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Bos indicus cante breeds preseat several narural adaptations to biotic and abiotic stresses faund in the
tropics aad have been exteasively used for dairy anã beef productioo fi these regioas of the world. A R
indicus geaome assembly represenrs an esseenal tocl wllich will be vital to belp identify aad undersiand
ibe uuderlj'ing genetic variatioas lha! di~inguish taurine and indicioe cattle ..which bave diverged >250,000
year!> ago, as well as facilitare lhe wod: of breeder associatieas striding towards iacorporanng gmomic
tools imo ongoing genetic evaluauoas and breeding prcgrams to imprO".·eproductivity and beef and milk
q\lality traits. DNA obtained frosn semen irem a Nelore buli bom ín 19&7, with an estimated eumliL'\líve
inbreeding coefficiear of 29.4%, and lha! caa be traced to animals in:tpotied from India, was used to produce
100 bp paired-end sequeaces fresn short (300 and 700 bp) anã loug ínsert (3, ) and 10 kbp) libnules, with aa
IIIumin,lHiSeqplatfonn.A total ofl,20t Gbp were seqnenced, cosrespondingt045x raw coverage of tbe
genome. The SOAP de aovo assembler was used to build comigs and scaffoldiag. Several parameters seis
were evaluated to obtain lhe besl assenbly based on lhe number of scaffolds, numbe!' cf'bases in scaffolds.
N50, and total gap length. The best assembly cbtainedso far coatains 2.7 Gbp, 15,103 s.c.'\ffoldswith N50
af 649 Kbp and 756 Mbp oi gaps. Curreat results are being used to beget additional sequencing of'specific
librmes to inlprove scaffold assembly, In addilion, addilion.tl data geaeratioa using different sequenciag
technologies is uaderway to improve sequeaceassembíy qualit"j before ccmparisoas ,\>'iln lhe reference B.
TGU1715 sequeace are performed,


