengths:	2x36
	Replicate number:	1
	Assembly originally mapped to:	hg18
	ENCODE Data Freeze:	ENCODE Jan 2011 Freeze
	UCSC Accession:	wgEncodeEH000249
	Date submitted to UCSC:	2009-11-13
	Date resubmitted to UCSC:	2010-07-22
	Date restrictions end:	2010-08-13
	Submission ID:	1980
	Lab provided identifier:	DHG002
	Cross Lab Bio-Replicate ID:	gen0111N
	Lab specific details:	clone-based
	Sequencing Platform:	Illumina Genome Analyzer II
	tableName:	wgEncodeGisRnaPetGm12878NucleusPapAlnRep1
	File Name for downloading:	wgEncodeGisRnaPetGm12878NucleusPapAlnRep1.bam,wgEncodeGisRnaPetGm12878NucleusPapAlnRep1.bam.bai


 
	 Data format 	 2010-08-13 
	
 	hide

 Configure
	 H1-hESC	 Whole Cell	 Clone-free	 Clusters	 1st	 H1-hESC whole cell polyA+ clone-free RNA PET Clusters Rep 1 from ENCODE/GIS 	Principal Investigator on grant:	Gingeras
	Lab producing data:	Ruan - GIS
	Experiment (Assay) type:	RNA-PET
	View - Peaks or Signals:	Clusters
	Cell, tissue or DNA sample:	H1-hESC
	Cellular compartment:	cell
	RNA Extract:	Long PolyA+ RNA
	Paired/Single reads lengths:	2x36
	Replicate number:	1
	Assembly originally mapped to:	hg18
	ENCODE Data Freeze:	ENCODE Mar 2012 Freeze
	UCSC Accession:	wgEncodeEH000250
	Date submitted to UCSC:	2009-11-13
	Date resubmitted to UCSC:	2011-05-05
	Date restrictions end:	2010-08-13
	Submission ID:	4032
	GEO sample accession:	GSM830532
	Lab provided identifier:	IHE001
	Cross Lab Bio-Replicate ID:	gen0114WC
	Lab specific details:	clone-free
	Sequencing Platform:	Illumina Genome Analyzer IIx
	tableName:	wgEncodeGisRnaPetH1hescCellPapClustersRep1
	File Name for downloading:	wgEncodeGisRnaPetH1hescCellPapClustersRep1.bed.gz


 
	 Data format 	 2010-08-13 
	
 	hide

 Configure
	 H1-hESC	 Whole Cell	 Clone-free	 Minus Raw Signal	 1st	 H1-hESC whole cell polyA+ clone-free RNA PET Minus Signal Rep 1 from ENCODE/GIS 	Principal Investigator on grant:	Gingeras
	Lab producing data:	Ruan - GIS
	Experiment (Assay) type:	RNA-PET
	View - Peaks or Signals:	Minus Raw signal
	Cell, tissue or DNA sample:	H1-hESC
	Cellular compartment:	cell
	RNA Extract:	Long PolyA+ RNA
	Paired/Single reads lengths:	2x36
	Replicate number:	1
	Assembly originally mapped to:	hg18
	ENCODE Data Freeze:	ENCODE Mar 2012 Freeze
	UCSC Accession:	wgEncodeEH000250
	Date submitted to UCSC:	2009-11-13
	Date resubmitted to UCSC:	2011-05-05
	Date restrictions end:	2010-08-13
	Submission ID:	4032
	GEO sample accession:	GSM830532
	Lab provided identifier:	IHE001
	Cross Lab Bio-Replicate ID:	gen0114WC
	Lab specific details:	clone-free
	Sequencing Platform:	Illumina Genome Analyzer IIx
	tableName:	wgEncodeGisRnaPetH1hescCellPapMinusRawRep1
	File Name for downloading:	wgEncodeGisRnaPetH1hescCellPapMinusRawRep1.bigWig


 
	 Data format 	 2010-08-13 
	
 	hide

 Configure
	 H1-hESC	 Whole Cell	 Clone-free	 Plus Raw Signal	 1st	 H1-hESC whole cell polyA+ clone-free RNA PET Plus Signal Rep 1 from ENCODE/GIS 	Principal Investigator on grant:	Gingeras
	Lab producing data:	Ruan - GIS
	Experiment (Assay) type:	RNA-PET
	View - Peaks or Signals:	Plus Raw signal
	Cell, tissue or DNA sample:	H1-hESC
	Cellular compartment:	cell
	RNA Extract:	Long PolyA+ RNA
	Paired/Single reads lengths:	2x36
	Replicate number:	1
	Assembly originally mapped to:	hg18
	ENCODE Data Freeze:	ENCODE Mar 2012 Freeze
	UCSC Accession:	wgEncodeEH000250
	Date submitted to UCSC:	2009-11-13
	Date resubmitted to UCSC:	2011-05-05
	Date restrictions end:	2010-08-13
	Submission ID:	4032
	GEO sample accession:	GSM830532
	Lab provided identifier:	IHE001
	Cross Lab Bio-Replicate ID:	gen0114WC
	Lab specific details:	clone-free
	Sequencing Platform:	Illumina Genome Analyzer IIx
	tableName:	wgEncodeGisRnaPetH1hescCellPapPlusRawRep1
	File Name for downloading:	wgEncodeGisRnaPetH1hescCellPapPlusRawRep1.bigWig


 
	 Data format 	 2010-08-13 
	
 	hide

 Configure
	 H1-hESC	 Whole Cell	 Clone-free	 Alignments	 1st	 H1-hESC whole cell polyA+ clone-free RNA PET Alignments Rep 1 from ENCODE/GIS 	Principal Investigator on grant:	Gingeras
	Lab producing data:	Ruan - GIS
	Experiment (Assay) type:	RNA-PET
	View - Peaks or Signals:	Alignments
	Cell, tissue or DNA sample:	H1-hESC
	Cellular compartment:	cell
	RNA Extract:	Long PolyA+ RNA
	Paired/Single reads lengths:	2x36
	Replicate number:	1
	Assembly originally mapped to:	hg18
	ENCODE Data Freeze:	ENCODE Mar 2012 Freeze
	UCSC Accession:	wgEncodeEH000250
	Date submitted to UCSC:	2009-11-13
	Date resubmitted to UCSC:	2011-05-05
	Date restrictions end:	2010-08-13
	Submission ID:	4032
	Lab provided identifier:	IHE001
	Cross Lab Bio-Replicate ID:	gen0114WC
	Lab specific details:	clone-free
	Sequencing Platform:	Illumina Genome Analyzer IIx
	tableName:	wgEncodeGisRnaPetH1hescCellPapAlnRep1
	File Name for downloading:	wgEncodeGisRnaPetH1hescCellPapAlnRep1.bam,wgEncodeGisRnaPetH1hescCellPapAlnRep1.bam.bai


 
	 Data format 	 2010-08-13 
	
 	hide

 Configure
	 K562	 Chromatin	 Clone-based	 Clusters	 1st	 K562 chromatin total clone-based RNA PET Clusters Rep 1 from ENCODE/GIS 	Principal Investigator on grant:	Gingeras
	Lab producing data:	Ruan - GIS
	Experiment (Assay) type:	RNA-PET
	View - Peaks or Signals:	Clusters
	Cell, tissue or DNA sample:	K562
	Cellular compartment:	chromatin
	RNA Extract:	Total RNA
	Paired/Single reads lengths:	2x36
	Replicate number:	1
	Assembly originally mapped to:	hg18
	ENCODE Data Freeze:	ENCODE Jan 2011 Freeze
	UCSC Accession:	wgEncodeEH000254
	Date submitted to UCSC:	2009-11-13
	Date resubmitted to UCSC:	2010-03-08
	Date restrictions end:	2010-08-13
	Submission ID:	1986
	GEO sample accession:	GSM830536
	Lab provided identifier:	PHK001
	Cross Lab Bio-Replicate ID:	gen0135CH
	Lab specific details:	clone-based
	Sequencing Platform:	Illumina Genome Analyzer II
	tableName:	wgEncodeGisRnaPetK562ChromatinTotalClustersRep1
	File Name for downloading:	wgEncodeGisRnaPetK562ChromatinTotalClustersRep1.bed.gz


 
	 Data format 	 2010-08-13 
	
 	hide

 Configure
	 K562	 Chromatin	 Clone-based	 Minus Raw Signal	 1st	 K562 chromatin total clone-based RNA PET Minus signal Rep 1 from ENCODE/GIS 	Principal Investigator on grant:	Gingeras
	Lab producing data:	Ruan - GIS
	Experiment (Assay) type:	RNA-PET
	View - Peaks or Signals:	Minus Raw signal
	Cell, tissue or DNA sample:	K562
	Cellular compartment:	chromatin
	RNA Extract:	Total RNA
	Paired/Single reads lengths:	2x36
	Replicate number:	1
	Assembly originally mapped to:	hg18
	ENCODE Data Freeze:	ENCODE Jan 2011 Freeze
	UCSC Accession:	wgEncodeEH000254
	Date submitted to UCSC:	2009-11-13
	Date resubmitted to UCSC:	2010-08-18
	Date restrictions end:	2010-08-13
	Submission ID:	1986
	GEO sample accession:	GSM830536
	Lab provided identifier:	PHK001
	Cross Lab Bio-Replicate ID:	gen0135CH
	Lab specific details:	clone-based
	Sequencing Platform:	Illumina Genome Analyzer II
	tableName:	wgEncodeGisRnaPetK562ChromatinTotalMinusRawSigRep1
	File Name for downloading:	wgEncodeGisRnaPetK562ChromatinTotalMinusRawSigRep1.bigWig


 
	 Data format 	 2010-08-13 
	
 	hide

 Configure
	 K562	 Chromatin	 Clone-based	 Plus Raw Signal	 1st	 K562 chromatin total clone-based RNA PET Plus signal Rep 1 from ENCODE/GIS 	Principal Investigator on grant:	Gingeras
	Lab producing data:	Ruan - GIS
	Experiment (Assay) type:	RNA-PET
	View - Peaks or Signals:	Plus Raw signal
	Cell, tissue or DNA sample:	K562
	Cellular compartment:	chromatin
	RNA Extract:	Total RNA
	Paired/Single reads lengths:	2x36
	Replicate number:	1
	Assembly originally mapped to:	hg18
	ENCODE Data Freeze:	ENCODE Jan 2011 Freeze
	UCSC Accession:	wgEncodeEH000254
	Date submitted to UCSC:	2009-11-13
	Date resubmitted to UCSC:	2010-08-18
	Date restrictions end:	2010-08-13
	Submission ID:	1986
	GEO sample accession:	GSM830536
	Lab provided identifier:	PHK001
	Cross Lab Bio-Replicate ID:	gen0135CH
	Lab specific details:	clone-based
	Sequencing Platform:	Illumina Genome Analyzer II
	tableName:	wgEncodeGisRnaPetK562ChromatinTotalPlusRawSigRep1
	File Name for downloading:	wgEncodeGisRnaPetK562ChromatinTotalPlusRawSigRep1.bigWig


 
	 Data format 	 2010-08-13 
	
 	hide

 Configure
	 K562	 Chromatin	 Clone-based	 Alignments	 1st	 K562 chromatin total clone-based RNA PET Alignments Rep 1 from ENCODE/GIS 	Principal Investigator on grant:	Gingeras
	Lab producing data:	Ruan - GIS
	Experiment (Assay) type:	RNA-PET
	View - Peaks or Signals:	Alignments
	Cell, tissue or DNA sample:	K562
	Cellular compartment:	chromatin
	RNA Extract:	Total RNA
	Paired/Single reads lengths:	2x36
	Replicate number:	1
	Assembly originally mapped to:	hg18
	ENCODE Data Freeze:	ENCODE Jan 2011 Freeze
	UCSC Accession:	wgEncodeEH000254
	Date submitted to UCSC:	2009-11-13
	Date resubmitted to UCSC:	2010-08-18
	Date restrictions end:	2010-08-13
	Submission ID:	1986
	Lab provided identifier:	PHK001
	Cross Lab Bio-Replicate ID:	gen0135CH
	Lab specific details:	clone-based
	Sequencing Platform:	Illumina Genome Analyzer II
	tableName:	wgEncodeGisRnaPetK562ChromatinTotalAlnRep1
	File Name for downloading:	wgEncodeGisRnaPetK562ChromatinTotalAlnRep1.bam,wgEncodeGisRnaPetK562ChromatinTotalAlnRep1.bam.bai


 
	 Data format 	 2010-08-13 
	
 	hide

 Configure
	 K562	 Cytosol	 Clone-free	 Clusters	 1st	 K562 cytosol polyA+ clone-free RNA PET Clusters Rep 1 from ENCODE/GIS 	Principal Investigator on grant:	Gingeras
	Lab producing data:	Ruan - GIS
	Experiment (Assay) type:	RNA-PET
	View - Peaks or Signals:	Clusters
	Cell, tissue or DNA sample:	K562
	Cellular compartment:	cytosol
	RNA Extract:	Long PolyA+ RNA
	Paired/Single reads lengths:	2x36
	Replicate number:	1
	Assembly originally mapped to:	hg18
	ENCODE Data Freeze:	ENCODE Mar 2012 Freeze
	UCSC Accession:	wgEncodeEH000255
	Date submitted to UCSC:	2009-11-13
	Date resubmitted to UCSC:	2011-05-05
	Date restrictions end:	2010-08-13
	Submission ID:	4616
	GEO sample accession:	GSM830537
	Lab provided identifier:	IHK009010015
	Cross Lab Bio-Replicate ID:	gen0138C
	Lab specific details:	clone-free
	Sequencing Platform:	Illumina Genome Analyzer IIx
	tableName:	wgEncodeGisRnaPetK562CytosolPapClustersRep1
	File Name for downloading:	wgEncodeGisRnaPetK562CytosolPapClustersRep1.bed.gz


 
	 Data format 	 2010-08-13 
	
 	hide

 Configure
	 K562	 Cytosol	 Clone-free	 Minus Raw Signal	 1st	 K562 cytosol polyA+ clone-free RNA PET Minus Signal Rep 1 from ENCODE/GIS 	Principal Investigator on grant:	Gingeras
	Lab producing data:	Ruan - GIS
	Experiment (Assay) type:	RNA-PET
	View - Peaks or Signals:	Minus Raw signal
	Cell, tissue or DNA sample:	K562
	Cellular compartment:	cytosol
	RNA Extract:	Long PolyA+ RNA
	Paired/Single reads lengths:	2x36
	Replicate number:	1
	Assembly originally mapped to:	hg18
	ENCODE Data Freeze:	ENCODE Mar 2012 Freeze
	UCSC Accession:	wgEncodeEH000255
	Date submitted to UCSC:	2009-11-13
	Date resubmitted to UCSC:	2011-05-05
	Date restrictions end:	2010-08-13
	Submission ID:	4616
	GEO sample accession:	GSM830537
	Lab provided identifier:	IHK009010015
	Cross Lab Bio-Replicate ID:	gen0138C
	Lab specific details:	clone-free
	Sequencing Platform:	Illumina Genome Analyzer IIx
	tableName:	wgEncodeGisRnaPetK562CytosolPapMinusRawRep1
	File Name for downloading:	wgEncodeGisRnaPetK562CytosolPapMinusRawRep1.bigWig


 
	 Data format 	 2010-08-13 
	
 	hide

 Configure
	 K562	 Cytosol	 Clone-free	 Plus Raw Signal	 1st	 K562 cytosol polyA+ clone-free RNA PET Plus Signal Rep 1 from ENCODE/GIS 	Principal Investigator on grant:	Gingeras
	Lab producing data:	Ruan - GIS
	Experiment (Assay) type:	RNA-PET
	View - Peaks or Signals:	Plus Raw signal
	Cell, tissue or DNA sample:	K562
	Cellular compartment:	cytosol
	RNA Extract:	Long PolyA+ RNA
	Paired/Single reads lengths:	2x36
	Replicate number:	1
	Assembly originally mapped to:	hg18
	ENCODE Data Freeze:	ENCODE Mar 2012 Freeze
	UCSC Accession:	wgEncodeEH000255
	Date submitted to UCSC:	2009-11-13
	Date resubmitted to UCSC:	2011-05-05
	Date restrictions end:	2010-08-13
	Submission ID:	4616
	GEO sample accession:	GSM830537
	Lab provided identifier:	IHK009010015
	Cross Lab Bio-Replicate ID:	gen0138C
	Lab specific details:	clone-free
	Sequencing Platform:	Illumina Genome Analyzer IIx
	tableName:	wgEncodeGisRnaPetK562CytosolPapPlusRawRep1
	File Name for downloading:	wgEncodeGisRnaPetK562CytosolPapPlusRawRep1.bigWig


 
	 Data format 	 2010-08-13 
	
 	hide

 Configure
	 K562	 Cytosol	 Clone-free	 Alignments	 1st	 K562 cytosol polyA+ clone-free RNA PET Alignments Rep 1 from ENCODE/GIS 	Principal Investigator on grant:	Gingeras
	Lab producing data:	Ruan - GIS
	Experiment (Assay) type:	RNA-PET
	View - Peaks or Signals:	Alignments
	Cell, tissue or DNA sample:	K562
	Cellular compartment:	cytosol
	RNA Extract:	Long PolyA+ RNA
	Paired/Single reads lengths:	2x36
	Replicate number:	1
	Assembly originally mapped to:	hg18
	ENCODE Data Freeze:	ENCODE Mar 2012 Freeze
	UCSC Accession:	wgEncodeEH000255
	Date submitted to UCSC:	2009-11-13
	Date resubmitted to UCSC:	2011-05-05
	Date restrictions end:	2010-08-13
	Submission ID:	4616
	Lab provided identifier:	IHK009010015
	Cross Lab Bio-Replicate ID:	gen0138C
	Lab specific details:	clone-free
	Sequencing Platform:	Illumina Genome Analyzer IIx
	tableName:	wgEncodeGisRnaPetK562CytosolPapAlnRep1
	File Name for downloading:	wgEncodeGisRnaPetK562CytosolPapAlnRep1.bam,wgEncodeGisRnaPetK562CytosolPapAlnRep1.bam.bai


 
	 Data format 	 2010-08-13 
	
 	hide

 Configure
	 K562	 Nucleolus	 Clone-based	 Clusters	 1st	 K562 nucleolus total clone-based RNA PET Clusters Rep 1 from ENCODE/GIS 	Principal Investigator on grant:	Gingeras
	Lab producing data:	Ruan - GIS
	Experiment (Assay) type:	RNA-PET
	View - Peaks or Signals:	Clusters
	Cell, tissue or DNA sample:	K562
	Cellular compartment:	nucleolus
	RNA Extract:	Total RNA
	Paired/Single reads lengths:	2x36
	Replicate number:	1
	Assembly originally mapped to:	hg18
	ENCODE Data Freeze:	ENCODE Jan 2011 Freeze
	UCSC Accession:	wgEncodeEH000256
	Date submitted to UCSC:	2009-11-13
	Date resubmitted to UCSC:	2010-03-08
	Date restrictions end:	2010-08-13
	Submission ID:	1988
	GEO sample accession:	GSM830521
	Lab provided identifier:	DHK008
	Cross Lab Bio-Replicate ID:	gen0145NL
	Lab specific details:	clone-based
	Sequencing Platform:	Illumina Genome Analyzer II
	tableName:	wgEncodeGisRnaPetK562NucleolusTotalClustersRep1
	File Name for downloading:	wgEncodeGisRnaPetK562NucleolusTotalClustersRep1.bed.gz


 
	 Data format 	 2010-08-13 
	
 	hide

 Configure
	 K562	 Nucleolus	 Clone-based	 Minus Raw Signal	 1st	 K562 nucleolus total clone-based RNA PET Minus signal Rep 1 from ENCODE/GIS 	Principal Investigator on grant:	Gingeras
	Lab producing data:	Ruan - GIS
	Experiment (Assay) type:	RNA-PET
	View - Peaks or Signals:	Minus Raw signal
	Cell, tissue or DNA sample:	K562
	Cellular compartment:	nucleolus
	RNA Extract:	Total RNA
	Paired/Single reads lengths:	2x36
	Replicate number:	1
	Assembly originally mapped to:	hg18
	ENCODE Data Freeze:	ENCODE Jan 2011 Freeze
	UCSC Accession:	wgEncodeEH000256
	Date submitted to UCSC:	2009-11-13
	Date resubmitted to UCSC:	2010-08-18
	Date restrictions end:	2010-08-13
	Submission ID:	1988
	GEO sample accession:	GSM830521
	Lab provided identifier:	DHK008
	Cross Lab Bio-Replicate ID:	gen0145NL
	Lab specific details:	clone-based
	Sequencing Platform:	Illumina Genome Analyzer II
	tableName:	wgEncodeGisRnaPetK562NucleolusTotalMinusRawSigRep1
	File Name for downloading:	wgEncodeGisRnaPetK562NucleolusTotalMinusRawSigRep1.bigWig


 
	 Data format 	 2010-08-13 
	
 	hide

 Configure
	 K562	 Nucleolus	 Clone-based	 Plus Raw Signal	 1st	 K562 nucleolus total clone-based RNA PET Plus signal Rep 1 from ENCODE/GIS 	Principal Investigator on grant:	Gingeras
	Lab producing data:	Ruan - GIS
	Experiment (Assay) type:	RNA-PET
	View - Peaks or Signals:	Plus Raw signal
	Cell, tissue or DNA sample:	K562
	Cellular compartment:	nucleolus
	RNA Extract:	Total RNA
	Paired/Single reads lengths:	2x36
	Replicate number:	1
	Assembly originally mapped to:	hg18
	ENCODE Data Freeze:	ENCODE Jan 2011 Freeze
	UCSC Accession:	wgEncodeEH000256
	Date submitted to UCSC:	2009-11-13
	Date resubmitted to UCSC:	2010-08-18
	Date restrictions end:	2010-08-13
	Submission ID:	1988
	GEO sample accession:	GSM830521
	Lab provided identifier:	DHK008
	Cross Lab Bio-Replicate ID:	gen0145NL
	Lab specific details:	clone-based
	Sequencing Platform:	Illumina Genome Analyzer II
	tableName:	wgEncodeGisRnaPetK562NucleolusTotalPlusRawSigRep1
	File Name for downloading:	wgEncodeGisRnaPetK562NucleolusTotalPlusRawSigRep1.bigWig


 
	 Data format 	 2010-08-13 
	
 	hide

 Configure
	 K562	 Nucleolus	 Clone-based	 Alignments	 1st	 K562 nucleolus total clone-based RNA PET Alignments Rep 1 from ENCODE/GIS 	Principal Investigator on grant:	Gingeras
	Lab producing data:	Ruan - GIS
	Experiment (Assay) type:	RNA-PET
	View - Peaks or Signals:	Alignments
	Cell, tissue or DNA sample:	K562
	Cellular compartment:	nucleolus
	RNA Extract:	Total RNA
	Paired/Single reads lengths:	2x36
	Replicate number:	1
	Assembly originally mapped to:	hg18
	ENCODE Data Freeze:	ENCODE Jan 2011 Freeze
	UCSC Accession:	wgEncodeEH000256
	Date submitted to UCSC:	2009-11-13
	Date resubmitted to UCSC:	2010-08-18
	Date restrictions end:	2010-08-13
	Submission ID:	1988
	Lab provided identifier:	DHK008
	Cross Lab Bio-Replicate ID:	gen0145NL
	Lab specific details:	clone-based
	Sequencing Platform:	Illumina Genome Analyzer II
	tableName:	wgEncodeGisRnaPetK562NucleolusTotalAlnRep1
	File Name for downloading:	wgEncodeGisRnaPetK562NucleolusTotalAlnRep1.bam,wgEncodeGisRnaPetK562NucleolusTotalAlnRep1.bam.bai


 
	 Data format 	 2010-08-13 
	
 	hide

 Configure
	 K562	 Nucleoplasm	 Clone-based	 Clusters	 1st	 K562 nucleoplasm total clone-based RNA PET Clusters Rep 1 from ENCODE/GIS 	Principal Investigator on grant:	Gingeras
	Lab producing data:	Ruan - GIS
	Experiment (Assay) type:	RNA-PET
	View - Peaks or Signals:	Clusters
	Cell, tissue or DNA sample:	K562
	Cellular compartment:	nucleoplasm
	RNA Extract:	Total RNA
	Paired/Single reads lengths:	2x36
	Replicate number:	1
	Assembly originally mapped to:	hg18
	ENCODE Data Freeze:	ENCODE Jan 2011 Freeze
	UCSC Accession:	wgEncodeEH000257
	Date submitted to UCSC:	2009-11-13
	Date resubmitted to UCSC:	2010-03-08
	Date restrictions end:	2010-08-13
	Submission ID:	1987
	GEO sample accession:	GSM830524
	Lab provided identifier:	PHK002
	Cross Lab Bio-Replicate ID:	gen0148NP
	Lab specific details:	clone-based
	Sequencing Platform:	Illumina Genome Analyzer II
	tableName:	wgEncodeGisRnaPetK562NucleoplasmTotalClustersRep1
	File Name for downloading:	wgEncodeGisRnaPetK562NucleoplasmTotalClustersRep1.bed.gz


 
	 Data format 	 2010-08-13 
	
 	hide

 Configure
	 K562	 Nucleoplasm	 Clone-based	 Minus Raw Signal	 1st	 K562 nucleoplasm total clone-based RNA PET Minus signal Rep 1 from ENCODE/GIS 	Principal Investigator on grant:	Gingeras
	Lab producing data:	Ruan - GIS
	Experiment (Assay) type:	RNA-PET
	View - Peaks or Signals:	Minus Raw signal
	Cell, tissue or DNA sample:	K562
	Cellular compartment:	nucleoplasm
	RNA Extract:	Total RNA
	Paired/Single reads lengths:	2x36
	Replicate number:	1
	Assembly originally mapped to:	hg18
	ENCODE Data Freeze:	ENCODE Jan 2011 Freeze
	UCSC Accession:	wgEncodeEH000257
	Date submitted to UCSC:	2009-11-13
	Date resubmitted to UCSC:	2010-08-18
	Date restrictions end:	2010-08-13
	Submission ID:	1987
	GEO sample accession:	GSM830524
	Lab provided identifier:	PHK002
	Cross Lab Bio-Replicate ID:	gen0148NP
	Lab specific details:	clone-based
	Sequencing Platform:	Illumina Genome Analyzer II
	tableName:	wgEncodeGisRnaPetK562NucleoplasmTotalMinusRawSigRep1
	File Name for downloading:	wgEncodeGisRnaPetK562NucleoplasmTotalMinusRawSigRep1.bigWig


 
	 Data format 	 2010-08-13 
	
 	hide

 Configure
	 K562	 Nucleoplasm	 Clone-based	 Plus Raw Signal	 1st	 K562 nucleoplasm total clone-based RNA PET Plus signal Rep 1 from ENCODE/GIS 	Principal Investigator on grant:	Gingeras
	Lab producing data:	Ruan - GIS
	Experiment (Assay) type:	RNA-PET
	View - Peaks or Signals:	Plus Raw signal
	Cell, tissue or DNA sample:	K562
	Cellular compartment:	nucleoplasm
	RNA Extract:	Total RNA
	Paired/Single reads lengths:	2x36
	Replicate number:	1
	Assembly originally mapped to:	hg18
	ENCODE Data Freeze:	ENCODE Jan 2011 Freeze
	UCSC Accession:	wgEncodeEH000257
	Date submitted to UCSC:	2009-11-13
	Date resubmitted to UCSC:	2010-08-18
	Date restrictions end:	2010-08-13
	Submission ID:	1987
	GEO sample accession:	GSM830524
	Lab provided identifier:	PHK002
	Cross Lab Bio-Replicate ID:	gen0148NP
	Lab specific details:	clone-based
	Sequencing Platform:	Illumina Genome Analyzer II
	tableName:	wgEncodeGisRnaPetK562NucleoplasmTotalPlusRawSigRep1
	File Name for downloading:	wgEncodeGisRnaPetK562NucleoplasmTotalPlusRawSigRep1.bigWig


