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X3B (+X9B) — In Press/Submitted

1. Akabayov, B., Lee, S.-J., Akabayov, S.R., Rekhi, S., Zhu, B., Richardson, C.C. DNA Recognition by the DNA Primase of
Bacteriophage T7: A Structure-Function Study of the Zinc Binding Domain, Biochemistry, 2009, in press.

2. Solomon, A., Selzer, T., Milla, M. Sagi, |. New frontiers in the biophysics and chemistry of metalloproteinases, in Wiley
Encyclopedia of Chemical Biology, in press.

3. Shearer, J., Neupane, K.P., Callan, P. Use of unnatural amino-acids in Nickel Superoxide Dismutase metallopeptide mimics to
probe the influence of a key hydrogen-binding network in the metalloenzyme, J. Am. Chem. Soc., 2009, submitted. [premier]

4. Kandegedara, A., Kondapalli, K.C., Stemmler, T.L., Rosen, B.P. Functional analysis of the metal binding sites of
Staphylococcus aureus plasmid pl258 CadC Cd(I1)/Zn(I)/Pb(ll)-responsive repressor. J. Biol. Chem., submitted.

5. Akabayov, B., Eberhardt Gottschalk, K., le Maire, M., Sagi, |., Karlish, S.J.D. Divalent metal binding sites of Na+,K+-ATPase
and Ca2+-ATPase. Two Mg2+ ions are bound together with ATP, J Biol Chem, submitted.

6. Moore, A. L., Shearer, J., Kim, J., Cline, J. |, Catalano, V. J. Highly luminescent Au(l)-(Cu(l)-X)2 butterfly dimers utilizing the
ligands [(CH3imCH2py)]BF4, and [(CH3imCH2quin)]BF4, Inorg Chem, submitted.

7. Selzer, T., Vash, B., Ali, S., Sertchook, R., Grossmann, J.G., Atadja, P., Stams, T., Cohen, D., Sagi, |. Human histone
deacetylases are flexible enzymes: insights from solution structural analysis of human apo-histone deacetylase 8, Biophys J,
submitted.

8. Kumar, R., Rekhi, S., Prabhakaran, D., Kim, E., Somyazulu, M., Cook, J., Stemmler, T., Bootrhoyd, A., Chance, M.R.,

Cornelius, A. High Pressure Structural Studies on Nag.7sC00>, Solid State Communication, submitted.

X29A — In Press/Submitted

9. Lim, H., Miller, C. Intracellular Proton-Transfer Mutants in a CLC Cl-/H+ Exchanger, J Gen. Physiol., 133, 2009, in press.

10. Buchko, G.W., Robinson, H., Addlagatta, A. Structural characterization of the protein cce_0567 from Cyanothece 51142, a
metalloprotien associated with nitrogen fixation in the DUF683 family, Biochim Biophys Acta-Proteins and Proteomics, 2009, in
press.

11. Buchko, G.W. Pentapeptide repeat proteins and cyanobacteria. In: Cyanobacteria: Biochemistry, Biotechnology, and

Applications. Nova Science Publishers, 2009, (accepted for publication).

12. Zhan, C., Yan, Q., Patskovsky, Y., Li, Z., Toro, R., Meyer, A., Cheng, H., Brenowitz, M., Nathenson, S.G., Aimo, S.C.
Biochemical and Structural Characterization of the Human TL1A Ectodomain, Biochemistry, submitted.

13. Nolen, B.J., Tomasevic, N., Russell, A., Pierce, D., Jia, Z., Hartman, J., Sakowicz, R., Pollard, T.D. Structural basis for
inhibition of Arp2/3 complex by two classes of small molecule inhibitors, Nature, submitted.

U2B — In Press/Submitted

14. Miller, S.S., Fulcher, R.G. Microstructure and Chemistry of the Oat Kernel. In: Oats: Chemistry and Technology. Edited by
P.J. Wood and F. H. Webster. AACC International Press, in press.
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X29A - Crystallography

15. Tan, Y.W,, Chan, S.L., Ong, T.C,, Yit, L.Y., Tiong, Y.S., Chew, F.T., Sivaraman, J., Mok, Y.K. Structures of two major
allergens, Bla g 4 and Per a 4, from cockroaches and their IgE binding epitopes, J Biol Chem, 284(5):3148-57, 2009.

