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High impact publications of SAXS Facility (Impact factor>10) generated using the data 

from the SAXS facility.  This list does not include the high-impact papers (Nature) that 

have been accepted, or in press. 

===============2025============== 

1 Stagno, J. R., Deme, J. C., Dwivedi, V., Lee, Y. T., Lee, H. K., Yu, P., Chen, S. 

Y., Fan, L., Degenhardt, M. F. S., Chari, R., Young, H. A., Lea, S. M. & Wang, Y. X. 

Structural investigation of an RNA device that regulates PD-1 expression in mammalian 

cells. Nucleic Acids Res 53, doi:10.1093/nar/gkaf156 (2025) 

 

                                           ===============2024============== 

2 Lee, Y. T., Degenhardt, M. F. S., Skeparnias, I., Degenhardt, H. F., Bhandari, Y. 

R., Yu, P., Stagno, J. R., Fan, L., Zhang, J. & Wang, Y. X. The conformational space of 

RNase P RNA in solution. Nature, doi:10.1038/s41586-024-08336-6 (2024). 

3 Degenhardt, M. F. S., Degenhardt, H. F., Bhandari, Y. R., Lee, Y. T., Ding, J., 

Yu, P., Heinz, W. F., Stagno, J. R., Schwieters, C. D., Watts, N. R., Wingfield, P. T., 

Rein, A., Zhang, J. & Wang, Y. X. Determining structures of RNA conformers using 

AFM and deep neural networks. Nature, doi:10.1038/s41586-024-07559-x (2024). 

4 Zhang, Y., Xu, Z., Xiao, Y., Jiang, H., Zuo, X., Li, X. & Fang, X. Structural 

mechanisms for binding and activation of a contact-quenched fluorophore by RhoBAST. 

Nat Commun 15, 4206, doi:10.1038/s41467-024-48478-9 (2024). 

5 Skeparnias, I., Bou-Nader, C., Anastasakis, D. G., Fan, L., Wang, Y. X., Hafner, 

M. & Zhang, J. Structural basis of MALAT1 RNA maturation and mascRNA biogenesis. 

Nat Struct Mol Biol, doi:10.1038/s41594-024-01340-4 (2024). 

===============2023============== 

6 Xu, L., Xiao, Y., Zhang, J. & Fang, X. Structural insights into translation 

regulation by the THF-II riboswitch. Nucleic Acids Res 51, 952-965, 

doi:10.1093/nar/gkac1257 (2023). 

7 Suddala, K. C., Yoo, J., Fan, L., Zuo, X., Wang, Y. X., Chung, H. S. & Zhang, J. 

Direct observation of tRNA-chaperoned folding of a dynamic mRNA ensemble. Nat 

Commun 14, 5438, doi:10.1038/s41467-023-41155-3 (2023). 

8 Niu, X., Xu, Z., Zhang, Y., Zuo, X., Chen, C. & Fang, X. Structural and dynamic 

mechanisms for coupled folding and tRNA recognition of a translational T-box 

riboswitch. Nat Commun 14, 7394, doi:10.1038/s41467-023-43232-z (2023). 

9 Ding, J., Lee, Y. T., Bhandari, Y., Schwieters, C. D., Fan, L., Yu, P., Tarosov, S. 

G., Stagno, J. R., Ma, B., Nussinov, R., Rein, A., Zhang, J. & Wang, Y. X. Visualizing 

RNA conformational and architectural heterogeneity in solution. Nat Commun 14, 714, 

doi:10.1038/s41467-023-36184-x (2023). 



10 Chen, X., Wang, Y., Xu, Z., Cheng, M. L., Ma, Q. Q., Li, R. T., Wang, Z. J., Zhao, 

H., Zuo, X., Li, X. F., Fang, X. & Qin, C. F. Zika virus RNA structure controls its unique 

neurotropism by bipartite binding to Musashi-1. Nat Commun 14, 1134, 

doi:10.1038/s41467-023-36838-w (2023). 