 
	 Data format 	 2010-08-13 
	
 	hide

 Configure
	 K562	 Nucleoplasm	 Clone-based	 Alignments	 1st	 K562 nucleoplasm total clone-based RNA PET Alignments Rep 1 from ENCODE/GIS 	Principal Investigator on grant:	Gingeras
	Lab producing data:	Ruan - GIS
	Experiment (Assay) type:	RNA-PET
	View - Peaks or Signals:	Alignments
	Cell, tissue or DNA sample:	K562
	Cellular compartment:	nucleoplasm
	RNA Extract:	Total RNA
	Paired/Single reads lengths:	2x36
	Replicate number:	1
	Assembly originally mapped to:	hg18
	ENCODE Data Freeze:	ENCODE Jan 2011 Freeze
	UCSC Accession:	wgEncodeEH000257
	Date submitted to UCSC:	2009-11-13
	Date resubmitted to UCSC:	2010-08-18
	Date restrictions end:	2010-08-13
	Submission ID:	1987
	Lab provided identifier:	PHK002
	Cross Lab Bio-Replicate ID:	gen0148NP
	Lab specific details:	clone-based
	Sequencing Platform:	Illumina Genome Analyzer II
	tableName:	wgEncodeGisRnaPetK562NucleoplasmTotalAlnRep1
	File Name for downloading:	wgEncodeGisRnaPetK562NucleoplasmTotalAlnRep1.bam,wgEncodeGisRnaPetK562NucleoplasmTotalAlnRep1.bam.bai


 
	 Data format 	 2010-08-13 
	
 	hide

 Configure
	 K562	 Nucleus	 Clone-based	 Clusters	 1st	 K562 nucleus polyA+ clone-based RNA PET Clusters Rep 1 from ENCODE/GIS 	Principal Investigator on grant:	Gingeras
	Lab producing data:	Ruan - GIS
	Experiment (Assay) type:	RNA-PET
	View - Peaks or Signals:	Clusters
	Cell, tissue or DNA sample:	K562
	Cellular compartment:	nucleus
	RNA Extract:	Long PolyA+ RNA
	Paired/Single reads lengths:	2x36
	Replicate number:	1
	Assembly originally mapped to:	hg18
	ENCODE Data Freeze:	ENCODE Jan 2011 Freeze
	UCSC Accession:	wgEncodeEH000258
	Date submitted to UCSC:	2009-11-13
	Date resubmitted to UCSC:	2010-03-08
	Date restrictions end:	2010-08-13
	Submission ID:	1984
	GEO sample accession:	GSM830526
	Lab provided identifier:	DHK006
	Cross Lab Bio-Replicate ID:	gen0150N
	Lab specific details:	clone-based
	Sequencing Platform:	Illumina Genome Analyzer II
	tableName:	wgEncodeGisRnaPetK562NucleusPapClustersRep1
	File Name for downloading:	wgEncodeGisRnaPetK562NucleusPapClustersRep1.bed.gz


 
	 Data format 	 2010-08-13 
	
 	hide

 Configure
	 K562	 Nucleus	 Clone-based	 Minus Raw Signal	 1st	 K562 nucleus polyA+ clone-based RNA PET Minus signal Rep 1 from ENCODE/GIS 	Principal Investigator on grant:	Gingeras
	Lab producing data:	Ruan - GIS
	Experiment (Assay) type:	RNA-PET
	View - Peaks or Signals:	Minus Raw signal
	Cell, tissue or DNA sample:	K562
	Cellular compartment:	nucleus
	RNA Extract:	Long PolyA+ RNA
	Paired/Single reads lengths:	2x36
	Replicate number:	1
	Assembly originally mapped to:	hg18
	ENCODE Data Freeze:	ENCODE Jan 2011 Freeze
	UCSC Accession:	wgEncodeEH000258
	Date submitted to UCSC:	2009-11-13
	Date resubmitted to UCSC:	2010-08-18
	Date restrictions end:	2010-08-13
	Submission ID:	1984
	GEO sample accession:	GSM830526
	Lab provided identifier:	DHK006
	Cross Lab Bio-Replicate ID:	gen0150N
	Lab specific details:	clone-based
	Sequencing Platform:	Illumina Genome Analyzer II
	tableName:	wgEncodeGisRnaPetK562NucleusPapMinusRawSigRep1
	File Name for downloading:	wgEncodeGisRnaPetK562NucleusPapMinusRawSigRep1.bigWig


 
	 Data format 	 2010-08-13 
	
 	hide

 Configure
	 K562	 Nucleus	 Clone-based	 Plus Raw Signal	 1st	 K562 nucleus polyA+ clone-based RNA PET Plus signal Rep 1 from ENCODE/GIS 	Principal Investigator on grant:	Gingeras
	Lab producing data:	Ruan - GIS
	Experiment (Assay) type:	RNA-PET
	View - Peaks or Signals:	Plus Raw signal
	Cell, tissue or DNA sample:	K562
	Cellular compartment:	nucleus
	RNA Extract:	Long PolyA+ RNA
	Paired/Single reads lengths:	2x36
	Replicate number:	1
	Assembly originally mapped to:	hg18
	ENCODE Data Freeze:	ENCODE Jan 2011 Freeze
	UCSC Accession:	wgEncodeEH000258
	Date submitted to UCSC:	2009-11-13
	Date resubmitted to UCSC:	2010-08-18
	Date restrictions end:	2010-08-13
	Submission ID:	1984
	GEO sample accession:	GSM830526
	Lab provided identifier:	DHK006
	Cross Lab Bio-Replicate ID:	gen0150N
	Lab specific details:	clone-based
	Sequencing Platform:	Illumina Genome Analyzer II
	tableName:	wgEncodeGisRnaPetK562NucleusPapPlusRawSigRep1
	File Name for downloading:	wgEncodeGisRnaPetK562NucleusPapPlusRawSigRep1.bigWig


 
	 Data format 	 2010-08-13 
	
 	hide

 Configure
	 K562	 Nucleus	 Clone-based	 Alignments	 1st	 K562 nucleus polyA+ clone-based RNA PET Alignments Rep 1 from ENCODE/GIS 	Principal Investigator on grant:	Gingeras
	Lab producing data:	Ruan - GIS
	Experiment (Assay) type:	RNA-PET
	View - Peaks or Signals:	Alignments
	Cell, tissue or DNA sample:	K562
	Cellular compartment:	nucleus
	RNA Extract:	Long PolyA+ RNA
	Paired/Single reads lengths:	2x36
	Replicate number:	1
	Assembly originally mapped to:	hg18
	ENCODE Data Freeze:	ENCODE Jan 2011 Freeze
	UCSC Accession:	wgEncodeEH000258
	Date submitted to UCSC:	2009-11-13
	Date resubmitted to UCSC:	2010-08-18
	Date restrictions end:	2010-08-13
	Submission ID:	1984
	Lab provided identifier:	DHK006
	Cross Lab Bio-Replicate ID:	gen0150N
	Lab specific details:	clone-based
	Sequencing Platform:	Illumina Genome Analyzer II
	tableName:	wgEncodeGisRnaPetK562NucleusPapAlnRep1
	File Name for downloading:	wgEncodeGisRnaPetK562NucleusPapAlnRep1.bam,wgEncodeGisRnaPetK562NucleusPapAlnRep1.bam.bai


 
	 Data format 	 2010-08-13 
	
 	hide

 Configure
	 K562	 Polysome	 Clone-based	 Clusters	 1st	 K562 polysome polyA+ clone-based RNA PET Clusters Rep 1 from ENCODE/GIS 	Principal Investigator on grant:	Gingeras
	Lab producing data:	Ruan - GIS
	Experiment (Assay) type:	RNA-PET
	View - Peaks or Signals:	Clusters
	Cell, tissue or DNA sample:	K562
	Cellular compartment:	polysome
	RNA Extract:	Long PolyA+ RNA
	Paired/Single reads lengths:	2x36
	Replicate number:	1
	Assembly originally mapped to:	hg18
	ENCODE Data Freeze:	ENCODE Jan 2011 Freeze
	UCSC Accession:	wgEncodeEH000259
	Date submitted to UCSC:	2009-11-13
	Date resubmitted to UCSC:	2010-03-08
	Date restrictions end:	2010-08-13
	Submission ID:	1985
	GEO sample accession:	GSM830527
	Lab provided identifier:	DHK007
	Cross Lab Bio-Replicate ID:	gen0153P
	Lab specific details:	clone-based
	Sequencing Platform:	Illumina Genome Analyzer II
	tableName:	wgEncodeGisRnaPetK562PolysomePapClustersRep1
	File Name for downloading:	wgEncodeGisRnaPetK562PolysomePapClustersRep1.bed.gz


 
	 Data format 	 2010-08-13 
	
 	hide

 Configure
	 K562	 Polysome	 Clone-based	 Minus Raw Signal	 1st	 K562 polysome polyA+ clone-based RNA PET Minus signal Rep 1 from ENCODE/GIS 	Principal Investigator on grant:	Gingeras
	Lab producing data:	Ruan - GIS
	Experiment (Assay) type:	RNA-PET
	View - Peaks or Signals:	Minus Raw signal
	Cell, tissue or DNA sample:	K562
	Cellular compartment:	polysome
	RNA Extract:	Long PolyA+ RNA
	Paired/Single reads lengths:	2x36
	Replicate number:	1
	Assembly originally mapped to:	hg18
	ENCODE Data Freeze:	ENCODE Jan 2011 Freeze
	UCSC Accession:	wgEncodeEH000259
	Date submitted to UCSC:	2009-11-13
	Date resubmitted to UCSC:	2010-07-22
	Date restrictions end:	2010-08-13
	Submission ID:	1985
	GEO sample accession:	GSM830527
	Lab provided identifier:	DHK007
	Cross Lab Bio-Replicate ID:	gen0153P
	Lab specific details:	clone-based
	Sequencing Platform:	Illumina Genome Analyzer II
	tableName:	wgEncodeGisRnaPetK562PolysomePapMinusRawSigRep1
	File Name for downloading:	wgEncodeGisRnaPetK562PolysomePapMinusRawSigRep1.bigWig


 
	 Data format 	 2010-08-13 
	
 	hide

 Configure
	 K562	 Polysome	 Clone-based	 Plus Raw Signal	 1st	 K562 polysome polyA+ clone-based RNA PET Plus signal Rep 1 from ENCODE/GIS 	Principal Investigator on grant:	Gingeras
	Lab producing data:	Ruan - GIS
	Experiment (Assay) type:	RNA-PET
	View - Peaks or Signals:	Plus Raw signal
	Cell, tissue or DNA sample:	K562
	Cellular compartment:	polysome
	RNA Extract:	Long PolyA+ RNA
	Paired/Single reads lengths:	2x36
	Replicate number:	1
	Assembly originally mapped to:	hg18
	ENCODE Data Freeze:	ENCODE Jan 2011 Freeze
	UCSC Accession:	wgEncodeEH000259
	Date submitted to UCSC:	2009-11-13
	Date resubmitted to UCSC:	2010-07-22
	Date restrictions end:	2010-08-13
	Submission ID:	1985
	GEO sample accession:	GSM830527
	Lab provided identifier:	DHK007
	Cross Lab Bio-Replicate ID:	gen0153P
	Lab specific details:	clone-based
	Sequencing Platform:	Illumina Genome Analyzer II
	tableName:	wgEncodeGisRnaPetK562PolysomePapPlusRawSigRep1
	File Name for downloading:	wgEncodeGisRnaPetK562PolysomePapPlusRawSigRep1.bigWig


 
	 Data format 	 2010-08-13 
	
 	hide

 Configure
	 K562	 Polysome	 Clone-based	 Alignments	 1st	 K562 polysome polyA+ clone-based RNA PET Alignments Rep 1 from ENCODE/GIS 	Principal Investigator on grant:	Gingeras
	Lab producing data:	Ruan - GIS
	Experiment (Assay) type:	RNA-PET
	View - Peaks or Signals:	Alignments
	Cell, tissue or DNA sample:	K562
	Cellular compartment:	polysome
	RNA Extract:	Long PolyA+ RNA
	Paired/Single reads lengths:	2x36
	Replicate number:	1
	Assembly originally mapped to:	hg18
	ENCODE Data Freeze:	ENCODE Jan 2011 Freeze
	UCSC Accession:	wgEncodeEH000259
	Date submitted to UCSC:	2009-11-13
	Date resubmitted to UCSC:	2010-07-22
	Date restrictions end:	2010-08-13
	Submission ID:	1985
	Lab provided identifier:	DHK007
	Cross Lab Bio-Replicate ID:	gen0153P
	Lab specific details:	clone-based
	Sequencing Platform:	Illumina Genome Analyzer II
	tableName:	wgEncodeGisRnaPetK562PolysomePapAlnRep1
	File Name for downloading:	wgEncodeGisRnaPetK562PolysomePapAlnRep1.bam,wgEncodeGisRnaPetK562PolysomePapAlnRep1.bam.bai


 
	 Data format 	 2010-08-13 
	
 	hide

 Configure
	 A549	 Whole Cell	 Clone-free	 Clusters	 Pooled	 A549 whole cell polyA+ clone-free RNA PET Clusters Pooled from ENCODE/GIS 	Principal Investigator on grant:	Gingeras
	Lab producing data:	Ruan - GIS
	Experiment (Assay) type:	RNA-PET
	View - Peaks or Signals:	Clusters
	Cell, tissue or DNA sample:	A549
	Cellular compartment:	cell
	RNA Extract:	Long PolyA+ RNA
	Paired/Single reads lengths:	2x36
	ENCODE Data Freeze:	ENCODE Jul 2012 Freeze
	UCSC Accession:	wgEncodeEH002929
	Date submitted to UCSC:	2012-03-27
	Date resubmitted to UCSC:	2012-06-29
	Date restrictions end:	2012-12-27
	Submission ID:	7271
	GEO sample accession:	GSM1006902
	Lab provided identifier:	RHA009,RHA010
	Cross Lab Bio-Replicate ID:	087WC,088WC
	Lab specific details:	clone-free
	Sequencing Platform:	Illumina HiSeq 2000
	tableName:	wgEncodeGisRnaPetA549CellPapClusters
	File Name for downloading:	wgEncodeGisRnaPetA549CellPapClusters.bedCluster.gz


 
	 Data format 	 2012-12-27 
	
 	hide

 Configure
	 A549	 Whole Cell	 Clone-free	 Minus Raw Signal	 1st	 A549 whole cell polyA+ clone-free RNA PET Minus signal Rep 3 from ENCODE/GIS 	Principal Investigator on grant:	Gingeras
	Lab producing data:	Ruan - GIS
	Experiment (Assay) type:	RNA-PET
	View - Peaks or Signals:	Minus Raw signal
	Cell, tissue or DNA sample:	A549
	Cellular compartment:	cell
	RNA Extract:	Long PolyA+ RNA
	Paired/Single reads lengths:	2x36
	Replicate number:	3
	ENCODE Data Freeze:	ENCODE Mar 2012 Freeze
	UCSC Accession:	wgEncodeEH002929
	Date submitted to UCSC:	2012-03-27
	Date restrictions end:	2012-12-27
	Submission ID:	6412
	GEO sample accession:	GSM1006902
	Lab provided identifier:	RHA009
	Cross Lab Bio-Replicate ID:	087WC
	Lab specific details:	clone-free
	Sequencing Platform:	Illumina HiSeq 2000
	tableName:	wgEncodeGisRnaPetA549CellPapMinusRawRep3
	File Name for downloading:	wgEncodeGisRnaPetA549CellPapMinusRawRep3.bigWig


 
	 Data format 	 2012-12-27 
	
 	hide

 Configure
	 A549	 Whole Cell	 Clone-free	 Minus Raw Signal	 2nd	 A549 whole cell polyA+ clone-free RNA PET Minus signal Rep 4 from ENCODE/GIS 	Principal Investigator on grant:	Gingeras
	Lab producing data:	Ruan - GIS
	Experiment (Assay) type:	RNA-PET
	View - Peaks or Signals:	Minus Raw signal
	Cell, tissue or DNA sample:	A549
	Cellular compartment:	cell
	RNA Extract:	Long PolyA+ RNA
	Paired/Single reads lengths:	2x36
	Replicate number:	4
	ENCODE Data Freeze:	ENCODE Mar 2012 Freeze
	UCSC Accession:	wgEncodeEH002929
	Date submitted to UCSC:	2012-03-27
	Date restrictions end:	2012-12-27
	Submission ID:	6414
	GEO sample accession:	GSM1006902
	Lab provided identifier:	RHA010
	Cross Lab Bio-Replicate ID:	088WC
	Lab specific details:	clone-free
	Sequencing Platform:	Illumina HiSeq 2000
	tableName:	wgEncodeGisRnaPetA549CellPapMinusRawRep4
	File Name for downloading:	wgEncodeGisRnaPetA549CellPapMinusRawRep4.bigWig


 
	 Data format 	 2012-12-27 
	
 	hide

 Configure
	 A549	 Whole Cell	 Clone-free	 Plus Raw Signal	 1st	 A549 whole cell polyA+ clone-free RNA PET Plus signal Rep 3 from ENCODE/GIS 	Principal Investigator on grant:	Gingeras
	Lab producing data:	Ruan - GIS
	Experiment (Assay) type:	RNA-PET
	View - Peaks or Signals:	Plus Raw signal
	Cell, tissue or DNA sample:	A549
	Cellular compartment:	cell
	RNA Extract:	Long PolyA+ RNA
	Paired/Single reads lengths:	2x36
	Replicate number:	3
	ENCODE Data Freeze:	ENCODE Mar 2012 Freeze
	UCSC Accession:	wgEncodeEH002929
	Date submitted to UCSC:	2012-03-27
	Date restrictions end:	2012-12-27
	Submission ID:	6412
	GEO sample accession:	GSM1006902
	Lab provided identifier:	RHA009
	Cross Lab Bio-Replicate ID:	087WC
	Lab specific details:	clone-free
	Sequencing Platform:	Illumina HiSeq 2000
	tableName:	wgEncodeGisRnaPetA549CellPapPlusRawRep3
	File Name for downloading:	wgEncodeGisRnaPetA549CellPapPlusRawRep3.bigWig


 
	 Data format 	 2012-12-27 
	
 	hide

 Configure
	 A549	 Whole Cell	 Clone-free	 Plus Raw Signal	 2nd	 A549 whole cell polyA+ clone-free RNA PET Plus signal Rep 4 from ENCODE/GIS 	Principal Investigator on grant:	Gingeras
	Lab producing data:	Ruan - GIS
	Experiment (Assay) type:	RNA-PET
	View - Peaks or Signals:	Plus Raw signal
	Cell, tissue or DNA sample:	A549
	Cellular compartment:	cell
	RNA Extract:	Long PolyA+ RNA
	Paired/Single reads lengths:	2x36
	Replicate number:	4
	ENCODE Data Freeze:	ENCODE Mar 2012 Freeze
	UCSC Accession:	wgEncodeEH002929
	Date submitted to UCSC:	2012-03-27
	Date restrictions end:	2012-12-27
	Submission ID:	6414
	GEO sample accession:	GSM1006902
	Lab provided identifier:	RHA010
	Cross Lab Bio-Replicate ID:	088WC
	Lab specific details:	clone-free
	Sequencing Platform:	Illumina HiSeq 2000
	tableName:	wgEncodeGisRnaPetA549CellPapPlusRawRep4
	File Name for downloading:	wgEncodeGisRnaPetA549CellPapPlusRawRep4.bigWig


 
	 Data format 	 2012-12-27 
	
 	hide

 Configure
	 A549	 Whole Cell	 Clone-free	 Alignments	 1st	 A549 whole cell polyA+ clone-free RNA PET Alignments Rep 3 from ENCODE/GIS 	Principal Investigator on grant:	Gingeras
	Lab producing data:	Ruan - GIS
	Experiment (Assay) type:	RNA-PET
	View - Peaks or Signals:	Alignments
	Cell, tissue or DNA sample:	A549
	Cellular compartment:	cell
	RNA Extract:	Long PolyA+ RNA
	Paired/Single reads lengths:	2x36
	Replicate number:	3
	ENCODE Data Freeze:	ENCODE Mar 2012 Freeze
	UCSC Accession:	wgEncodeEH002929
	Date submitted to UCSC:	2012-03-27
	Date restrictions end:	2012-12-27
	Submission ID:	6412
	Lab provided identifier:	RHA009
	Cross Lab Bio-Replicate ID:	087WC
	Lab specific details:	clone-free
	Sequencing Platform:	Illumina HiSeq 2000
	tableName:	wgEncodeGisRnaPetA549CellPapAlnRep3
	File Name for downloading:	wgEncodeGisRnaPetA549CellPapAlnRep3.bam,wgEncodeGisRnaPetA549CellPapAlnRep3.bam.bai


 
	 Data format 	 2012-12-27 
	
 	hide

 Configure
	 A549	 Whole Cell	 Clone-free	 Alignments	 2nd	 A549 whole cell polyA+ clone-free RNA PET Alignments Rep 4 from ENCODE/GIS 	Principal Investigator on grant:	Gingeras
	Lab producing data:	Ruan - GIS
	Experiment (Assay) type:	RNA-PET
	View - Peaks or Signals:	Alignments
	Cell, tissue or DNA sample:	A549
	Cellular compartment:	cell
	RNA Extract:	Long PolyA+ RNA
	Paired/Single reads lengths:	2x36
	Replicate number:	4
	ENCODE Data Freeze:	ENCODE Mar 2012 Freeze
	UCSC Accession:	wgEncodeEH002929
	Date submitted to UCSC:	2012-03-27
	Date restrictions end:	2012-12-27
	Submission ID:	6414
	Lab provided identifier:	RHA010
	Cross Lab Bio-Replicate ID:	088WC
	Lab specific details:	clone-free
	Sequencing Platform:	Illumina HiSeq 2000
	tableName:	wgEncodeGisRnaPetA549CellPapAlnRep4
	File Name for downloading:	wgEncodeGisRnaPetA549CellPapAlnRep4.bam,wgEncodeGisRnaPetA549CellPapAlnRep4.bam.bai


 
	 Data format 	 2012-12-27 
	
 	hide

 Configure
	 A549	 Cytosol	 Clone-free	 Clusters	 Pooled	 A549 cytosol polyA+ clone-free RNA PET Clusters Pooled from ENCODE/GIS 	Principal Investigator on grant:	Gingeras
	Lab producing data:	Ruan - GIS
	Experiment (Assay) type:	RNA-PET
	View - Peaks or Signals:	Clusters
	Cell, tissue or DNA sample:	A549
	Cellular compartment:	cytosol
	RNA Extract:	Long PolyA+ RNA
	Paired/Single reads lengths:	2x36
	ENCODE Data Freeze:	ENCODE Jul 2012 Freeze
	UCSC Accession:	wgEncodeEH002927
	Date submitted to UCSC:	2012-03-27
	Date resubmitted to UCSC:	2012-06-29
	Date restrictions end:	2012-12-27
	Submission ID:	7274
	GEO sample accession:	GSM1006909
	Lab provided identifier:	RHA011,RHA012
	Cross Lab Bio-Replicate ID:	087C,088C
	Lab specific details:	clone-free
	Sequencing Platform:	Illumina HiSeq 2000
	tableName:	wgEncodeGisRnaPetA549CytosolPapClusters
	File Name for downloading:	wgEncodeGisRnaPetA549CytosolPapClusters.bedCluster.gz


 
	 Data format 	 2012-12-27 
	
 	hide

 Configure
	 A549	 Cytosol	 Clone-free	 Minus Raw Signal	 1st	 A549 cytosol polyA+ clone-free RNA PET Minus signal Rep 3 from ENCODE/GIS 	Principal Investigator on grant:	Gingeras
	Lab producing data:	Ruan - GIS
	Experiment (Assay) type:	RNA-PET
	View - Peaks or Signals:	Minus Raw signal
	Cell, tissue or DNA sample:	A549
	Cellular compartment:	cytosol
	RNA Extract:	Long PolyA+ RNA
	Paired/Single reads lengths:	2x36
	Replicate number:	3
	ENCODE Data Freeze:	ENCODE Mar 2012 Freeze
	UCSC Accession:	wgEncodeEH002927
	Date submitted to UCSC:	2012-03-27
	Date restrictions end:	2012-12-27
	Submission ID:	6409
	GEO sample accession:	GSM1006909
	Lab provided identifier:	RHA011
	Cross Lab Bio-Replicate ID:	087C
	Lab specific details:	clone-free
	Sequencing Platform:	Illumina HiSeq 2000
	tableName:	wgEncodeGisRnaPetA549CytosolPapMinusRawRep3
	File Name for downloading:	wgEncodeGisRnaPetA549CytosolPapMinusRawRep3.bigWig


 
	 Data format 	 2012-12-27 
	
 	hide

 Configure
	 A549	 Cytosol	 Clone-free	 Minus Raw Signal	 2nd	 A549 cytosol polyA+ clone-free RNA PET Minus signal Rep 4 from ENCODE/GIS 	Principal Investigator on grant:	Gingeras
	Lab producing data:	Ruan - GIS
	Experiment (Assay) type:	RNA-PET
	View - Peaks or Signals:	Minus Raw signal
	Cell, tissue or DNA sample:	A549
	Cellular compartment:	cytosol
	RNA Extract:	Long PolyA+ RNA
	Paired/Single reads lengths:	2x36
	Replicate number:	4
	ENCODE Data Freeze:	ENCODE Mar 2012 Freeze
	UCSC Accession:	wgEncodeEH002927
	Date submitted to UCSC:	2012-03-27
	Date restrictions end:	2012-12-27
	Submission ID:	6404
	GEO sample accession:	GSM1006909
	Lab provided identifier:	RHA012
	Cross Lab Bio-Replicate ID:	088C
	Lab specific details:	clone-free
	Sequencing Platform:	Illumina HiSeq 2000
	tableName:	wgEncodeGisRnaPetA549CytosolPapMinusRawRep4
	File Name for downloading:	wgEncodeGisRnaPetA549CytosolPapMinusRawRep4.bigWig


 
	 Data format 	 2012-12-27 
	
 	hide

 Configure
	 A549	 Cytosol	 Clone-free	 Plus Raw Signal	 1st	 A549 cytosol polyA+ clone-free RNA PET Plus signal Rep 3 from ENCODE/GIS 	Principal Investigator on grant:	Gingeras
	Lab producing data:	Ruan - GIS
	Experiment (Assay) type:	RNA-PET
	View - Peaks or Signals:	Plus Raw signal
	Cell, tissue or DNA sample:	A549
	Cellular compartment:	cytosol
	RNA Extract:	Long PolyA+ RNA
	Paired/Single reads lengths:	2x36
	Replicate number:	3
	ENCODE Data Freeze:	ENCODE Mar 2012 Freeze
	UCSC Accession:	wgEncodeEH002927
	Date submitted to UCSC:	2012-03-27
	Date restrictions end:	2012-12-27
	Submission ID:	6409
	GEO sample accession:	GSM1006909
	Lab provided identifier:	RHA011
	Cross Lab Bio-Replicate ID:	087C
	Lab specific details:	clone-free
	Sequencing Platform:	Illumina HiSeq 2000
	tableName:	wgEncodeGisRnaPetA549CytosolPapPlusRawRep3
	File Name for downloading:	wgEncodeGisRnaPetA549CytosolPapPlusRawRep3.bigWig