16. Sun, Q., Collins, R., Huang, S., Holmberg-Schiavone, L., Anand, G.S., Tan, C.H., van-den-Berg, S., Deng, L.W., Moore, P.K.,
Karlberg, T., Sivaraman, J. Structural Basis for the inhibition mechanism of human cystathionine-gamma -Lyase: An enzyme
responsible for the production of H,S, J. Biol. Chem., 284(5):3076-85, 2009.

17. Ezezika, O.C., Younger, N.S., Lu, J., Kaiser, D.A., Corbin, Z.A., Nolen, B.J., Kovar, D.R., Pollard, T.D. Incompatibility with
Formin Cdc12p Prevents Human Profilin from Substituting for Fission Yeast Profilin: INSIGHTS FROM CRYSTAL
STRUCTURES OF FISSION YEAST PROFILIN. J Biol Chem. 284(4):2088-2097, 2009.

18. Clark, L., Boriack-Sjodin, P., Day, E., Eldredge, J., Fitch, C., Jarpe, M., Miller, S., Li, Y., Simon, K., van Vlijmen, H. An
Antibody Loop Replacement Design Feasibility Study and a Loop-Swapped Dimer Structure, Protein Eng. Des. Sel., 22(2), 93-
101, 2009.

19. Brandao, T., Robinson, H., Johnson, S., Hengge, A. Impaired Acid Catalysis by Mutation of a Protein Loop Hinge Residue in a

YopH Mutant Revealed by Crystal Structures, J. Am. Chem. Soc., 131(2), 778-786, 2009. [ premier ]

U2B - Infrared Spectroscopy

20. Yu, P., Block, H., Doiron, K. Understanding the Differences in Molecular Conformation of Carbohydrate and Protein in
Endosperm Tissues of Grains with Different Biodegradation Kinetics Using Advanced Synchrotron Technology, Spectrochim.
Acta A, 71, 1837-1844, 2009.

U2B - Ph.D. Theses

21. Doiron, K. Characterization Of Autoclaved Flaxseed As Feed For Ruminants Using Conventional And Mid-IR Spectroscopic
Based Approaches, Ph.D. Thesis, University of Saskatchewan, Canada, 2009.
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X3B (+X9B) — X-ray Absorption Spectroscopy

22. Ordéiiez, E., Thiyagarajan, S., Cook, J., Stemmler, T., Gil, J., Mateos, L., Rosen, B. Evolution of metal(loid) binding sites in
transcriptional regulators, J. Biol. Chem., 283, 25706-14, 2008.

23. Smith, S., Bencze, K., Wasiukanis, K., Benore-Parsons, T., Stemmler, T. XAS and Pulsed EPR Studies of the Copper Binding
Site in Riboflavin Binding Protein, Inorg. Chem., 47, 6867-72, 2008.

24. Kondapalli, K., Kok, N., Dancis, A., Stemmler, T. Drosophila Frataxin: an Iron Chaperone During Cellular [2Fe-2S] Cluster
Bioassembly, Biochemistry, 47, 6917-27, 2008.

25. Smith, S., Bencze, K., Wasiukanis, K., Stemmler, T., Benore-Parsons, M. Association of Copper to Riboflavin Binding Protein;
Characterization by EPR and XAS, Open Inorg. Chem. J., 2, 39-41, 2008.

26. Jackson, T. A., Rohde, J.-U., Seo, M. S, Sastri, C. V., DeHont, R., Ohta, T., Kitagawa, T., Minck, E., Nam, W., Que, L., Jr.
Axial Ligand Effects on the Geometric and Electronic Structures of Nonheme Oxoiron(lV) Complexes, J. Am. Chem. Soc.,
130(37):12394-407, 2008. [premier]

27. Sagi, I, Milla, M. Application of structural-dynamic approaches provide novel insights into the enzymatic mechanism of the
tumor necrosis factor-alpha converting enzyme (TACE), Analytical Biochemistry, 372(1):1-10, 2008.