===============2022============== 

11 Truong, L., Kooshapur, H., Dey, S. K., Li, X., Tjandra, N., Jaffrey, S. R. & Ferre-

D'Amare, A. R. The fluorescent aptamer Squash extensively repurposes the adenine 

riboswitch fold. Nat Chem Biol 18, 191-198, doi:10.1038/s41589-021-00931-2 (2022). 

12 Sharma, S., Pisignano, G., Merulla, J., Catapano, C. V. & Varani, G. A functional 

SNP regulates E-cadherin expression by dynamically remodeling the 3D structure of a 

promoter-associated non-coding RNA transcript. Nucleic Acids Res 50, 11331-11343, 

doi:10.1093/nar/gkac875 (2022). 

13 Klein, B. J., Feigerle, J. T., Zhang, J., Ebmeier, C. C., Fan, L., Singh, R. K., 

Wang, W. W., Schmitt, L. R., Lee, T., Hansen, K. C., Liu, W. R., Wang, Y. X., Strahl, B. 

D., Anthony Weil, P. & Kutateladze, T. G. Taf2 mediates DNA binding of Taf14. Nat 

Commun 13, 3177, doi:10.1038/s41467-022-30937-w (2022). 

14 Castillo-Martinez, J., Fan, L., Szewczyk, M. P., Wang, Y. X. & Gallego, J. The 

low-resolution structural models of hepatitis C virus RNA subdomain 5BSL3.2 and its 

distal complex with domain 3'X point to conserved regulatory mechanisms within the 

Flaviviridae family. Nucleic Acids Res 50, 2287-2301, doi:10.1093/nar/gkac061 (2022). 

===============2021============== 

15 Truong, L., Kooshapur, H., Dey, S. K., Li, X., Tjandra, N., Jaffrey, S. R. & Ferre-

D'Amare, A. R. The fluorescent aptamer Squash extensively repurposes the adenine 

riboswitch fold. Nat Chem Biol, doi:10.1038/s41589-021-00931-2 (2021). 

16 Ramakrishnan, S., Stagno, J. R., Conrad, C. E., Ding, J., Yu, P., Bhandari, Y. R., 

Lee, Y. T., Pauly, G., Yefanov, O., Wiedorn, M. O., Knoska, J., Oberthur, D., White, T. 

A., Barty, A., Mariani, V., Li, C., Brehm, W., Heinz, W. F., Magidson, V., Lockett, S., 

Hunter, M. S., Boutet, S., Zatsepin, N. A., Zuo, X., Grant, T. D., Pandey, S., Schmidt, 

M., Spence, J. C. H., Chapman, H. N. & Wang, Y. X. Synchronous RNA conformational 

changes trigger ordered phase transitions in crystals. Nat Commun 12, 1762, 

doi:10.1038/s41467-021-21838-5 (2021). 

17 Niu, X., Sun, R., Chen, Z., Yao, Y., Zuo, X., Chen, C. & Fang, X. Pseudoknot 

length modulates the folding, conformational dynamics, and robustness of Xrn1 

resistance of flaviviral xrRNAs. Nat Commun 12, 6417, doi:10.1038/s41467-021-

26616-x (2021). 

18 Newman, J. D., Russell, M. M., Fan, L., Wang, Y. X., Gonzalez-Gutierrez, G. & 

van Kessel, J. C. The DNA binding domain of the Vibrio vulnificus SmcR transcription 

factor is flexible and binds diverse DNA sequences. Nucleic Acids Res 49, 5967-5984, 

doi:10.1093/nar/gkab387 (2021). 

19 Ma, J. F., Cheng, X., Xu, Z. H., Zhang, Y. K., Valle, J., Fan, S. L., Zuo, X. B., 

Lasa, I. & Fang, X. Y. Structural mechanism for modulation of functional amyloid and 



biofilm formation by Staphylococcal Bap protein switch. Embo J 40, doi:ARTN 

e10750010.15252/embj.2020107500 (2021). 

20 Fakhoury, J. N., Zhang, Y., Edmonds, K. A., Bringas, M., Luebke, J. L., 

Gonzalez-Gutierrez, G., Capdevila, D. A. & Giedroc, D. P. Functional asymmetry and 

chemical reactivity of CsoR family persulfide sensors. Nucleic Acids Res 49, 12556-

12576, doi:10.1093/nar/gkab1040 (2021). 