 
	 Data format 	 2012-12-27 
	
 	hide

 Configure
	 A549	 Cytosol	 Clone-free	 Plus Raw Signal	 2nd	 A549 cytosol polyA+ clone-free RNA PET Plus signal Rep 4 from ENCODE/GIS 	Principal Investigator on grant:	Gingeras
	Lab producing data:	Ruan - GIS
	Experiment (Assay) type:	RNA-PET
	View - Peaks or Signals:	Plus Raw signal
	Cell, tissue or DNA sample:	A549
	Cellular compartment:	cytosol
	RNA Extract:	Long PolyA+ RNA
	Paired/Single reads lengths:	2x36
	Replicate number:	4
	ENCODE Data Freeze:	ENCODE Mar 2012 Freeze
	UCSC Accession:	wgEncodeEH002927
	Date submitted to UCSC:	2012-03-27
	Date restrictions end:	2012-12-27
	Submission ID:	6404
	GEO sample accession:	GSM1006909
	Lab provided identifier:	RHA012
	Cross Lab Bio-Replicate ID:	088C
	Lab specific details:	clone-free
	Sequencing Platform:	Illumina HiSeq 2000
	tableName:	wgEncodeGisRnaPetA549CytosolPapPlusRawRep4
	File Name for downloading:	wgEncodeGisRnaPetA549CytosolPapPlusRawRep4.bigWig


 
	 Data format 	 2012-12-27 
	
 	hide

 Configure
	 A549	 Cytosol	 Clone-free	 Alignments	 1st	 A549 cytosol polyA+ clone-free RNA PET Alignments Rep 3 from ENCODE/GIS 	Principal Investigator on grant:	Gingeras
	Lab producing data:	Ruan - GIS
	Experiment (Assay) type:	RNA-PET
	View - Peaks or Signals:	Alignments
	Cell, tissue or DNA sample:	A549
	Cellular compartment:	cytosol
	RNA Extract:	Long PolyA+ RNA
	Paired/Single reads lengths:	2x36
	Replicate number:	3
	ENCODE Data Freeze:	ENCODE Mar 2012 Freeze
	UCSC Accession:	wgEncodeEH002927
	Date submitted to UCSC:	2012-03-27
	Date restrictions end:	2012-12-27
	Submission ID:	6409
	Lab provided identifier:	RHA011
	Cross Lab Bio-Replicate ID:	087C
	Lab specific details:	clone-free
	Sequencing Platform:	Illumina HiSeq 2000
	tableName:	wgEncodeGisRnaPetA549CytosolPapAlnRep3
	File Name for downloading:	wgEncodeGisRnaPetA549CytosolPapAlnRep3.bam,wgEncodeGisRnaPetA549CytosolPapAlnRep3.bam.bai


 
	 Data format 	 2012-12-27 
	
 	hide

 Configure
	 A549	 Cytosol	 Clone-free	 Alignments	 2nd	 A549 cytosol polyA+ clone-free RNA PET Alignments Rep 4 from ENCODE/GIS 	Principal Investigator on grant:	Gingeras
	Lab producing data:	Ruan - GIS
	Experiment (Assay) type:	RNA-PET
	View - Peaks or Signals:	Alignments
	Cell, tissue or DNA sample:	A549
	Cellular compartment:	cytosol
	RNA Extract:	Long PolyA+ RNA
	Paired/Single reads lengths:	2x36
	Replicate number:	4
	ENCODE Data Freeze:	ENCODE Mar 2012 Freeze
	UCSC Accession:	wgEncodeEH002927
	Date submitted to UCSC:	2012-03-27
	Date restrictions end:	2012-12-27
	Submission ID:	6404
	Lab provided identifier:	RHA012
	Cross Lab Bio-Replicate ID:	088C
	Lab specific details:	clone-free
	Sequencing Platform:	Illumina HiSeq 2000
	tableName:	wgEncodeGisRnaPetA549CytosolPapAlnRep4
	File Name for downloading:	wgEncodeGisRnaPetA549CytosolPapAlnRep4.bam,wgEncodeGisRnaPetA549CytosolPapAlnRep4.bam.bai


 
	 Data format 	 2012-12-27 
	
 	hide

 Configure
	 A549	 Nucleus	 Clone-free	 Clusters	 Pooled	 A549 nucleus polyA+ clone-free RNA PET Clusters Pooled from ENCODE/GIS 	Principal Investigator on grant:	Gingeras
	Lab producing data:	Ruan - GIS
	Experiment (Assay) type:	RNA-PET
	View - Peaks or Signals:	Clusters
	Cell, tissue or DNA sample:	A549
	Cellular compartment:	nucleus
	RNA Extract:	Long PolyA+ RNA
	Paired/Single reads lengths:	2x36
	ENCODE Data Freeze:	ENCODE Jul 2012 Freeze
	UCSC Accession:	wgEncodeEH002928
	Date submitted to UCSC:	2012-03-27
	Date resubmitted to UCSC:	2012-06-29
	Date restrictions end:	2012-12-27
	Submission ID:	7266
	GEO sample accession:	GSM1006903
	Lab provided identifier:	RHA013,RHA014
	Cross Lab Bio-Replicate ID:	087N,088N
	Lab specific details:	clone-free
	Sequencing Platform:	Illumina HiSeq 2000
	tableName:	wgEncodeGisRnaPetA549NucleusPapClusters
	File Name for downloading:	wgEncodeGisRnaPetA549NucleusPapClusters.bedCluster.gz


 
	 Data format 	 2012-12-27 
	
 	hide

 Configure
	 A549	 Nucleus	 Clone-free	 Minus Raw Signal	 1st	 A549 nucleus polyA+ clone-free RNA PET Minus signal Rep 3 from ENCODE/GIS 	Principal Investigator on grant:	Gingeras
	Lab producing data:	Ruan - GIS
	Experiment (Assay) type:	RNA-PET
	View - Peaks or Signals:	Minus Raw signal
	Cell, tissue or DNA sample:	A549
	Cellular compartment:	nucleus
	RNA Extract:	Long PolyA+ RNA
	Paired/Single reads lengths:	2x36
	Replicate number:	3
	ENCODE Data Freeze:	ENCODE Mar 2012 Freeze
	UCSC Accession:	wgEncodeEH002928
	Date submitted to UCSC:	2012-03-27
	Date restrictions end:	2012-12-27
	Submission ID:	6405
	GEO sample accession:	GSM1006903
	Lab provided identifier:	RHA013
	Cross Lab Bio-Replicate ID:	087N
	Lab specific details:	clone-free
	Sequencing Platform:	Illumina HiSeq 2000
	tableName:	wgEncodeGisRnaPetA549NucleusPapMinusRawRep3
	File Name for downloading:	wgEncodeGisRnaPetA549NucleusPapMinusRawRep3.bigWig


 
	 Data format 	 2012-12-27 
	
 	hide

 Configure
	 A549	 Nucleus	 Clone-free	 Minus Raw Signal	 2nd	 A549 nucleus polyA+ clone-free RNA PET Minus signal Rep 4 from ENCODE/GIS 	Principal Investigator on grant:	Gingeras
	Lab producing data:	Ruan - GIS
	Experiment (Assay) type:	RNA-PET
	View - Peaks or Signals:	Minus Raw signal
	Cell, tissue or DNA sample:	A549
	Cellular compartment:	nucleus
	RNA Extract:	Long PolyA+ RNA
	Paired/Single reads lengths:	2x36
	Replicate number:	4
	ENCODE Data Freeze:	ENCODE Mar 2012 Freeze
	UCSC Accession:	wgEncodeEH002928
	Date submitted to UCSC:	2012-03-27
	Date restrictions end:	2012-12-27
	Submission ID:	6408
	GEO sample accession:	GSM1006903
	Lab provided identifier:	RHA014
	Cross Lab Bio-Replicate ID:	088N
	Lab specific details:	clone-free
	Sequencing Platform:	Illumina HiSeq 2000
	tableName:	wgEncodeGisRnaPetA549NucleusPapMinusRawRep4
	File Name for downloading:	wgEncodeGisRnaPetA549NucleusPapMinusRawRep4.bigWig


 
	 Data format 	 2012-12-27 
	
 	hide

 Configure
	 A549	 Nucleus	 Clone-free	 Plus Raw Signal	 1st	 A549 nucleus polyA+ clone-free RNA PET Plus signal Rep 3 from ENCODE/GIS 	Principal Investigator on grant:	Gingeras
	Lab producing data:	Ruan - GIS
	Experiment (Assay) type:	RNA-PET
	View - Peaks or Signals:	Plus Raw signal
	Cell, tissue or DNA sample:	A549
	Cellular compartment:	nucleus
	RNA Extract:	Long PolyA+ RNA
	Paired/Single reads lengths:	2x36
	Replicate number:	3
	ENCODE Data Freeze:	ENCODE Mar 2012 Freeze
	UCSC Accession:	wgEncodeEH002928
	Date submitted to UCSC:	2012-03-27
	Date restrictions end:	2012-12-27
	Submission ID:	6405
	GEO sample accession:	GSM1006903
	Lab provided identifier:	RHA013
	Cross Lab Bio-Replicate ID:	087N
	Lab specific details:	clone-free
	Sequencing Platform:	Illumina HiSeq 2000
	tableName:	wgEncodeGisRnaPetA549NucleusPapPlusRawRep3
	File Name for downloading:	wgEncodeGisRnaPetA549NucleusPapPlusRawRep3.bigWig


 
	 Data format 	 2012-12-27 
	
 	hide

 Configure
	 A549	 Nucleus	 Clone-free	 Plus Raw Signal	 2nd	 A549 nucleus polyA+ clone-free RNA PET Plus signal Rep 4 from ENCODE/GIS 	Principal Investigator on grant:	Gingeras
	Lab producing data:	Ruan - GIS
	Experiment (Assay) type:	RNA-PET
	View - Peaks or Signals:	Plus Raw signal
	Cell, tissue or DNA sample:	A549
	Cellular compartment:	nucleus
	RNA Extract:	Long PolyA+ RNA
	Paired/Single reads lengths:	2x36
	Replicate number:	4
	ENCODE Data Freeze:	ENCODE Mar 2012 Freeze
	UCSC Accession:	wgEncodeEH002928
	Date submitted to UCSC:	2012-03-27
	Date restrictions end:	2012-12-27
	Submission ID:	6408
	GEO sample accession:	GSM1006903
	Lab provided identifier:	RHA014
	Cross Lab Bio-Replicate ID:	088N
	Lab specific details:	clone-free
	Sequencing Platform:	Illumina HiSeq 2000
	tableName:	wgEncodeGisRnaPetA549NucleusPapPlusRawRep4
	File Name for downloading:	wgEncodeGisRnaPetA549NucleusPapPlusRawRep4.bigWig


 
	 Data format 	 2012-12-27 
	
 	hide

 Configure
	 A549	 Nucleus	 Clone-free	 Alignments	 1st	 A549 nucleus polyA+ clone-free RNA PET Alignments Rep 3 from ENCODE/GIS 	Principal Investigator on grant:	Gingeras
	Lab producing data:	Ruan - GIS
	Experiment (Assay) type:	RNA-PET
	View - Peaks or Signals:	Alignments
	Cell, tissue or DNA sample:	A549
	Cellular compartment:	nucleus
	RNA Extract:	Long PolyA+ RNA
	Paired/Single reads lengths:	2x36
	Replicate number:	3
	ENCODE Data Freeze:	ENCODE Mar 2012 Freeze
	UCSC Accession:	wgEncodeEH002928
	Date submitted to UCSC:	2012-03-27
	Date restrictions end:	2012-12-27
	Submission ID:	6405
	Lab provided identifier:	RHA013
	Cross Lab Bio-Replicate ID:	087N
	Lab specific details:	clone-free
	Sequencing Platform:	Illumina HiSeq 2000
	tableName:	wgEncodeGisRnaPetA549NucleusPapAlnRep3
	File Name for downloading:	wgEncodeGisRnaPetA549NucleusPapAlnRep3.bam,wgEncodeGisRnaPetA549NucleusPapAlnRep3.bam.bai


 
	 Data format 	 2012-12-27 
	
 	hide

 Configure
	 A549	 Nucleus	 Clone-free	 Alignments	 2nd	 A549 nucleus polyA+ clone-free RNA PET Alignments Rep 4 from ENCODE/GIS 	Principal Investigator on grant:	Gingeras
	Lab producing data:	Ruan - GIS
	Experiment (Assay) type:	RNA-PET
	View - Peaks or Signals:	Alignments
	Cell, tissue or DNA sample:	A549
	Cellular compartment:	nucleus
	RNA Extract:	Long PolyA+ RNA
	Paired/Single reads lengths:	2x36
	Replicate number:	4
	ENCODE Data Freeze:	ENCODE Mar 2012 Freeze
	UCSC Accession:	wgEncodeEH002928
	Date submitted to UCSC:	2012-03-27
	Date restrictions end:	2012-12-27
	Submission ID:	6408
	Lab provided identifier:	RHA014
	Cross Lab Bio-Replicate ID:	088N
	Lab specific details:	clone-free
	Sequencing Platform:	Illumina HiSeq 2000
	tableName:	wgEncodeGisRnaPetA549NucleusPapAlnRep4
	File Name for downloading:	wgEncodeGisRnaPetA549NucleusPapAlnRep4.bam,wgEncodeGisRnaPetA549NucleusPapAlnRep4.bam.bai


 
	 Data format 	 2012-12-27 
	
 	hide

 Configure
	 HeLa-S3	 Whole Cell	 Clone-free	 Clusters	 1st	 HeLa-S3 whole cell polyA+ clone-free RNA PET Clusters Rep 1 from ENCODE/GIS 	Principal Investigator on grant:	Gingeras
	Lab producing data:	Ruan - GIS
	Experiment (Assay) type:	RNA-PET
	View - Peaks or Signals:	Clusters
	Cell, tissue or DNA sample:	HeLa-S3
	Cellular compartment:	cell
	RNA Extract:	Long PolyA+ RNA
	Paired/Single reads lengths:	2x36
	Replicate number:	1
	ENCODE Data Freeze:	ENCODE Mar 2012 Freeze
	UCSC Accession:	wgEncodeEH001744
	Date submitted to UCSC:	2011-04-29
	Date restrictions end:	2012-01-29
	Submission ID:	4025
	GEO sample accession:	GSM830530
	Lab provided identifier:	RHH014
	Cross Lab Bio-Replicate ID:	011WC
	Lab specific details:	clone-free
	Sequencing Platform:	Illumina Genome Analyzer IIx
	tableName:	wgEncodeGisRnaPetHelas3CellPapClustersRep1
	File Name for downloading:	wgEncodeGisRnaPetHelas3CellPapClustersRep1.bed.gz


 
	 Data format 	 2012-01-29 
	
 	hide

 Configure
	 HeLa-S3	 Whole Cell	 Clone-free	 Minus Raw Signal	 1st	 HeLa-S3 whole cell polyA+ clone-free RNA PET Minus Signal Rep 1 from ENCODE/GIS 	Principal Investigator on grant:	Gingeras
	Lab producing data:	Ruan - GIS
	Experiment (Assay) type:	RNA-PET
	View - Peaks or Signals:	Minus Raw signal
	Cell, tissue or DNA sample:	HeLa-S3
	Cellular compartment:	cell
	RNA Extract:	Long PolyA+ RNA
	Paired/Single reads lengths:	2x36
	Replicate number:	1
	ENCODE Data Freeze:	ENCODE Mar 2012 Freeze
	UCSC Accession:	wgEncodeEH001744
	Date submitted to UCSC:	2011-04-29
	Date restrictions end:	2012-01-29
	Submission ID:	4025
	GEO sample accession:	GSM830530
	Lab provided identifier:	RHH014
	Cross Lab Bio-Replicate ID:	011WC
	Lab specific details:	clone-free
	Sequencing Platform:	Illumina Genome Analyzer IIx
	tableName:	wgEncodeGisRnaPetHelas3CellPapMinusRawRep1
	File Name for downloading:	wgEncodeGisRnaPetHelas3CellPapMinusRawRep1.bigWig


 
	 Data format 	 2012-01-29 
	
 	hide

 Configure
	 HeLa-S3	 Whole Cell	 Clone-free	 Plus Raw Signal	 1st	 HeLa-S3 whole cell polyA+ clone-free RNA PET Plus Signal Rep 1 from ENCODE/GIS 	Principal Investigator on grant:	Gingeras
	Lab producing data:	Ruan - GIS
	Experiment (Assay) type:	RNA-PET
	View - Peaks or Signals:	Plus Raw signal
	Cell, tissue or DNA sample:	HeLa-S3
	Cellular compartment:	cell
	RNA Extract:	Long PolyA+ RNA
	Paired/Single reads lengths:	2x36
	Replicate number:	1
	ENCODE Data Freeze:	ENCODE Mar 2012 Freeze
	UCSC Accession:	wgEncodeEH001744
	Date submitted to UCSC:	2011-04-29
	Date restrictions end:	2012-01-29
	Submission ID:	4025
	GEO sample accession:	GSM830530
	Lab provided identifier:	RHH014
	Cross Lab Bio-Replicate ID:	011WC
	Lab specific details:	clone-free
	Sequencing Platform:	Illumina Genome Analyzer IIx
	tableName:	wgEncodeGisRnaPetHelas3CellPapPlusRawRep1
	File Name for downloading:	wgEncodeGisRnaPetHelas3CellPapPlusRawRep1.bigWig


 
	 Data format 	 2012-01-29 
	
 	hide

 Configure
	 HeLa-S3	 Whole Cell	 Clone-free	 Alignments	 1st	 HeLa-S3 whole cell polyA+ clone-free RNA PET Alignments Rep 1 from ENCODE/GIS 	Principal Investigator on grant:	Gingeras
	Lab producing data:	Ruan - GIS
	Experiment (Assay) type:	RNA-PET
	View - Peaks or Signals:	Alignments
	Cell, tissue or DNA sample:	HeLa-S3
	Cellular compartment:	cell
	RNA Extract:	Long PolyA+ RNA
	Paired/Single reads lengths:	2x36
	Replicate number:	1
	ENCODE Data Freeze:	ENCODE Mar 2012 Freeze
	UCSC Accession:	wgEncodeEH001744
	Date submitted to UCSC:	2011-04-29
	Date restrictions end:	2012-01-29
	Submission ID:	4025
	Lab provided identifier:	RHH014
	Cross Lab Bio-Replicate ID:	011WC
	Lab specific details:	clone-free
	Sequencing Platform:	Illumina Genome Analyzer IIx
	tableName:	wgEncodeGisRnaPetHelas3CellPapAlnRep1
	File Name for downloading:	wgEncodeGisRnaPetHelas3CellPapAlnRep1.bam,wgEncodeGisRnaPetHelas3CellPapAlnRep1.bam.bai


 
	 Data format 	 2012-01-29 
	
 	hide

 Configure
	 HeLa-S3	 Cytosol	 Clone-free	 Clusters	 1st	 HeLa-S3 cytosol polyA+ clone-free RNA PET Clusters Rep 1 from ENCODE/GIS 	Principal Investigator on grant:	Gingeras
	Lab producing data:	Ruan - GIS
	Experiment (Assay) type:	RNA-PET
	View - Peaks or Signals:	Clusters
	Cell, tissue or DNA sample:	HeLa-S3
	Cellular compartment:	cytosol
	RNA Extract:	Long PolyA+ RNA
	Paired/Single reads lengths:	2x36
	Replicate number:	1
	Assembly originally mapped to:	hg18
	ENCODE Data Freeze:	ENCODE Mar 2012 Freeze
	UCSC Accession:	wgEncodeEH000268
	Date submitted to UCSC:	2009-12-05
	Date resubmitted to UCSC:	2011-05-17
	Date restrictions end:	2010-09-05
	Submission ID:	4617
	GEO sample accession:	GSM830533
	Lab provided identifier:	RHH002
	Cross Lab Bio-Replicate ID:	gen0122C
	Lab specific details:	clone-free
	Sequencing Platform:	Illumina Genome Analyzer IIx
	tableName:	wgEncodeGisRnaPetHelas3CytosolPapClustersRep1
	File Name for downloading:	wgEncodeGisRnaPetHelas3CytosolPapClustersRep1.bed.gz


 
	 Data format 	 2010-09-05 
	
 	hide

 Configure
	 HeLa-S3	 Cytosol	 Clone-free	 Minus Raw Signal	 1st	 HeLa-S3 cytosol polyA+ clone-free RNA PET Minus Signal Rep 1 from ENCODE/GIS 	Principal Investigator on grant:	Gingeras
	Lab producing data:	Ruan - GIS
	Experiment (Assay) type:	RNA-PET
	View - Peaks or Signals:	Minus Raw signal
	Cell, tissue or DNA sample:	HeLa-S3
	Cellular compartment:	cytosol
	RNA Extract:	Long PolyA+ RNA
	Paired/Single reads lengths:	2x36
	Replicate number:	1
	Assembly originally mapped to:	hg18
	ENCODE Data Freeze:	ENCODE Mar 2012 Freeze
	UCSC Accession:	wgEncodeEH000268
	Date submitted to UCSC:	2009-12-05
	Date resubmitted to UCSC:	2011-05-17
	Date restrictions end:	2010-09-05
	Submission ID:	4617
	GEO sample accession:	GSM830533
	Lab provided identifier:	RHH002
	Cross Lab Bio-Replicate ID:	gen0122C
	Lab specific details:	clone-free
	Sequencing Platform:	Illumina Genome Analyzer IIx
	tableName:	wgEncodeGisRnaPetHelas3CytosolPapMinusRawRep1
	File Name for downloading:	wgEncodeGisRnaPetHelas3CytosolPapMinusRawRep1.bigWig


 
	 Data format 	 2010-09-05 
	
 	hide

 Configure
	 HeLa-S3	 Cytosol	 Clone-free	 Plus Raw Signal	 1st	 HeLa-S3 cytosol polyA+ clone-free RNA PET Plus Signal Rep 1 from ENCODE/GIS 	Principal Investigator on grant:	Gingeras
	Lab producing data:	Ruan - GIS
	Experiment (Assay) type:	RNA-PET
	View - Peaks or Signals:	Plus Raw signal
	Cell, tissue or DNA sample:	HeLa-S3
	Cellular compartment:	cytosol
	RNA Extract:	Long PolyA+ RNA
	Paired/Single reads lengths:	2x36
	Replicate number:	1
	Assembly originally mapped to:	hg18
	ENCODE Data Freeze:	ENCODE Mar 2012 Freeze
	UCSC Accession:	wgEncodeEH000268
	Date submitted to UCSC:	2009-12-05
	Date resubmitted to UCSC:	2011-05-17
	Date restrictions end:	2010-09-05
	Submission ID:	4617
	GEO sample accession:	GSM830533
	Lab provided identifier:	RHH002
	Cross Lab Bio-Replicate ID:	gen0122C
	Lab specific details:	clone-free
	Sequencing Platform:	Illumina Genome Analyzer IIx
	tableName:	wgEncodeGisRnaPetHelas3CytosolPapPlusRawRep1
	File Name for downloading:	wgEncodeGisRnaPetHelas3CytosolPapPlusRawRep1.bigWig


 
	 Data format 	 2010-09-05 
	
 	hide

 Configure
	 HeLa-S3	 Cytosol	 Clone-free	 Alignments	 1st	 HeLa-S3 cytosol polyA+ clone-free RNA PET Alignments Rep 1 from ENCODE/GIS 	Principal Investigator on grant:	Gingeras
	Lab producing data:	Ruan - GIS
	Experiment (Assay) type:	RNA-PET
	View - Peaks or Signals:	Alignments
	Cell, tissue or DNA sample:	HeLa-S3
	Cellular compartment:	cytosol
	RNA Extract:	Long PolyA+ RNA
	Paired/Single reads lengths:	2x36
	Replicate number:	1
	Assembly originally mapped to:	hg18
	ENCODE Data Freeze:	ENCODE Mar 2012 Freeze
	UCSC Accession:	wgEncodeEH000268
	Date submitted to UCSC:	2009-12-05
	Date resubmitted to UCSC:	2011-05-17
	Date restrictions end:	2010-09-05
	Submission ID:	4617
	Lab provided identifier:	RHH002
	Cross Lab Bio-Replicate ID:	gen0122C
	Lab specific details:	clone-free
	Sequencing Platform:	Illumina Genome Analyzer IIx
	tableName:	wgEncodeGisRnaPetHelas3CytosolPapAlnRep1
	File Name for downloading:	wgEncodeGisRnaPetHelas3CytosolPapAlnRep1.bam,wgEncodeGisRnaPetHelas3CytosolPapAlnRep1.bam.bai


 
	 Data format 	 2010-09-05 
	
 	hide

 Configure
	 HeLa-S3	 Nucleus	 Clone-free	 Clusters	 1st	 HeLa-S3 nucleus polyA+ clone-free RNA PET Clusters Rep 1 from ENCODE/GIS 	Principal Investigator on grant:	Gingeras
	Lab producing data:	Ruan - GIS
	Experiment (Assay) type:	RNA-PET
	View - Peaks or Signals:	Clusters
	Cell, tissue or DNA sample:	HeLa-S3
	Cellular compartment:	nucleus
	RNA Extract:	Long PolyA+ RNA
	Paired/Single reads lengths:	2x36
	Replicate number:	1
	Version of data if resubmitted:	V2 - Improved Sequencing
	Assembly originally mapped to:	hg18
	ENCODE Data Freeze:	ENCODE Mar 2012 Freeze
	UCSC Accession:	wgEncodeEH000267
	Date submitted to UCSC:	2011-11-09
	Date resubmitted to UCSC:	2011-05-05
	Date restrictions end:	2012-08-09
	Submission ID:	5100
	GEO sample accession:	GSM1006914
	Lab provided identifier:	RHH004
	Cross Lab Bio-Replicate ID:	gen0124N
	Lab specific details:	clone-free
	Sequencing Platform:	Illumina Genome Analyzer IIx
	tableName:	wgEncodeGisRnaPetHelas3NucleusPapClustersRep1V2
	File Name for downloading:	wgEncodeGisRnaPetHelas3NucleusPapClustersRep1V2.bed.gz


 
	 Data format 	 2012-08-09 
	
 	hide

 Configure
	 HeLa-S3	 Nucleus	 Clone-free	 Minus Raw Signal	 1st	 HeLa-S3 nucleus polyA+ clone-free RNA PET Minus Signal Rep 1 from ENCODE/GIS 	Principal Investigator on grant:	Gingeras
	Lab producing data:	Ruan - GIS
	Experiment (Assay) type:	RNA-PET
	View - Peaks or Signals:	Minus Raw signal
	Cell, tissue or DNA sample:	HeLa-S3
	Cellular compartment:	nucleus
	RNA Extract:	Long PolyA+ RNA
	Paired/Single reads lengths:	2x36
	Replicate number:	1
	Version of data if resubmitted:	V2 - Improved Sequencing
	Assembly originally mapped to:	hg18
	ENCODE Data Freeze:	ENCODE Mar 2012 Freeze
	UCSC Accession:	wgEncodeEH000267
	Date submitted to UCSC:	2011-11-09
	Date resubmitted to UCSC:	2011-05-05
	Date restrictions end:	2012-08-09
	Submission ID:	5100
	GEO sample accession:	GSM1006914
	Lab provided identifier:	RHH004
	Cross Lab Bio-Replicate ID:	gen0124N
	Lab specific details:	clone-free
	Sequencing Platform:	Illumina Genome Analyzer IIx
	tableName:	wgEncodeGisRnaPetHelas3NucleusPapMinusRawRep1V2
	File Name for downloading:	wgEncodeGisRnaPetHelas3NucleusPapMinusRawRep1V2.bigWig


