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__________________________________ 
Charge to the Research Advisory Group (RAB) 
 To provide input to the Office of Research, and ultimately the EVC&P, about the needs of investigators and administrators in conducting research and administering 

extramural funds. 
 To guide priority setting and critical assessment of quality improvement efforts in the Office of Research 
 To work with the Office of Research staff to ensure the successful implementation of the current Quality Improvement Project 

RESEARCH ADVISORY GROUP (RAB) 
September 3, 2013         8:30-10:00 a.m.         S-30 

Attendees: Elizabeth Boyd, Diane Barber, Chip Chambers, Jane Czech, Tejal Desai, John Ellis, Clarice Estrada, Cathy Garzio, Susanne 
Hildebrand-Zanki, Gretchen Kiser, Larisa Kure, Dan Lowenstein, Synthia Mellon, Teresa Moeller, Judy Moscowitz , Suzanne Murphy, 
Michael Nordberg, Marge O’Halloran Christine Razler, Bill Seaman, Matthew Springer, Paul Volberding   Not present: Mounira Kenaani, 
Holly Ingraham, Steve Lazarus,  Kathy Lee, Erik Lium, Georgina Lopez, Wallace Marshall, John Radkowski, Louis Reichardt, Nirao Shah   
Guests: Julie Auger, Mary Beth Baker (via phone), Megan Laurance   Coordinator: Jamie Antonazzo  

 
PRESENTATION: Core Facilities Roadmap Initiative       Julie Auger            
Julie explained the key goals and objectives of the Core Facilities Roadmap Initiative, which is currently in its early planning 
stages.  
 
In her time as Executive Director of the Research Resource Program (RRP), Julie has been working on ways to secure 
investment in Shared Research Facilities, or cores. The Chancellor has provided 3M over the last year for investments in new 
technology, but Julie estimates that we should be investing roughly 10M each year on technology in order to keep up with 
depreciation. This project hopes to secure a more robust investment in these shared resources, modeled after the very 
successful IT Governance Roadmap Initiative. Julie will be working with consultant Mary Beth Baker on this project, who 
also helped with the IT Initiative. 
 
Julie explained that the three priorities of core facilities at UCSF are: service, research and development, and education. The 
service aspect is generally sustainable, as it is based on a recharge system, but the other two components – education, and 
R&D, are more difficult to secure funding for. The goal of this new initiative will be: 
 To develop a comprehensive view of the shared research facility strategic priorities across all areas including basic, 

translational and clinical research, including education and business management needs 
 To identify areas of impact and benefit to the UCSF enterprise and the interdependence across all initiatives 
 To assist leadership in identifying the funding sources to fulfill investment requirements/priorities. 
 
Julie will be looking for broad input across campus, and will be forming a steering committee, as well as subcommittees 
focusing on investment in various areas including: technology, space, and education/training.  They hope to use a similar 
model to the successful IT model, which involved the following general criteria: 
 Create list of top 3-5 key projects spanning the next five years with anticipated timelines,  
 Explain the critical need and impact areas, as well as benefits for each project 
 Provide high-level sizing of the project: Small <$500K; Medium $500K-$1M; and large >$1M. 
 
Questions/Comments:  
 The group expressed interest in improving career paths for core directors and other core staff, noting high turnover in 

these roles. Many individuals go to industry jobs because they provide higher salaries, and greater intellectual 
stimulation, and we need to make sure we remain competitive.  

 Do we have accountability data for the technology grants provided from the Chancellor already? Julie does not have this 
information yet, as the money is still being spent, but will report back on this later.  

 Julie discussed the recent core definitions that have come out on the RRP website, which divide cores into 4 different 
levels, based on the services they provide, and the group expressed interest in possibly having Julie come back to discuss 
this with the group, as well as having broader distribution of this information. 

 Is there an inventory of what core facilities are available on campus now? Yes, this is up on the RRP website 
(rrp.ucsf.edu), and will eventually be updated to include core definitions by level.  

 Will this initiative coordinate with other efforts on campus that seek to secure funding for research initiatives? No, this is 
an independent effort, but everything will go through the Chancellors Budget and Investment group for funding 
considerations, and will be compared there.  
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Charge to the Research Advisory Group (RAB) 
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 Are the majority of cores current self-sustaining? No. The majority are either subsidized via individual faculty or 
department support, or are running a deficit.  
 