28. Abriata, L.A., Gonzalez, L.J., Llarrull, L.I., Tomatis, P.E., Myers, W.K., Costello, A.L., Tierney, D.L., Vila, A.J. Engineered
Mononuclear Variants in Bacillus cereus Metallo-b-Lactamase Bcll are Inactive, Biochemistry, 47(33):8590-9, 2008.

29. Shearer, J, Soh, P., Leintz, S. Both Met(109) and Met(112) are utilized for Cu(ll) coordination by the amyloidogenic fragment
of the human prion protein at physiological pH. J Inorg Biochem, 102(12):2103-13, 2008.

30. Fiedler, A. T., Shan, X., Mehn, M. P., Kaizer, J., Torelli, S., Frisch, J. R., Kodera, M., Que, L., Jr. Spectroscopic and
Computational Studies of (m-Oxo)(m-1,2-Peroxo)diiron(lll) Complexes of Relevance to Nonheme Diiron Oxygenase
Intermediates, J. Phys. Chem., 112, 13037-13044, 2008.

31. Shearer, J., Szalai, V. A. The amyloid-beta peptide of Alzheimer's disease binds Cu(l) in a linear bis-his coordination
environment: insight into a possible neuroprotective mechanism for the amyloid-beta peptide, J Amer Chem Soc,
130(52):17826-35, 2008. [premier]

32. Noy, D., Solomonov, |., Sinkevich, O, Arad, A., Kjaer, K., Sagi, |. Zinc-amyloid interactions on a millisecond time-scale stabilize
non-fibrillar Alzheimer related species. J Am Chem Soc, 130: 1376-1383, 2008. [premier]

33. Dupont, C., Neupane, K., Shearer, J., Palenik, B. Diversity, Function and Evolution of Genes Coding for Putative Ni-Containing
Superoxide Dismutases, Environ. Microbiol., 10: 1831-1843, 2008.

34. Yatsunyk, L., Easton, J., Kim, L., Sugarbaker, S., Bennett, B., Breece, R., Vorontsov, |., Tierney, D., Crowder, M.,
Rosenzweig, A. Structure and Metal Binding Properties of ZnuA, a Periplasmic Zinc Transporter from Escherichia coli, J. Biol.
Inorg. Chem., 13: 271-88, 2008.

35. Chai, S., Ju, T., Dang, M., Goldsmith, R., Maroney, M., Pochapsky, T. Characterizations of Metal Binding in the Active Sites of
Acireductone Dioxygenase Isoforms from Klebsiella ATCC 8724, Biochemistry, 47: 2428-2438, 2008.

36. Shi, W., Chance, M.R. Metallomics and metalloproteomics, Cellular and Molecular Life Sciences, 65(19):3040-8, 2008.

X3B (+X9B) — Crystallography

37. Hakemian, A., Kondapalli, K., Telser, J., Hoffman, B., Stemmler, T., Rosenzweig, A. The Metal Centers of Particulate Methane
Monooxygenase from Methylosinus trichosporium OB3b, Biochemistry, 47, 6793-6801, 2008.

38. Margiolaki, I., Wright, J. Powder Crystallography on Macromolecules, Acta Cryst. A, 64: 169-180, 2008.

X3B (+X9B) — Ph.D. Theses

39. Resemble, G. Structural-dynamic studies of MMPs during inhibition and activation, Ph.D. Thesis. Weizmann Institute, Israel,
2008.
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40. Sela, N. Development of novel inhibitory antibodies for MMPs, Ph.D. Thesis. Weizmann Institute, Israel, 2008.

41. Lin, S-K. Defining the structural and functional role of the epsilon subunit in the gamma-epsilon-c interface of Escerichia coli
FoF1 ATP synthase, Ph.D. Thesis. University of Virginia, 2008.

42. Leitch, S. Metal Specificity in Nickel Responsive Transcriptional Regulators, Ph.D. Thesis, University of Massachusetts,
Ambherst, 2008.