 
	 Data format 	 2012-08-09 
	
 	hide

 Configure
	 HeLa-S3	 Nucleus	 Clone-free	 Plus Raw Signal	 1st	 HeLa-S3 nucleus polyA+ clone-free RNA PET Plus Signal Rep 1 from ENCODE/GIS 	Principal Investigator on grant:	Gingeras
	Lab producing data:	Ruan - GIS
	Experiment (Assay) type:	RNA-PET
	View - Peaks or Signals:	Plus Raw signal
	Cell, tissue or DNA sample:	HeLa-S3
	Cellular compartment:	nucleus
	RNA Extract:	Long PolyA+ RNA
	Paired/Single reads lengths:	2x36
	Replicate number:	1
	Version of data if resubmitted:	V2 - Improved Sequencing
	Assembly originally mapped to:	hg18
	ENCODE Data Freeze:	ENCODE Mar 2012 Freeze
	UCSC Accession:	wgEncodeEH000267
	Date submitted to UCSC:	2011-11-09
	Date resubmitted to UCSC:	2011-05-05
	Date restrictions end:	2012-08-09
	Submission ID:	5100
	GEO sample accession:	GSM1006914
	Lab provided identifier:	RHH004
	Cross Lab Bio-Replicate ID:	gen0124N
	Lab specific details:	clone-free
	Sequencing Platform:	Illumina Genome Analyzer IIx
	tableName:	wgEncodeGisRnaPetHelas3NucleusPapPlusRawRep1V2
	File Name for downloading:	wgEncodeGisRnaPetHelas3NucleusPapPlusRawRep1V2.bigWig


 
	 Data format 	 2012-08-09 
	
 	hide

 Configure
	 HeLa-S3	 Nucleus	 Clone-free	 Alignments	 1st	 HeLa-S3 nucleus polyA+ clone-free RNA PET Alignments Rep 1 from ENCODE/GIS 	Principal Investigator on grant:	Gingeras
	Lab producing data:	Ruan - GIS
	Experiment (Assay) type:	RNA-PET
	View - Peaks or Signals:	Alignments
	Cell, tissue or DNA sample:	HeLa-S3
	Cellular compartment:	nucleus
	RNA Extract:	Long PolyA+ RNA
	Paired/Single reads lengths:	2x36
	Replicate number:	1
	Version of data if resubmitted:	V2 - Improved Sequencing
	Assembly originally mapped to:	hg18
	ENCODE Data Freeze:	ENCODE Mar 2012 Freeze
	UCSC Accession:	wgEncodeEH000267
	Date submitted to UCSC:	2011-11-09
	Date resubmitted to UCSC:	2011-05-05
	Date restrictions end:	2012-08-09
	Submission ID:	5100
	Lab provided identifier:	RHH004
	Cross Lab Bio-Replicate ID:	gen0124N
	Lab specific details:	clone-free
	Sequencing Platform:	Illumina Genome Analyzer IIx
	tableName:	wgEncodeGisRnaPetHelas3NucleusPapAlnRep1V2
	File Name for downloading:	wgEncodeGisRnaPetHelas3NucleusPapAlnRep1V2.bam,wgEncodeGisRnaPetHelas3NucleusPapAlnRep1V2.bam.bai


 
	 Data format 	 2012-08-09 
	
 	hide

 Configure
	 HepG2	 Cytosol	 Clone-based	 Clusters	 1st	 HepG2 cytosol polyA+ clone-based RNA PET Clusters Rep 1 from ENCODE/GIS 	Principal Investigator on grant:	Gingeras
	Lab producing data:	Ruan - GIS
	Experiment (Assay) type:	RNA-PET
	View - Peaks or Signals:	Clusters
	Cell, tissue or DNA sample:	HepG2
	Cellular compartment:	cytosol
	RNA Extract:	Long PolyA+ RNA
	Paired/Single reads lengths:	2x36
	Replicate number:	1
	Assembly originally mapped to:	hg18
	ENCODE Data Freeze:	ENCODE Jan 2011 Freeze
	UCSC Accession:	wgEncodeEH000252
	Date submitted to UCSC:	2009-11-13
	Date resubmitted to UCSC:	2010-03-08
	Date restrictions end:	2010-08-13
	Submission ID:	2116
	GEO sample accession:	GSM830525
	Lab provided identifier:	DHH002
	Cross Lab Bio-Replicate ID:	gen0126C
	Lab specific details:	clone-based
	Sequencing Platform:	Illumina Genome Analyzer II
	tableName:	wgEncodeGisRnaPetHepg2CytosolPapClustersRep1
	File Name for downloading:	wgEncodeGisRnaPetHepg2CytosolPapClustersRep1.bed.gz


 
	 Data format 	 2010-08-13 
	
 	hide

 Configure
	 HepG2	 Cytosol	 Clone-based	 Minus Raw Signal	 1st	 HepG2 cytosol polyA+ clone-based RNA PET Minus signal Rep 1 from ENCODE/GIS 	Principal Investigator on grant:	Gingeras
	Lab producing data:	Ruan - GIS
	Experiment (Assay) type:	RNA-PET
	View - Peaks or Signals:	Minus Raw signal
	Cell, tissue or DNA sample:	HepG2
	Cellular compartment:	cytosol
	RNA Extract:	Long PolyA+ RNA
	Paired/Single reads lengths:	2x36
	Replicate number:	1
	Assembly originally mapped to:	hg18
	ENCODE Data Freeze:	ENCODE Jan 2011 Freeze
	UCSC Accession:	wgEncodeEH000252
	Date submitted to UCSC:	2009-11-13
	Date resubmitted to UCSC:	2010-08-19
	Date restrictions end:	2010-08-13
	Submission ID:	2116
	GEO sample accession:	GSM830525
	Lab provided identifier:	DHH002
	Cross Lab Bio-Replicate ID:	gen0126C
	Lab specific details:	clone-based
	Sequencing Platform:	Illumina Genome Analyzer II
	tableName:	wgEncodeGisRnaPetHepg2CytosolPapMinusRawSigRep1
	File Name for downloading:	wgEncodeGisRnaPetHepg2CytosolPapMinusRawSigRep1.bigWig


 
	 Data format 	 2010-08-13 
	
 	hide

 Configure
	 HepG2	 Cytosol	 Clone-based	 Plus Raw Signal	 1st	 HepG2 cytosol polyA+ clone-based RNA PET Plus signal Rep 1 from ENCODE/GIS 	Principal Investigator on grant:	Gingeras
	Lab producing data:	Ruan - GIS
	Experiment (Assay) type:	RNA-PET
	View - Peaks or Signals:	Plus Raw signal
	Cell, tissue or DNA sample:	HepG2
	Cellular compartment:	cytosol
	RNA Extract:	Long PolyA+ RNA
	Paired/Single reads lengths:	2x36
	Replicate number:	1
	Assembly originally mapped to:	hg18
	ENCODE Data Freeze:	ENCODE Jan 2011 Freeze
	UCSC Accession:	wgEncodeEH000252
	Date submitted to UCSC:	2009-11-13
	Date resubmitted to UCSC:	2010-08-19
	Date restrictions end:	2010-08-13
	Submission ID:	2116
	GEO sample accession:	GSM830525
	Lab provided identifier:	DHH002
	Cross Lab Bio-Replicate ID:	gen0126C
	Lab specific details:	clone-based
	Sequencing Platform:	Illumina Genome Analyzer II
	tableName:	wgEncodeGisRnaPetHepg2CytosolPapPlusRawSigRep1
	File Name for downloading:	wgEncodeGisRnaPetHepg2CytosolPapPlusRawSigRep1.bigWig


 
	 Data format 	 2010-08-13 
	
 	hide

 Configure
	 HepG2	 Cytosol	 Clone-based	 Alignments	 1st	 HepG2 cytosol polyA+ clone-based RNA PET Alignments Rep 1 from ENCODE/GIS 	Principal Investigator on grant:	Gingeras
	Lab producing data:	Ruan - GIS
	Experiment (Assay) type:	RNA-PET
	View - Peaks or Signals:	Alignments
	Cell, tissue or DNA sample:	HepG2
	Cellular compartment:	cytosol
	RNA Extract:	Long PolyA+ RNA
	Paired/Single reads lengths:	2x36
	Replicate number:	1
	Assembly originally mapped to:	hg18
	ENCODE Data Freeze:	ENCODE Jan 2011 Freeze
	UCSC Accession:	wgEncodeEH000252
	Date submitted to UCSC:	2009-11-13
	Date resubmitted to UCSC:	2010-08-19
	Date restrictions end:	2010-08-13
	Submission ID:	2116
	Lab provided identifier:	DHH002
	Cross Lab Bio-Replicate ID:	gen0126C
	Lab specific details:	clone-based
	Sequencing Platform:	Illumina Genome Analyzer II
	tableName:	wgEncodeGisRnaPetHepg2CytosolPapAlnRep1
	File Name for downloading:	wgEncodeGisRnaPetHepg2CytosolPapAlnRep1.bam,wgEncodeGisRnaPetHepg2CytosolPapAlnRep1.bam.bai


 
	 Data format 	 2010-08-13 
	
 	hide

 Configure
	 HepG2	 Nucleus	 Clone-based	 Clusters	 1st	 HepG2 nucleus polyA+ clone-based RNA PET Clusters Rep 1 from ENCODE/GIS 	Principal Investigator on grant:	Gingeras
	Lab producing data:	Ruan - GIS
	Experiment (Assay) type:	RNA-PET
	View - Peaks or Signals:	Clusters
	Cell, tissue or DNA sample:	HepG2
	Cellular compartment:	nucleus
	RNA Extract:	Long PolyA+ RNA
	Paired/Single reads lengths:	2x36
	Replicate number:	1
	Assembly originally mapped to:	hg18
	ENCODE Data Freeze:	ENCODE Jan 2011 Freeze
	UCSC Accession:	wgEncodeEH000253
	Date submitted to UCSC:	2009-11-13
	Date resubmitted to UCSC:	2010-03-08
	Date restrictions end:	2010-08-13
	Submission ID:	2117
	GEO sample accession:	GSM830531
	Lab provided identifier:	DHH003
	Cross Lab Bio-Replicate ID:	gen0129N
	Lab specific details:	clone-based
	Sequencing Platform:	Illumina Genome Analyzer II
	tableName:	wgEncodeGisRnaPetHepg2NucleusPapClustersRep1
	File Name for downloading:	wgEncodeGisRnaPetHepg2NucleusPapClustersRep1.bed.gz


 
	 Data format 	 2010-08-13 
	
 	hide

 Configure
	 HepG2	 Nucleus	 Clone-based	 Minus Raw Signal	 1st	 HepG2 nucleus polyA+ clone-based RNA PET Minus signal Rep 1 from ENCODE/GIS 	Principal Investigator on grant:	Gingeras
	Lab producing data:	Ruan - GIS
	Experiment (Assay) type:	RNA-PET
	View - Peaks or Signals:	Minus Raw signal
	Cell, tissue or DNA sample:	HepG2
	Cellular compartment:	nucleus
	RNA Extract:	Long PolyA+ RNA
	Paired/Single reads lengths:	2x36
	Replicate number:	1
	Assembly originally mapped to:	hg18
	ENCODE Data Freeze:	ENCODE Jan 2011 Freeze
	UCSC Accession:	wgEncodeEH000253
	Date submitted to UCSC:	2009-11-13
	Date resubmitted to UCSC:	2010-08-18
	Date restrictions end:	2010-08-13
	Submission ID:	2117
	GEO sample accession:	GSM830531
	Lab provided identifier:	DHH003
	Cross Lab Bio-Replicate ID:	gen0129N
	Lab specific details:	clone-based
	Sequencing Platform:	Illumina Genome Analyzer II
	tableName:	wgEncodeGisRnaPetHepg2NucleusPapMinusRawSigRep1
	File Name for downloading:	wgEncodeGisRnaPetHepg2NucleusPapMinusRawSigRep1.bigWig


 
	 Data format 	 2010-08-13 
	
 	hide

 Configure
	 HepG2	 Nucleus	 Clone-based	 Plus Raw Signal	 1st	 HepG2 nucleus polyA+ clone-based RNA PET Plus signal Rep 1 from ENCODE/GIS 	Principal Investigator on grant:	Gingeras
	Lab producing data:	Ruan - GIS
	Experiment (Assay) type:	RNA-PET
	View - Peaks or Signals:	Plus Raw signal
	Cell, tissue or DNA sample:	HepG2
	Cellular compartment:	nucleus
	RNA Extract:	Long PolyA+ RNA
	Paired/Single reads lengths:	2x36
	Replicate number:	1
	Assembly originally mapped to:	hg18
	ENCODE Data Freeze:	ENCODE Jan 2011 Freeze
	UCSC Accession:	wgEncodeEH000253
	Date submitted to UCSC:	2009-11-13
	Date resubmitted to UCSC:	2010-08-18
	Date restrictions end:	2010-08-13
	Submission ID:	2117
	GEO sample accession:	GSM830531
	Lab provided identifier:	DHH003
	Cross Lab Bio-Replicate ID:	gen0129N
	Lab specific details:	clone-based
	Sequencing Platform:	Illumina Genome Analyzer II
	tableName:	wgEncodeGisRnaPetHepg2NucleusPapPlusRawSigRep1
	File Name for downloading:	wgEncodeGisRnaPetHepg2NucleusPapPlusRawSigRep1.bigWig


 
	 Data format 	 2010-08-13 
	
 	hide

 Configure
	 HepG2	 Nucleus	 Clone-based	 Alignments	 1st	 HepG2 nucleus polyA+ clone-based RNA PET Alignments Rep 1 from ENCODE/GIS 	Principal Investigator on grant:	Gingeras
	Lab producing data:	Ruan - GIS
	Experiment (Assay) type:	RNA-PET
	View - Peaks or Signals:	Alignments
	Cell, tissue or DNA sample:	HepG2
	Cellular compartment:	nucleus
	RNA Extract:	Long PolyA+ RNA
	Paired/Single reads lengths:	2x36
	Replicate number:	1
	Assembly originally mapped to:	hg18
	ENCODE Data Freeze:	ENCODE Jan 2011 Freeze
	UCSC Accession:	wgEncodeEH000253
	Date submitted to UCSC:	2009-11-13
	Date resubmitted to UCSC:	2010-08-18
	Date restrictions end:	2010-08-13
	Submission ID:	2117
	Lab provided identifier:	DHH003
	Cross Lab Bio-Replicate ID:	gen0129N
	Lab specific details:	clone-based
	Sequencing Platform:	Illumina Genome Analyzer II
	tableName:	wgEncodeGisRnaPetHepg2NucleusPapAlnRep1
	File Name for downloading:	wgEncodeGisRnaPetHepg2NucleusPapAlnRep1.bam,wgEncodeGisRnaPetHepg2NucleusPapAlnRep1.bam.bai


 
	 Data format 	 2010-08-13 
	
 	hide

 Configure
	 HUVEC	 Cytosol	 Clone-free	 Clusters	 1st	 HUVEC cytosol polyA+ clone-free RNA PET Clusters Rep 1 from ENCODE/GIS 	Principal Investigator on grant:	Gingeras
	Lab producing data:	Ruan - GIS
	Experiment (Assay) type:	RNA-PET
	View - Peaks or Signals:	Clusters
	Cell, tissue or DNA sample:	HUVEC
	Cellular compartment:	cytosol
	RNA Extract:	Long PolyA+ RNA
	Paired/Single reads lengths:	2x36
	Replicate number:	1
	Version of data if resubmitted:	V2 - Improved Sequencing
	Assembly originally mapped to:	hg18
	ENCODE Data Freeze:	ENCODE Mar 2012 Freeze
	UCSC Accession:	wgEncodeEH000266
	Date submitted to UCSC:	2011-11-09
	Date resubmitted to UCSC:	2011-05-05
	Date restrictions end:	2012-08-09
	Submission ID:	5099
	GEO sample accession:	GSM1006915
	Lab provided identifier:	RHH003
	Cross Lab Bio-Replicate ID:	gen0117C
	Lab specific details:	clone-free
	Sequencing Platform:	Illumina Genome Analyzer IIx
	tableName:	wgEncodeGisRnaPetHuvecCytosolPapClustersRep1V2
	File Name for downloading:	wgEncodeGisRnaPetHuvecCytosolPapClustersRep1V2.bed.gz


 
	 Data format 	 2012-08-09 
	
 	hide

 Configure
	 HUVEC	 Cytosol	 Clone-free	 Minus Raw Signal	 1st	 HUVEC cytosol polyA+ clone-free RNA PET Minus Signal Rep 1 from ENCODE/GIS 	Principal Investigator on grant:	Gingeras
	Lab producing data:	Ruan - GIS
	Experiment (Assay) type:	RNA-PET
	View - Peaks or Signals:	Minus Raw signal
	Cell, tissue or DNA sample:	HUVEC
	Cellular compartment:	cytosol
	RNA Extract:	Long PolyA+ RNA
	Paired/Single reads lengths:	2x36
	Replicate number:	1
	Version of data if resubmitted:	V2 - Improved Sequencing
	Assembly originally mapped to:	hg18
	ENCODE Data Freeze:	ENCODE Mar 2012 Freeze
	UCSC Accession:	wgEncodeEH000266
	Date submitted to UCSC:	2011-11-09
	Date resubmitted to UCSC:	2011-05-05
	Date restrictions end:	2012-08-09
	Submission ID:	5099
	GEO sample accession:	GSM1006915
	Lab provided identifier:	RHH003
	Cross Lab Bio-Replicate ID:	gen0117C
	Lab specific details:	clone-free
	Sequencing Platform:	Illumina Genome Analyzer IIx
	tableName:	wgEncodeGisRnaPetHuvecCytosolPapMinusRawRep1V2
	File Name for downloading:	wgEncodeGisRnaPetHuvecCytosolPapMinusRawRep1V2.bigWig


 
	 Data format 	 2012-08-09 
	
 	hide

 Configure
	 HUVEC	 Cytosol	 Clone-free	 Plus Raw Signal	 1st	 HUVEC cytosol polyA+ clone-free RNA PET Plus Signal Rep 1 from ENCODE/GIS 	Principal Investigator on grant:	Gingeras
	Lab producing data:	Ruan - GIS
	Experiment (Assay) type:	RNA-PET
	View - Peaks or Signals:	Plus Raw signal
	Cell, tissue or DNA sample:	HUVEC
	Cellular compartment:	cytosol
	RNA Extract:	Long PolyA+ RNA
	Paired/Single reads lengths:	2x36
	Replicate number:	1
	Version of data if resubmitted:	V2 - Improved Sequencing
	Assembly originally mapped to:	hg18
	ENCODE Data Freeze:	ENCODE Mar 2012 Freeze
	UCSC Accession:	wgEncodeEH000266
	Date submitted to UCSC:	2011-11-09
	Date resubmitted to UCSC:	2011-05-05
	Date restrictions end:	2012-08-09
	Submission ID:	5099
	GEO sample accession:	GSM1006915
	Lab provided identifier:	RHH003
	Cross Lab Bio-Replicate ID:	gen0117C
	Lab specific details:	clone-free
	Sequencing Platform:	Illumina Genome Analyzer IIx
	tableName:	wgEncodeGisRnaPetHuvecCytosolPapPlusRawRep1V2
	File Name for downloading:	wgEncodeGisRnaPetHuvecCytosolPapPlusRawRep1V2.bigWig


 
	 Data format 	 2012-08-09 
	
 	hide

 Configure
	 HUVEC	 Cytosol	 Clone-free	 Alignments	 1st	 HUVEC cytosol polyA+ clone-free RNA PET Alignments Rep 1 from ENCODE/GIS 	Principal Investigator on grant:	Gingeras
	Lab producing data:	Ruan - GIS
	Experiment (Assay) type:	RNA-PET
	View - Peaks or Signals:	Alignments
	Cell, tissue or DNA sample:	HUVEC
	Cellular compartment:	cytosol
	RNA Extract:	Long PolyA+ RNA
	Paired/Single reads lengths:	2x36
	Replicate number:	1
	Version of data if resubmitted:	V2 - Improved Sequencing
	Assembly originally mapped to:	hg18
	ENCODE Data Freeze:	ENCODE Mar 2012 Freeze
	UCSC Accession:	wgEncodeEH000266
	Date submitted to UCSC:	2011-11-09
	Date resubmitted to UCSC:	2011-05-05
	Date restrictions end:	2012-08-09
	Submission ID:	5099
	Lab provided identifier:	RHH003
	Cross Lab Bio-Replicate ID:	gen0117C
	Lab specific details:	clone-free
	Sequencing Platform:	Illumina Genome Analyzer IIx
	tableName:	wgEncodeGisRnaPetHuvecCytosolPapAlnRep1V2
	File Name for downloading:	wgEncodeGisRnaPetHuvecCytosolPapAlnRep1V2.bam,wgEncodeGisRnaPetHuvecCytosolPapAlnRep1V2.bam.bai


 
	 Data format 	 2012-08-09 
	
 	hide

 Configure
	 HUVEC	 Nucleus	 Clone-free	 Clusters	 1st	 HUVEC nucleus polyA+ clone-free RNA PET Clusters Rep 1 from ENCODE/GIS 	Principal Investigator on grant:	Gingeras
	Lab producing data:	Ruan - GIS
	Experiment (Assay) type:	RNA-PET
	View - Peaks or Signals:	Clusters
	Cell, tissue or DNA sample:	HUVEC
	Cellular compartment:	nucleus
	RNA Extract:	Long PolyA+ RNA
	Paired/Single reads lengths:	2x36
	Replicate number:	1
	Assembly originally mapped to:	hg18
	ENCODE Data Freeze:	ENCODE Mar 2012 Freeze
	UCSC Accession:	wgEncodeEH000251
	Date submitted to UCSC:	2009-11-13
	Date resubmitted to UCSC:	2011-05-05
	Date restrictions end:	2010-08-13
	Submission ID:	4031
	GEO sample accession:	GSM830519
	Lab provided identifier:	RHH001
	Cross Lab Bio-Replicate ID:	gen0118N
	Lab specific details:	clone-free
	Sequencing Platform:	Illumina Genome Analyzer II
	tableName:	wgEncodeGisRnaPetHuvecNucleusPapClustersRep1
	File Name for downloading:	wgEncodeGisRnaPetHuvecNucleusPapClustersRep1.bed.gz


 
	 Data format 	 2010-08-13 
	
 	hide

 Configure
	 HUVEC	 Nucleus	 Clone-free	 Minus Raw Signal	 1st	 HUVEC nucleus polyA+ clone-free RNA PET Minus signal Rep 1 from ENCODE/GIS 	Principal Investigator on grant:	Gingeras
	Lab producing data:	Ruan - GIS
	Experiment (Assay) type:	RNA-PET
	View - Peaks or Signals:	Minus Raw signal
	Cell, tissue or DNA sample:	HUVEC
	Cellular compartment:	nucleus
	RNA Extract:	Long PolyA+ RNA
	Paired/Single reads lengths:	2x36
	Replicate number:	1
	Assembly originally mapped to:	hg18
	ENCODE Data Freeze:	ENCODE Mar 2012 Freeze
	UCSC Accession:	wgEncodeEH000251
	Date submitted to UCSC:	2009-11-13
	Date resubmitted to UCSC:	2011-05-05
	Date restrictions end:	2010-08-13
	Submission ID:	4031
	GEO sample accession:	GSM830519
	Lab provided identifier:	RHH001
	Cross Lab Bio-Replicate ID:	gen0118N
	Lab specific details:	clone-free
	Sequencing Platform:	Illumina Genome Analyzer II
	tableName:	wgEncodeGisRnaPetHuvecNucleusPapMinusRawRep1
	File Name for downloading:	wgEncodeGisRnaPetHuvecNucleusPapMinusRawRep1.bigWig


 
	 Data format 	 2010-08-13 
	
 	hide

 Configure
	 HUVEC	 Nucleus	 Clone-free	 Plus Raw Signal	 1st	 HUVEC nucleus polyA+ clone-free RNA PET Plus signal Rep 1 from ENCODE/GIS 	Principal Investigator on grant:	Gingeras
	Lab producing data:	Ruan - GIS
	Experiment (Assay) type:	RNA-PET
	View - Peaks or Signals:	Plus Raw signal
	Cell, tissue or DNA sample:	HUVEC
	Cellular compartment:	nucleus
	RNA Extract:	Long PolyA+ RNA
	Paired/Single reads lengths:	2x36
	Replicate number:	1
	Assembly originally mapped to:	hg18
	ENCODE Data Freeze:	ENCODE Mar 2012 Freeze
	UCSC Accession:	wgEncodeEH000251
	Date submitted to UCSC:	2009-11-13
	Date resubmitted to UCSC:	2011-05-05
	Date restrictions end:	2010-08-13
	Submission ID:	4031
	GEO sample accession:	GSM830519
	Lab provided identifier:	RHH001
	Cross Lab Bio-Replicate ID:	gen0118N
	Lab specific details:	clone-free
	Sequencing Platform:	Illumina Genome Analyzer II
	tableName:	wgEncodeGisRnaPetHuvecNucleusPapPlusRawRep1
	File Name for downloading:	wgEncodeGisRnaPetHuvecNucleusPapPlusRawRep1.bigWig


 
	 Data format 	 2010-08-13 
	
 	hide

 Configure
	 HUVEC	 Nucleus	 Clone-free	 Alignments	 1st	 HUVEC nucleus polyA+ clone-free RNA PET Alignments Rep 1 from ENCODE/GIS 	Principal Investigator on grant:	Gingeras
	Lab producing data:	Ruan - GIS
	Experiment (Assay) type:	RNA-PET
	View - Peaks or Signals:	Alignments
	Cell, tissue or DNA sample:	HUVEC
	Cellular compartment:	nucleus
	RNA Extract:	Long PolyA+ RNA
	Paired/Single reads lengths:	2x36
	Replicate number:	1
	Assembly originally mapped to:	hg18
	ENCODE Data Freeze:	ENCODE Mar 2012 Freeze
	UCSC Accession:	wgEncodeEH000251
	Date submitted to UCSC:	2009-11-13
	Date resubmitted to UCSC:	2011-05-05
	Date restrictions end:	2010-08-13
	Submission ID:	4031
	Lab provided identifier:	RHH001
	Cross Lab Bio-Replicate ID:	gen0118N
	Lab specific details:	clone-free
	Sequencing Platform:	Illumina Genome Analyzer II
	tableName:	wgEncodeGisRnaPetHuvecNucleusPapAlnRep1
	File Name for downloading:	wgEncodeGisRnaPetHuvecNucleusPapAlnRep1.bam,wgEncodeGisRnaPetHuvecNucleusPapAlnRep1.bam.bai


 
	 Data format 	 2010-08-13 
	
 	hide

 Configure
	 IMR90	 Whole Cell	 Clone-free	 Clusters	 Pooled	 IMR90 whole cell polyA+ clone-free RNA PET Clusters Pooled from ENCODE/GIS 	Principal Investigator on grant:	Gingeras
	Lab producing data:	Ruan - GIS
	Experiment (Assay) type:	RNA-PET
	View - Peaks or Signals:	Clusters
	Cell, tissue or DNA sample:	IMR90
	Cellular compartment:	cell
	RNA Extract:	Long PolyA+ RNA
	Paired/Single reads lengths:	2x36
	Donor ID:	58607680
	ENCODE Data Freeze:	ENCODE Jul 2012 Freeze
	UCSC Accession:	wgEncodeEH002924
	Date submitted to UCSC:	2012-03-27
	Date resubmitted to UCSC:	2012-06-29
	Date restrictions end:	2012-12-27
	Submission ID:	7276
	GEO sample accession:	GSM1006908
	Lab provided identifier:	RHI001,RHI002
	Cross Lab Bio-Replicate ID:	045WC,046WC
	Lab specific details:	clone-free
	Sequencing Platform:	Illumina HiSeq 2000
	tableName:	wgEncodeGisRnaPetImr90CellPapClusters
	File Name for downloading:	wgEncodeGisRnaPetImr90CellPapClusters.bedCluster.gz


