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o Structures of nucleotide-bound human telomerase at several steps of its telomeric DNA repeat addition cycle. Nature communications
Balch, S., Franco-Echevarria, E., Ghanim, G. E., Kretsch, R. C., Das, R., Nguyen, T. H.
2026

o Template-based RNA structure prediction advanced through a blind code competition. bioRxiv : the preprint server for biology
Lee, Y, He, S., Oda, T,, Rao, G. J., Kim, Y., Kim, R., Kim, H., Heng, C. K., Kowerko, D., Li, H., Nguyen, H., Sampathkumar, A., Gomez, et al
2025

o Blind Prediction of Complex Water and lon Ensembles Around RNA in CASP16. Proteins

Kretsch, R. C., Posani, E., Baulin, E. F., Bujnicki, J. M., Bussi, G., Cheatham, T. E., Chen, S. J., Elofsson, A., Farsani, M. A, Fisher, O. N., Gromiha,
M. M., Gupta, A., Hamada, et al

2025

o Blind prediction of complex water and ion ensembles around RNA in CASP16. bioRXxiv : the preprint server for biology

Kretsch, R. C., Posani, E., Baulin, E. F., Bujnicki, J. M., Bussi, G., Cheatham, T. E., Chen, S. J., Elofsson, A., Farsani, M. A., Fisher, O. N., Gromiha,
M. M., Gupta, A., Hamada, et al

2025

o Assessment of Protein Complex Predictions in CASP16: Are We Making Progress? Proteins
Zhang, J., Yuan, R., Kryshtafovych, A., Pei, J., Kretsch, R. C., Schaeffer, R. D., Zhou, J., Das, R., Grishin, N. V., Cong, Q.
2025

o Assessment of Nucleic Acid Structure Prediction in CASP16. Proteins
Kretsch, R. C., Hummer, A. M., He, S., Yuan, R., Zhang, J., Karagianes, T., Cong, Q., Kryshtafovych, A., Das, R.
2025

o Functional Relevance of CASP16 Nucleic Acid Predictions as Evaluated by Structure Providers. Proteins

Kretsch, R. C., Albrecht, R., Andersen, E. S., Chen, H. A,, Chiu, W., Das, R., Gezelle, J. G., Hartmann, M. D., Hébartner, C., Hu, Y., Jadhay, S.,
Johnson, P. E., Jones, et al

2025

o Cryo-EM structure of human telomerase dimer reveals H/ACA RNP-mediated dimerization. Science (New York, N.Y.)

Balch, S., Sekne, Z., Franco-Echevarria, E., Ludzia, P., Kretsch, R. C., Sun, W., Yu, H., Ghanim, G. E., Thorkelsson, S., Ding, Y., Das, R., Nguyen, T.
H.

2025; 389 (6756): eadr5817

o Assessment of Protein Complex Predictions in CASP16: Are we making progress? bioRXxiv : the preprint server for biology
Zhang, J., Yuan, R., Kryshtafovych, A., Kretsch, R. C., Schaeffer, R. D., Zhou, J., Das, R., Grishin, N. V., Cong, Q.
2025
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Assessment of nucleic acid structure prediction in CASP16. bioRxiv : the preprint server for biology
Kretsch, R. C., Hummer, A. M., He, S., Yuan, R., Zhang, J., Karagianes, T., Cong, Q., Kryshtafovych, A., Das, R.
2025

Naturally ornate RNA-only complexes revealed by cryo-EM. Nature
Kretsch, R. C., Wu, Y., Shabalina, S. A,, Lee, H., Nye, G., Koonin, E. V., Gao, A., Chiu, W., Das, R.
2025

Engaging the Community: CASP Special Interest Groups. Proteins
Elofsson, A., Kretsch, R. C., Magnus, M., Montelione, G. T.
2025

Functional relevance of CASP16 nucleic acid predictions as evaluated by structure providers. bioRxiv : the preprint server for biology

Kretsch, R. C., Albrecht, R., Andersen, E. S., Chen, H., Chiu, W,, Das, R., Gezelle, J. G., Hartmann, M. D., Hobartner, C., Hu, Y., Jadhav, S.,
Johnson, P. E., Jones, et al

2025

Complex water networks visualized by cryogenic electron microscopy of RNA. Nature
Kretsch, R. C., Li, S., Pintilie, G., Palo, M. Z., Case, D. A., Das, R., Zhang, K., Chiu, W.
2025

Complex Water Networks Visualized through 2.2-2.3 A Cryogenic Electron Microscopy of RNA. bioRXxiv : the preprint server for biology
Kretsch, R. C., Li, S., Pintilie, G., Palo, M. Z., Case, D. A., Das, R., Zhang, K., Chiu, W.
2025