Next Steps:  
 If you would like to volunteer for the steering committee, please contact Julie (julie.auger@ucsf.edu).  
 Julie agreed to come back to the group for input on core definitions, if desired.  
 
DISCUSSION: RAB Input on Campus Initiatives    All                  
The group discussed ways in which RAB could help with initiatives like this, and agreed that the best model seems to be to 
have several individuals from RAB volunteer to meet with presenters looking for input, to identify next steps, and then come 
back to the group to report on their progress.  
 
Next Steps: Bill Seaman and Jane Czech agreed to meet with Julie regarding the cores initiative.  
 
PRESENTATION: Library Services for the Research Community    Megan Laurance    
Megan provided some background on her new position at the Library as Research Informationist, which she began in 
February. She has a Ph.D. in Molecular and Cellular Biology, and has spent 12 years at a genomics software company. She 
has specific expertise in applying knowledge-based pathway analysis tools for analysis of genomic and proteomic data.  
 
Megan’s main goals in her new role include understanding the needs of our users in basic and translational sciences, which 
she is currently learning about via conducting user interviews, and surveys of current practices and resources, as well as 
identifying roadblocks that can be alleviated through information services (databases, software, training), and designing and 
implementing new services.  
 
She is currently working on transitioning the subscription-based pathway analysis tool, Ingenuity Pathway Analysis (IPA), to 
a shared-resource/recharge model to ensure continued campus-wide access. The Library currently offers IPA Office Hours, 
consultations, training for high use labs, and bi-monthly hands-on workshops at Parnassus and Mission Bay. Megan can also 
recommend additional free/open source pathway analysis tools to researchers. 
 
Megan is working to create an online guide to help familiarize bench scientists with well-adopted, highly-cited 
bioinformatics resources, and is also planning to launch a monthly workshop series on Bioinformatics Resources for 
Biologists starting in September. Additional training sessions and resources are listed on the slides.  
 
Megan also discussed other programs currently in progress at the Library, including:  

 A workshop to help with qualifying exams 
 Citation management help – classes are taught every week on this, and can be found on the library website 
 Designing a suite of services to ensure researchers understand current policy and benefits of Data Sharing, and good 

Data Management 
 The launch of an early access program in October which involves an open data repository tool, DataShare, for which 

they are looking for participants to give feedback before making this tool widely available 
 
Megan also discussed the need to expand services around Bioinformatics Resources. There is a lot of unmet need, and the 
Library is looking for recommendations for funding to build a more comprehensive suite of resources and services.   
 
Questions/Comments:  
 Do your responsibilities include choosing the best tools for researchers? Yes, and in regards to the Ingenuity IPA tool, 

there was talk of removing this tool and going with something else, but the feedback received from researchers was that 
the transition would be too drastic, so they decided to keep this tool for now, and transition to a pay as you go model. 



Research Advisory Group_Minutes_9_3_13  Prepared by J. Antonazzo                                                                       Page 3 of 3    
                      These minutes are intended to provide a summary of action & follow up items; a few discussion highlights are included 
____________________________________________________________________________________________________________ 

__________________________________ 
Charge to the Research Advisory Group (RAB) 
 To provide input to the Office of Research, and ultimately the EVC&P, about the needs of investigators and administrators in conducting research and administering 

extramural funds. 
 To guide priority setting and critical assessment of quality improvement efforts in the Office of Research 
 To work with the Office of Research staff to ensure the successful implementation of the current Quality Improvement Project 

The Library’s concern is restricting access by putting a time limit on this, since people will be paying by the hour; they 
plan to see how the process goes and reevaluate later.  

 How long does a typical project take when using the IPA tool? It varies widely by user, but a public data mining project 
with two questions, might yield results in two hours. But a more exploratory request could take 5-10 hours.  

 How is information about the various library programs disseminated? Primarily via flyers, and email. The group 
suggested contacting graduate program directors and asking them to share this information as well. 

 Is there a goal to record trainings onto a video platform? Eventually, yes, but the barrier right now is the cost.  
 The group also suggested a media campaign to alert the campus about the changing face/mission of the library, to 

highlight available programs and resources and increase visibility. Many of the programs discussed today would be of 
great interest to faculty, but they may not be aware of them. 