 
	 Data format 	 2012-12-27 
	
 	hide

 Configure
	 IMR90	 Whole Cell	 Clone-free	 Minus Raw Signal	 1st	 IMR90 whole cell polyA+ clone-free RNA PET Minus signal Rep 1 from ENCODE/GIS 	Principal Investigator on grant:	Gingeras
	Lab producing data:	Ruan - GIS
	Experiment (Assay) type:	RNA-PET
	View - Peaks or Signals:	Minus Raw signal
	Cell, tissue or DNA sample:	IMR90
	Cellular compartment:	cell
	RNA Extract:	Long PolyA+ RNA
	Paired/Single reads lengths:	2x36
	Replicate number:	1
	Donor ID:	58607680
	ENCODE Data Freeze:	ENCODE Mar 2012 Freeze
	UCSC Accession:	wgEncodeEH002924
	Date submitted to UCSC:	2012-03-22
	Date restrictions end:	2012-12-22
	Submission ID:	6191
	GEO sample accession:	GSM1006908
	Lab provided identifier:	RHI001
	Cross Lab Bio-Replicate ID:	045WC
	Lab specific details:	clone-free
	Sequencing Platform:	Illumina HiSeq 2000
	tableName:	wgEncodeGisRnaPetImr90CellPapMinusRawRep1
	File Name for downloading:	wgEncodeGisRnaPetImr90CellPapMinusRawRep1.bigWig


 
	 Data format 	 2012-12-22 
	
 	hide

 Configure
	 IMR90	 Whole Cell	 Clone-free	 Minus Raw Signal	 2nd	 IMR90 whole cell polyA+ clone-free RNA PET Minus signal Rep 2 from ENCODE/GIS 	Principal Investigator on grant:	Gingeras
	Lab producing data:	Ruan - GIS
	Experiment (Assay) type:	RNA-PET
	View - Peaks or Signals:	Minus Raw signal
	Cell, tissue or DNA sample:	IMR90
	Cellular compartment:	cell
	RNA Extract:	Long PolyA+ RNA
	Paired/Single reads lengths:	2x36
	Replicate number:	2
	Donor ID:	58607680
	ENCODE Data Freeze:	ENCODE Mar 2012 Freeze
	UCSC Accession:	wgEncodeEH002924
	Date submitted to UCSC:	2012-03-27
	Date restrictions end:	2012-12-27
	Submission ID:	6394
	GEO sample accession:	GSM1006908
	Lab provided identifier:	RHI002
	Cross Lab Bio-Replicate ID:	046WC
	Lab specific details:	clone-free
	Sequencing Platform:	Illumina HiSeq 2000
	tableName:	wgEncodeGisRnaPetImr90CellPapMinusRawRep2
	File Name for downloading:	wgEncodeGisRnaPetImr90CellPapMinusRawRep2.bigWig


 
	 Data format 	 2012-12-27 
	
 	hide

 Configure
	 IMR90	 Whole Cell	 Clone-free	 Plus Raw Signal	 1st	 IMR90 whole cell polyA+ clone-free RNA PET Plus signal Rep 1 from ENCODE/GIS 	Principal Investigator on grant:	Gingeras
	Lab producing data:	Ruan - GIS
	Experiment (Assay) type:	RNA-PET
	View - Peaks or Signals:	Plus Raw signal
	Cell, tissue or DNA sample:	IMR90
	Cellular compartment:	cell
	RNA Extract:	Long PolyA+ RNA
	Paired/Single reads lengths:	2x36
	Replicate number:	1
	Donor ID:	58607680
	ENCODE Data Freeze:	ENCODE Mar 2012 Freeze
	UCSC Accession:	wgEncodeEH002924
	Date submitted to UCSC:	2012-03-22
	Date restrictions end:	2012-12-22
	Submission ID:	6191
	GEO sample accession:	GSM1006908
	Lab provided identifier:	RHI001
	Cross Lab Bio-Replicate ID:	045WC
	Lab specific details:	clone-free
	Sequencing Platform:	Illumina HiSeq 2000
	tableName:	wgEncodeGisRnaPetImr90CellPapPlusRawRep1
	File Name for downloading:	wgEncodeGisRnaPetImr90CellPapPlusRawRep1.bigWig


 
	 Data format 	 2012-12-22 
	
 	hide

 Configure
	 IMR90	 Whole Cell	 Clone-free	 Plus Raw Signal	 2nd	 IMR90 whole cell polyA+ clone-free RNA PET Plus signal Rep 2 from ENCODE/GIS 	Principal Investigator on grant:	Gingeras
	Lab producing data:	Ruan - GIS
	Experiment (Assay) type:	RNA-PET
	View - Peaks or Signals:	Plus Raw signal
	Cell, tissue or DNA sample:	IMR90
	Cellular compartment:	cell
	RNA Extract:	Long PolyA+ RNA
	Paired/Single reads lengths:	2x36
	Replicate number:	2
	Donor ID:	58607680
	ENCODE Data Freeze:	ENCODE Mar 2012 Freeze
	UCSC Accession:	wgEncodeEH002924
	Date submitted to UCSC:	2012-03-27
	Date restrictions end:	2012-12-27
	Submission ID:	6394
	GEO sample accession:	GSM1006908
	Lab provided identifier:	RHI002
	Cross Lab Bio-Replicate ID:	046WC
	Lab specific details:	clone-free
	Sequencing Platform:	Illumina HiSeq 2000
	tableName:	wgEncodeGisRnaPetImr90CellPapPlusRawRep2
	File Name for downloading:	wgEncodeGisRnaPetImr90CellPapPlusRawRep2.bigWig


 
	 Data format 	 2012-12-27 
	
 	hide

 Configure
	 IMR90	 Whole Cell	 Clone-free	 Alignments	 1st	 IMR90 whole cell polyA+ clone-free RNA PET Alignments Rep 1 from ENCODE/GIS 	Principal Investigator on grant:	Gingeras
	Lab producing data:	Ruan - GIS
	Experiment (Assay) type:	RNA-PET
	View - Peaks or Signals:	Alignments
	Cell, tissue or DNA sample:	IMR90
	Cellular compartment:	cell
	RNA Extract:	Long PolyA+ RNA
	Paired/Single reads lengths:	2x36
	Replicate number:	1
	Donor ID:	58607680
	ENCODE Data Freeze:	ENCODE Mar 2012 Freeze
	UCSC Accession:	wgEncodeEH002924
	Date submitted to UCSC:	2012-03-22
	Date restrictions end:	2012-12-22
	Submission ID:	6191
	Lab provided identifier:	RHI001
	Cross Lab Bio-Replicate ID:	045WC
	Lab specific details:	clone-free
	Sequencing Platform:	Illumina HiSeq 2000
	tableName:	wgEncodeGisRnaPetImr90CellPapAlnRep1
	File Name for downloading:	wgEncodeGisRnaPetImr90CellPapAlnRep1.bam,wgEncodeGisRnaPetImr90CellPapAlnRep1.bam.bai


 
	 Data format 	 2012-12-22 
	
 	hide

 Configure
	 IMR90	 Whole Cell	 Clone-free	 Alignments	 2nd	 IMR90 whole cell polyA+ clone-free RNA PET Alignments Rep 2 from ENCODE/GIS 	Principal Investigator on grant:	Gingeras
	Lab producing data:	Ruan - GIS
	Experiment (Assay) type:	RNA-PET
	View - Peaks or Signals:	Alignments
	Cell, tissue or DNA sample:	IMR90
	Cellular compartment:	cell
	RNA Extract:	Long PolyA+ RNA
	Paired/Single reads lengths:	2x36
	Replicate number:	2
	Donor ID:	58607680
	ENCODE Data Freeze:	ENCODE Mar 2012 Freeze
	UCSC Accession:	wgEncodeEH002924
	Date submitted to UCSC:	2012-03-27
	Date restrictions end:	2012-12-27
	Submission ID:	6394
	Lab provided identifier:	RHI002
	Cross Lab Bio-Replicate ID:	046WC
	Lab specific details:	clone-free
	Sequencing Platform:	Illumina HiSeq 2000
	tableName:	wgEncodeGisRnaPetImr90CellPapAlnRep2
	File Name for downloading:	wgEncodeGisRnaPetImr90CellPapAlnRep2.bam,wgEncodeGisRnaPetImr90CellPapAlnRep2.bam.bai


 
	 Data format 	 2012-12-27 
	
 	hide

 Configure
	 IMR90	 Cytosol	 Clone-free	 Clusters	 Pooled	 IMR90 cytosol polyA+ clone-free RNA PET Clusters Pooled from ENCODE/GIS 	Principal Investigator on grant:	Gingeras
	Lab producing data:	Ruan - GIS
	Experiment (Assay) type:	RNA-PET
	View - Peaks or Signals:	Clusters
	Cell, tissue or DNA sample:	IMR90
	Cellular compartment:	cytosol
	RNA Extract:	Long PolyA+ RNA
	Paired/Single reads lengths:	2x36
	Donor ID:	58607680
	ENCODE Data Freeze:	ENCODE Jul 2012 Freeze
	UCSC Accession:	wgEncodeEH002930
	Date submitted to UCSC:	2012-03-27
	Date resubmitted to UCSC:	2012-06-29
	Date restrictions end:	2012-12-27
	Submission ID:	7187
	GEO sample accession:	GSM1006911
	Lab provided identifier:	RHI003,RHI004
	Cross Lab Bio-Replicate ID:	045C,046C
	Lab specific details:	clone-free
	Sequencing Platform:	Illumina HiSeq 2000
	tableName:	wgEncodeGisRnaPetImr90CytosolPapClusters
	File Name for downloading:	wgEncodeGisRnaPetImr90CytosolPapClusters.bedCluster.gz


 
	 Data format 	 2012-12-27 
	
 	hide

 Configure
	 IMR90	 Cytosol	 Clone-free	 Minus Raw Signal	 1st	 IMR90 cytosol polyA+ clone-free RNA PET Minus signal Rep 1 from ENCODE/GIS 	Principal Investigator on grant:	Gingeras
	Lab producing data:	Ruan - GIS
	Experiment (Assay) type:	RNA-PET
	View - Peaks or Signals:	Minus Raw signal
	Cell, tissue or DNA sample:	IMR90
	Cellular compartment:	cytosol
	RNA Extract:	Long PolyA+ RNA
	Paired/Single reads lengths:	2x36
	Replicate number:	1
	Donor ID:	58607680
	ENCODE Data Freeze:	ENCODE Mar 2012 Freeze
	UCSC Accession:	wgEncodeEH002930
	Date submitted to UCSC:	2012-03-27
	Date restrictions end:	2012-12-27
	Submission ID:	6395
	GEO sample accession:	GSM1006911
	Lab provided identifier:	RHI003
	Cross Lab Bio-Replicate ID:	045C
	Lab specific details:	clone-free
	Sequencing Platform:	Illumina HiSeq 2000
	tableName:	wgEncodeGisRnaPetImr90CytosolPapMinusRawRep1
	File Name for downloading:	wgEncodeGisRnaPetImr90CytosolPapMinusRawRep1.bigWig


 
	 Data format 	 2012-12-27 
	
 	hide

 Configure
	 IMR90	 Cytosol	 Clone-free	 Minus Raw Signal	 2nd	 IMR90 cytosol polyA+ clone-free RNA PET Minus signal Rep 2 from ENCODE/GIS 	Principal Investigator on grant:	Gingeras
	Lab producing data:	Ruan - GIS
	Experiment (Assay) type:	RNA-PET
	View - Peaks or Signals:	Minus Raw signal
	Cell, tissue or DNA sample:	IMR90
	Cellular compartment:	cytosol
	RNA Extract:	Long PolyA+ RNA
	Paired/Single reads lengths:	2x36
	Replicate number:	2
	Donor ID:	58607680
	ENCODE Data Freeze:	ENCODE Mar 2012 Freeze
	UCSC Accession:	wgEncodeEH002930
	Date submitted to UCSC:	2012-03-27
	Date restrictions end:	2012-12-27
	Submission ID:	6396
	GEO sample accession:	GSM1006911
	Lab provided identifier:	RHI004
	Cross Lab Bio-Replicate ID:	046C
	Lab specific details:	clone-free
	Sequencing Platform:	Illumina HiSeq 2000
	tableName:	wgEncodeGisRnaPetImr90CytosolPapMinusRawRep2
	File Name for downloading:	wgEncodeGisRnaPetImr90CytosolPapMinusRawRep2.bigWig


 
	 Data format 	 2012-12-27 
	
 	hide

 Configure
	 IMR90	 Cytosol	 Clone-free	 Plus Raw Signal	 1st	 IMR90 cytosol polyA+ clone-free RNA PET Plus signal Rep 1 from ENCODE/GIS 	Principal Investigator on grant:	Gingeras
	Lab producing data:	Ruan - GIS
	Experiment (Assay) type:	RNA-PET
	View - Peaks or Signals:	Plus Raw signal
	Cell, tissue or DNA sample:	IMR90
	Cellular compartment:	cytosol
	RNA Extract:	Long PolyA+ RNA
	Paired/Single reads lengths:	2x36
	Replicate number:	1
	Donor ID:	58607680
	ENCODE Data Freeze:	ENCODE Mar 2012 Freeze
	UCSC Accession:	wgEncodeEH002930
	Date submitted to UCSC:	2012-03-27
	Date restrictions end:	2012-12-27
	Submission ID:	6395
	GEO sample accession:	GSM1006911
	Lab provided identifier:	RHI003
	Cross Lab Bio-Replicate ID:	045C
	Lab specific details:	clone-free
	Sequencing Platform:	Illumina HiSeq 2000
	tableName:	wgEncodeGisRnaPetImr90CytosolPapPlusRawRep1
	File Name for downloading:	wgEncodeGisRnaPetImr90CytosolPapPlusRawRep1.bigWig


 
	 Data format 	 2012-12-27 
	
 	hide

 Configure
	 IMR90	 Cytosol	 Clone-free	 Plus Raw Signal	 2nd	 IMR90 cytosol polyA+ clone-free RNA PET Plus signal Rep 2 from ENCODE/GIS 	Principal Investigator on grant:	Gingeras
	Lab producing data:	Ruan - GIS
	Experiment (Assay) type:	RNA-PET
	View - Peaks or Signals:	Plus Raw signal
	Cell, tissue or DNA sample:	IMR90
	Cellular compartment:	cytosol
	RNA Extract:	Long PolyA+ RNA
	Paired/Single reads lengths:	2x36
	Replicate number:	2
	Donor ID:	58607680
	ENCODE Data Freeze:	ENCODE Mar 2012 Freeze
	UCSC Accession:	wgEncodeEH002930
	Date submitted to UCSC:	2012-03-27
	Date restrictions end:	2012-12-27
	Submission ID:	6396
	GEO sample accession:	GSM1006911
	Lab provided identifier:	RHI004
	Cross Lab Bio-Replicate ID:	046C
	Lab specific details:	clone-free
	Sequencing Platform:	Illumina HiSeq 2000
	tableName:	wgEncodeGisRnaPetImr90CytosolPapPlusRawRep2
	File Name for downloading:	wgEncodeGisRnaPetImr90CytosolPapPlusRawRep2.bigWig


 
	 Data format 	 2012-12-27 
	
 	hide

 Configure
	 IMR90	 Cytosol	 Clone-free	 Alignments	 1st	 IMR90 cytosol polyA+ clone-free RNA PET Alignments Rep 1 from ENCODE/GIS 	Principal Investigator on grant:	Gingeras
	Lab producing data:	Ruan - GIS
	Experiment (Assay) type:	RNA-PET
	View - Peaks or Signals:	Alignments
	Cell, tissue or DNA sample:	IMR90
	Cellular compartment:	cytosol
	RNA Extract:	Long PolyA+ RNA
	Paired/Single reads lengths:	2x36
	Replicate number:	1
	Donor ID:	58607680
	ENCODE Data Freeze:	ENCODE Mar 2012 Freeze
	UCSC Accession:	wgEncodeEH002930
	Date submitted to UCSC:	2012-03-27
	Date restrictions end:	2012-12-27
	Submission ID:	6395
	Lab provided identifier:	RHI003
	Cross Lab Bio-Replicate ID:	045C
	Lab specific details:	clone-free
	Sequencing Platform:	Illumina HiSeq 2000
	tableName:	wgEncodeGisRnaPetImr90CytosolPapAlnRep1
	File Name for downloading:	wgEncodeGisRnaPetImr90CytosolPapAlnRep1.bam,wgEncodeGisRnaPetImr90CytosolPapAlnRep1.bam.bai


 
	 Data format 	 2012-12-27 
	
 	hide

 Configure
	 IMR90	 Cytosol	 Clone-free	 Alignments	 2nd	 IMR90 cytosol polyA+ clone-free RNA PET Alignments Rep 2 from ENCODE/GIS 	Principal Investigator on grant:	Gingeras
	Lab producing data:	Ruan - GIS
	Experiment (Assay) type:	RNA-PET
	View - Peaks or Signals:	Alignments
	Cell, tissue or DNA sample:	IMR90
	Cellular compartment:	cytosol
	RNA Extract:	Long PolyA+ RNA
	Paired/Single reads lengths:	2x36
	Replicate number:	2
	Donor ID:	58607680
	ENCODE Data Freeze:	ENCODE Mar 2012 Freeze
	UCSC Accession:	wgEncodeEH002930
	Date submitted to UCSC:	2012-03-27
	Date restrictions end:	2012-12-27
	Submission ID:	6396
	Lab provided identifier:	RHI004
	Cross Lab Bio-Replicate ID:	046C
	Lab specific details:	clone-free
	Sequencing Platform:	Illumina HiSeq 2000
	tableName:	wgEncodeGisRnaPetImr90CytosolPapAlnRep2
	File Name for downloading:	wgEncodeGisRnaPetImr90CytosolPapAlnRep2.bam,wgEncodeGisRnaPetImr90CytosolPapAlnRep2.bam.bai


 
	 Data format 	 2012-12-27 
	
 	hide

 Configure
	 IMR90	 Nucleus	 Clone-free	 Clusters	 Pooled	 IMR90 nucleus polyA+ clone-free RNA PET Clusters Pooled from ENCODE/GIS 	Principal Investigator on grant:	Gingeras
	Lab producing data:	Ruan - GIS
	Experiment (Assay) type:	RNA-PET
	View - Peaks or Signals:	Clusters
	Cell, tissue or DNA sample:	IMR90
	Cellular compartment:	nucleus
	RNA Extract:	Long PolyA+ RNA
	Paired/Single reads lengths:	2x36
	Donor ID:	58607680
	ENCODE Data Freeze:	ENCODE Jul 2012 Freeze
	UCSC Accession:	wgEncodeEH002931
	Date submitted to UCSC:	2012-03-27
	Date resubmitted to UCSC:	2012-06-29
	Date restrictions end:	2012-12-27
	Submission ID:	7269
	GEO sample accession:	GSM1006913
	Lab provided identifier:	RHI005,RHI006
	Cross Lab Bio-Replicate ID:	045N,046N
	Lab specific details:	clone-free
	Sequencing Platform:	Illumina HiSeq 2000
	tableName:	wgEncodeGisRnaPetImr90NucleusPapClusters
	File Name for downloading:	wgEncodeGisRnaPetImr90NucleusPapClusters.bedCluster.gz


 
	 Data format 	 2012-12-27 
	
 	hide

 Configure
	 IMR90	 Nucleus	 Clone-free	 Minus Raw Signal	 1st	 IMR90 nucleus polyA+ clone-free RNA PET Minus signal Rep 1 from ENCODE/GIS 	Principal Investigator on grant:	Gingeras
	Lab producing data:	Ruan - GIS
	Experiment (Assay) type:	RNA-PET
	View - Peaks or Signals:	Minus Raw signal
	Cell, tissue or DNA sample:	IMR90
	Cellular compartment:	nucleus
	RNA Extract:	Long PolyA+ RNA
	Paired/Single reads lengths:	2x36
	Replicate number:	1
	Donor ID:	58607680
	ENCODE Data Freeze:	ENCODE Mar 2012 Freeze
	UCSC Accession:	wgEncodeEH002931
	Date submitted to UCSC:	2012-03-27
	Date restrictions end:	2012-12-27
	Submission ID:	6397
	GEO sample accession:	GSM1006913
	Lab provided identifier:	RHI005
	Cross Lab Bio-Replicate ID:	045N
	Lab specific details:	clone-free
	Sequencing Platform:	Illumina HiSeq 2000
	tableName:	wgEncodeGisRnaPetImr90NucleusPapMinusRawRep1
	File Name for downloading:	wgEncodeGisRnaPetImr90NucleusPapMinusRawRep1.bigWig


 
	 Data format 	 2012-12-27 
	
 	hide

 Configure
	 IMR90	 Nucleus	 Clone-free	 Minus Raw Signal	 2nd	 IMR90 nucleus polyA+ clone-free RNA PET Minus signal Rep 2 from ENCODE/GIS 	Principal Investigator on grant:	Gingeras
	Lab producing data:	Ruan - GIS
	Experiment (Assay) type:	RNA-PET
	View - Peaks or Signals:	Minus Raw signal
	Cell, tissue or DNA sample:	IMR90
	Cellular compartment:	nucleus
	RNA Extract:	Long PolyA+ RNA
	Paired/Single reads lengths:	2x36
	Replicate number:	2
	Donor ID:	58607680
	ENCODE Data Freeze:	ENCODE Mar 2012 Freeze
	UCSC Accession:	wgEncodeEH002931
	Date submitted to UCSC:	2012-03-28
	Date restrictions end:	2012-12-28
	Submission ID:	6537
	GEO sample accession:	GSM1006913
	Lab provided identifier:	RHI006
	Cross Lab Bio-Replicate ID:	046N
	Lab specific details:	clone-free
	Sequencing Platform:	Illumina HiSeq 2000
	tableName:	wgEncodeGisRnaPetImr90NucleusPapMinusRawRep2
	File Name for downloading:	wgEncodeGisRnaPetImr90NucleusPapMinusRawRep2.bigWig


 
	 Data format 	 2012-12-28 
	
 	hide

 Configure
	 IMR90	 Nucleus	 Clone-free	 Plus Raw Signal	 1st	 IMR90 nucleus polyA+ clone-free RNA PET Plus signal Rep 1 from ENCODE/GIS 	Principal Investigator on grant:	Gingeras
	Lab producing data:	Ruan - GIS
	Experiment (Assay) type:	RNA-PET
	View - Peaks or Signals:	Plus Raw signal
	Cell, tissue or DNA sample:	IMR90
	Cellular compartment:	nucleus
	RNA Extract:	Long PolyA+ RNA
	Paired/Single reads lengths:	2x36
	Replicate number:	1
	Donor ID:	58607680
	ENCODE Data Freeze:	ENCODE Mar 2012 Freeze
	UCSC Accession:	wgEncodeEH002931
	Date submitted to UCSC:	2012-03-27
	Date restrictions end:	2012-12-27
	Submission ID:	6397
	GEO sample accession:	GSM1006913
	Lab provided identifier:	RHI005
	Cross Lab Bio-Replicate ID:	045N
	Lab specific details:	clone-free
	Sequencing Platform:	Illumina HiSeq 2000
	tableName:	wgEncodeGisRnaPetImr90NucleusPapPlusRawRep1
	File Name for downloading:	wgEncodeGisRnaPetImr90NucleusPapPlusRawRep1.bigWig


 
	 Data format 	 2012-12-27 
	
 	hide

 Configure
	 IMR90	 Nucleus	 Clone-free	 Plus Raw Signal	 2nd	 IMR90 nucleus polyA+ clone-free RNA PET Plus signal Rep 2 from ENCODE/GIS 	Principal Investigator on grant:	Gingeras
	Lab producing data:	Ruan - GIS
	Experiment (Assay) type:	RNA-PET
	View - Peaks or Signals:	Plus Raw signal
	Cell, tissue or DNA sample:	IMR90
	Cellular compartment:	nucleus
	RNA Extract:	Long PolyA+ RNA
	Paired/Single reads lengths:	2x36
	Replicate number:	2
	Donor ID:	58607680
	ENCODE Data Freeze:	ENCODE Mar 2012 Freeze
	UCSC Accession:	wgEncodeEH002931
	Date submitted to UCSC:	2012-03-28
	Date restrictions end:	2012-12-28
	Submission ID:	6537
	GEO sample accession:	GSM1006913
	Lab provided identifier:	RHI006
	Cross Lab Bio-Replicate ID:	046N
	Lab specific details:	clone-free
	Sequencing Platform:	Illumina HiSeq 2000
	tableName:	wgEncodeGisRnaPetImr90NucleusPapPlusRawRep2
	File Name for downloading:	wgEncodeGisRnaPetImr90NucleusPapPlusRawRep2.bigWig


 
	 Data format 	 2012-12-28 
	
 	hide

 Configure
	 IMR90	 Nucleus	 Clone-free	 Alignments	 1st	 IMR90 nucleus polyA+ clone-free RNA PET Alignments Rep 1 from ENCODE/GIS 	Principal Investigator on grant:	Gingeras
	Lab producing data:	Ruan - GIS
	Experiment (Assay) type:	RNA-PET
	View - Peaks or Signals:	Alignments
	Cell, tissue or DNA sample:	IMR90
	Cellular compartment:	nucleus
	RNA Extract:	Long PolyA+ RNA
	Paired/Single reads lengths:	2x36
	Replicate number:	1
	Donor ID:	58607680
	ENCODE Data Freeze:	ENCODE Mar 2012 Freeze
	UCSC Accession:	wgEncodeEH002931
	Date submitted to UCSC:	2012-03-27
	Date restrictions end:	2012-12-27
	Submission ID:	6397
	Lab provided identifier:	RHI005
	Cross Lab Bio-Replicate ID:	045N
	Lab specific details:	clone-free
	Sequencing Platform:	Illumina HiSeq 2000
	tableName:	wgEncodeGisRnaPetImr90NucleusPapAlnRep1
	File Name for downloading:	wgEncodeGisRnaPetImr90NucleusPapAlnRep1.bam,wgEncodeGisRnaPetImr90NucleusPapAlnRep1.bam.bai


 
	 Data format 	 2012-12-27 
	
 	hide

 Configure
	 IMR90	 Nucleus	 Clone-free	 Alignments	 2nd	 IMR90 nucleus polyA+ clone-free RNA PET Alignments Rep 2 from ENCODE/GIS 	Principal Investigator on grant:	Gingeras
	Lab producing data:	Ruan - GIS
	Experiment (Assay) type:	RNA-PET
	View - Peaks or Signals:	Alignments
	Cell, tissue or DNA sample:	IMR90
	Cellular compartment:	nucleus
	RNA Extract:	Long PolyA+ RNA
	Paired/Single reads lengths:	2x36
	Replicate number:	2
	Donor ID:	58607680
	ENCODE Data Freeze:	ENCODE Mar 2012 Freeze
	UCSC Accession:	wgEncodeEH002931
	Date submitted to UCSC:	2012-03-28
	Date restrictions end:	2012-12-28
	Submission ID:	6537
	Lab provided identifier:	RHI006
	Cross Lab Bio-Replicate ID:	046N
	Lab specific details:	clone-free
	Sequencing Platform:	Illumina HiSeq 2000
	tableName:	wgEncodeGisRnaPetImr90NucleusPapAlnRep2
	File Name for downloading:	wgEncodeGisRnaPetImr90NucleusPapAlnRep2.bam,wgEncodeGisRnaPetImr90NucleusPapAlnRep2.bam.bai


