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May 3, 2019
To the editors:

This letter accompanies the submission of a revised manuscript, “Genetic mapping of thermotolerance differences between species of Saccharomyces yeast via genome-wide reciprocal-hemizygosity analysis,” by Carly Weiss and myself. The manuscript covers our methodology to map the mechanistic basis of trait variation between long-diverged species (Weiss et al., Nature Genetics 2018). Reviewers of our prevision submission were enthusiastic about the approach and about our detailed description of the workflow. In response to their suggestions, we have added to the protocol notes new data about expected performance of key steps; we also now expand on alternative strategies to several elements of the method, in protocol notes and the discussion.

We are confident that with these changes, our manuscript will now be suitable for publication in JoVE. 

[bookmark: _GoBack]Thank you again for your expertise and hard work during the review process. I look forward to hearing from you.

Sincerely,
[image: ]

Rachel Brem, Ph.D.
Associate Professor
Buck Institute for Research on Aging

Adjunct Associate Professor
Department of Plant and Microbial Biology
University of California, Berkeley

Adjunct Associate Professor
Davis School of Gerontology
University of Southern California

8001 Redwood Boulevard
Novato, CA 94945
Phone:  (415) 209-2093
Email:  rbrem@buckinstitute.org
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January 14, 2010

Dr. Ka Yee Yeung
Department of Microbiology
University of Washington
Box 358070

Seattle, WA 98195-8070

Dear Ka Yee,

| am happy to write in support of your R01 proposal, “Methods for Network Construction from
Large-scale Genomics Data.”

As you know, my lab aims to understand how sequence differences between individuals confer
quantitative changes in regulatory cascades. Our yeast eQTL data set from 2005 has
stimulated the development of a number of algorithms to construct regulatory networks,
including Zhu et al., Nature Genetics, 2008 and Lee et al., PNAS, 2006. Your proposal to
develop improved methods for network inference, and to generate and harness dynamic data,
has great potential to further advance the field. It has been my pleasure to provide the strains
from our initial cross to you, Dr. Roger Bumgarner, and Dr. Kenneth Dombek. | look forward to
continuing correspondence and collaboration with your group; please accept my best wishes
for your proposal.

Sincerely,

lade Be—

Rachel Brem

Assistant Professor of Genetics, Genomics, and Development
Department of Molecular and Cell Biology

University of California, Berkeley
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