===============2020============== 

21 Wang, Y., Kathiresan, V., Chen, Y. Y., Hu, Y. P., Jiang, W., Bai, G. C., Liu, G. Q., 

Qin, P. Z. & Fang, X. Y. Posttranscriptional site-directed spin labeling of large RNAs 

with an unnatural base pair system under non-denaturing conditions. Chem Sci 11, 

9655-9664, doi:10.1039/d0sc01717e (2020). 

22 Wang, Y., Chen, Y. Y., Hu, Y. P. & Fang, X. Y. Site-specific covalent labeling of 

large RNAs with nanoparticles empowered by expanded genetic alphabet transcription. 

Proc Natl Acad Sci USA 117, 22823-22832, doi:10.1073/pnas.2005217117 (2020). 

23 Tauber, M., Kreuz, S., Lemak, A., Mandal, P., Yerkesh, Z., Veluchamy, A., Al-

Gashgari, B., Aljahani, A., Cortes-Medina, L. V., Azhibek, D., Fan, L., Ong, M. S., Duan, 

S., Houliston, S., Arrowsmith, C. H. & Fischle, W. Alternative splicing and allosteric 

regulation modulate the chromatin binding of UHRF1. Nucleic Acids Res 48(14), 7728-

7747, doi:10.1093/nar/gkaa520 (2020). 

24 Shin, J. H., Sulpizio, A. G., Kelley, A., Alvarez, L., Murphy, S. G., Fan, L., Cava, 

F., Mao, Y., Saper, M. A. & Dorr, T. Structural basis of peptidoglycan endopeptidase 

regulation. Proc Natl Acad Sci U S A 117, 11692-11702, 

doi:10.1073/pnas.2001661117 (2020). 

25 Niu, X., Liu, Q., Xu, Z., Chen, Z., Xu, L., Xu, L., Li, J. & Fang, X. Molecular 

mechanisms underlying the extreme mechanical anisotropy of the flaviviral 

exoribonuclease-resistant RNAs (xrRNAs). Nat Commun 11, 5496, 

doi:10.1038/s41467-020-19260-4 (2020). 

26 Majumder, P., Zhang, Y. C., Iglesias, M., Fan, L. X., Kelley, J. A., Andrews, C., 

Patel, N., Stagno, J. R., Oh, B. C., Furtmuller, G. J., Lai, C. C., Wang, Y. X., 

Brandacher, G., Raimondi, G. & Schneider, J. P. Multiphase Assembly of Small 

Molecule Microcrystalline Peptide Hydrogel Allows Immunomodulatory Combination 

Therapy for Long-Term Heart Transplant Survival. Small 16, 2002791, 

doi:10.1002/smll.202002791 (2020). 

27 Jaynes, J. M., Sable, R., Ronzetti, M., Bautista, W., Knotts, Z., Abisoye-

Ogunniyan, A., Li, D., Calvo, R., Dashnyam, M., Singh, A., Guerin, T., White, J., 

Ravichandran, S., Kumar, P., Talsania, K., Chen, V., Ghebremedhin, A., Karanam, B., 

Bin Salam, A., Amin, R., Odzorig, T., Aiken, T., Nguyen, V., Bian, Y., Zarif, J. C., de 

Groot, A. E., Mehta, M., Fan, L., Hu, X., Simeonov, A., Pate, N., Abu-Asab, M., Ferrer, 

M., Southall, N., Ock, C. Y., Zhao, Y., Lopez, H., Kozlov, S., de Val, N., Yates, C. C., 

Baljinnyam, B., Marugan, J. & Rudloff, U. Mannose receptor (CD206) activation in 

tumor-associated macrophages enhances adaptive and innate antitumor immune 

responses. Sci Transl Med 12, doi:10.1126/scitranslmed.aax6337 (2020). 