 
	 Data format 	 2012-12-28 
	
 	hide

 Configure
	 MCF-7	 Whole Cell	 Clone-free	 Clusters	 Pooled	 MCF-7 whole cell polyA+ clone-free RNA PET Clusters Pooled from ENCODE/GIS 	Principal Investigator on grant:	Gingeras
	Lab producing data:	Ruan - GIS
	Experiment (Assay) type:	RNA-PET
	View - Peaks or Signals:	Clusters
	Cell, tissue or DNA sample:	MCF-7
	Cellular compartment:	cell
	RNA Extract:	Long PolyA+ RNA
	Paired/Single reads lengths:	2x36
	ENCODE Data Freeze:	ENCODE Jul 2012 Freeze
	UCSC Accession:	wgEncodeEH002934
	Date submitted to UCSC:	2012-03-27
	Date resubmitted to UCSC:	2012-06-29
	Date restrictions end:	2012-12-27
	Submission ID:	7267
	GEO sample accession:	GSM1006905
	Lab provided identifier:	RHM046,RHM047
	Cross Lab Bio-Replicate ID:	089WC,090WC
	Lab specific details:	iIDR
	Sequencing Platform:	Illumina HiSeq 2000
	tableName:	wgEncodeGisRnaPetMcf7CellPapClusters
	File Name for downloading:	wgEncodeGisRnaPetMcf7CellPapClusters.bedCluster.gz


 
	 Data format 	 2012-12-27 
	
 	hide

 Configure
	 MCF-7	 Whole Cell	 Clone-free	 Minus Raw Signal	 1st	 MCF-7 whole cell polyA+ clone-free RNA PET Minus signal Rep 3 from ENCODE/GIS 	Principal Investigator on grant:	Gingeras
	Lab producing data:	Ruan - GIS
	Experiment (Assay) type:	RNA-PET
	View - Peaks or Signals:	Minus Raw signal
	Cell, tissue or DNA sample:	MCF-7
	Cellular compartment:	cell
	RNA Extract:	Long PolyA+ RNA
	Paired/Single reads lengths:	2x36
	Replicate number:	3
	ENCODE Data Freeze:	ENCODE Mar 2012 Freeze
	UCSC Accession:	wgEncodeEH002934
	Date submitted to UCSC:	2012-03-27
	Date restrictions end:	2012-12-27
	Submission ID:	6403
	GEO sample accession:	GSM1006905
	Lab provided identifier:	RHM046
	Cross Lab Bio-Replicate ID:	089WC
	Lab specific details:	clone-free
	Sequencing Platform:	Illumina HiSeq 2000
	tableName:	wgEncodeGisRnaPetMcf7CellPapMinusRawRep3
	File Name for downloading:	wgEncodeGisRnaPetMcf7CellPapMinusRawRep3.bigWig


 
	 Data format 	 2012-12-27 
	
 	hide

 Configure
	 MCF-7	 Whole Cell	 Clone-free	 Minus Raw Signal	 2nd	 MCF-7 whole cell polyA+ clone-free RNA PET Minus signal Rep 4 from ENCODE/GIS 	Principal Investigator on grant:	Gingeras
	Lab producing data:	Ruan - GIS
	Experiment (Assay) type:	RNA-PET
	View - Peaks or Signals:	Minus Raw signal
	Cell, tissue or DNA sample:	MCF-7
	Cellular compartment:	cell
	RNA Extract:	Long PolyA+ RNA
	Paired/Single reads lengths:	2x36
	Replicate number:	4
	ENCODE Data Freeze:	ENCODE Mar 2012 Freeze
	UCSC Accession:	wgEncodeEH002934
	Date submitted to UCSC:	2012-03-27
	Date restrictions end:	2012-12-27
	Submission ID:	6402
	GEO sample accession:	GSM1006905
	Lab provided identifier:	RHM047
	Cross Lab Bio-Replicate ID:	090WC
	Lab specific details:	clone-free
	Sequencing Platform:	Illumina HiSeq 2000
	tableName:	wgEncodeGisRnaPetMcf7CellPapMinusRawRep4
	File Name for downloading:	wgEncodeGisRnaPetMcf7CellPapMinusRawRep4.bigWig


 
	 Data format 	 2012-12-27 
	
 	hide

 Configure
	 MCF-7	 Whole Cell	 Clone-free	 Plus Raw Signal	 1st	 MCF-7 whole cell polyA+ clone-free RNA PET Plus signal Rep 3 from ENCODE/GIS 	Principal Investigator on grant:	Gingeras
	Lab producing data:	Ruan - GIS
	Experiment (Assay) type:	RNA-PET
	View - Peaks or Signals:	Plus Raw signal
	Cell, tissue or DNA sample:	MCF-7
	Cellular compartment:	cell
	RNA Extract:	Long PolyA+ RNA
	Paired/Single reads lengths:	2x36
	Replicate number:	3
	ENCODE Data Freeze:	ENCODE Mar 2012 Freeze
	UCSC Accession:	wgEncodeEH002934
	Date submitted to UCSC:	2012-03-27
	Date restrictions end:	2012-12-27
	Submission ID:	6403
	GEO sample accession:	GSM1006905
	Lab provided identifier:	RHM046
	Cross Lab Bio-Replicate ID:	089WC
	Lab specific details:	clone-free
	Sequencing Platform:	Illumina HiSeq 2000
	tableName:	wgEncodeGisRnaPetMcf7CellPapPlusRawRep3
	File Name for downloading:	wgEncodeGisRnaPetMcf7CellPapPlusRawRep3.bigWig


 
	 Data format 	 2012-12-27 
	
 	hide

 Configure
	 MCF-7	 Whole Cell	 Clone-free	 Plus Raw Signal	 2nd	 MCF-7 whole cell polyA+ clone-free RNA PET Plus signal Rep 4 from ENCODE/GIS 	Principal Investigator on grant:	Gingeras
	Lab producing data:	Ruan - GIS
	Experiment (Assay) type:	RNA-PET
	View - Peaks or Signals:	Plus Raw signal
	Cell, tissue or DNA sample:	MCF-7
	Cellular compartment:	cell
	RNA Extract:	Long PolyA+ RNA
	Paired/Single reads lengths:	2x36
	Replicate number:	4
	ENCODE Data Freeze:	ENCODE Mar 2012 Freeze
	UCSC Accession:	wgEncodeEH002934
	Date submitted to UCSC:	2012-03-27
	Date restrictions end:	2012-12-27
	Submission ID:	6402
	GEO sample accession:	GSM1006905
	Lab provided identifier:	RHM047
	Cross Lab Bio-Replicate ID:	090WC
	Lab specific details:	clone-free
	Sequencing Platform:	Illumina HiSeq 2000
	tableName:	wgEncodeGisRnaPetMcf7CellPapPlusRawRep4
	File Name for downloading:	wgEncodeGisRnaPetMcf7CellPapPlusRawRep4.bigWig


 
	 Data format 	 2012-12-27 
	
 	hide

 Configure
	 MCF-7	 Whole Cell	 Clone-free	 Alignments	 1st	 MCF-7 whole cell polyA+ clone-free RNA PET Alignments Rep 3 from ENCODE/GIS 	Principal Investigator on grant:	Gingeras
	Lab producing data:	Ruan - GIS
	Experiment (Assay) type:	RNA-PET
	View - Peaks or Signals:	Alignments
	Cell, tissue or DNA sample:	MCF-7
	Cellular compartment:	cell
	RNA Extract:	Long PolyA+ RNA
	Paired/Single reads lengths:	2x36
	Replicate number:	3
	ENCODE Data Freeze:	ENCODE Mar 2012 Freeze
	UCSC Accession:	wgEncodeEH002934
	Date submitted to UCSC:	2012-03-27
	Date restrictions end:	2012-12-27
	Submission ID:	6403
	Lab provided identifier:	RHM046
	Cross Lab Bio-Replicate ID:	089WC
	Lab specific details:	clone-free
	Sequencing Platform:	Illumina HiSeq 2000
	tableName:	wgEncodeGisRnaPetMcf7CellPapAlnRep3
	File Name for downloading:	wgEncodeGisRnaPetMcf7CellPapAlnRep3.bam,wgEncodeGisRnaPetMcf7CellPapAlnRep3.bam.bai


 
	 Data format 	 2012-12-27 
	
 	hide

 Configure
	 MCF-7	 Whole Cell	 Clone-free	 Alignments	 2nd	 MCF-7 whole cell polyA+ clone-free RNA PET Alignments Rep 4 from ENCODE/GIS 	Principal Investigator on grant:	Gingeras
	Lab producing data:	Ruan - GIS
	Experiment (Assay) type:	RNA-PET
	View - Peaks or Signals:	Alignments
	Cell, tissue or DNA sample:	MCF-7
	Cellular compartment:	cell
	RNA Extract:	Long PolyA+ RNA
	Paired/Single reads lengths:	2x36
	Replicate number:	4
	ENCODE Data Freeze:	ENCODE Mar 2012 Freeze
	UCSC Accession:	wgEncodeEH002934
	Date submitted to UCSC:	2012-03-27
	Date restrictions end:	2012-12-27
	Submission ID:	6402
	Lab provided identifier:	RHM047
	Cross Lab Bio-Replicate ID:	090WC
	Lab specific details:	clone-free
	Sequencing Platform:	Illumina HiSeq 2000
	tableName:	wgEncodeGisRnaPetMcf7CellPapAlnRep4
	File Name for downloading:	wgEncodeGisRnaPetMcf7CellPapAlnRep4.bam,wgEncodeGisRnaPetMcf7CellPapAlnRep4.bam.bai


 
	 Data format 	 2012-12-27 
	
 	hide

 Configure
	 MCF-7	 Cytosol	 Clone-free	 Clusters	 Pooled	 MCF-7 cytosol polyA+ clone-free RNA PET Clusters Pooled from ENCODE/GIS 	Principal Investigator on grant:	Gingeras
	Lab producing data:	Ruan - GIS
	Experiment (Assay) type:	RNA-PET
	View - Peaks or Signals:	Clusters
	Cell, tissue or DNA sample:	MCF-7
	Cellular compartment:	cytosol
	RNA Extract:	Long PolyA+ RNA
	Paired/Single reads lengths:	2x36
	ENCODE Data Freeze:	ENCODE Jul 2012 Freeze
	UCSC Accession:	wgEncodeEH002932
	Date submitted to UCSC:	2012-03-27
	Date resubmitted to UCSC:	2012-06-29
	Date restrictions end:	2012-12-27
	Submission ID:	7273
	GEO sample accession:	GSM1006904
	Lab provided identifier:	RHM044,RHM045
	Cross Lab Bio-Replicate ID:	089C,090C
	Lab specific details:	clone-free
	Sequencing Platform:	Illumina HiSeq 2000
	tableName:	wgEncodeGisRnaPetMcf7CytosolPapClusters
	File Name for downloading:	wgEncodeGisRnaPetMcf7CytosolPapClusters.bedCluster.gz


 
	 Data format 	 2012-12-27 
	
 	hide

 Configure
	 MCF-7	 Cytosol	 Clone-free	 Minus Raw Signal	 1st	 MCF-7 cytosol polyA+ clone-free RNA PET Minus signal Rep 3 from ENCODE/GIS 	Principal Investigator on grant:	Gingeras
	Lab producing data:	Ruan - GIS
	Experiment (Assay) type:	RNA-PET
	View - Peaks or Signals:	Minus Raw signal
	Cell, tissue or DNA sample:	MCF-7
	Cellular compartment:	cytosol
	RNA Extract:	Long PolyA+ RNA
	Paired/Single reads lengths:	2x36
	Replicate number:	3
	ENCODE Data Freeze:	ENCODE Mar 2012 Freeze
	UCSC Accession:	wgEncodeEH002932
	Date submitted to UCSC:	2012-03-27
	Date restrictions end:	2012-12-27
	Submission ID:	6401
	GEO sample accession:	GSM1006904
	Lab provided identifier:	RHM044
	Cross Lab Bio-Replicate ID:	089C
	Lab specific details:	clone-free
	Sequencing Platform:	Illumina HiSeq 2000
	tableName:	wgEncodeGisRnaPetMcf7CytosolPapMinusRawRep3
	File Name for downloading:	wgEncodeGisRnaPetMcf7CytosolPapMinusRawRep3.bigWig


 
	 Data format 	 2012-12-27 
	
 	hide

 Configure
	 MCF-7	 Cytosol	 Clone-free	 Minus Raw Signal	 2nd	 MCF-7 cytosol polyA+ clone-free RNA PET Minus signal Rep 4 from ENCODE/GIS 	Principal Investigator on grant:	Gingeras
	Lab producing data:	Ruan - GIS
	Experiment (Assay) type:	RNA-PET
	View - Peaks or Signals:	Minus Raw signal
	Cell, tissue or DNA sample:	MCF-7
	Cellular compartment:	cytosol
	RNA Extract:	Long PolyA+ RNA
	Paired/Single reads lengths:	2x36
	Replicate number:	4
	ENCODE Data Freeze:	ENCODE Mar 2012 Freeze
	UCSC Accession:	wgEncodeEH002932
	Date submitted to UCSC:	2012-03-27
	Date restrictions end:	2012-12-27
	Submission ID:	6407
	GEO sample accession:	GSM1006904
	Lab provided identifier:	RHM045
	Cross Lab Bio-Replicate ID:	090C
	Lab specific details:	clone-free
	Sequencing Platform:	Illumina HiSeq 2000
	tableName:	wgEncodeGisRnaPetMcf7CytosolPapMinusRawRep4
	File Name for downloading:	wgEncodeGisRnaPetMcf7CytosolPapMinusRawRep4.bigWig


 
	 Data format 	 2012-12-27 
	
 	hide

 Configure
	 MCF-7	 Cytosol	 Clone-free	 Plus Raw Signal	 1st	 MCF-7 cytosol polyA+ clone-free RNA PET Plus signal Rep 3 from ENCODE/GIS 	Principal Investigator on grant:	Gingeras
	Lab producing data:	Ruan - GIS
	Experiment (Assay) type:	RNA-PET
	View - Peaks or Signals:	Plus Raw signal
	Cell, tissue or DNA sample:	MCF-7
	Cellular compartment:	cytosol
	RNA Extract:	Long PolyA+ RNA
	Paired/Single reads lengths:	2x36
	Replicate number:	3
	ENCODE Data Freeze:	ENCODE Mar 2012 Freeze
	UCSC Accession:	wgEncodeEH002932
	Date submitted to UCSC:	2012-03-27
	Date restrictions end:	2012-12-27
	Submission ID:	6401
	GEO sample accession:	GSM1006904
	Lab provided identifier:	RHM044
	Cross Lab Bio-Replicate ID:	089C
	Lab specific details:	clone-free
	Sequencing Platform:	Illumina HiSeq 2000
	tableName:	wgEncodeGisRnaPetMcf7CytosolPapPlusRawRep3
	File Name for downloading:	wgEncodeGisRnaPetMcf7CytosolPapPlusRawRep3.bigWig


 
	 Data format 	 2012-12-27 
	
 	hide

 Configure
	 MCF-7	 Cytosol	 Clone-free	 Plus Raw Signal	 2nd	 MCF-7 cytosol polyA+ clone-free RNA PET Plus signal Rep 4 from ENCODE/GIS 	Principal Investigator on grant:	Gingeras
	Lab producing data:	Ruan - GIS
	Experiment (Assay) type:	RNA-PET
	View - Peaks or Signals:	Plus Raw signal
	Cell, tissue or DNA sample:	MCF-7
	Cellular compartment:	cytosol
	RNA Extract:	Long PolyA+ RNA
	Paired/Single reads lengths:	2x36
	Replicate number:	4
	ENCODE Data Freeze:	ENCODE Mar 2012 Freeze
	UCSC Accession:	wgEncodeEH002932
	Date submitted to UCSC:	2012-03-27
	Date restrictions end:	2012-12-27
	Submission ID:	6407
	GEO sample accession:	GSM1006904
	Lab provided identifier:	RHM045
	Cross Lab Bio-Replicate ID:	090C
	Lab specific details:	clone-free
	Sequencing Platform:	Illumina HiSeq 2000
	tableName:	wgEncodeGisRnaPetMcf7CytosolPapPlusRawRep4
	File Name for downloading:	wgEncodeGisRnaPetMcf7CytosolPapPlusRawRep4.bigWig


 
	 Data format 	 2012-12-27 
	
 	hide

 Configure
	 MCF-7	 Cytosol	 Clone-free	 Alignments	 1st	 MCF-7 cytosol polyA+ clone-free RNA PET Alignments Rep 3 from ENCODE/GIS 	Principal Investigator on grant:	Gingeras
	Lab producing data:	Ruan - GIS
	Experiment (Assay) type:	RNA-PET
	View - Peaks or Signals:	Alignments
	Cell, tissue or DNA sample:	MCF-7
	Cellular compartment:	cytosol
	RNA Extract:	Long PolyA+ RNA
	Paired/Single reads lengths:	2x36
	Replicate number:	3
	ENCODE Data Freeze:	ENCODE Mar 2012 Freeze
	UCSC Accession:	wgEncodeEH002932
	Date submitted to UCSC:	2012-03-27
	Date restrictions end:	2012-12-27
	Submission ID:	6401
	Lab provided identifier:	RHM044
	Cross Lab Bio-Replicate ID:	089C
	Lab specific details:	clone-free
	Sequencing Platform:	Illumina HiSeq 2000
	tableName:	wgEncodeGisRnaPetMcf7CytosolPapAlnRep3
	File Name for downloading:	wgEncodeGisRnaPetMcf7CytosolPapAlnRep3.bam,wgEncodeGisRnaPetMcf7CytosolPapAlnRep3.bam.bai


 
	 Data format 	 2012-12-27 
	
 	hide

 Configure
	 MCF-7	 Cytosol	 Clone-free	 Alignments	 2nd	 MCF-7 cytosol polyA+ clone-free RNA PET Alignments Rep 4 from ENCODE/GIS 	Principal Investigator on grant:	Gingeras
	Lab producing data:	Ruan - GIS
	Experiment (Assay) type:	RNA-PET
	View - Peaks or Signals:	Alignments
	Cell, tissue or DNA sample:	MCF-7
	Cellular compartment:	cytosol
	RNA Extract:	Long PolyA+ RNA
	Paired/Single reads lengths:	2x36
	Replicate number:	4
	ENCODE Data Freeze:	ENCODE Mar 2012 Freeze
	UCSC Accession:	wgEncodeEH002932
	Date submitted to UCSC:	2012-03-27
	Date restrictions end:	2012-12-27
	Submission ID:	6407
	Lab provided identifier:	RHM045
	Cross Lab Bio-Replicate ID:	090C
	Lab specific details:	clone-free
	Sequencing Platform:	Illumina HiSeq 2000
	tableName:	wgEncodeGisRnaPetMcf7CytosolPapAlnRep4
	File Name for downloading:	wgEncodeGisRnaPetMcf7CytosolPapAlnRep4.bam,wgEncodeGisRnaPetMcf7CytosolPapAlnRep4.bam.bai


 
	 Data format 	 2012-12-27 
	
 	hide

 Configure
	 MCF-7	 Nucleus	 Clone-free	 Clusters	 Pooled	 MCF-7 nucleus polyA+ clone-free RNA PET Clusters Pooled from ENCODE/GIS 	Principal Investigator on grant:	Gingeras
	Lab producing data:	Ruan - GIS
	Experiment (Assay) type:	RNA-PET
	View - Peaks or Signals:	Clusters
	Cell, tissue or DNA sample:	MCF-7
	Cellular compartment:	nucleus
	RNA Extract:	Long PolyA+ RNA
	Paired/Single reads lengths:	2x36
	ENCODE Data Freeze:	ENCODE Jul 2012 Freeze
	UCSC Accession:	wgEncodeEH002933
	Date submitted to UCSC:	2012-03-27
	Date resubmitted to UCSC:	2012-06-29
	Date restrictions end:	2012-12-27
	Submission ID:	7272
	GEO sample accession:	GSM1006912
	Lab provided identifier:	RHM054,RHM055
	Cross Lab Bio-Replicate ID:	089N,090N
	Lab specific details:	clone-free
	Sequencing Platform:	Illumina HiSeq 2000
	tableName:	wgEncodeGisRnaPetMcf7NucleusPapClusters
	File Name for downloading:	wgEncodeGisRnaPetMcf7NucleusPapClusters.bedCluster.gz


 
	 Data format 	 2012-12-27 
	
 	hide

 Configure
	 MCF-7	 Nucleus	 Clone-free	 Minus Raw Signal	 1st	 MCF-7 nucleus polyA+ clone-free RNA PET Minus signal Rep 3 from ENCODE/GIS 	Principal Investigator on grant:	Gingeras
	Lab producing data:	Ruan - GIS
	Experiment (Assay) type:	RNA-PET
	View - Peaks or Signals:	Minus Raw signal
	Cell, tissue or DNA sample:	MCF-7
	Cellular compartment:	nucleus
	RNA Extract:	Long PolyA+ RNA
	Paired/Single reads lengths:	2x36
	Replicate number:	3
	ENCODE Data Freeze:	ENCODE Mar 2012 Freeze
	UCSC Accession:	wgEncodeEH002933
	Date submitted to UCSC:	2012-03-27
	Date restrictions end:	2012-12-27
	Submission ID:	6406
	GEO sample accession:	GSM1006912
	Lab provided identifier:	RHM054
	Cross Lab Bio-Replicate ID:	089N
	Lab specific details:	clone-free
	Sequencing Platform:	Illumina HiSeq 2000
	tableName:	wgEncodeGisRnaPetMcf7NucleusPapMinusRawRep3
	File Name for downloading:	wgEncodeGisRnaPetMcf7NucleusPapMinusRawRep3.bigWig


 
	 Data format 	 2012-12-27 
	
 	hide

 Configure
	 MCF-7	 Nucleus	 Clone-free	 Minus Raw Signal	 2nd	 MCF-7 nucleus polyA+ clone-free RNA PET Minus signal Rep 4 from ENCODE/GIS 	Principal Investigator on grant:	Gingeras
	Lab producing data:	Ruan - GIS
	Experiment (Assay) type:	RNA-PET
	View - Peaks or Signals:	Minus Raw signal
	Cell, tissue or DNA sample:	MCF-7
	Cellular compartment:	nucleus
	RNA Extract:	Long PolyA+ RNA
	Paired/Single reads lengths:	2x36
	Replicate number:	4
	ENCODE Data Freeze:	ENCODE Mar 2012 Freeze
	UCSC Accession:	wgEncodeEH002933
	Date submitted to UCSC:	2012-03-27
	Date restrictions end:	2012-12-27
	Submission ID:	6410
	GEO sample accession:	GSM1006912
	Lab provided identifier:	RHM055
	Cross Lab Bio-Replicate ID:	090N
	Lab specific details:	clone-free
	Sequencing Platform:	Illumina HiSeq 2000
	tableName:	wgEncodeGisRnaPetMcf7NucleusPapMinusRawRep4
	File Name for downloading:	wgEncodeGisRnaPetMcf7NucleusPapMinusRawRep4.bigWig


 
	 Data format 	 2012-12-27 
	
 	hide

 Configure
	 MCF-7	 Nucleus	 Clone-free	 Plus Raw Signal	 1st	 MCF-7 nucleus polyA+ clone-free RNA PET Plus signal Rep 3 from ENCODE/GIS 	Principal Investigator on grant:	Gingeras
	Lab producing data:	Ruan - GIS
	Experiment (Assay) type:	RNA-PET
	View - Peaks or Signals:	Plus Raw signal
	Cell, tissue or DNA sample:	MCF-7
	Cellular compartment:	nucleus
	RNA Extract:	Long PolyA+ RNA
	Paired/Single reads lengths:	2x36
	Replicate number:	3
	ENCODE Data Freeze:	ENCODE Mar 2012 Freeze
	UCSC Accession:	wgEncodeEH002933
	Date submitted to UCSC:	2012-03-27
	Date restrictions end:	2012-12-27
	Submission ID:	6406
	GEO sample accession:	GSM1006912
	Lab provided identifier:	RHM054
	Cross Lab Bio-Replicate ID:	089N
	Lab specific details:	clone-free
	Sequencing Platform:	Illumina HiSeq 2000
	tableName:	wgEncodeGisRnaPetMcf7NucleusPapPlusRawRep3
	File Name for downloading:	wgEncodeGisRnaPetMcf7NucleusPapPlusRawRep3.bigWig


 
	 Data format 	 2012-12-27 
	
 	hide

 Configure
	 MCF-7	 Nucleus	 Clone-free	 Plus Raw Signal	 2nd	 MCF-7 nucleus polyA+ clone-free RNA PET Plus signal Rep 4 from ENCODE/GIS 	Principal Investigator on grant:	Gingeras
	Lab producing data:	Ruan - GIS
	Experiment (Assay) type:	RNA-PET
	View - Peaks or Signals:	Plus Raw signal
	Cell, tissue or DNA sample:	MCF-7
	Cellular compartment:	nucleus
	RNA Extract:	Long PolyA+ RNA
	Paired/Single reads lengths:	2x36
	Replicate number:	4
	ENCODE Data Freeze:	ENCODE Mar 2012 Freeze
	UCSC Accession:	wgEncodeEH002933
	Date submitted to UCSC:	2012-03-27
	Date restrictions end:	2012-12-27
	Submission ID:	6410
	GEO sample accession:	GSM1006912
	Lab provided identifier:	RHM055
	Cross Lab Bio-Replicate ID:	090N
	Lab specific details:	clone-free
	Sequencing Platform:	Illumina HiSeq 2000
	tableName:	wgEncodeGisRnaPetMcf7NucleusPapPlusRawRep4
	File Name for downloading:	wgEncodeGisRnaPetMcf7NucleusPapPlusRawRep4.bigWig


 
	 Data format 	 2012-12-27 
	
 	hide

 Configure
	 MCF-7	 Nucleus	 Clone-free	 Alignments	 1st	 MCF-7 nucleus polyA+ clone-free RNA PET Alignments Rep 3 from ENCODE/GIS 	Principal Investigator on grant:	Gingeras
	Lab producing data:	Ruan - GIS
	Experiment (Assay) type:	RNA-PET
	View - Peaks or Signals:	Alignments
	Cell, tissue or DNA sample:	MCF-7
	Cellular compartment:	nucleus
	RNA Extract:	Long PolyA+ RNA
	Paired/Single reads lengths:	2x36
	Replicate number:	3
	ENCODE Data Freeze:	ENCODE Mar 2012 Freeze
	UCSC Accession:	wgEncodeEH002933
	Date submitted to UCSC:	2012-03-27
	Date restrictions end:	2012-12-27
	Submission ID:	6406
	Lab provided identifier:	RHM054
	Cross Lab Bio-Replicate ID:	089N
	Lab specific details:	clone-free
	Sequencing Platform:	Illumina HiSeq 2000
	tableName:	wgEncodeGisRnaPetMcf7NucleusPapAlnRep3
	File Name for downloading:	wgEncodeGisRnaPetMcf7NucleusPapAlnRep3.bam,wgEncodeGisRnaPetMcf7NucleusPapAlnRep3.bam.bai


 
	 Data format 	 2012-12-27 
	
 	hide

 Configure
	 MCF-7	 Nucleus	 Clone-free	 Alignments	 2nd	 MCF-7 nucleus polyA+ clone-free RNA PET Alignments Rep 4 from ENCODE/GIS 	Principal Investigator on grant:	Gingeras
	Lab producing data:	Ruan - GIS
	Experiment (Assay) type:	RNA-PET
	View - Peaks or Signals:	Alignments
	Cell, tissue or DNA sample:	MCF-7
	Cellular compartment:	nucleus
	RNA Extract:	Long PolyA+ RNA
	Paired/Single reads lengths:	2x36
	Replicate number:	4
	ENCODE Data Freeze:	ENCODE Mar 2012 Freeze
	UCSC Accession:	wgEncodeEH002933
	Date submitted to UCSC:	2012-03-27
	Date restrictions end:	2012-12-27
	Submission ID:	6410
	Lab provided identifier:	RHM055
	Cross Lab Bio-Replicate ID:	090N
	Lab specific details:	clone-free
	Sequencing Platform:	Illumina HiSeq 2000
	tableName:	wgEncodeGisRnaPetMcf7NucleusPapAlnRep4
	File Name for downloading:	wgEncodeGisRnaPetMcf7NucleusPapAlnRep4.bam,wgEncodeGisRnaPetMcf7NucleusPapAlnRep4.bam.bai