X3A (+X9A) — Crystallography

43. Stavropoulos, P., Nagy, V., Blobel, G., Hoelz, A. Molecular Basis for the Autoregulation of the Protein Acetyl Transferase
Rtt109, Proc Natl Acad Sci USA, 105(34), 12236-12241, 2008. [ premier ]

44, Kim, J., Tsai, P., Chen, S., Himo, F., Almo, S., Raushel, F. Structure of Diethyl Phosphate Bound to the Binuclear Metal
Center of Phosphotriesterase, Biochemistry, 47(36), 9497-9504, 2008.

45, Lamour, V., Kuznedelov, K., Rutherford, S. T., Ramagopal, U. A., Gourse, R. L., Severinov, K., Darst, S. A. Crystal structure of
Escherichia coli Rnk, a new RNA polymerase-interacting protein, J Mol Biol, 383(2):367-79, 2008.

46. Manjasetty, B., Turnbull, A., Panjikar, S., Bussow, K., Chance, M.R., Automated Technologies and Novel Techniques to
Accelerate Protein Crystallography for Structrual Genomics, Proteomics, 8: 612—625, 2008. [premier]

47. Velloso, L., Bhaskaran, S., Schuch, R., Fischetti, V., Stebbins, C. A Structural Basis for the Allosteric Regulatin of Non-
Hydrolysing UDP-G1cNAc 2-Epimerases, EMBO Rep., 9: 199-205, 2008. [premier]

X29A — Crystallography

48. Pieper, U., Chiang, R., Seffernick, J.J., Brown, S.D., Glasner, M.E., Kelly, L., Eswar, N., Sauder, J.M., Bonanno, J.B.,
Swaminathan, S., Burley, S.K., Zheng, X., Chance, M.R., Almo, S.C., Gerlt, J.A., Raushel, F., Shoichet, B.K., Jacobson, M.P.,
Babbitt, P.C., Sali, A. Target Selection and Annotation for the Structural Genomics of the Amidohydrolase and Enolase
Superfamilies, J Struct Funct Genomics, 12 December 2008, [Epub ahead of print].

49. Zhou, X., Sun, Q., Kini, R.M., Sivaraman, J. A Universal Method for Fishing Target Proteins from Mixtures of Biomolecules
Using Isothermal Titration Calorimetry, Protein Sci., 17(10): 1798-804, 2008.

50. Tan, Y.W,, Yu, H.B., Leung, K.Y., Sivaraman, J, Mok, Y.K. Structure of AscE and induced burial regions in Asck and AscG
upon formation of the chaperone needle-subunit complex of type Il secretion system in Aeromonas hydrophila, Protein Sci.,
17(10): 1748-60, 2008.

51. Zhou, X., Tan, T.C., Valiyaveettil, S., Go, M.L., Kini, R.M., Velazquez-Campoy, A., Sivaraman, J. Structural characterization of
myotoxic ecarpholin S from Echis carinatus venom, Biophys J., 95(7):3366-80, 2008.

52. Sunita, S., Tkaczuk, K.L., Purta, E., Kasprzak, J., Douthwaite, S., Bujnicki, J.M., Sivaraman, J. Crystal Structure of the
Escherichia coli 23S rRNA:m(5)C Methyltransferase RIml (YccW) Reveals Evolutionary Links between RNA Modification
Enzymes, J Mol Biol., 383(3):652-66, 2008.

53. Han, Q., Cai, T., Tagle, D., Robinson, H., Li, J. Substrate Specificity and Structure of Human Aminoadipate
Aminotransferase/kynurenine Aminotransferase Il, Bioscience Rep., 28(4), 205-215, 2008.

54. Stanley, B., Ehrlich, E., Short, L., Yu, Y., Xiao, Z., Yu, X., Xiong, Y. Structural Insight into the Human Immunodeficiency Virus
Vif SOCS Box and Its Role in Human E3 Ubiquitin Ligase Assembly, J. Virology, 82(17), 8656-8663, 2008.

55. Bowley, S., Merenbloom, B., Heroux, A., Betts, L., Okumura, N., Gorkun, O., Lord, S. Polymerization-Defective Fibrinogen
Variant gammaD364A Binds Knob “A” Peptide Mimic, Biochemistry, 47(33), 8607-13, 2008.

