Problem?

Annotate the newly sequenced genome of
R. Centenum. Use Computational methods
ko accurately and efficiently find genes and
assign functions.

Rhodospirillum Centenum?
@R, Cenbenurm is a purple bacteria with a comples
lifa oycle
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&R, Centenum is 2 model arganism for
photasythesis, phatataxis and callular
developrment

v Subu
Bachill o sty S

@Assodation of B Centenum with plants exbibit
beneficial affects on plant growth and yields
through thair aerobic capability of nitrogen
fixation

Mira Han

Gene Finding

Automated Annotation name, gane
symbaol, EC number and TIGR role

Annotated Genome Sequence

@How to find gene regions with accuracy

@How to observe significant homologs or
signal patterns

@ How to improve function assignment by
comparing other genomes of related
species

@How to assign annotations automatically
by scaling multiple observations
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Comparative Genome Analysis

Finding clusters of orthologous groups can
provide insight into gene family and
function.

BEH -= Triangle -> BAG clustering

@BEH: reciprocal best-hit relationship
between proteins in two genomes.

@Triangle: 3 BBH that have more than 2
nodes {proteins) in common will form a
Triangle.

WEBAG clustering: clustering of sequences
using graph theory,

biconnected companernt, a maximal
biconnected subgraph of G where there
are at least two paths for any pair of
verkdes.

articulation point ra vertex whose
removal disconnects the graph.

- @ set of vertices in each biconnected
component forms a family of saquences

WCOGs ; Clusters of Orthologous Groups
database at MCEI

Genomic Context Analysis

@ co-occurrence of genes across different
species

@gene fusion events

®gene neighborhood

Genome Annotation of Rhodospirillum Centenum

Results
The sequending is in the process of
assembly and almaost finished.

Once the sequence data are ready we will
be able to analyze the genome and get
meaningful rasults,

Future Work

The genome annotation methods are
switching from the basic homologue
search to the context search approach.

Az well a5 using existing methads to find
infarmation on the genes we could work
an designing novel computational methads
to find relationships among genes within
and across the genomes,
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