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Assembly statistics
· Primary Assembly
	Molecule
	Total 
Length
	Scaffold 
Count
	Ungapped
Length
	Scaffold
N50
	Spanned
Gaps
	Unspanned
Gaps

	unplaced
	2,246,365,390
	61,370
	1,324,906,634
	915,377
	450,679
	


Hvit_1.0
Organism name: 
Homalodisca vitripennis (glassy-winged sharpshooter)
Isolate: 
HVIT.00
Sex: pooled males and females
BioSample:  SAMN02728788
Submitter:  The i5k Initiative
Date:     2014/06/05
Assembly level:   Scaffold
Genome representation:   full
RefSeq category:   representative genome
GenBank assembly accession:  GCA_000696855.1 (latest)
RefSeq assembly accession:  n/a
RefSeq assembly and GenBank assembly identical:  n/a
WGS Project:   JJNS01
Assembly method:  AllPaths LG v. 35218; Atlas Link v. 1.0; Atlas GapFill v. 2.2
Genome coverage:  68.3x
Sequencing technology:  Illumina
IDs: 187951 [UID] 1138168 [GenBank] 
See Genome Information for Homalodisca vitripennis
History (Show revision history)
	GenBank Assembly
Accession
	
	RefSeq Assembly
Accession
	Assembly
Name
	Assembly
Level
	Status

	GCA_000696855.1
	n/a
	n/a
	Hvit_1.0
	Scaffold
	Latest GenBank


Global statistics
	Total sequence length
	2,246,365,390

	Total assembly gap length
	921,458,756

	Gaps between scaffolds
	0

	Number of scaffolds
	61,370

	Scaffold N50
	915,377

	Scaffold L50
	541

	Number of contigs
	512,049

	Contig N50
	4,857

	Contig L50
	62,703

	Total number of chromosomes and plasmids
	0
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Access the data
· Download the GenBank assembly 
· BLAST search the assembly 
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· Assembly Definition
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Global assembly definition
Download the full sequence report
Click on the table row to see sequence details in the table to the right
	Assembly Unit Name

	Assembly Unit Name

	Primary Assembly


The primary assembly unit does not have any assembled chromosomes or linkage groups.
Please download the full sequence report for information on the scaffolds.