28 Hauseman, Z. J., Harvey, E. P., Newman, C. E., Wales, T. E., Bucci, J. C., 

Mintseris, J., Schweppe, D. K., David, L., Fan, L., Cohen, D. T., Herce, H. D., Mourtada, 

R., Ben-Nun, Y., Bloch, N. B., Hansen, S. B., Wu, H., Gygi, S. P., Engen, J. R. & 

Walensky, L. D. Homogeneous Oligomers of Pro-apoptotic BAX Reveal Structural 

Determinants of Mitochondrial Membrane Permeabilization. Mol Cell 79, 68-83 e67, 

doi:10.1016/j.molcel.2020.05.029 (2020). 

29 Chen, M. R., Pan, H., Sun, L. F., Shi, P., Zhang, Y. K., Li, L., Huang, Y. X., Chen, 

J. H., Jiang, P., Fang, X. Y., Wu, C. Y. & Chen, Z. C. Structure and regulation of human 

epithelial cell transforming 2 protein. P Natl Acad Sci USA 117, 1027-1035, 

doi:10.1073/pnas.1913054117 (2020). 

 

The following is the high impact papers published before 2020. 

===============2019============== 

30 Song, H. & Ji, X. The mechanism of RNA duplex recognition and unwinding by 

DEAD-box helicase DDX3X. Nat Commun 10, 3085-3093, doi:10.1038/s41467-019-

11083-2 (2019). 

31 Martin, J. E., Le, M. T., Bhattarai, N., Capdevila, D. A., Shen, J. C., Winkler, M. 

E. & Giedroc, D. P. A Mn-sensing riboswitch activates expression of a Mn2+/Ca2+ 

ATPase transporter in Streptococcus. Nucleic Acids Research 47, 6885-6899, 

doi:10.1093/nar/gkz494 (2019). 

32 Li, S., Su, Z., Lehmann, J., Stamatopoulou, V., Giarimoglou, N., Henderson, F. 

E., Fan, L., Pintilie, G. D., Zhang, K., Chen, M., Ludtke, S. J., Wang, Y. X., 

Stathopoulos, C., Chiu, W. & Zhang, J. Structural basis of amino acid surveillance by 

higher-order tRNA-mRNA interactions. Nat Struct Mol Biol 26, 1094-1105, 

doi:10.1038/s41594-019-0326-7 (2019). 

33 Kim, T.-S., Zhang, L., Il Ahn, J., Meng, L., Chen, Y., Lee, E., Bang, J. K., Lim, J. 

M., Ghirlando, R., Fan, L., Wang, Y.-X., Kim, B. Y., Park, J.-E. & Lee, K. S. Molecular 

architecture of a cylindrical self-assembly at human centrosomes. Nat Commun 10, 

1151-1166, doi:10.1038/s41467-019-08838-2 (2019). 

34 Kaustov, L., Lemak, A., Wu, H., Faini, M., Fan, L., Fang, X., Zeng, H., Duan, S., 

Allali-Hassani, A., Li, F., Wei, Y., Vedadi, M., Aebersold, R., Wang, Y., Houliston, S. & 

Arrowsmith, C. H. The MLL1 trimeric catalytic complex is a dynamic conformational 

ensemble stabilized by multiple weak interactions. Nucleic Acids Res 47, 9433-9447, 

doi:10.1093/nar/gkz697 (2019). 

===============2018============== 

35 Glauninger, H., Zhang, Y., Higgins, K. A., Jacobs, A. D., Martin, J. E., Fu, Y., 

Coyne Rd, H. J., Bruce, K. E., Maroney, M. J., Clemmer, D. E., Capdevila, D. A. & 

Giedroc, D. P. Metal-dependent allosteric activation and inhibition on the same 

molecular scaffold: the copper sensor CopY from Streptococcus pneumoniae. Chem 

Sci 9, 105-118, doi:10.1039/c7sc04396a (2018). 



36 Dong, Y., Mu, Y., Xie, Y., Zhang, Y., Han, Y., Zhou, Y., Wang, W., Liu, Z., Wu, 

M., Wang, H., Pan, M., Xu, N., Xu, C. Q., Yang, M., Fan, S., Deng, H., Tan, T., Liu, X., 

Liu, L., Li, J., Wang, J., Fang, X. & Feng, Y. Structural basis of ubiquitin modification by 

the Legionella effector SdeA. Nature 557, 674-678, doi:10.1038/s41586-018-0146-7 

(2018). 