56. Meinke, G., Ezeokonkwo, C., Balbo, P., Stafford, W., Moore, C., Bohm, A. Structure of Yeast Poly(A) Polymerase in Complex
with a Peptide from Fip1, an Intrinsically Disordered Protein, Biochemistry, 47, 6859—-6869, 2008.

57. Zhang, W., Cho, Y., Lolis, E., Howe, J. Structural and Single-Channel Results Indicate that the Rates of Ligand Binding
Domain Closing and Opening Directly Impact AMPA Receptor Gating, J. Neurosci., 28(4), 932, 2008. [ premier ]

58. Martucci, W., Vargo, M., Anderson, K. Explaining an Unusually Fast Parasitic Enzyme: Folate Tail-Binding Residues Dictate
Substrate Positioning and Catalysis in Cryptosporidium hominis Thymidylate Synthase, Biochemistry, 47(34), 8902-8911,
2008.
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69.

70.

71.

72.

73.

74.

75.

76.

77.

78.

79.

80.

Schubert, H., Phillips, J., Heroux, A., Hill, C. Structure and Mechanistic Implications of a Uroporphyrinogen Il
Synthase-Product Complex, Biochemistry, 47(33), 8648-8655, 2008.

Lee, 1., Schindelin, H. Structural Insights into E1-Catalyzed Ubiquitin Activation and Transfer to Conjugating Enzymes, Cell,
134(2), 268-278, 2008. [ premier ]

Biswas, S., Mohammad, M., Movileanu, L., van den Berg, B. Crystal Structure of the Outer Membrane Protein OpdK from
Pseudomonas aeruginosa, Structure, 16(7), 1027-1035, 2008.

Demirci, H., Gregory, S., Dahlberg, A., Jogl, G. Multiple-Site Trimethylation of Ribosomal Protein L11 by the PrmA
Methyltransferase, Structure, 16(7), 1059-1066, 2008.

Altieri, S., Clayton, G., Silverman, W., Olivares, A., De La Cruz, E., Thomas, L., Morais-Cabral, J. Structural and Energetic
Analysis of Activiation by a Cyclic Nucleotide Binding Domain, J. Mol. Biol., 381(3), 655-669, 2008.

Wing, R., Bailey, S., Steitz, T. Insights into the Replisome from the Structure of a Ternary Complex of the DNA, J. Mol. Biol.,
382(4), 859-869, 2008.

Serganov, A., Huang, L., Patel, D. Structural Insights Into Amino Acid Binding and Gene Control by a Lysine Riboswitch,
Nature, 455, 1263-1267, 2008. [ premier ]

Lietha, D., Eck, M. Crystal Structures of the FAK Kinase in Complex with TAE226 and Related bis-anilino Pyrimidine Inhibitors
Reveal a Helical DFG Conformation, PLoS One, 33(11), e3800, 2008.

Moldoveanu, T., Gehring, K., Green, D. Concerted Multi-Pronged Attack by Calpastatin to Occlude the Catalytic Cleft of
Heterodimeric Calpains, Nature, 456, 404-408, 2008. [ premier ]

Orville, A., Lountos, G., Finnegan, S., Gadda, G., Prabhakar, R. Crystallographic, Spectroscopic, and Computational Analysis
of a Flavin C4a-Oxygen Adduct in Choline Oxidase, Biochemistry, epub, 2008.

Pan, Y., Weng, J., Kabaleeswaran, V., Li, H., Cao, Y., Bholse, R., Zhou, M. Cortisone Dissociates the Shaker Family K
Channels from their Beta Subunit, Nat. Chem. Biol., 4(11), 708-714, 2008.

Beierlein, J., Frey, K., Bolstad, D., Pelphrey, P., Joska, T., Smith, A., Priestley, N., Wright, D., Anderson, A. Synthetic and
Crystallographic Studies of a New Inhibitor Series Targeting Bacillus anthracis Dihydrofolate Reductase, J. Med. Chem., 51,
7532-7540, 2008.

