March 30, 2006
Tricia Parker
Habitat Restoration Coordinator/Fishery Biologist
US Fish and Wildlife Service

Anadromous Fish Restoration Program
Red Bluff Fish and Wildlife Office
10950 Tyler Road, Red Bluff, CA 96080

RE: Second quarter report for extension of cooperative agreement (#113322J006) ‘Sex-reversal of Fall-Run Chinook salmon’

Tricia, 

The following is a synopsis of our activities during the second quarter (January 1st to March 30th, 2006) of the extension of the Sex-reversal of Fall-Run Chinook salmon project.  It is fairly straight forward, but if you have any questions or comments, please feel free to contact me.

Thank you, 

Kevin S. Williamson, Ph.D.


Bernie May, Ph.D.

Research Molecular Geneticist

Genomic Variation Lab, Director

NOAA Fisheries Service


2237 Meyer Hall

NW Fisheries Science Center


Dept. of Animal Science

2725 Montlake Blvd. E.


University of CA

Seattle, WA 98112



One Shields Ave.

PH: 206-302-2428



Davis, CA 95616

FAX: 206-860-3226



PH: 530-754-8123







FAX: 530-752-0175

Procurement of Spring-Run Chinook salmon samples and information
Custody of fin-clip tissue samples of Spring-Run Chinook salmon have been transferred from the Salmonid Tissue Archive (CDFG) to the Genomic Variation Lab.  Sampled populations include Spring-Run adult fish collected on Butte, Deer and Mill Creeks in 2005.  Photocopies of the field data collection sheets for these samples have been sent to Dr. Kevin Williamson (NOAA Fisheries, Seattle).  The field data sheets contain the recorded phenotypic sex of each fish sampled which will be compared to the genotypic sex of each fish.
Preliminary mitochondrial DNA sequencing of XY-female Fall-Run Chinook salmon
Redesign of one of the oligonucleotide primers used to determine the DNA sequence of a 237 base pair (bp) segment of the mitochondrial d-loop region was successful.  The newly redesigned primer permits unambiguous DNA sequence data to be obtained in both directions of the fragment when used in conjunction with the other original DNA sequencing primer.

Preliminary results comparing the Fall- and Spring-Run populations are not yet available because we have not yet started collecting mitochondrial DNA (mtDNA) haplotype data for the Spring-Run Chinook salmon.  However, mtDNA haplotype diversity has been evaluated for 82 Fall-Run Chinook salmon as of the writing of this report.  These fish represent both normal and XY-females and male Fall Chinook collected throughout the Central Valley between 2002 and 2004.  A summary of the mtDNA haplotypes observed in the Fall Chinook sample is shown in table 1.  The analysis was heavily weighted towards XY-females (N=60).  All five mtDNA haplotypes previously observed in Fall Chinook (Nielsen et al. 1994) were observed in both normal and XY-females.  
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Table 1. – Polymorphic sites for five mtDNA haplotypes based on 237 bp of the 3’-end of the control region and phenylalanine tRNA gene from 82 Fall-Run Chinook salmon collected between 2002 and 2004.  The number of individuals sharing each haplotype (N), as well as the number of normal and XY-females, and males are shown.  Positions of variable sites are based according to the control region reference sequence (Genbank accession #AF 392054). * represents a nucleotide deletion. 
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