===============2017============== 

37 Zehr, E., Szyk, A., Piszczek, G., Szczesna, E., Zuo, X. & Roll-Mecak, A. Katanin 

spiral and ring structures shed light on power stroke for microtubule severing. Nat 

Struct Mol Biol 24, 717-725, doi:10.1038/nsmb.3448 (2017). 

38 Warner, K. D., Sjekloca, L., Song, W., Filonov, G. S., Jaffrey, S. R. & Ferre-

D'Amare, A. R. A homodimer interface without base pairs in an RNA mimic of red 

fluorescent protein. Nat Chem Biol 13, 1195-1201, doi:10.1038/nchembio.2475 (2017). 

39 Trachman, R. J., 3rd & Draper, D. E. Divalent ion competition reveals 

reorganization of an RNA ion atmosphere upon folding. Nucleic Acids Res 45, 4733-

4742, doi:10.1093/nar/gkw1327 (2017). 

40 Stagno, J. R., Liu, Y., Bhandari, Y. R., Conrad, C. E., Panja, S., Swain, M., Fan, 

L., Nelson, G., Li, C., Wendel, D. R., White, T. A., Coe, J. D., Wiedorn, M. O., Knoska, 

J., Oberthuer, D., Tuckey, R. A., Yu, P., Dyba, M., Tarasov, S. G., Weierstall, U., Grant, 

T. D., Schwieters, C. D., Zhang, J., Ferre-D'Amare, A. R., Fromme, P., Draper, D. E., 

Liang, M., Hunter, M. S., Boutet, S., Tan, K., Zuo, X., Ji, X., Barty, A., Zatsepin, N. A., 

Chapman, H. N., Spence, J. C., Woodson, S. A. & Wang, Y. X. Structures of riboswitch 

RNA reaction states by mix-and-inject XFEL serial crystallography. Nature 541, 242-

246, doi:10.1038/nature20599 (2017). 

===============2016============== 

41 Zheng, W., Borgia, A., Buholzer, K., Grishaev, A., Schuler, B. & Best, R. B. 

Probing the Action of Chemical Denaturant on an Intrinsically Disordered Protein by 

Simulation and Experiment. J Am Chem Soc 138, 11702-11713, 

doi:10.1021/jacs.6b05443 (2016). 

42 Venditti, V., Egner, T. K. & Clore, G. M. Hybrid Approaches to Structural 

Characterization of Conformational Ensembles of Complex Macromolecular Systems 

Combining NMR Residual Dipolar Couplings and Solution X-ray Scattering. Chem Rev 

116, 6305-6322, doi:10.1021/acs.chemrev.5b00592 (2016). 

43 Borgia, A., Zheng, W., Buholzer, K., Borgia, M. B., Schuler, A., Hofmann, H., 

Soranno, A., Nettels, D., Gast, K., Grishaev, A., Best, R. B. & Schuler, B. Consistent 

View of Polypeptide Chain Expansion in Chemical Denaturants from Multiple 

Experimental Methods. J Am Chem Soc 138, 11714-11726, doi:10.1021/jacs.6b05917 

(2016). 

44 Altieri, A. S., Ladner, J. E., Li, Z., Robinson, H., Sallman, Z. F., Marino, J. P. & 

Kelman, Z. A small protein inhibits proliferating cell nuclear antigen by breaking the 

DNA clamp. Nucleic Acids Res 44, 6232-6241, doi:10.1093/nar/gkw824 (2016). 



===============2015============== 

45 Venditti, V., Tugarinov, V., Schwieters, C. D., Grishaev, A. & Clore, G. M. Large 

interdomain rearrangement triggered by suppression of micro- to millisecond dynamics 

in bacterial Enzyme I. Nat Commun 6, 5960, doi:10.1038/ncomms6960 (2015). 

46 Venditti, V., Schwieters, C. D., Grishaev, A. & Clore, G. M. Dynamic equilibrium 

between closed and partially closed states of the bacterial Enzyme I unveiled by 

solution NMR and X-ray scattering. Proc Natl Acad Sci U S A 112, 11565-11570, 

doi:10.1073/pnas.1515366112 (2015). 

