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based on transcriptional profiling.
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Project overview:

STAGE 1:

Goal: Identify expression patterns that are unique to the rhEpo induced haematopoiesis in the mouse.
Methods: Use Serial Analysis Gene Expression (SAGE) to generate high-resolution transcriptional profiles of whole blood taken from mice
(C57BL/6J) exposed to either normobaric hypoxia (~14% O2) or rhEpo injection.

STAGE 2:
Goal: Characterize the human homologues of genes identified in stage 1 and characterise expression patterns of these in human blood
cells under a variety of doping-enforcement relevant conditions.
Methods: Homologues will be identified in the genome databases by bioinformatics software. Expression patterns in human blood will
be measured by quantitative PCR (gPCR) in individuals at rest, and during and after exercise.

Stage 3:
Goal: Confirm that rhEpo-specific expression patterns seen in mice are also characteristic of humans.
Methods: Erythropoiesis will be induced in human subjects by exposure to normobaric hypoxia or rhEpo. Total blood RNA will be
prepared and expression of genes identified as diagnostic for rhEpo vs. hypoxia gene induction will be assessed by gPCR.

Project rationale: Methods: genomics and bioinformatics
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Contact information:

o DiscoverySpace screenshot: DiscoverySpace screenshot:
Contact : rupertj@interchange.ubc.ca « sample comparison of 43,000 SAGEtags from | |+ sample tag to gene mapping
two libraries at three levels of significance + gene and site for each tag can be identified

Lab webpage: http:// griplab.wordpress.com

DiscoverySpace:www.bcgsc.ca/discoveryspace
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