 
Next Steps:  
 Dan Lowenstein agreed to meet with Megan and see how RAB can help with her efforts. One additional volunteer is 

needed. Ryan Hernandez at Mission Bay was mentioned as a possible contact. 
 Megan agreed to talk to Gretchen Kiser and Susanne Hildebrand-Zanki about possibly holding a class on merging 

separate citation systems.  
 Diane Barber agreed to contact Megan about presenting at a department meeting. 
 A suggestion was made for Megan to contact Doug Berman regarding a possible collaboration between MyResearch and 

DataShare. 
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Shared Research Facilities
Strategic Investment 
Roadmap

Julie A. Auger
Executive Director, RRP

Research Resource Program

UCSF Research Advisory Board Meeting
Sept. 3, 2013

Research Resource 
Program

Shared Research Facilities are pillars supporting the 
research enterprise
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Research Resource 
Program

UCSF RESEARCH RESOURCE PROGRAM

19

Research Resource 
Program

• To develop a comprehensive view of the 
shared research facility strategic priorities 
across all areas including basic, 
translational and clinical research, 
including education and business 
management needs;

• To identify areas of impact and benefit to 
the UCSF enterprise and the 
interdependence across all initiatives; and

•To assist leadership in identifying the 
funding sources to fulfill investment 
requirements/priorities.

The goal:
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High-level Approach
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Step 1.0 
•Brainstorm 

5-10 year 
Vision

Step 2.0
•Identify 

Initiatives
•Technology
•Space
•Education & 
Training

•Expert 
Personnel 
Support

•Support Tools

Step 3.0
•Categorize/

Prioritize 
Initiatives

Step 4.0
•Develop 

Cost 
Estimates

Step 5.0
•Draft 

Plan/Road
map 

Data collection will include broad outreach to the research community. 

Step 3.0 Categorize/Prioritize Initiatives
6

Quick Wins Stars

Building 
Block

Back 
Burner

IMPACT

TIMELINE to IMPLEMENTATION

Short-term (0-12 months) Long-term (12 to 24 months)

High

Low



9/12/2013

4

Research Resource 
Program

Steering Committee: 

Sub-committees for investment in:
 technologies
 expert personnel support initiatives
 space allocation & renovation
 education & training programs
 administrative support tools

Mechanism:

Research Resource 
Program

1. Create list of top 3-5 key projects 
spanning the next five years with 
anticipated timelines.

2. Explain the critical need and impact 
areas, as well as benefits for each project.

3. Provide high-level sizing of the project: 
Small <$500K; Medium $500K-$1M; and 
large >$1M (sizing should include all 
ongoing or operational costs).

General Criteria:



Information Services
for Basic and Translational Researchers

Megan Laurance, Ph.D.
RAB meeting 9‐3‐13



Presentation Overview

 Background on Research Informationist Position

 Current services for UCSF researchers

 Programs in Progress

 Partnership Opportunities



Megan Laurance, Ph.D.

 Position hired in February, 2013
 Megan’s background

– Ph.D. in Molecular and Cellular Biology from OHSU
– 10 years at the bench (Academia and Industry)
– 12 years at a genomics software company with roles in 

content curation, ontology/knowledge base 
development, product management, user research, 
usability testing, product marketing

– Expertise in applying knowledge-based pathway 
analysis tools for analysis of genomic and proteomic 
data



Main Goals

 Understand the needs of our users in basic and 
translational sciences

– User interviews (students, postdocs, faculty)

– Survey current practices, resources

 Identify roadblocks that can be alleviated through 
information services (databases, software, training)

 Design and implement new services



Current Activities:  Pathway Analysis 
Tools

 Transitioning the subscription-based pathway analysis tool, 
IPA, to a shared-resource/recharge model to ensure 
continued campus-wide access

– IPA user base includes >200 active users from 30 
departments, including VA, SFGH, Gladstone

 Resolving data analysis issues for UCSF researchers by 
offering IPA Office Hours, consultations, training for high use 
labs, bi-monthly hands-on workshops at Parnassus and 
Mission Bay, open to all

 Recommending free/open source pathway analysis tools

 Hosting Pathway Analysis User Group meetings



Current Activities:  Awareness and 
Training on Bioinformatics Resources
 Creating online guide to help familiarize bench scientists with 

well-adopted, highly-cited bioinformatics resources (see next 
slide for mock-up)

 Launching a monthly workshop series on Bioinformatics 
Resources for Biologists starting in September
– IPA Training – Megan
– Introduction to Methods in Pathway Analysis – Megan
– Introduction to Open Data Repositories - Megan
– Cytoscape 3.0 – Gladstone Bioinformatics Core, Alex Pico
– UCSC Genome Browser - Bob Kuhn, UCSC
– Gene Set Enrichment Analysis – Matthew Gormley
– Chimera – Tom Ferrin
– In the queue:  COSMIC, Circos Plots, TCGA data mining –

need experts who can teach these workshops!