Song, J.J., Kingston, R.E. WDRS5 interacts with mixed lineage leukemia (MLL) protein via the histone H3-binding pocket, J Biol
Chem., 283(50):35258-64, 2008.

Nolen, B.J., Pollard, T.D. Structure and biochemical properties of fission yeast Arp2/3 complex lacking the Arp2 subunit. J Biol
Chem, 283(39):26490-8, 2008.

Lazar-Molnar, E., Yan, Q., Cao, E., Ramagopal, U.A., Nathenson, S.G., Almo, S.C. Crystal structure of the complex between
programmed death-1 (PD-1) and its ligand PD-L2, Proc Nat Acad Sci USA, 105(30):10483-8, 2008. [premier]

Sidote, D.J., Barbieri, C.M., Wu, T. and Stock, A.M. Structure of the Staphylococcus aureus AgrA LytTR domain bound to DNA
reveals a beta fold with an unusual mode of binding. Structure, 16: 727-735, 2008.

Kumaran, D., Rawat, R., Ludivico, M., Ahmed, S., Swaminathan, S. Structure and Substrate Based Inhibitor Design for
Clostridium botulinum Neurotoxin Serotype A*, J. Biol. Chem., 283, 18883 - 18891, 2008.

Chen, G., Wang, H., Robinson, H., Cai, J., Wan, Y., Ke, H. An Insight into the Pharmacophores of Phosphodiesterase-5
Inhibitors from Synthetic and Crystal Structural Studies, Biochem. Pharmacol., 75: 1717-1728, 2008.

Smits, C., Czabotar, P., Hinds, M., Day, C. Structural Plasticity Underpins Promiscuous Binding of the Prosurvival Protein A1,
Structure, 16: 818-829, 2008.

Blaha, G., Gurel, G., Schroeder, S., Moore, P., Steitz, T. Mutations Outside the Anisomycin-Binding Site Can Make
Ribosomes Drug-Resistant, J. Mol. Biol., 379: 505-519, 2008.

Cui, Q., Sulea, T., Schrag, J., Munger, C., Hung, M., Naim, M., Cygler, M., Purisima, E. Molecular Dynamics - Solvated
Interaction Energy Studies of Protein-Protein Interactions; The MP1-p14 Scaffolding Complex, J. Mol. Biol., 379: 787-802,
2008.

Benarroch, D., Smith, P., Shuman, S. Characterization of a Trifunctional Mimivirus mRNA Capping Enzyme and Crystal
Structure of the RNA Triphosphatase Domain, Structure, 16: 501-512, 2008.
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101.

Metzler, W., Yanchunas, J., Weigelt, C., Kish, K., Klei, H., Xie, D., Zhang, Y., Corbett, M., Tamura, J., et al. Involvement of
DPP-1V Catalytic Residues in Enzyme-Saxagliptin Complex Formation, Protein Sci., 17: 240-250, 2008.

Kamir, D., Zierow, S., Leng, L., Cho, Y., Diaz, Y., Griffith, J., McDonald, C., Merk, M., Mitchell, R., et al. A Leishmania Ortholog
of Macrophage Migration Inhibitory Factor Modulates Host Macrophage Responses, J. Immunol., 180: 8250-8261, 2008.
[premier]

Xu, Y., Feng, |, Jeffrey, P., Shi, Y., Morel, F. Structure and Metal Exchange in the Cadmium Carbonic anhydrase of Marine
Diatoms, Nature, 452: 56, 2008. [premier]

Xing, Y., Li, Z., Chen, Y., Stock, J., Jeffrey, P., Shi, Y. Structural Mechanism of Demethylation and Inactivation of Protein
Phosphatase 2A, Cell, 133: 154-163, 2008. [premier]

Wilson, R., Pata, J. Structural Insights into the Generation of Single-Base Deletions by the Y Family DNA Polymerase Dbh,
Mol. Cell, 29: 767-779, 2008. [premier]

Han, Q., Robinson, H., Li, J. Crystal Structure of Human Kynurenine Aminotransferase II*, J. Biol. Chem., 283: 3567-3573,
2008.

Shi, J., Sivaraman, J., Song, J. Mechanism for Controlling the Dimer-Monomer Switch and Coupling Dimerization to Catalysis
of the Severe Acute Respiratory Syndrome Coronavirus 3C-Like Protease, J. Virology, 82: 4620-4629, 2008.

Lee, D., Zheng, J., She, Y., Jia, Z. Structure of Escherichia coli tyrosine Kinase Etk Reveals a Novel Activation Mechanism,
EMBO J., 27: 1758-1766, 2008. [premier]

Huai, Q., Zhou, A., Lin, L., Mazar, A., Parry, G., Callahan, J., Shaw, D., Furie, B., Furie, B., Huang, M. Crystal Structures of
Two Human Vitronectin, Urokinase and Urokinase Receptor Complexes, Nat. Struct. Mol. Biol., 15: 422, 2008. [premier]

Deng, L., Cho, S., Malchiodi, E., Kerzic, M., Dam, J., Mariuzza, R. Molecular Architecture of the Major Histocompatibility
Complex Class I-Binding Site of Ly49 Natural Killer Cell Receptors, J. Biol. Chem., 283: 16840-16849, 2008.

Chua, T., Bujnicki, J., Tan, T., Huynh, F., Patel, B., Sivaraman, J., Ogimoto, Y., Miyano, K., Sawa, H. The Structure of Sucrose
Phosphate Synthase from Halothermothrix orenii Reveals Its Mechanism of Action and Binding Mode, Plant Cell, 20: 1059-
1072, 2008. [premier]

Song, J., Garlick, J., Kingston, R. Structural Basis of Histone H4 Recognition by p55, Genes Dev., 22: 1313, 2008. [premier]

Di Costanzo, L., Drury, J., Penning, T., Christianson, D. Crystal Structure of Human Liver delta {4}-3-Ketosteroid 5 beta-
Reductase (AKR1D1) and Implications for Substrate Binding and Catalysis, J. Biol. Chem., 283: 16830-16839, 2008.

Buchko, G., Litvinova, O., Robinson, H., Yakunin, A., Kennedy, M. Functional and Structural Characterization of DR_0079
from Deinococcus radiodurans, a Novel Nudix Hydrolase with a Preference for Cytosine (Deoxy)ribonucleoside 5' -Di- and
Triphophates, Biochemistry, 47: 6571-6582, 2008.

Greenhagen, B., Shi, K., Robinson, H., Gamage, S., Bera, A., Ladner, J., Parsons, J. Crystal Structure of the Pyocyanin
Biosynthetic Protein PhzS, Biochemistry, 47: 5281-5289, 2008.

Malashkevich, V., Varney, K., Garrett, S., Wilder, P., Knight, D., Charpentier, T., Ramagopal, U., Aimo, S., Weber, D.,
Bresnick, A. Structure of Ca2+ -Bound S100A4 and Its Interaction With Peptides Derived from Nonmuscle Myosin-IIA,
Biochemistry, 47: 5111-5126, 2008.

Sherawat, M., Tolan, D., Allen, K. Structure of a Rabbit Muscle Fructose-1,6-Bisphosphate Aldolase A Dimer Variant, Acta
Cryst. D, 64: 543-550, 2008.

Johnson, S., Close, D., Robinson, H., Vallet-Gely, I., Dove, S., Hill, C. Crystal Structure and RNA Binding of the Tex Protein
from Pseudomonas aeruginosa, J. Mol. Biol., 377: 1460-1473, 2008.

Siu, K., Lee, J., Sufrin, J., Moffatt, B., McMillan, M., Cornell, K., Isom, C., Howell, L. Molecular Determinants of Substrate
Specificity in Plant 5'-Methylthioadenosine Nucleosidases, J. Mol. Biol., 378: 112-128, 2008.

Chi Ki Ngo, J., Huang, M., Roth, D., Furie, B., Furie, B. Crystal Structure of Human Factor VIII: Implications for the Formation
of the Factor IXa-Factor Vllla Complex, Structure, 16: 597-606, 2008.

Agarwal, R., Burley, S., Swaminathan, S. Structure of Human Dual Specificity Protein Phosphatase 23, VHZ, