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Background 2. Common garden acclimation 3. Physiology studies

The goal of mechanism section Is to identify genetic,
environmental, and phenotypic mechanisms that
translate to adaptive capacity of redband trout
(Oncorhynchus mykiss gairdneri) populations.

YEAR-1 & -2 Objectives include:

1. Collect fish from field for common garden acclimation
2. Quantify physiological responses to temperature

3. Conduct genome scan for candidate genes

1. Field sampling
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3 ecotypes x 3 water temperatures (in triplicate)

Growth study (12-16 weeks)
» Growth performance & efficiency

Maturation and Fecundity
* EQg size & number
* Reproductive physiology

Data generated from common
gardens will be used to compare
Intraspecific differences in life
history traits and genotypes. It
can also be incorporated Iinto
agent-based models to predict
adaptive capacity and
population densities under
climate change scenarios.
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Cellular & molecular
 Mitochondria
* Enzyme activity
* Transcriptome

4. Genomic studies

Summary

Whole genome resequencing

Discover candidate genes
» Population differentiation
* Trait association
* Thermal plasticity
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