Annotation of a subset of the Arkgenomics Chicken microarray
Dennis Prickett and Michael Watson
Institute for Animal Health, UK

ALY

EADGENE SABRE] EAGENE

OUTLINE

Annotation methodology
Results
ENSEMBL
Unigene
Other annotation
Intelligent parsing of HSPs
Current GO gene association files from EBI

EADGENE and SABRE Post-Analyses Workshop

12-14th November 2008, Animal Sciences Group, Wageningen UR, Lelystad

Annotation of a subset of the
Arkgenomics Chicken microarray
Dennis Prickett  Michael Watson

Institute for Animal Health

’ This publication represents the views of the Authors, not the EC. - , EADGENE and SABRE Post-Analyses Workshop
B e ey e st inermion D 110w 2006 Al onten oo Wanengen U Lelystad

EADGENE _ ' EADGENE _ e
Methodology IAH Microarray Database (IMAD)
Based on BLAST with parsing of HSPs MySQL database
Used ENSEMBL and UniGene databases Perl object for accessing the database
Parameters used for the BLAST CGl script for web-queries
E <= 1e-01 Scripts for downloading and inserting databases
20% of query length at 80% identity Scripts for parsing BLAST output into database

Scripts for extracting data in spreadsheet
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Results - ENSEMBL comparisons Results - Unigene comparisons

O Geneids
agree
O both hits-no OAgreement
agreement
Oboth hits-no
E IMAD only agreement
B IMAD hit only
H initial only ®initial only
O neither with =L 9 LT
a hit

77% in agreement

55% in agreement
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IMAD Multiple hits

167 total - ENSEMBL

243 total - Unigene

Possible source of some disagreements
What to do with the data from multiple hits?
Caveats for the end user?

EADGENE

| GENOMICE 108 SULTAINARLE ANIAL

Resources to improve annotation

Intellegent parsing of HSPs
Current Chicken GO annotation
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Intelligent Parsing of multiple HSPs

Checks HSPs on same strand as best HSP
Checks that HSPs are not overlapping

Parses HSPs to create percentage identity
over the entire length of both query and hit

H Query
Hit

Muliple good HSPs, small e-value, but probably not the same gene
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Pig oligo from Operon
100% identity along entire probe with “gnl|UG|Ssc#S17500974”
However, not good microarray hit!

Len 27 Len 44

ID 100% ID 100%

Perhaps not a good hit in terms of array hybridisation!
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Current Chicken GO associations

The current GO gene association files are
available from the EBI at

From the chicken annotation community

Updated every 3-4 weeks

Manually transferred from humans

Inferred by sequence or structural similarity
Associations with ENSEMBL, UniProtKB, and RefSeq
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Annotations for 214 probes for this subset .
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Chicken GOA
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How much annotation do we really need?

Spreadsheet with 78 columns of information

Do we really need annotation from human, rat, and
mouse?

What do we really need for the end user beyond
database identifiers and gene descriptions?
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