 
	 Data format 	 2012-12-27 
	
 	hide

 Configure
	 SK-N-SH	 Whole Cell	 Clone-free	 Clusters	 Pooled	 SK-N-SH whole cell polyA+ clone-free RNA PET Clusters Pooled from ENCODE/GIS 	Principal Investigator on grant:	Gingeras
	Lab producing data:	Ruan - GIS
	Experiment (Assay) type:	RNA-PET
	View - Peaks or Signals:	Clusters
	Cell, tissue or DNA sample:	SK-N-SH
	Cellular compartment:	cell
	RNA Extract:	Long PolyA+ RNA
	Paired/Single reads lengths:	2x36
	ENCODE Data Freeze:	ENCODE Jul 2012 Freeze
	UCSC Accession:	wgEncodeEH002926
	Date submitted to UCSC:	2012-03-27
	Date resubmitted to UCSC:	2012-06-29
	Date restrictions end:	2012-12-27
	Submission ID:	7270
	GEO sample accession:	GSM1006910
	Lab provided identifier:	RHS015,RHS016
	Cross Lab Bio-Replicate ID:	085WC,086WC
	Lab specific details:	clone-free
	Sequencing Platform:	Illumina HiSeq 2000
	tableName:	wgEncodeGisRnaPetSknshCellPapClusters
	File Name for downloading:	wgEncodeGisRnaPetSknshCellPapClusters.bedCluster.gz


 
	 Data format 	 2012-12-27 
	
 	hide

 Configure
	 SK-N-SH	 Whole Cell	 Clone-free	 Minus Raw Signal	 1st	 SK-N-SH whole cell polyA+ clone-free RNA PET Minus signal Rep 3 from ENCODE/GIS 	Principal Investigator on grant:	Gingeras
	Lab producing data:	Ruan - GIS
	Experiment (Assay) type:	RNA-PET
	View - Peaks or Signals:	Minus Raw signal
	Cell, tissue or DNA sample:	SK-N-SH
	Cellular compartment:	cell
	RNA Extract:	Long PolyA+ RNA
	Paired/Single reads lengths:	2x36
	Replicate number:	3
	ENCODE Data Freeze:	ENCODE Mar 2012 Freeze
	UCSC Accession:	wgEncodeEH002926
	Date submitted to UCSC:	2012-03-23
	Date restrictions end:	2012-12-23
	Submission ID:	6234
	GEO sample accession:	GSM1006910
	Lab provided identifier:	RHS015
	Cross Lab Bio-Replicate ID:	085WC
	Lab specific details:	clone-free
	Sequencing Platform:	Illumina HiSeq 2000
	tableName:	wgEncodeGisRnaPetSknshCellPapMinusRawRep3
	File Name for downloading:	wgEncodeGisRnaPetSknshCellPapMinusRawRep3.bigWig


 
	 Data format 	 2012-12-23 
	
 	hide

 Configure
	 SK-N-SH	 Whole Cell	 Clone-free	 Minus Raw Signal	 2nd	 SK-N-SH whole cell polyA+ clone-free RNA PET Minus signal Rep 4 from ENCODE/GIS 	Principal Investigator on grant:	Gingeras
	Lab producing data:	Ruan - GIS
	Experiment (Assay) type:	RNA-PET
	View - Peaks or Signals:	Minus Raw signal
	Cell, tissue or DNA sample:	SK-N-SH
	Cellular compartment:	cell
	RNA Extract:	Long PolyA+ RNA
	Paired/Single reads lengths:	2x36
	Replicate number:	4
	ENCODE Data Freeze:	ENCODE Mar 2012 Freeze
	UCSC Accession:	wgEncodeEH002926
	Date submitted to UCSC:	2012-03-23
	Date restrictions end:	2012-12-23
	Submission ID:	6236
	GEO sample accession:	GSM1006910
	Lab provided identifier:	RHS016
	Cross Lab Bio-Replicate ID:	086WC
	Lab specific details:	clone-free
	Sequencing Platform:	Illumina HiSeq 2000
	tableName:	wgEncodeGisRnaPetSknshCellPapMinusRawRep4
	File Name for downloading:	wgEncodeGisRnaPetSknshCellPapMinusRawRep4.bigWig


 
	 Data format 	 2012-12-23 
	
 	hide

 Configure
	 SK-N-SH	 Whole Cell	 Clone-free	 Plus Raw Signal	 1st	 SK-N-SH whole cell polyA+ clone-free RNA PET Plus signal Rep 3 from ENCODE/GIS 	Principal Investigator on grant:	Gingeras
	Lab producing data:	Ruan - GIS
	Experiment (Assay) type:	RNA-PET
	View - Peaks or Signals:	Plus Raw signal
	Cell, tissue or DNA sample:	SK-N-SH
	Cellular compartment:	cell
	RNA Extract:	Long PolyA+ RNA
	Paired/Single reads lengths:	2x36
	Replicate number:	3
	ENCODE Data Freeze:	ENCODE Mar 2012 Freeze
	UCSC Accession:	wgEncodeEH002926
	Date submitted to UCSC:	2012-03-23
	Date restrictions end:	2012-12-23
	Submission ID:	6234
	GEO sample accession:	GSM1006910
	Lab provided identifier:	RHS015
	Cross Lab Bio-Replicate ID:	085WC
	Lab specific details:	clone-free
	Sequencing Platform:	Illumina HiSeq 2000
	tableName:	wgEncodeGisRnaPetSknshCellPapPlusRawRep3
	File Name for downloading:	wgEncodeGisRnaPetSknshCellPapPlusRawRep3.bigWig


 
	 Data format 	 2012-12-23 
	
 	hide

 Configure
	 SK-N-SH	 Whole Cell	 Clone-free	 Plus Raw Signal	 2nd	 SK-N-SH whole cell polyA+ clone-free RNA PET Plus signal Rep 4 from ENCODE/GIS 	Principal Investigator on grant:	Gingeras
	Lab producing data:	Ruan - GIS
	Experiment (Assay) type:	RNA-PET
	View - Peaks or Signals:	Plus Raw signal
	Cell, tissue or DNA sample:	SK-N-SH
	Cellular compartment:	cell
	RNA Extract:	Long PolyA+ RNA
	Paired/Single reads lengths:	2x36
	Replicate number:	4
	ENCODE Data Freeze:	ENCODE Mar 2012 Freeze
	UCSC Accession:	wgEncodeEH002926
	Date submitted to UCSC:	2012-03-23
	Date restrictions end:	2012-12-23
	Submission ID:	6236
	GEO sample accession:	GSM1006910
	Lab provided identifier:	RHS016
	Cross Lab Bio-Replicate ID:	086WC
	Lab specific details:	clone-free
	Sequencing Platform:	Illumina HiSeq 2000
	tableName:	wgEncodeGisRnaPetSknshCellPapPlusRawRep4
	File Name for downloading:	wgEncodeGisRnaPetSknshCellPapPlusRawRep4.bigWig


 
	 Data format 	 2012-12-23 
	
 	hide

 Configure
	 SK-N-SH	 Whole Cell	 Clone-free	 Alignments	 1st	 SK-N-SH whole cell polyA+ clone-free RNA PET Alignments Rep 3 from ENCODE/GIS 	Principal Investigator on grant:	Gingeras
	Lab producing data:	Ruan - GIS
	Experiment (Assay) type:	RNA-PET
	View - Peaks or Signals:	Alignments
	Cell, tissue or DNA sample:	SK-N-SH
	Cellular compartment:	cell
	RNA Extract:	Long PolyA+ RNA
	Paired/Single reads lengths:	2x36
	Replicate number:	3
	ENCODE Data Freeze:	ENCODE Mar 2012 Freeze
	UCSC Accession:	wgEncodeEH002926
	Date submitted to UCSC:	2012-03-23
	Date restrictions end:	2012-12-23
	Submission ID:	6234
	Lab provided identifier:	RHS015
	Cross Lab Bio-Replicate ID:	085WC
	Lab specific details:	clone-free
	Sequencing Platform:	Illumina HiSeq 2000
	tableName:	wgEncodeGisRnaPetSknshCellPapAlnRep3
	File Name for downloading:	wgEncodeGisRnaPetSknshCellPapAlnRep3.bam,wgEncodeGisRnaPetSknshCellPapAlnRep3.bam.bai


 
	 Data format 	 2012-12-23 
	
 	hide

 Configure
	 SK-N-SH	 Whole Cell	 Clone-free	 Alignments	 2nd	 SK-N-SH whole cell polyA+ clone-free RNA PET Alignments Rep 4 from ENCODE/GIS 	Principal Investigator on grant:	Gingeras
	Lab producing data:	Ruan - GIS
	Experiment (Assay) type:	RNA-PET
	View - Peaks or Signals:	Alignments
	Cell, tissue or DNA sample:	SK-N-SH
	Cellular compartment:	cell
	RNA Extract:	Long PolyA+ RNA
	Paired/Single reads lengths:	2x36
	Replicate number:	4
	ENCODE Data Freeze:	ENCODE Mar 2012 Freeze
	UCSC Accession:	wgEncodeEH002926
	Date submitted to UCSC:	2012-03-23
	Date restrictions end:	2012-12-23
	Submission ID:	6236
	Lab provided identifier:	RHS016
	Cross Lab Bio-Replicate ID:	086WC
	Lab specific details:	clone-free
	Sequencing Platform:	Illumina HiSeq 2000
	tableName:	wgEncodeGisRnaPetSknshCellPapAlnRep4
	File Name for downloading:	wgEncodeGisRnaPetSknshCellPapAlnRep4.bam,wgEncodeGisRnaPetSknshCellPapAlnRep4.bam.bai


 
	 Data format 	 2012-12-23 
	
 	hide

 Configure
	 SK-N-SH	 Cytosol	 Clone-free	 Clusters	 Pooled	 SK-N-SH cytosol polyA+ clone-free RNA PET Clusters Pooled from ENCODE/GIS 	Principal Investigator on grant:	Gingeras
	Lab producing data:	Ruan - GIS
	Experiment (Assay) type:	RNA-PET
	View - Peaks or Signals:	Clusters
	Cell, tissue or DNA sample:	SK-N-SH
	Cellular compartment:	cytosol
	RNA Extract:	Long PolyA+ RNA
	Paired/Single reads lengths:	2x36
	ENCODE Data Freeze:	ENCODE Jul 2012 Freeze
	UCSC Accession:	wgEncodeEH002925
	Date submitted to UCSC:	2012-03-27
	Date resubmitted to UCSC:	2012-06-29
	Date restrictions end:	2012-12-27
	Submission ID:	7268
	GEO sample accession:	GSM1006907
	Lab provided identifier:	RHS017,RHS018
	Cross Lab Bio-Replicate ID:	085C,086C
	Lab specific details:	clone-free
	Sequencing Platform:	Illumina HiSeq 2000
	tableName:	wgEncodeGisRnaPetSknshCytosolPapClusters
	File Name for downloading:	wgEncodeGisRnaPetSknshCytosolPapClusters.bedCluster.gz


 
	 Data format 	 2012-12-27 
	
 	hide

 Configure
	 SK-N-SH	 Cytosol	 Clone-free	 Minus Raw Signal	 1st	 SK-N-SH cytosol polyA+ clone-free RNA PET Minus signal Rep 3 from ENCODE/GIS 	Principal Investigator on grant:	Gingeras
	Lab producing data:	Ruan - GIS
	Experiment (Assay) type:	RNA-PET
	View - Peaks or Signals:	Minus Raw signal
	Cell, tissue or DNA sample:	SK-N-SH
	Cellular compartment:	cytosol
	RNA Extract:	Long PolyA+ RNA
	Paired/Single reads lengths:	2x36
	Replicate number:	3
	ENCODE Data Freeze:	ENCODE Mar 2012 Freeze
	UCSC Accession:	wgEncodeEH002925
	Date submitted to UCSC:	2012-03-23
	Date restrictions end:	2012-12-23
	Submission ID:	6233
	GEO sample accession:	GSM1006907
	Lab provided identifier:	RHS017
	Cross Lab Bio-Replicate ID:	085C
	Lab specific details:	clone-free
	Sequencing Platform:	Illumina HiSeq 2000
	tableName:	wgEncodeGisRnaPetSknshCytosolPapMinusRawRep3
	File Name for downloading:	wgEncodeGisRnaPetSknshCytosolPapMinusRawRep3.bigWig


 
	 Data format 	 2012-12-23 
	
 	hide

 Configure
	 SK-N-SH	 Cytosol	 Clone-free	 Minus Raw Signal	 2nd	 SK-N-SH cytosol polyA+ clone-free RNA PET Minus signal Rep 4 from ENCODE/GIS 	Principal Investigator on grant:	Gingeras
	Lab producing data:	Ruan - GIS
	Experiment (Assay) type:	RNA-PET
	View - Peaks or Signals:	Minus Raw signal
	Cell, tissue or DNA sample:	SK-N-SH
	Cellular compartment:	cytosol
	RNA Extract:	Long PolyA+ RNA
	Paired/Single reads lengths:	2x36
	Replicate number:	4
	ENCODE Data Freeze:	ENCODE Mar 2012 Freeze
	UCSC Accession:	wgEncodeEH002925
	Date submitted to UCSC:	2012-03-23
	Date restrictions end:	2012-12-23
	Submission ID:	6235
	GEO sample accession:	GSM1006907
	Lab provided identifier:	RHS018
	Cross Lab Bio-Replicate ID:	086C
	Lab specific details:	clone-free
	Sequencing Platform:	Illumina HiSeq 2000
	tableName:	wgEncodeGisRnaPetSknshCytosolPapMinusRawRep4
	File Name for downloading:	wgEncodeGisRnaPetSknshCytosolPapMinusRawRep4.bigWig


 
	 Data format 	 2012-12-23 
	
 	hide

 Configure
	 SK-N-SH	 Cytosol	 Clone-free	 Plus Raw Signal	 1st	 SK-N-SH cytosol polyA+ clone-free RNA PET Plus signal Rep 3 from ENCODE/GIS 	Principal Investigator on grant:	Gingeras
	Lab producing data:	Ruan - GIS
	Experiment (Assay) type:	RNA-PET
	View - Peaks or Signals:	Plus Raw signal
	Cell, tissue or DNA sample:	SK-N-SH
	Cellular compartment:	cytosol
	RNA Extract:	Long PolyA+ RNA
	Paired/Single reads lengths:	2x36
	Replicate number:	3
	ENCODE Data Freeze:	ENCODE Mar 2012 Freeze
	UCSC Accession:	wgEncodeEH002925
	Date submitted to UCSC:	2012-03-23
	Date restrictions end:	2012-12-23
	Submission ID:	6233
	GEO sample accession:	GSM1006907
	Lab provided identifier:	RHS017
	Cross Lab Bio-Replicate ID:	085C
	Lab specific details:	clone-free
	Sequencing Platform:	Illumina HiSeq 2000
	tableName:	wgEncodeGisRnaPetSknshCytosolPapPlusRawRep3
	File Name for downloading:	wgEncodeGisRnaPetSknshCytosolPapPlusRawRep3.bigWig


 
	 Data format 	 2012-12-23 
	
 	hide

 Configure
	 SK-N-SH	 Cytosol	 Clone-free	 Plus Raw Signal	 2nd	 SK-N-SH cytosol polyA+ clone-free RNA PET Plus signal Rep 4 from ENCODE/GIS 	Principal Investigator on grant:	Gingeras
	Lab producing data:	Ruan - GIS
	Experiment (Assay) type:	RNA-PET
	View - Peaks or Signals:	Plus Raw signal
	Cell, tissue or DNA sample:	SK-N-SH
	Cellular compartment:	cytosol
	RNA Extract:	Long PolyA+ RNA
	Paired/Single reads lengths:	2x36
	Replicate number:	4
	ENCODE Data Freeze:	ENCODE Mar 2012 Freeze
	UCSC Accession:	wgEncodeEH002925
	Date submitted to UCSC:	2012-03-23
	Date restrictions end:	2012-12-23
	Submission ID:	6235
	GEO sample accession:	GSM1006907
	Lab provided identifier:	RHS018
	Cross Lab Bio-Replicate ID:	086C
	Lab specific details:	clone-free
	Sequencing Platform:	Illumina HiSeq 2000
	tableName:	wgEncodeGisRnaPetSknshCytosolPapPlusRawRep4
	File Name for downloading:	wgEncodeGisRnaPetSknshCytosolPapPlusRawRep4.bigWig


 
	 Data format 	 2012-12-23 
	
 	hide

 Configure
	 SK-N-SH	 Cytosol	 Clone-free	 Alignments	 1st	 SK-N-SH cytosol polyA+ clone-free RNA PET Alignments Rep 3 from ENCODE/GIS 	Principal Investigator on grant:	Gingeras
	Lab producing data:	Ruan - GIS
	Experiment (Assay) type:	RNA-PET
	View - Peaks or Signals:	Alignments
	Cell, tissue or DNA sample:	SK-N-SH
	Cellular compartment:	cytosol
	RNA Extract:	Long PolyA+ RNA
	Paired/Single reads lengths:	2x36
	Replicate number:	3
	ENCODE Data Freeze:	ENCODE Mar 2012 Freeze
	UCSC Accession:	wgEncodeEH002925
	Date submitted to UCSC:	2012-03-23
	Date restrictions end:	2012-12-23
	Submission ID:	6233
	Lab provided identifier:	RHS017
	Cross Lab Bio-Replicate ID:	085C
	Lab specific details:	clone-free
	Sequencing Platform:	Illumina HiSeq 2000
	tableName:	wgEncodeGisRnaPetSknshCytosolPapAlnRep3
	File Name for downloading:	wgEncodeGisRnaPetSknshCytosolPapAlnRep3.bam,wgEncodeGisRnaPetSknshCytosolPapAlnRep3.bam.bai


 
	 Data format 	 2012-12-23 
	
 	hide

 Configure
	 SK-N-SH	 Cytosol	 Clone-free	 Alignments	 2nd	 SK-N-SH cytosol polyA+ clone-free RNA PET Alignments Rep 4 from ENCODE/GIS 	Principal Investigator on grant:	Gingeras
	Lab producing data:	Ruan - GIS
	Experiment (Assay) type:	RNA-PET
	View - Peaks or Signals:	Alignments
	Cell, tissue or DNA sample:	SK-N-SH
	Cellular compartment:	cytosol
	RNA Extract:	Long PolyA+ RNA
	Paired/Single reads lengths:	2x36
	Replicate number:	4
	ENCODE Data Freeze:	ENCODE Mar 2012 Freeze
	UCSC Accession:	wgEncodeEH002925
	Date submitted to UCSC:	2012-03-23
	Date restrictions end:	2012-12-23
	Submission ID:	6235
	Lab provided identifier:	RHS018
	Cross Lab Bio-Replicate ID:	086C
	Lab specific details:	clone-free
	Sequencing Platform:	Illumina HiSeq 2000
	tableName:	wgEncodeGisRnaPetSknshCytosolPapAlnRep4
	File Name for downloading:	wgEncodeGisRnaPetSknshCytosolPapAlnRep4.bam,wgEncodeGisRnaPetSknshCytosolPapAlnRep4.bam.bai


 
	 Data format 	 2012-12-23 
	
 	hide

 Configure
	 SK-N-SH	 Nucleus	 Clone-free	 Clusters	 Pooled	 SK-N-SH nucleus polyA+ clone-free RNA PET Clusters Pooled from ENCODE/GIS 	Principal Investigator on grant:	Gingeras
	Lab producing data:	Ruan - GIS
	Experiment (Assay) type:	RNA-PET
	View - Peaks or Signals:	Clusters
	Cell, tissue or DNA sample:	SK-N-SH
	Cellular compartment:	nucleus
	RNA Extract:	Long PolyA+ RNA
	Paired/Single reads lengths:	2x36
	ENCODE Data Freeze:	ENCODE Jul 2012 Freeze
	UCSC Accession:	wgEncodeEH002935
	Date submitted to UCSC:	2012-03-27
	Date resubmitted to UCSC:	2012-06-29
	Date restrictions end:	2012-12-27
	Submission ID:	7275
	GEO sample accession:	GSM1006906
	Lab provided identifier:	RHS019,RHS020
	Cross Lab Bio-Replicate ID:	085N,086N
	Lab specific details:	clone-free
	Sequencing Platform:	Illumina HiSeq 2000
	tableName:	wgEncodeGisRnaPetSknshNucleusPapClusters
	File Name for downloading:	wgEncodeGisRnaPetSknshNucleusPapClusters.bedCluster.gz


 
	 Data format 	 2012-12-27 
	
 	hide

 Configure
	 SK-N-SH	 Nucleus	 Clone-free	 Minus Raw Signal	 1st	 SK-N-SH nucleus polyA+ clone-free RNA PET Minus signal Rep 3 from ENCODE/GIS 	Principal Investigator on grant:	Gingeras
	Lab producing data:	Ruan - GIS
	Experiment (Assay) type:	RNA-PET
	View - Peaks or Signals:	Minus Raw signal
	Cell, tissue or DNA sample:	SK-N-SH
	Cellular compartment:	nucleus
	RNA Extract:	Long PolyA+ RNA
	Paired/Single reads lengths:	2x36
	Replicate number:	3
	ENCODE Data Freeze:	ENCODE Mar 2012 Freeze
	UCSC Accession:	wgEncodeEH002935
	Date submitted to UCSC:	2012-03-27
	Date restrictions end:	2012-12-27
	Submission ID:	6413
	GEO sample accession:	GSM1006906
	Lab provided identifier:	RHS019
	Cross Lab Bio-Replicate ID:	085N
	Lab specific details:	clone-free
	Sequencing Platform:	Illumina HiSeq 2000
	tableName:	wgEncodeGisRnaPetSknshNucleusPapMinusRawRep3
	File Name for downloading:	wgEncodeGisRnaPetSknshNucleusPapMinusRawRep3.bigWig


 
	 Data format 	 2012-12-27 
	
 	hide

 Configure
	 SK-N-SH	 Nucleus	 Clone-free	 Minus Raw Signal	 2nd	 SK-N-SH nucleus polyA+ clone-free RNA PET Minus signal Rep 4 from ENCODE/GIS 	Principal Investigator on grant:	Gingeras
	Lab producing data:	Ruan - GIS
	Experiment (Assay) type:	RNA-PET
	View - Peaks or Signals:	Minus Raw signal
	Cell, tissue or DNA sample:	SK-N-SH
	Cellular compartment:	nucleus
	RNA Extract:	Long PolyA+ RNA
	Paired/Single reads lengths:	2x36
	Replicate number:	4
	ENCODE Data Freeze:	ENCODE Mar 2012 Freeze
	UCSC Accession:	wgEncodeEH002935
	Date submitted to UCSC:	2012-03-27
	Date restrictions end:	2012-12-27
	Submission ID:	6411
	GEO sample accession:	GSM1006906
	Lab provided identifier:	RHS020
	Cross Lab Bio-Replicate ID:	086N
	Lab specific details:	clone-free
	Sequencing Platform:	Illumina HiSeq 2000
	tableName:	wgEncodeGisRnaPetSknshNucleusPapMinusRawRep4
	File Name for downloading:	wgEncodeGisRnaPetSknshNucleusPapMinusRawRep4.bigWig


 
	 Data format 	 2012-12-27 
	
 	hide

 Configure
	 SK-N-SH	 Nucleus	 Clone-free	 Plus Raw Signal	 1st	 SK-N-SH nucleus polyA+ clone-free RNA PET Plus signal Rep 3 from ENCODE/GIS 	Principal Investigator on grant:	Gingeras
	Lab producing data:	Ruan - GIS
	Experiment (Assay) type:	RNA-PET
	View - Peaks or Signals:	Plus Raw signal
	Cell, tissue or DNA sample:	SK-N-SH
	Cellular compartment:	nucleus
	RNA Extract:	Long PolyA+ RNA
	Paired/Single reads lengths:	2x36
	Replicate number:	3
	ENCODE Data Freeze:	ENCODE Mar 2012 Freeze
	UCSC Accession:	wgEncodeEH002935
	Date submitted to UCSC:	2012-03-27
	Date restrictions end:	2012-12-27
	Submission ID:	6413
	GEO sample accession:	GSM1006906
	Lab provided identifier:	RHS019
	Cross Lab Bio-Replicate ID:	085N
	Lab specific details:	clone-free
	Sequencing Platform:	Illumina HiSeq 2000
	tableName:	wgEncodeGisRnaPetSknshNucleusPapPlusRawRep3
	File Name for downloading:	wgEncodeGisRnaPetSknshNucleusPapPlusRawRep3.bigWig


 
	 Data format 	 2012-12-27 
	
 	hide

 Configure
	 SK-N-SH	 Nucleus	 Clone-free	 Plus Raw Signal	 2nd	 SK-N-SH nucleus polyA+ clone-free RNA PET Plus signal Rep 4 from ENCODE/GIS 	Principal Investigator on grant:	Gingeras
	Lab producing data:	Ruan - GIS
	Experiment (Assay) type:	RNA-PET
	View - Peaks or Signals:	Plus Raw signal
	Cell, tissue or DNA sample:	SK-N-SH
	Cellular compartment:	nucleus
	RNA Extract:	Long PolyA+ RNA
	Paired/Single reads lengths:	2x36
	Replicate number:	4
	ENCODE Data Freeze:	ENCODE Mar 2012 Freeze
	UCSC Accession:	wgEncodeEH002935
	Date submitted to UCSC:	2012-03-27
	Date restrictions end:	2012-12-27
	Submission ID:	6411
	GEO sample accession:	GSM1006906
	Lab provided identifier:	RHS020
	Cross Lab Bio-Replicate ID:	086N
	Lab specific details:	clone-free
	Sequencing Platform:	Illumina HiSeq 2000
	tableName:	wgEncodeGisRnaPetSknshNucleusPapPlusRawRep4
	File Name for downloading:	wgEncodeGisRnaPetSknshNucleusPapPlusRawRep4.bigWig


 
	 Data format 	 2012-12-27 
	
 	hide

 Configure
	 SK-N-SH	 Nucleus	 Clone-free	 Alignments	 1st	 SK-N-SH nucleus polyA+ clone-free RNA PET Alignments Rep 3 from ENCODE/GIS 	Principal Investigator on grant:	Gingeras
	Lab producing data:	Ruan - GIS
	Experiment (Assay) type:	RNA-PET
	View - Peaks or Signals:	Alignments
	Cell, tissue or DNA sample:	SK-N-SH
	Cellular compartment:	nucleus
	RNA Extract:	Long PolyA+ RNA
	Paired/Single reads lengths:	2x36
	Replicate number:	3
	ENCODE Data Freeze:	ENCODE Mar 2012 Freeze
	UCSC Accession:	wgEncodeEH002935
	Date submitted to UCSC:	2012-03-27
	Date restrictions end:	2012-12-27
	Submission ID:	6413
	Lab provided identifier:	RHS019
	Cross Lab Bio-Replicate ID:	085N
	Lab specific details:	clone-free
	Sequencing Platform:	Illumina HiSeq 2000
	tableName:	wgEncodeGisRnaPetSknshNucleusPapAlnRep3
	File Name for downloading:	wgEncodeGisRnaPetSknshNucleusPapAlnRep3.bam,wgEncodeGisRnaPetSknshNucleusPapAlnRep3.bam.bai