Conformational ensembles reveal the origins of serine protease catalysis. Science (New York, N.Y.)
Du, S., Kretsch, R. C., Parres-Gold, J., Pieri, E., Cruzeiro, V. W., Zhu, M., Pinney, M. M., Yabukarski, F., Schwans, J. P., Martinez, T. J., Herschlag, D.
2025; 387 (6735): eado5068

RNA-Puzzles Round V: blind predictions of 23 RNA structures. Nature methods

Bu, F., Adam, Y., Adamiak, R. W., Antczak, M., de Aquino, B. R., Badepally, N. G., Batey, R. T, Baulin, E. F., Boinski, P., Boniecki, M. J., Bujnicki, J.
M., Carpenter, K. A., Chacon, et al

2024

Tertiary folds of the SL5 RNA from the 5' proximal region of SARS-CoV-2 and related coronaviruses. Proceedings of the National Academy of
Sciences of the United States of America

Kretsch, R. C., Xu, L., Zheludey, I. N., Zhou, X., Huang, R., Nye, G., Li, S., Zhang, K., Chiu, W,, Das, R.
2024; 121 (10): 2320493121

Ribonanza: deep learning of RNA structure through dual crowdsourcing. bioRxiv : the preprint server for biology

He, S., Huang, R., Townley, J., Kretsch, R. C., Karagianes, T. G., Cox, D. B., Blair, H., Penzar, D., Vyaltsev, V., Aristova, E., Zinkevich, A., Bakulin, A.,
Sohn, et al

2024

CASP15 cryo-EM protein and RNA targets: Refinement and analysis using experimental maps. Proteins
Mulvaney, T., Kretsch, R. C., Elliott, L., Beton, J. G., Kryshtafovych, A., Rigden, D. J., Das, R., Topf, M.
2023; 91 (12): 1935-1951

Tertiary folds of the SL5 RNA from the 5' proximal region of SARS-CoV-2 and related coronaviruses. bioRXxiv : the preprint server for biology
Kretsch, R. C., Xu, L., Zheludey, I. N., Zhou, X., Huang, R., Nye, G, Li, S., Zhang, K., Chiu, W., Das, R.
2023

Assessment of three-dimensional RNA structure prediction in CASP15. Proteins
Das, R., Kretsch, R. C., Simpkin, A. J., Mulvaney, T., Pham, P., Rangan, R., Bu, F., Keegan, R. M., Topf, M., Rigden, D. J., Miao, Z., Westhof, E.
2023

RNA target highlights in CASP15: Evaluation of predicted models by structure providers. Proteins

Kretsch, R. C., Andersen, E. S., Bujnicki, J. M., Chiu, W., Das, R., Luo, B., Masquida, B., McRae, E. K., Schroeder, G. M., Su, Z., Wedekind, J. E.,
Xu, L., Zhang, et al

2023
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New prediction categories in CASP15. Proteins

Kryshtafovych, A., Antczak, M., Szachniuk, M., Zok, T., Kretsch, R. C., Rangan, R., Pham, P, Das, R., Robin, X., Studer, G., Durairaj, J., Eberhardt,
J., Sweeney, et al

2023

Assessment of three-dimensional RNA structure prediction in CASP15. bioRXxiv : the preprint server for biology
Das, R., Kretsch, R. C., Simpkin, A., Mulvaney, T., Pham, P., Rangan, R., Bu, F., Keegan, R., Topf, M., Rigden, D., Miao, Z., Westhof, E.
2023

Ensemble-function relationships to connect structure to mechanism: application of EnsemblePDB to the serine protease reaction
coordinate and its catalytic features

Du, S., Kretsch, R. C., Parres-Gold, J., Penaherrera, D. A., Yabukarski, F., Pinney, M. M., Herschlag, D.
CELL PRESS.2022: 441A

Cryo-EM and antisense targeting of the 28-kDa frameshift stimulation element from the SARS-CoV-2 RNA genome. Nature structural &
molecular biology

Zhang, K., Zheludey, I. N., Hagey, R. J., Haslecker, R., Hou, Y. J., Kretsch, R., Pintilie, G. D., Rangan, R., Kladwang, W, Li, S., Wu, M. T., Pham, E.
A., Bernardin-Souibgui, et al

2021

Interpretation of RNA cryo-EM maps of various resolutions
Kretsch, R., Das, R., Chiu, W.
INT UNION CRYSTALLOGRAPHY.2021: A217

De novo 3D models of SARS-CoV-2 RNA elements from consensus experimental secondary structures. Nucleic acids research
Rangan, R., Watkins, A. M., Chacon, J., Kretsch, R., Kladwang, W., Zheludey, |. N., Townley, J., Rynge, M., Thain, G., Das, R.
2021

Structure of hepcidin-bound ferroportin reveals iron homeostatic mechanisms. Nature

Billesbglle, C. B., Azumaya, C. M., Kretsch, R. C., Powers, A. S., Gonen, S. n., Schneider, S. n., Arvedson, T. n., Dror, R. O., Cheng, Y. n., Manglik,
A.n.

2020
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