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IMG systems: genome/metagenome data flow
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IMG Synopsys
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IMG: reasoning about annotations
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IMG: Protein product review
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IMG: Metabolic capability review- missing enzyme
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IMG: Gene model review- missing genes
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IMG/M Synopsis
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Microbial Genomics
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(MGM) Workshop

IMG Tutorial (Genome annotation and analysis)

IMG

- Genes and Genomes

Microbial genome data analysis in IMG is set in the
comparative context of multiple microbial genomes. IMG
allows navigating the microbial genome data space along
three key dimensions: genomes (organisms), functions
(terms and pathways) and genes. In this section, IMG-based

Fagtust f gona familiee and fannmes will hea

@on IMG (exercises)

Exercise solutions

IMG - Functions and Pathways

IMG has several ways for users to interact with protein
functions and pathways, including Clusters of Orthologous
Groups (COGs) and Kyoto Encyclopedia of Genes and
Genomes (KEGG) pathways. In addition, JGI is developing a
controlled vocabulary for the representation of functions

MyIMG

The functional annotation for individual genes can be
maodified using the MylMG Annotations features of MylMG.
In addition to curation of functional annotations, MylMG
provides support for uploading user genome selections
that have been saved earlier from the Genome Browser or
Genome Statistics and for setting systemwide user

Gene Context Analysis in IMG

Hands-on IMG (exercises)

Exercise solutions

Athanasios Lykidis a

lain Anderson

lain Anderson

Kostas
Mavrommatis

Users

lain Anderson

IMG/M Tutorial (metagenome analysis)

MG/

Introduction to Metagenome analysis

A snapshot of microbial community structure can be
derived from analysis of metagenomic data. IMG/M
methods and tools for establishing the taxonomic
identity of community members will be presented
along with tools for determining the fine population
structure, genetic variation and genome dynamics of
the dominant populations. Methods for assessing the
diversity and abundance of microbial communities will
be discussed.

Statistical analysis of metagenomic datasets

The systematic evaluation of the relative abundances
of individual as well as seis of protein functions across
various metagenomic datasets, can yield statistically
significant deductions about owver- and under-
representation of protein function(s) and biological
pathways in these communities. We can derive
statistical methods for comparing the relative
abundances of both individual as well as sets of
protein families in 2 given metagenomic datasets.
Statistical models for modeling individual abundances
and methods for identifying protein families whose
difference in abundances are statistically significant,
will be presented.

ands-on IMG (exercises)

A MetaGenome Analysis test case

The methodology and steps to analyze a metagenome
in IMG,/M will be presented with a user case

Natalia Ivanova

Amrita Pati

Users

Athanasios
Lykidis




IMG ER systems: community users

PenGency of area of SpCil SOTETCENtY
Siclly / AZORES Island / Island group
* Capital

Saale 135,090
et

e Austria

» France

e Germany 14

* Greece 3 frasiing o, .

e Netherlands 4 : _ 2 : Asia:

= Russia 2 |# A 1 - China

« Sweden 1 B s e e T #| = Hong Kong

e Switzerland 2 [Eg S s Mo ger| = Japan

: e A6 e Israel

= Singapore
e Taiwan
e Thailand

SOUTH!, PACIFIC

OCEAN

e Brazil : 1
eChile: 1

3

5

z

4

;

2

i

%




Acknowledements

0

/}J f;/:l'

[N | i '




	Slide Number 1
	Genome sequence data processing & analysis
	Slide Number 3
	Slide Number 4
	Slide Number 5
	Slide Number 6
	Slide Number 7
	Slide Number 8
	Slide Number 9
	Slide Number 12
	IMG ER systems: community users
	Acknowledgements