Online Guide for Biologists (draft)

H

Alex Gow, Megan Laurance

Library and Center for Knowledge Management, University of California, San Francisco

Subject Guide:  Bioinformatics Resources for Biologists, Pages 1-3

Need help addressing a 
specific research 

question? Ask your 
Research Informationist!

Gene Expression & Function:  Use 
this page to find publicly available gene 
expression datasets, tools for interpreting 
gene expression data, and databases with 
comprehensive functional information about 
genes.

Genomes and Variants:  Use this page 
to find publicly available genetic/genomic 
data, genome browsers, and databases with 
curated knowledge on genetic variants 
implicated in disease and drug response.

Proteomics:  This page refers you to 
proteomics data repositories, curated 
databases on post-translational modifications, 
and proteomics data analysis tools.

Transcription Factor Analysis:  
These resources can help you identify 
predicted and demonstrated interactions 
between transcription factors and their target 
genes. 

Expert Help @ UCSF:  We’ve compiled 
a list of Core Labs and UCSF faculty and staff 
who can provide expertise in many of these 
areas.

A note about this guide:  These resource lists 
are not comprehensive.  We focused on resources 
to recommend with the biologist/bench scientist in 
mind as the user.  This guide aims to highlight the  
tools that we have found relatively easy to use, are 
well established and cited in the peer-reviewed 
literature, and do not require programming or 
bioinformatics expertise to use.

Comments?  If your favorite tool is not listed here 
and you think other bench scientists here at UCSF 
would benefit from it, please let us know!  Send 
your feedback to megan.laurance@ucsf.edu

Megan Laurance, Ph.D.
Contact Info:

megan.laurance@ucsf.edu
Mission Bay: 415-514-4063
Parnassus: 415-502-2277

Links:
Blog

Subject guides

Resource What can I use this for? Tutorials

Open data repository of microarray gene expression data 
sets, from EMBL-EBI.

Help Page

Database of curated gene expression data. Search by 
gene name to understand gene function, expression 
patterns and more.

Help Page

Searchable, integrated, database of human genes that 
provides concise genomic related information, on all 
known and predicted human genes.

Help Page

Open data repository for public microarray, PCR, and 
RNA seq data sets.  Data conforms to MIAME standards.

Tutorial

Global cross-database NCBI search by gene with results 
presented per database including hits in PubMed, OMIM, 
GEO and more.

Help Page

A collection of annotated gene sets for use with GSEA 
software for analysis of genomic data (see below).

GSEA User Guide

A database of curated genomic data with and easy 
search interface.  Search by gene, disease, or drug 
name.

Help Page

Resource What can I use this for? Help

An open source software platform for visualizing complex networks and 
integrating them with any type of attribute data.  There are many Apps 
(plug-ins) that enable different types of analysis and visualization.

Introduction
Upcoming 
Workshop

Provides functional annotation of large lists of genes derived from 
genomic studies.  Uses the Gene Ontology and public pathway 
databases.  From the NIAID, NIH.

Step-by-step 
procedures in 
Nature Protocols

Gene Set Enrichment Analysis (GSEA) is a computational method that 
determines whether a defined set of genes shows significant differences 
between two phenotypes.  From the Broad Institute.

Help Page

Commercial application from Ingenuity Systems ($ fee to use).  IPA uses 
algorithms in combination with the Ingenuity Pathway Knowledge Base to 
analyze genomic and proteomic data in the context molecular interaction 
networks, pathways, biological functions, and upstream transcriptional 
regulators.

Recorded 
Webinars

The PANTHER classification system enables analysis of gene or protein 
lists in the context of protein Family, Molecular Function, Biological 
Process, and Pathways. Utilizes

2013 methods 
publication in 
NAR

STRING is a database of known and predicted protein interactions 
including direct (physical) and indirect (functional) associations.  Build 
interaction networks and perform functional analysis with your gene lists.

