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UCSC LiftOver and NCBI ReMap: Genome alignments to convert annotations to hg38
  (All Mapping and Sequencing tracks)


Display mode: hide
dense
squish
pack
full


  
  Reset to defaults

Color track based on chromosome:  on  off 


Filter by chromosome (e.g. chr10): 

Display data as a density graph: 




		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
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 pixels
	Negate values:	

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


   at y =
OFF
ON












Display data as a rearrangement graph: 








	
	List subtracks: only selected/visible   
all	 
	
	hide

 Configure
	 UCSC liftOver to hg38	 Lifting: UCSC liftOver alignments to hg38 
	 Data format 
	
	hide

 Configure
	 NCBI ReMap hg38	 Lifting: NCBI ReMap alignments to hg38/GRCh38 
	 Data format 
	
	hide

 Configure
	 ReMap + axtChain hg38	 Lifting: NCBI ReMap alignments to hg38/GRCh38, joined by axtChain 
	 Data format 








Related tracks

	
GRC Incident: 
GRC Incident database, to explore reasons why the assembly was changed

	
Fix Patches: 
Investigate how assembly patches affect the liftOver alignment

	
Hg38 Diff: 
Hg38 Diff shows contigs that were changed from hg19 to hg38

	
ReMap ChIP-seq: 
ReMap, even though it has the same name, is a database of transcription factor binding sites, unrelated to NCBI ReMap




Assembly: Human Feb. 2009 (GRCh37/hg19)

	
Description



This track shows alignments from the hg19 to the hg38 genome assembly, used by the UCSC
liftOver tool and 
NCBI's ReMap
service, respectively.


Display Conventions and Configuration


The track has three subtracks, one for UCSC and two for NCBI alignments.


The alignments are shown as "chains" of alignable regions. The display is similar to
the other chain tracks, see our 

chain display documentation for more information.




Data access


UCSC liftOver chain files for hg19 to hg38 can be obtained from a dedicated directory on our

Download server. The NCBI chain file can be obtained from the 

MySQL tables directory on our download server, the filename is 'chainHg38ReMap.txt.gz'.




Both tables can also be explored interactively with the
Table Browser or the
Data Integrator.



Methods


ReMap 2.2 alignments were downloaded from the 

NCBI FTP site and converted with the UCSC kent command line tools. Like all data processing for
the genome browser, the procedure is documented in our

hg19 makeDoc file.



Credits


Thanks to NCBI for making the ReMap data available and to Angie Hinrichs for the file conversion.



	

 
	 




		


	


	


	