47 Jones, C. P. & Ferre-D'Amare, A. R. RNA quaternary structure and global 

symmetry. Trends Biochem Sci 40, 211-220, doi:10.1016/j.tibs.2015.02.004 (2015). 

48 Jones, C. P. & Ferre-D'Amare, A. R. Recognition of the bacterial alarmone ZMP 

through long-distance association of two RNA subdomains. Nat Struct Mol Biol 22, 

679-685, doi:10.1038/nsmb.3073 (2015). 

49 Au, H. H., Cornilescu, G., Mouzakis, K. D., Ren, Q., Burke, J. E., Lee, S., 

Butcher, S. E. & Jan, E. Global shape mimicry of tRNA within a viral internal ribosome 

entry site mediates translational reading frame selection. Proc Natl Acad Sci U S A 

112, E6446-6455, doi:10.1073/pnas.1512088112 (2015). 

===============2014============== 

50 Warner, K. D., Chen, M. C., Song, W., Strack, R. L., Thorn, A., Jaffrey, S. R. & 

Ferre-D'Amare, A. R. Structural basis for activity of highly efficient RNA mimics of green 

fluorescent protein. Nat Struct Mol Biol 21, 658-663, doi:10.1038/nsmb.2865 (2014). 

51 Peng, Y., Curtis, J. E., Fang, X. & Woodson, S. A. Structural model of an mRNA 

in complex with the bacterial chaperone Hfq. Proc Natl Acad Sci U S A 111, 17134-

17139, doi:10.1073/pnas.1410114111 (2014). 

52 Jones, C. P. & Ferre-D'Amare, A. R. Crystal structure of a c-di-AMP riboswitch 

reveals an internally pseudo-dimeric RNA. Embo J 33, 2692-2703, 

doi:10.15252/embj.201489209 (2014). 

53 Hickman, A. B., Ewis, H. E., Li, X., Knapp, J. A., Laver, T., Doss, A. L., Tolun, G., 

Steven, A. C., Grishaev, A., Bax, A., Atkinson, P. W., Craig, N. L. & Dyda, F. Structural 

basis of hAT transposon end recognition by Hermes, an octameric DNA transposase 

from Musca domestica. Cell 158, 353-367, doi:10.1016/j.cell.2014.05.037 (2014). 

54 Gill, M. L. & Byrd, R. A. Dynamic activation of apoptosis: conformational 

ensembles of cIAP1 are linked to a spring-loaded mechanism. Nat Struct Mol Biol 21, 

1022-1023, doi:10.1038/nsmb.2925 (2014). 

===============2013============== 

 

55 Lau, M. W. & Ferre-D'Amare, A. R. An in vitro evolved glmS ribozyme has the 

wild-type fold but loses coenzyme dependence. Nat Chem Biol 9, 805-810, 

doi:10.1038/nchembio.1360 (2013). 



56 Lakomek, N. A., Kaufman, J. D., Stahl, S. J., Louis, J. M., Grishaev, A., 

Wingfield, P. T. & Bax, A. Internal dynamics of the homotrimeric HIV-1 viral coat protein 

gp41 on multiple time scales. Angew Chem Int Ed Engl 52, 3911-3915, 

doi:10.1002/anie.201207266 (2013). 

57 Ha, J. H., Eo, Y., Grishaev, A., Guo, M., Smith, J. A., Sintim, H. O., Kim, E. H., 

Cheong, H. K., Bentley, W. E. & Ryu, K. S. Crystal structures of the LsrR proteins 

complexed with phospho-AI-2 and two signal-interrupting analogues reveal distinct 

mechanisms for ligand recognition. J Am Chem Soc 135, 15526-15535, 

doi:10.1021/ja407068v (2013). 

