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Education

University of California, San Francisco August 2012–July 2018
PhD, Chemistry and Chemical Biology
Thesis title: Tools for Cell Surface Proteomics.

University of Chicago September 2007–July 2011

Bachelor of Arts in Biological Sciences with Honors

Research Experience

Freenome, Inc.
Senior Scientist and Manager January 2022–Present
Scientist December 2020–December 2021

○ Developed assays for the detection and quantitation of various analytes in blood plasma.

The Lill & Delamarre Labs at Genentech August 2018–December 2020
Postdoctoral Fellow, Proteomics (MPL) & Cancer Immunology (joint)

○ Applied automation to MHC-I complex enrichment and peptide modi�cation.
○ Developed new targeted methods for detecting extremely low level  neoepitopes using

TOMAHAQ mass spectrometry.
○ Tested the immunogenicity of detected targets for vaccination studies.

The Wells Lab at UCSF August 2012–July 2018
Graduate Student

http://www.linkedin.com/in/sbpollock


○ Developed tools for surface proteomics including a novel proximity-based tagger and
genetically barcoded antibody method.

The Muir Lab at Princeton University November 2011–July 2012
Research Associate

○ Completed the semi-synthesis of histone H3R42me2a.

The Kent Lab at UChicago January 2008–July 2011
Undergraduate Researcher

○ Explored steric and electronic factors involved in Native Chemical Ligation.

Patents

○ Pollock, S.B., inventor; Reusable cartridges for detecting analytes in solution. U.S.
Provisional patent application.

○ Wells, J.A., Pollock, S.B., Sidhu, S., inventors; Novel methods for quantifying proteins
using phage-based sequencing. World patent WO 2017/190138 A1. 2017 Nov 2. English.

Publications

○ Pollock, S.B., Rose, C.M., Bouziat, R., Darwish, M., Blanchette, C., Delamarre, L., Lill, J.R.
"Sensitive and quantitative detection of MHC-I displayed neoepitopes using a semi-automated
work�ow and TOMAHAQ mass spectrometry." Mol. Cell Proteomics Submitted for review.

○ Capietto, A., Jhunjhunwala, S., Pollock, S.B., Lupardus, P., Wong, J., Hänsch, L., Cevallos, J.,
Chestnut, Y., Fernandez, A., Lounsbury, N., Nozawa, T., Singh, M., Fan, Z., de la Cruz, C.C.,
Phung, Q.T., Taraborrelli, L., Haley, B., Lill, J.R., Mellman, I., Bourgon, R., Delamarre, L.
"Mutation position is an important determinant for predicting cancer neoantigens." J. Exp.
Med. 217, e20190179 (2020).

○ Pollock, S.B., Hu, A., Mou, Y., Martinko, A.J., Julien, O., Hornsby, M., Ploder, L., Adams,
J.J., Geng, H., Müschen, M., Sidhu, S., Mo�at, J., Wells, J.A. “Highly multiplexed and
quantitative cell surface protein pro�ling using genetically barcoded antibodies.” Proc. Natl.
Acad. Sci. 115, 2836-2841 (2018).

○ Dann, G.P., Liszczak G.P., Bagert J.D., Müller M.M., Nguyen U.T.T., Wojcik F., Brown Z.Z.,



Bos J., Panchenko T., Pihl R., Pollock S.B., Diehl K.L., Allis C.D., Muir T.W. “ISWI
chromatin remodellers sense nucleosome modi�cations to determine substrate preference.”
Nature 548, 607-611 (2017).

○ Hill, Z.B., Pollock, S.B., Zhuang M., Wells, J.A. “Direct Proximity Tagging of Small
Molecule Protein Targets Using an Engineered NEDD8 Ligase.” J. Am. Chem. Soc. 138,
13123-13126 (2016).

○ Korczynska, M., Le, D. D., Younger, N., Gregori-Puigjane, E., Tumber, A., Krojer, T.,
Velupillai, S., Gileadi, C., Nowak, R. P., Iwasa, E., Pollock, S.B., Torres, I.O., Oppermann, U.,
Shoichet, B.K., Fujimori, D.G. Docking and Linking of Fragments to Discover Jumonji
Histone Demethylase Inhibitors. J. Med. Chem. 59, 1580-1598 (2016).

○ Holt, M. T., David, Y., Pollock, S.B., Tang, Z., Jeon, J., Kim, J., Roeder, R.G., Muir, T.W.
Identi�cation of a functional hotspot on ubiquitin required for stimulation of
methyltransferase activity on chromatin. Proc. Natl. Acad. Sci. 112, 10365–10370 (2015).

○ Casadio, F., Lu, X., Pollock, S.B., LeRoy, G., Garcia, B.A., Muir, T.W., Roeder, R.G., Allis,
C.D. H3R42me2a is a histone modi�cation with positive transcriptional e�ects. Proc. Natl.
Acad. Sci. 110, 14894–14899 (2013).

○ Pollock, S.B. & Kent, S.B.H. An investigation into the origin of the dramatically reduced
reactivity of peptide-prolyl-thioesters in native chemical ligation. Chem. Commun. (Camb.)
47, 2342-2344 (2011).

Application Notes

○ Agilent AssayMAP Bravo: “Automated MHC-Associated Peptide Enrichment for
Immunopeptidomics Analysis Using Agilent AssayMAP Bravo Large Capacity Cartridges”.
Published September 2020.

Key Presentations and Posters

○ Keystone, September 2020: Proteomics in Cell Biology and Disease (Virtual). Speaker:
“Semi-automated MHC-I peptide modi�cation and TOMAHAQ mass spectrometry for
sensitive and quantitative detection of neoepitopes”

○ ASMS, June 2020 (Virtual). Poster presenter: “An Automated MHC-associated Peptide
Enrichment for Immunopeptidomics Analysis”

○ NYAS, September 2019: Targeted Protein Degradation (New York, NY). Poster presenter:
“Monitoring the Immunopeptidomic Consequences of Targeted Protein Degradation using



Semi-Automated IP-Mass Spectrometry: Lenalidomide in MM.1S”

○ Keystone, April 2019: Proteomics and its Application to Translational and Precision
Medicine (Stockholm, Sweden). Poster presenter: “Expanding the search space for cancer
vaccine targets using ribosomal sequencing and MHC-I peptidomics”

○ Keystone, January 2019: Cancer Vaccines (Vancouver, Canada). Poster presenter: “Toward a
primarily automated work�ow for MHC enrichment and peptide work-up for mass
spectrometry”

○ Peptalk, January 2018 (San Diego, CA). Speaker: “Highly Multiplexed Cell Surfaceomics
using Genetically Barcoded Antibody-Phage”

Awards
Grad Slam UCSF 2017

People’s Choice
Talk title: Using laser-guided antibody missiles to target tumors.
Watch at goo.gl/zXBf1u

NSF Graduate Research Fellowship Program 2013–2016

Recipient
Title: Engineering the NEDD8 transferase complex to serve as a novel chemical proteomics tool.

Achievement Reward for College Scholars (ARCS) Fellowship 2013–2014

Recipient
Title: The development of a novel NEDD8-based proximity-tagging tool.

NSF Graduate Research Fellowship Program 2012

Honorable Mention
Title: The e�ect of histone H3 and H4 post-translational modi�cations on nucleosome occupancy.

Kathryn Davis Projects for Peace Grant 2011

Recipient
Received $10,000 grant for Guatemala-based computer literacy project.

http://goo.gl/zXBf1u

