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o Author Correction: Viral entry shapes HCMV latency establishment. Nature communications
Kitsberg, Y., Nachshon, A., Arazi, T., Broennimann, K., Fisher, T., Wainstein, A., Finkel, Y., Stern-Ginossar, N., Schwartz, M.
2026; 17 (1)

o Viral entry shapes HCMV latency establishment. Nature communications
Kitsberg, Y., Nachshon, A., Arazi, T., Broennimann, K., Fisher, T., Wainstein, A., Finkel, Y., Stern-Ginossar, N., Schwartz, M.
2025

o High-throughput mapping of modular regulatory domains in human RNA-binding proteins. Cell systems
Thurm, A. R., Finkel, Y., Andrews, C., Cai, X. S., Benko, C., Bintu, L.
2025: 101450

o Multidimensional analysis of host-virus interactions using the virus-encoded CRISPR-based direct readout system (VECOS). Nature
protocols

Lilja, A., Finkel, Y., Aharon, E., Nachshon, A., Schwartz, M., Stern-Ginossar, N.
2025

o High-throughput discovery of regulatory effector domains in human RNA-binding proteins. bioRxiv : the preprint server for biology
Thurm, A. R., Finkel, Y., Andrews, C., Cai, X. S., Benko, C., Bintu, L.
2024

o A virally encoded high-resolution screen of cytomegalovirus dependencies. Nature

Finkel, Y., Nachshon, A., Aharon, E., Arazi, T., Simonovsky, E., Dobesova, M., Saud, Z., Gluck, A., Fisher, T., Stanton, R. J., Schwartz, M., Stern-
Ginossar, N.

2024; 630 (8017): 712-719

o Parsing the role of NSP1 in SARS-CoV-2 infection CELL REPORTS

Fisher, T., Gluck, A., Narayanan, K., Kuroda, M., Nachshon, A., Hsu, J. C., Halfmann, P. J., Yahalom-Ronen, Y., Tamir, H., Finkel, Y., Schwartz, M.,
Weiss, S., Tseng, et al

2022; 39 (11): 110954

o Genome-wide CRISPR screens identify GATAG6 as a proviral host factor for SARS-CoV-2 via modulation of ACE2 NATURE
COMMUNICATIONS

Israeli, M., Finkel, Y., Yahalom-Ronen, Y., Paran, N., Chitlaru, T., Israeli, O., Cohen-Gihon, |., Aftalion, M., Falach, R., Rotem, S., Elia, U., Nemet, I.,
Kliker, et al

2022; 13 (1): 2237

o SARS-CoV-2 uses a multipronged strategy to impede host protein synthesis NATURE

Finkel, Y., Gluck, A., Nachshon, A., Winkler, R., Fisher, T., Rozman, B., Mizrahi, O., Lubelsky, Y., Zuckerman, B., Slobodin, B., Yahalom-Ronen, Y.,
Tamir, H., Ulitsky, et al

Page 1 of 2



Yaara Finkel
http://profiles.stanford.edu/profiles/postdocs/researcher/Yaara_Finkel/

2021; 594 (7862): 240-+

Conflicting and ambiguous names of overlapping ORFs in the SARS-CoV-2 genome: A homology-based resolution V/IROLOGY

Jungreis, |., Nelson, C. W., Ardern, Z., Finkel, Y., Krogan, N. J., Sato, K., Ziebuhr, J., Stern-Ginossar, N., Pavesi, A., Firth, A. E., Gorbalenya, A. E.,
Kellis, M.

2021; 558: 145-151

The coding capacity of SARS-CoV-2 NATURE

Finkel, Y., Mizrahi, O., Nachshon, A., Weingarten-Gabbay, S., Morgenstern, D., Yahalom-Ronen, Y., Tamir, H., Achdout, H., Stein, D., Israeli, O.,
Beth-Din, A., Melamed, S., Weiss, et al

2021; 589 (7840): 125-U254

Comprehensive annotations of human herpesvirus 6A and 6B genomes reveal novel and conserved genomic features ELIFE
Finkel, Y., Schmiedel, D., Tai-Schmiedel, J., Nachshon, A., Winkler, R., Dobesova, M., Schwartz, M., Mandelboim, O., Stern-Ginossar, N.
2020; 9
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