58 Fang, X., Wang, J., O'Carroll, I. P., Mitchell, M., Zuo, X., Wang, Y., Yu, P., Liu, 

Y., Rausch, J. W., Dyba, M. A., Kjems, J., Schwieters, C. D., Seifert, S., Winans, R. E., 

Watts, N. R., Stahl, S. J., Wingfield, P. T., Byrd, R. A., Le Grice, S. F., Rein, A. & Wang, 

Y. X. An unusual topological structure of the HIV-1 Rev response element. Cell 155, 

594-605, doi:10.1016/j.cell.2013.10.008 (2013). 

59 Deshmukh, L., Schwieters, C. D., Grishaev, A., Ghirlando, R., Baber, J. L. & 

Clore, G. M. Structure and dynamics of full-length HIV-1 capsid protein in solution. J 

Am Chem Soc 135, 16133-16147, doi:10.1021/ja406246z (2013). 

60 Das, R., Liang, Y. H., Mariano, J., Li, J., Huang, T., King, A., Tarasov, S. G., 

Weissman, A. M., Ji, X. & Byrd, R. A. Allosteric regulation of E2:E3 interactions promote 

a processive ubiquitination machine. Embo J 32, 2504-2516, 

doi:10.1038/emboj.2013.174 (2013). 

61 Clore, G. M. & Venditti, V. Structure, dynamics and biophysics of the cytoplasmic 

protein-protein complexes of the bacterial phosphoenolpyruvate: sugar 

phosphotransferase system. Trends Biochem Sci 38, 515-530, 

doi:10.1016/j.tibs.2013.08.003 (2013). 

===============2012============== 

62 Wood, S., Ferre-D'Amare, A. R. & Rueda, D. Allosteric tertiary interactions 

preorganize the c-di-GMP riboswitch and accelerate ligand binding. Acs Chem Biol 7, 

920-927, doi:10.1021/cb300014u (2012). 

63 Grishaev, A., Anthis, N. J. & Clore, G. M. Contrast-matched small-angle X-ray 

scattering from a heavy-atom-labeled protein in structure determination: application to a 

lead-substituted calmodulin-peptide complex. J Am Chem Soc 134, 14686-14689, 

doi:10.1021/ja306359z (2012). 

64 Chen, B., Zuo, X., Wang, Y. X. & Dayie, T. K. Multiple conformations of SAM-II 

riboswitch detected with SAXS and NMR spectroscopy. Nucleic Acids Res 40, 3117-

3130, doi:10.1093/nar/gkr1154 (2012). 

===============2011============== 

 

65 Takayama, Y., Schwieters, C. D., Grishaev, A., Ghirlando, R. & Clore, G. M. 

Combined use of residual dipolar couplings and solution X-ray scattering to rapidly 

probe rigid-body conformational transitions in a non-phosphorylatable active-site mutant 



of the 128 kDa enzyme I dimer. J Am Chem Soc 133, 424-427, doi:10.1021/ja109866w 

(2011). 

===============2010============== 

66 Zuo, X., Wang, J., Yu, P., Eyler, D., Xu, H., Starich, M. R., Tiede, D. M., Simon, 

A. E., Kasprzak, W., Schwieters, C. D., Shapiro, B. A. & Wang, Y. X. Solution structure 

of the cap-independent translational enhancer and ribosome-binding element in the 3' 

UTR of turnip crinkle virus. Proc Natl Acad Sci U S A 107, 1385-1390, 

doi:10.1073/pnas.0908140107 (2010). 

67 Schwieters, C. D., Suh, J. Y., Grishaev, A., Ghirlando, R., Takayama, Y. & Clore, 

G. M. Solution structure of the 128 kDa enzyme I dimer from Escherichia coli and its 

146 kDa complex with HPr using residual dipolar couplings and small- and wide-angle 

X-ray scattering. J Am Chem Soc 132, 13026-13045, doi:10.1021/ja105485b (2010). 

68 Grishaev, A., Guo, L., Irving, T. & Bax, A. Improved fitting of solution X-ray 

scattering data to macromolecular structures and structural ensembles by explicit water 

modeling. J Am Chem Soc 132, 15484-15486, doi:10.1021/ja106173n (2010). 

===============2009============== 

69 Wang, J., Zuo, X., Yu, P., Byeon, I. J., Jung, J., Wang, X., Dyba, M., Seifert, S., 
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