J]JJ

The 7t Conference on Bioinformatics, 3-5 January 2018

g

Ee::::
T
B
o)

Faculty of Biological Sciences, Tarbiat Modares University, Tehran, Iran

HII”"‘IAI

- ool
s  Slesabise
‘//»;/_/aw" J oly! et

I"Yq,.,v

; : DRI O OO
LTS

R A A R A R V‘v A R A R A A S A
I .““‘_.‘.‘““,&“““‘ Y 4

m vI " I
out] 111190 o »
M"‘Mw"‘uuu"“ul L .‘“.AI"“IMAI'.“IIMI'.“ I T R PP TR IV TG “u.AI"‘m.Amtmu‘ LSS

[l

Bioinformatics for Plant genome

Salimi M*2,Darabi, M.?,Sepasi, A.c
2@ Department of Science and Technology Islamic Azad UniversityT, Medical Branch ,po.Box:
1916893813, Tehran

Department of Agronomy and Plant Breeding sciences,College of Aboureihan,University of
Tehran, Tehran,Iran
¢ Department of Microbiology, Islamic Azad University Of Pharmaceutical Sciences Branch ,Tehran, Iran

* misha6531@gmail.com

Abstract: Large amounts of genome sequence data are available and much more will become
available in the near future. A DNA sequence alone has, however, limited use. Genome annotation
is required to assign biological interpretation to the DNA sequence. The aim of genome annotation
is to describe the biological function of every single nucleotide during the life span of an organism.
This requires the help of bioinformatics. Bioinformatics is a multidisciplinary approach that combines
several areas of expertise in the automated analysis of bio-molecular data. To achieve the goal of
proper annotation of a genome, close cooperation between bioinformaticians and biologists is
required at several levels. Communication in bioinformatics for genome annotation is a major
challenge on several levels: communication between computers and communication between
researchers are both at stake, as well as the communication between computers and human beings.
The global bioinformatics community is moving towards a web infrastructure. The second major
issue in bioinformatics and genome annotation is the quality of annotation data. Most annotation
depends in some way or another on previous annotations. Obviously the quality of such prediction
relies on the quality of the underlying data. The issue of error propagation is an important issue in
the field of genome annotation and needs much future attention.
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