2013 methods 
publication in 
NAR

Resource What can I use this for? Help

cBioPortal
The cBioPortal for Cancer Genomics provides 
visualization, analysis and download of large-scale cancer 
genomics data sets.  From  MSKCC.

Protocol paper from 
Science Signaling

Catalog of somatic mutations in cancer  Searchable by 
gene name, mutation, tissue, sample, etc.  From Wellcome 
Trust Sanger Institute.

Help Page

ClinVar

A public archive of relationships among human variations 
and. ClinVar integrates data from OMIM®, GeneReviews, 
the Genetic Testing Registry, locus-specific databases, as 
well as multiple testing laboratories. From NCBI.

FAQ page
Intro to ClinVar 
presentation

The database of Genotypes and Phenotypes (dbGaP) was 
developed to archive and distribute the results of studies 
that have investigated the interaction of genotype and 
phenotype.  From NCBI.

Overview

The Ensembl project produces genome databases for 
vertebrates and other eukaryotic species, and makes this 
information freely available online.

Video Tutorials and 
Examples

GenBank
Annotated collection of all publicly available nucleotide 
sequences and their protein translations.  From NCBI.

2013 methods paper in 
NAR

A curated database of genetic alterations that gives up-to-
date information on driver mutations in cancer and related 
therapeutic implications, including available clinical trials.  
From Vanderbilt.

Video Introduction

OMIM
Search by disease or gene name to find genetic alterations 
associated with inherited diseases.

Free tutorial from Open 
Helix

A comprehensive, searchable resource that curates 
knowledge about the impact of genetic variation on drug 
response, for clinicians and researchers.  From Stanford

FAQs

UCSC Genome 
Browser

Access to genome sequence data from a variety of 
vertebrate species and major model organisms, integrated 
with a large collection of aligned annotations.

Free tutorials from 
OpenHelix:  
Introduction, Custom 
Tracks, Additional Tools

UCSF Mouse Inventory

A central online resource that describes mice currently 
housed at UCSF. Mouse are categorized by Mutant Allele, 
Transgene, or Inbred strain, and can be searched by gene 
name

About the database

Name What can I use this for? Help

BLAST

A program that finds regions of similarity between biological sequences.  
Compare nucleotide or protein sequences to sequence databases and identify 
significant matches. Infer functional and evolutionary relationships between 
sequences as well as help identify members of gene families. 

NCBI 
Handbook

Popular Resource Hubs

UCSC Genome Browser

Home Page Gene Expression & Function Genomes and Variants

Our favorite Blogs, Forums 
& Newsfeeds
GenomeWeb
Getting Genetics Done
RNASeq Blog
Research Gate
SeqAnswers
BioSTAR
Open Helix Blog

Welcome! 
To the Bioinformatics Resources for Biologists Guide

Software

Analysis and Interpretation Software

Databases and Open Data Repositories Databases and Open Data Repositorieshttp://www.ebi.ac.uk/arrayexpress/help/index.html



Programs in Progress:  Graduate 
Student Education and Support
 Piloting a Qualifying Exam Workshop with the Oral and 

Craniofacial Sciences Graduate Program
– Literature Searching, Article/Citation Management
– Gene Function and Disease Databases
– Resources on Experimental Methods and Protocols

 Working with faculty to see where we can support/complement 
curriculum
– “Getting Comfortable with Big Data” workshop for BMS 

program
• Methods in Pathway Analysis
• Open Data Repositories

– Discussions with ICHS about supporting educational needs



Programs in Progress:  Data Management  
Data Sharing

 User interviews to:
– Understand current practices and level of awareness of 

available resources
– Identify user’s needs
– Ensure researchers understand current policy (sticks) and 

benefits (carrots) of Data Sharing, good Data Management

 Design a suite of services to help researchers meet Data 
Management, Data Sharing requirements from publishers, 
funders



DataShare – launching Early Access 
program in October

Seeking participants 
in Early Access 
Program –

Researchers with 
datasets from 
completed, 
published studies to 
test Data Upload 
and Share 
components of 
DataShare



Opportunities for Partnerships

 Identifying partnerships for funding opportunities
– NLM Administrative Supplements for Informationist 

Services in NIH-funded Research Projects 

 Need to expand services around Bioinformatics Resources is 
clear.  
– There is a lot of unmet need….
– Ability to expand is constrained by fiscal and staffing 

resources
– Library is looking for recommendations for funding to build 

a more comprehensive suite of resources and services
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