 
	 Data format 	 2012-12-27 
	
 	hide

 Configure
	 SK-N-SH	 Nucleus	 Clone-free	 Alignments	 2nd	 SK-N-SH nucleus polyA+ clone-free RNA PET Alignments Rep 4 from ENCODE/GIS 	Principal Investigator on grant:	Gingeras
	Lab producing data:	Ruan - GIS
	Experiment (Assay) type:	RNA-PET
	View - Peaks or Signals:	Alignments
	Cell, tissue or DNA sample:	SK-N-SH
	Cellular compartment:	nucleus
	RNA Extract:	Long PolyA+ RNA
	Paired/Single reads lengths:	2x36
	Replicate number:	4
	ENCODE Data Freeze:	ENCODE Mar 2012 Freeze
	UCSC Accession:	wgEncodeEH002935
	Date submitted to UCSC:	2012-03-27
	Date restrictions end:	2012-12-27
	Submission ID:	6411
	Lab provided identifier:	RHS020
	Cross Lab Bio-Replicate ID:	086N
	Lab specific details:	clone-free
	Sequencing Platform:	Illumina HiSeq 2000
	tableName:	wgEncodeGisRnaPetSknshNucleusPapAlnRep4
	File Name for downloading:	wgEncodeGisRnaPetSknshNucleusPapAlnRep4.bam,wgEncodeGisRnaPetSknshNucleusPapAlnRep4.bam.bai


 
	 Data format 	 2012-12-27 
	
 	hide

 Configure
	 NHEK	 Cytosol	 Clone-free	 Clusters	 1st	 NHEK cytosol polyA+ clone-free RNA PET Clusters Rep 1 from ENCODE/GIS 	Principal Investigator on grant:	Gingeras
	Lab producing data:	Ruan - GIS
	Experiment (Assay) type:	RNA-PET
	View - Peaks or Signals:	Clusters
	Cell, tissue or DNA sample:	NHEK
	Cellular compartment:	cytosol
	RNA Extract:	Long PolyA+ RNA
	Paired/Single reads lengths:	2x36
	Replicate number:	1
	Assembly originally mapped to:	hg18
	ENCODE Data Freeze:	ENCODE Mar 2012 Freeze
	UCSC Accession:	wgEncodeEH000260
	Date submitted to UCSC:	2009-11-13
	Date resubmitted to UCSC:	2011-05-05
	Date restrictions end:	2010-08-13
	Submission ID:	4026
	GEO sample accession:	GSM830522
	Lab provided identifier:	IHN011
	Cross Lab Bio-Replicate ID:	gen0156C
	Lab specific details:	clone-free
	Sequencing Platform:	Illumina Genome Analyzer IIx
	tableName:	wgEncodeGisRnaPetNhekCytosolPapClustersRep1
	File Name for downloading:	wgEncodeGisRnaPetNhekCytosolPapClustersRep1.bed.gz


 
	 Data format 	 2010-08-13 
	
 	hide

 Configure
	 NHEK	 Cytosol	 Clone-free	 Minus Raw Signal	 1st	 NHEK cytosol polyA+ clone-free RNA PET Minus signal Rep 1 from ENCODE/GIS 	Principal Investigator on grant:	Gingeras
	Lab producing data:	Ruan - GIS
	Experiment (Assay) type:	RNA-PET
	View - Peaks or Signals:	Minus Raw signal
	Cell, tissue or DNA sample:	NHEK
	Cellular compartment:	cytosol
	RNA Extract:	Long PolyA+ RNA
	Paired/Single reads lengths:	2x36
	Replicate number:	1
	Assembly originally mapped to:	hg18
	ENCODE Data Freeze:	ENCODE Mar 2012 Freeze
	UCSC Accession:	wgEncodeEH000260
	Date submitted to UCSC:	2009-11-13
	Date resubmitted to UCSC:	2011-05-05
	Date restrictions end:	2010-08-13
	Submission ID:	4026
	GEO sample accession:	GSM830522
	Lab provided identifier:	IHN011
	Cross Lab Bio-Replicate ID:	gen0156C
	Lab specific details:	clone-free
	Sequencing Platform:	Illumina Genome Analyzer IIx
	tableName:	wgEncodeGisRnaPetNhekCytosolPapMinusRawRep1
	File Name for downloading:	wgEncodeGisRnaPetNhekCytosolPapMinusRawRep1.bigWig


 
	 Data format 	 2010-08-13 
	
 	hide

 Configure
	 NHEK	 Cytosol	 Clone-free	 Plus Raw Signal	 1st	 NHEK cytosol polyA+ clone-free RNA PET Plus signal Rep 1 from ENCODE/GIS 	Principal Investigator on grant:	Gingeras
	Lab producing data:	Ruan - GIS
	Experiment (Assay) type:	RNA-PET
	View - Peaks or Signals:	Plus Raw signal
	Cell, tissue or DNA sample:	NHEK
	Cellular compartment:	cytosol
	RNA Extract:	Long PolyA+ RNA
	Paired/Single reads lengths:	2x36
	Replicate number:	1
	Assembly originally mapped to:	hg18
	ENCODE Data Freeze:	ENCODE Mar 2012 Freeze
	UCSC Accession:	wgEncodeEH000260
	Date submitted to UCSC:	2009-11-13
	Date resubmitted to UCSC:	2011-05-05
	Date restrictions end:	2010-08-13
	Submission ID:	4026
	GEO sample accession:	GSM830522
	Lab provided identifier:	IHN011
	Cross Lab Bio-Replicate ID:	gen0156C
	Lab specific details:	clone-free
	Sequencing Platform:	Illumina Genome Analyzer IIx
	tableName:	wgEncodeGisRnaPetNhekCytosolPapPlusRawRep1
	File Name for downloading:	wgEncodeGisRnaPetNhekCytosolPapPlusRawRep1.bigWig


 
	 Data format 	 2010-08-13 
	
 	hide

 Configure
	 NHEK	 Cytosol	 Clone-free	 Alignments	 1st	 NHEK cytosol polyA+ clone-free RNA PET Alignments Rep 1 from ENCODE/GIS 	Principal Investigator on grant:	Gingeras
	Lab producing data:	Ruan - GIS
	Experiment (Assay) type:	RNA-PET
	View - Peaks or Signals:	Alignments
	Cell, tissue or DNA sample:	NHEK
	Cellular compartment:	cytosol
	RNA Extract:	Long PolyA+ RNA
	Paired/Single reads lengths:	2x36
	Replicate number:	1
	Assembly originally mapped to:	hg18
	ENCODE Data Freeze:	ENCODE Mar 2012 Freeze
	UCSC Accession:	wgEncodeEH000260
	Date submitted to UCSC:	2009-11-13
	Date resubmitted to UCSC:	2011-05-05
	Date restrictions end:	2010-08-13
	Submission ID:	4026
	Lab provided identifier:	IHN011
	Cross Lab Bio-Replicate ID:	gen0156C
	Lab specific details:	clone-free
	Sequencing Platform:	Illumina Genome Analyzer IIx
	tableName:	wgEncodeGisRnaPetNhekCytosolPapAlnRep1
	File Name for downloading:	wgEncodeGisRnaPetNhekCytosolPapAlnRep1.bam,wgEncodeGisRnaPetNhekCytosolPapAlnRep1.bam.bai


 
	 Data format 	 2010-08-13 
	
 	hide

 Configure
	 NHEK	 Nucleus	 Clone-free	 Clusters	 1st	 NHEK nucleus polyA+ clone-free RNA PET Clusters Rep 1 from ENCODE/GIS 	Principal Investigator on grant:	Gingeras
	Lab producing data:	Ruan - GIS
	Experiment (Assay) type:	RNA-PET
	View - Peaks or Signals:	Clusters
	Cell, tissue or DNA sample:	NHEK
	Cellular compartment:	nucleus
	RNA Extract:	Long PolyA+ RNA
	Paired/Single reads lengths:	2x36
	Replicate number:	1
	Assembly originally mapped to:	hg18
	ENCODE Data Freeze:	ENCODE Mar 2012 Freeze
	UCSC Accession:	wgEncodeEH000261
	Date submitted to UCSC:	2009-11-13
	Date resubmitted to UCSC:	2011-05-05
	Date restrictions end:	2010-08-13
	Submission ID:	4028
	GEO sample accession:	GSM830523
	Lab provided identifier:	IHN012
	Cross Lab Bio-Replicate ID:	gen0158N
	Lab specific details:	clone-free
	Sequencing Platform:	Illumina Genome Analyzer IIx
	tableName:	wgEncodeGisRnaPetNhekNucleusPapClustersRep1
	File Name for downloading:	wgEncodeGisRnaPetNhekNucleusPapClustersRep1.bed.gz


 
	 Data format 	 2010-08-13 
	
 	hide

 Configure
	 NHEK	 Nucleus	 Clone-free	 Minus Raw Signal	 1st	 NHEK nucleus polyA+ clone-free RNA PET Minus signal Rep 1 from ENCODE/GIS 	Principal Investigator on grant:	Gingeras
	Lab producing data:	Ruan - GIS
	Experiment (Assay) type:	RNA-PET
	View - Peaks or Signals:	Minus Raw signal
	Cell, tissue or DNA sample:	NHEK
	Cellular compartment:	nucleus
	RNA Extract:	Long PolyA+ RNA
	Paired/Single reads lengths:	2x36
	Replicate number:	1
	Assembly originally mapped to:	hg18
	ENCODE Data Freeze:	ENCODE Mar 2012 Freeze
	UCSC Accession:	wgEncodeEH000261
	Date submitted to UCSC:	2009-11-13
	Date resubmitted to UCSC:	2011-05-05
	Date restrictions end:	2010-08-13
	Submission ID:	4028
	GEO sample accession:	GSM830523
	Lab provided identifier:	IHN012
	Cross Lab Bio-Replicate ID:	gen0158N
	Lab specific details:	clone-free
	Sequencing Platform:	Illumina Genome Analyzer IIx
	tableName:	wgEncodeGisRnaPetNhekNucleusPapMinusRawRep1
	File Name for downloading:	wgEncodeGisRnaPetNhekNucleusPapMinusRawRep1.bigWig


 
	 Data format 	 2010-08-13 
	
 	hide

 Configure
	 NHEK	 Nucleus	 Clone-free	 Plus Raw Signal	 1st	 NHEK nucleus polyA+ clone-free RNA PET Plus signal Rep 1 from ENCODE/GIS 	Principal Investigator on grant:	Gingeras
	Lab producing data:	Ruan - GIS
	Experiment (Assay) type:	RNA-PET
	View - Peaks or Signals:	Plus Raw signal
	Cell, tissue or DNA sample:	NHEK
	Cellular compartment:	nucleus
	RNA Extract:	Long PolyA+ RNA
	Paired/Single reads lengths:	2x36
	Replicate number:	1
	Assembly originally mapped to:	hg18
	ENCODE Data Freeze:	ENCODE Mar 2012 Freeze
	UCSC Accession:	wgEncodeEH000261
	Date submitted to UCSC:	2009-11-13
	Date resubmitted to UCSC:	2011-05-05
	Date restrictions end:	2010-08-13
	Submission ID:	4028
	GEO sample accession:	GSM830523
	Lab provided identifier:	IHN012
	Cross Lab Bio-Replicate ID:	gen0158N
	Lab specific details:	clone-free
	Sequencing Platform:	Illumina Genome Analyzer IIx
	tableName:	wgEncodeGisRnaPetNhekNucleusPapPlusRawRep1
	File Name for downloading:	wgEncodeGisRnaPetNhekNucleusPapPlusRawRep1.bigWig


 
	 Data format 	 2010-08-13 
	
 	hide

 Configure
	 NHEK	 Nucleus	 Clone-free	 Alignments	 1st	 NHEK nucleus polyA+ clone-free RNA PET Alignments Rep 1 from ENCODE/GIS 	Principal Investigator on grant:	Gingeras
	Lab producing data:	Ruan - GIS
	Experiment (Assay) type:	RNA-PET
	View - Peaks or Signals:	Alignments
	Cell, tissue or DNA sample:	NHEK
	Cellular compartment:	nucleus
	RNA Extract:	Long PolyA+ RNA
	Paired/Single reads lengths:	2x36
	Replicate number:	1
	Assembly originally mapped to:	hg18
	ENCODE Data Freeze:	ENCODE Mar 2012 Freeze
	UCSC Accession:	wgEncodeEH000261
	Date submitted to UCSC:	2009-11-13
	Date resubmitted to UCSC:	2011-05-05
	Date restrictions end:	2010-08-13
	Submission ID:	4028
	Lab provided identifier:	IHN012
	Cross Lab Bio-Replicate ID:	gen0158N
	Lab specific details:	clone-free
	Sequencing Platform:	Illumina Genome Analyzer IIx
	tableName:	wgEncodeGisRnaPetNhekNucleusPapAlnRep1
	File Name for downloading:	wgEncodeGisRnaPetNhekNucleusPapAlnRep1.bam,wgEncodeGisRnaPetNhekNucleusPapAlnRep1.bam.bai


 
	 Data format 	 2010-08-13 
	
 	hide

 Configure
	 Prostate	 Whole Cell	 Clone-based	 Clusters	 1st	 Prostate whole cell polyA+ clone-based RNA PET Clusters Rep 1 from ENCODE/GIS 	Principal Investigator on grant:	Gingeras
	Lab producing data:	Ruan - GIS
	Experiment (Assay) type:	RNA-PET
	View - Peaks or Signals:	Clusters
	Cell, tissue or DNA sample:	Prostate
	Cellular compartment:	cell
	RNA Extract:	Long PolyA+ RNA
	Paired/Single reads lengths:	2x36
	Replicate number:	1
	Assembly originally mapped to:	hg18
	ENCODE Data Freeze:	ENCODE Jan 2011 Freeze
	UCSC Accession:	wgEncodeEH000262
	Date submitted to UCSC:	2009-11-13
	Date resubmitted to UCSC:	2010-03-08
	Date restrictions end:	2010-08-13
	Submission ID:	1989
	GEO sample accession:	GSM830520
	Lab provided identifier:	DHP001
	Cross Lab Bio-Replicate ID:	gen0160WC
	Lab specific details:	clone-based
	Sequencing Platform:	Illumina Genome Analyzer II
	tableName:	wgEncodeGisRnaPetProstateCellPapClustersRep1
	File Name for downloading:	wgEncodeGisRnaPetProstateCellPapClustersRep1.bed.gz


 
	 Data format 	 2010-08-13 
	
 	hide

 Configure
	 Prostate	 Whole Cell	 Clone-based	 Minus Raw Signal	 1st	 Prostate whole cell polyA+ clone-based RNA PET Minus sig Rep 1 from ENCODE/GIS 	Principal Investigator on grant:	Gingeras
	Lab producing data:	Ruan - GIS
	Experiment (Assay) type:	RNA-PET
	View - Peaks or Signals:	Minus Raw signal
	Cell, tissue or DNA sample:	Prostate
	Cellular compartment:	cell
	RNA Extract:	Long PolyA+ RNA
	Paired/Single reads lengths:	2x36
	Replicate number:	1
	Assembly originally mapped to:	hg18
	ENCODE Data Freeze:	ENCODE Jan 2011 Freeze
	UCSC Accession:	wgEncodeEH000262
	Date submitted to UCSC:	2009-11-13
	Date resubmitted to UCSC:	2010-07-22
	Date restrictions end:	2010-08-13
	Submission ID:	1989
	GEO sample accession:	GSM830520
	Lab provided identifier:	DHP001
	Cross Lab Bio-Replicate ID:	gen0160WC
	Lab specific details:	clone-based
	Sequencing Platform:	Illumina Genome Analyzer II
	tableName:	wgEncodeGisRnaPetProstateCellPapMinusRawSigRep1
	File Name for downloading:	wgEncodeGisRnaPetProstateCellPapMinusRawSigRep1.bigWig


 
	 Data format 	 2010-08-13 
	
 	hide

 Configure
	 Prostate	 Whole Cell	 Clone-based	 Plus Raw Signal	 1st	 Prostate whole cell polyA+ clone-based RNA PET Plus signal Rep 1 from ENCODE/GIS 	Principal Investigator on grant:	Gingeras
	Lab producing data:	Ruan - GIS
	Experiment (Assay) type:	RNA-PET
	View - Peaks or Signals:	Plus Raw signal
	Cell, tissue or DNA sample:	Prostate
	Cellular compartment:	cell
	RNA Extract:	Long PolyA+ RNA
	Paired/Single reads lengths:	2x36
	Replicate number:	1
	Assembly originally mapped to:	hg18
	ENCODE Data Freeze:	ENCODE Jan 2011 Freeze
	UCSC Accession:	wgEncodeEH000262
	Date submitted to UCSC:	2009-11-13
	Date resubmitted to UCSC:	2010-07-22
	Date restrictions end:	2010-08-13
	Submission ID:	1989
	GEO sample accession:	GSM830520
	Lab provided identifier:	DHP001
	Cross Lab Bio-Replicate ID:	gen0160WC
	Lab specific details:	clone-based
	Sequencing Platform:	Illumina Genome Analyzer II
	tableName:	wgEncodeGisRnaPetProstateCellPapPlusRawSigRep1
	File Name for downloading:	wgEncodeGisRnaPetProstateCellPapPlusRawSigRep1.bigWig


 
	 Data format 	 2010-08-13 
	
 	hide

 Configure
	 Prostate	 Whole Cell	 Clone-based	 Alignments	 1st	 Prostate whole cell polyA+ clone-based RNA PET Alignments Rep 1 from ENCODE/GIS 	Principal Investigator on grant:	Gingeras
	Lab producing data:	Ruan - GIS
	Experiment (Assay) type:	RNA-PET
	View - Peaks or Signals:	Alignments
	Cell, tissue or DNA sample:	Prostate
	Cellular compartment:	cell
	RNA Extract:	Long PolyA+ RNA
	Paired/Single reads lengths:	2x36
	Replicate number:	1
	Assembly originally mapped to:	hg18
	ENCODE Data Freeze:	ENCODE Jan 2011 Freeze
	UCSC Accession:	wgEncodeEH000262
	Date submitted to UCSC:	2009-11-13
	Date resubmitted to UCSC:	2010-07-22
	Date restrictions end:	2010-08-13
	Submission ID:	1989
	Lab provided identifier:	DHP001
	Cross Lab Bio-Replicate ID:	gen0160WC
	Lab specific details:	clone-based
	Sequencing Platform:	Illumina Genome Analyzer II
	tableName:	wgEncodeGisRnaPetProstateCellPapAlnRep1
	File Name for downloading:	wgEncodeGisRnaPetProstateCellPapAlnRep1.bam,wgEncodeGisRnaPetProstateCellPapAlnRep1.bam.bai
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Assembly: Human Feb. 2009 (GRCh37/hg19)

	
Description


This track was produced as part of the ENCODE Transcriptome Project
and shows the starts and ends of full-length mRNA transcripts determined
by Gene Identification Signature (GIS) paired-end ditag (PET) sequencing using
RNA extracts
from different
sub-cellular
localizations
in different
cell lines.
Short tags used in GIS-PET sequencing provide signatures
of the 5' start and the 3' end of individual mRNA transcripts, thus
demarcating the first and last exon, and contain enough coding information
to map the tags uniquely to the genome, in turn making it possible to
identify unconventional fusion transcripts. These 5' and 3' paired-end tags
extracted by restriction enzyme are ligated together to form a ditag for sequencing,
where the 3' end includes two adenine bases from the polyA tail thereby 
reducing the relative amount of unique sequence.
The RNA-PET information provided in this track is composed of two different
PET length versions based on how the PETs were extracted using different
restriction enzymes. The cloning-based PET method (18 bp and 16 bp for each of
the 5' and 3' ends) is an earlier version (Ng et al., 2006). While the
cloning-free PET approach (27 bp and 25 bp for each of the 5' and 3' ends) is a
recently modified version which uses Type III restriction enzyme EcoP15I
to generate a longer length of PET (Ruan and Ruan, 2012), 
which results in a significant enhancement
in both library construction and mapping efficiency. Both versions of PET
templates were sequenced by Illumina platform at 2 x 36 bp paired-end
sequencing.
See the Methods and References sections below for more details.



Display Conventions and Configuration



This track is a multi-view composite track that contains multiple data types
(views). For each view, there are multiple subtracks that display
individually on the browser. Instructions for configuring multi-view tracks
are here.
Color differences among the views are arbitrary. They provide a visual cue for
distinguishing between the different cell types and compartments.



	Clusters

	The Clusters view shows clusters built from the alignments.
In the graphical display, the ends are represented by blocks connected by a
horizontal line. In full and packed display modes, the arrowheads on the
horizontal line represent the direction of transcription.  Although some of
the subtracks have score information most of them do not and score filtering
has been disabled.

	Plus Raw Signal

	The Plus Raw Signal view graphs the base-by-base density of tags on the forward strand.

	Minus Raw Signal

	The Minus Raw Signal view graphs the base-by-base density of tags on the reverse strand.

	Alignments

	The Alignments view shows alignment of individual PET sequences.
The alignment file follows the standard SAM/BAM format indicated in the
SAM Format Specification.
Some files also use the tag XA, generated by Bowtie, to represent the total
number of mismatches in the tag.



Metadata for a particular subtrack can be found by clicking the down arrow
in the list of subtracks.



Methods



Cells were grown according to the approved
ENCODE cell culture protocols.
Two different GIS RNA-PET protocols were used to generate the full-length transcriptome
PETs: one is based on a cloning-free RNA-PET library construction and sequencing strategy (Ruan and Ruan, 2012),
and the other is a cloning-based library construction (Ng et al., 2005)
and recent Illumina paired-end sequencing.


Cloning-free RNA-PET (52 bp reads, 27 bp and 25 bp tag for each of the 5' and 3' ends)


Method:
The cloning-free RNA-PET libraries were generated from polyA mRNA
samples and constructed using a recently modified GIS protocol (Ruan and Ruan, 2012).
High quality total RNA was used as starting material and purified with a
MACs polyT column to obtain full-length polyA mRNAs. Approximately 5
µgrams of enriched polyA mRNA was used for reverse transcription
to convert polyA mRNA to full-length cDNA. Specific linker sequences
were ligated to the full-length cDNA. The modified cDNA was circularized
by ligation generating circular cDNA molecules. The 27 bp tag from each
end of the full-length cDNA was extracted by type III enzyme EcoP15I
digestion. The resulting PETs were ligated with sequencing adaptors at
both ends, amplified by PCR, and further purified as complex templates
for paired-end sequencing using Illumina platforms.



Data:
The sequenced RNA-PETs resulted in reads of 27 bp and 25 bp corresponding
to the 5' and 3' end of each cDNA, respectively.
Redundant and noisy reads were excluded from downstream
analysis. Strand-specific orientation of each PET was determined using
the barcode built into the sequencing template. The oriented RNA-PET was
mapped onto the reference genome allowing up to two mismatches. The majority
of the PETs mapped to known transcripts. A small portion of misaligned PETs,
defined as discordant PETs, mapped too far from each tag, with wrong
orientations, or to different chromosomes. These discordant PETs indicated
the existence of some transcription variants that could be caused by
genomic structural variants such as fusions, deletions, insertions,
inversions, tandem repeats, translocations or RNA trans-splicing etc. 



Cloning-based RNA-PET (34 bp reads, 18 bp and 16 bp tag for each of the 5' and 3' ends)


Method:
The cloning-based RNA-PET (GIS-PET) libraries were generated from polyA RNA samples
and constructed using the protocol described by Ng et al., 2005. Total RNA in good
quality was used as starting material and further purified with a MACs polyT column
to enrich polyA mRNA. Approximately 10 µgrams of polyA enriched mRNA was
reverse transcribed resulting in full-length cDNA. The obtained full-length
cDNA was modified with specific linker sequences and ligated to a GIS-developed (pGIS4)
vector. The resulting plasmids form a complex full-length cDNA library, which
was cloned into E. coli. The plasmid DNA was then isolated from the library,
followed by MmeI (a type II enzyme) digestion to generate a final length of 18 bp/16 bp
ditags from each end of the full-length cDNA. The single ditag (or PET) was then
ligated to form a diPET structure (a concatemer with two unrelated PET linked by
a linker sequence) to facilitate Illumina paired-end sequencing. 



Data:Sequencing of clone-based RNA-PETs resulted in paired reads of 18 bp
and 16 bp corresponding to the 5' and 3' end of each cDNA, respectively. The redundant
reads were filtered out and unique reads were included for analysis. PET sequences
were then mapped to (GRCh37, hg19, excluding mitochondrion, haplotypes, randoms
and chromosome Y) reference genome using the following specific criteria
(Ruan et al., 2007): 

	A minimal continuous 16 bp match must exist for the 5' signature; the 3' signature
must have a minimal continuous 14 bp match
	Both 5' and 3' signatures must be present on the same chromosome
	Their 5' to 3' orientation must be correct (5' signature followed by 3' signature)
	The maximal genomic span of a PET genomic alignment must be less than one million bp



PETs mapping to 2-10 locations are also included and may represent duplicated genes
or pseudogenes in the genome.
A majority of the PETs mapped to known transcripts or splice variants. A small
portion of misaligned PETs,
defined as discordant PETs, mapped either too far from each other, in the wrong orientation, or
to different chromosomes. The presence of discordant PETs indicates that some
transcriptional variants exist. These variants could be caused by genomic
structural variants such as fusions, deletions, insertions, inversions, tandem
repeats, translocation or RNA trans-splicing etc. 


Clusters

PETs were clustered using the following procedure. The mapping location of
the 5' and 3' tag of a given PET was extended by 100 bp in both directions
creating 5' and 3' search windows. If the 5' and 3' tags of a second PET mapped
within the 5' and 3' search window of the first PET then the two PETs were clustered
and the search windows were adjusted so that they contained the tag
extensions of the second PET. PETs which subsequently
mapped with their 5' and 3' tags within the adjusted 5' and 3' search
window, respectively, were also assigned to this cluster 
and the search window was readjusted. This iterative process continued
until no new PETs fell within the search window. This process is
repeated until all PETs were assigned to a cluster.



The total count of PET sequences mapped to the same locus but with
slight nucleotide differences may reflect the expression level of the
transcripts. PETs that mapped to multiple locations may represent low
complexity or repetitive sequences.



Verification

To assess overall PET quality and mapping specificity, the top ten
most abundant PET clusters that mapped to well-characterized
known genes were examined. Over 99% of the PETs represented full-length
transcripts, and the majority fell within 10 bp of the
known 5' and 3' boundaries of these transcripts. The PET mapping was
further verified by confirming the existence of physical
cDNA clones represented by the ditags. PCR primers were designed
based on the PET sequences and amplified the corresponding cDNA
inserts either from full-length cDNA library (cloning-based PET)
or from isolated total RNA (cloning-free PET) for sequencing confirmation. 



Release Notes


This is Release 2 (Aug 2012) of this track. It adds data for tier 2
cell lines (A549, SK-N-SH, IMR90, and MCF-7). This newer data has no
scores in the Clusters files. 



Note:  As mentioned above, this track mixes two different methodologies.
The clone-based data has functioning score fields in
the Cluster files which could be used for filtering or shading.
However, the clone-free data either has scores that are not scaled
well or scores that are set to zero for all items. Therefore, the scores 
are useful for some tables and not for others.
  



Credits


The GIS RNA-PET libraries and sequence data for transcriptome
analysis were generated and analyzed by
scientists Xiaoan Ruan, Atif Shahab, Chialin Wei, and Yijun Ruan at the 
Genome Institute of
Singapore. 
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 Data Release Policy 


Data users may freely use ENCODE data, but may not, without prior 
consent, submit publications that use an unpublished ENCODE dataset until 
nine months following the release of the dataset.  This date is listed in 
the Restricted Until column, above.  The full data release policy 
for ENCODE is available 
here.
 


	

  Top⇑ 
	  Top⇑ 




		


	


	



	




