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COMSTECH-SIUT International Workshop on
Bioinformatics

ENSEMBLE DATABASE MINING AND WHOLE
GENOME SEQUENCING ANALYSES

‘Date: Dec., 16 - 18,2014 = L Date: Dec.) 20 — 22, 2014
Venue: COMSTECH Building, || Venue: Sindh Institute of Urology
“ 33-Constitution Avenue Sector G-5/2, || || and Transplantation (SIUT)
Islamabad, Pakistan | | Civil Hospital, Karachi, Pakistan

! 1.ast Date of Application: October 25, 2014

Course

Objectives:
The main objective is to
present a hands-on approach to
the online Ensembl bicinformatics
resources and introduce command line
based options for analyses of whole
genome sequencing data.

The training course will include an introduction to
the Ensembl Genome Browser with practical
demonstrations and exercises using the human
genome as reference. Analyses of high throughput : it e
genotyping and whole genome human sequencing data § ; ,r‘SﬁlCIBd
will also be presented with the overall aim of promoting pants fi training in
the use of bioinformatics for health and research in the life 57 : e i
sciences. Only human genomic sequencing data will be
analysed during the training, but the same techniques can
be used to analyze any data generated by next generation

sequencing.

Selection Criteria:
Candidates meeting the following criteria will be selected

for the course:

a) Post-doctoral fellows, doctoral or medical students near
completion of their studies with knowledge of at least one or
more of the following fields: biochemistry, moiecuiar bioiogy,
genetics, proteomics or biotechnology. Faculty members with

vnarience
cpenehice

| +07.51.9220265, Emalil; hanifa@
comstech@comstech.org. |
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