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All Exon Bovine:

64Mb design. The library is based on University of Maryland build 3.1 against NCB|
exons as well as predicted exons, UTRs, and miRNAs. Worked with USDA on

design.

Agilent Technologies
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Assembly

[ W
Advanced Browse by organism
Assembly information by organism®
I cattle (taxid:9913) I
Show only latest assemblies | | Show all assemblies
Version :
Organism Nama Submitiar Date Genome . Assembly Representative
representation level status
status
Bl Cattle Genome Organism name: Bos taurus
au4.0.1 Sequencing
Bos taurus EOCSSTEUI\;ame: Ieraticral 2011/11/02 full Chromosome latest Submitter:
C rti s . . . . .
sttt Center for Bioinformatics and Computational Biology, University of
Center for M land
Bioinformatics arylan
and . .
Bos taurus Bos taurus UMD 3.1 Computational 2009/12/01 full Chromosome latest ?::r(::ntative Date: 2009/12/01
Biology, Assembly level: Chromosome
University of .
Maryland Genome representation: full

Global statistics

Total sequence length 2,670,422,299
Total assembly gap length 20,737,263

BOS taurus UMD 31/ {_:)3?/0) Gaps between scaffolds 3,193
REferencebr/L\ﬁﬂﬁll ':Ed L \—CEQE'I' Number of scaffolds 6,510

Scaffold N50 6,380,747
Number of contigs 75,771
- TV fRHT
Chromosome 1-29, and XD LIV Contia N0 06 055
Total number of chromosomes and plasmids 31

http://www.ncbi.nlm.nih.gov/assembly/organism/9913/#/latest-assemblies



IOSYTEODL0UILTINLIISUVININY — 4 - RYUR—T VAT —FEREAHHH

Genomic DNA

LM-PCR to check library prep, 'Pw - :
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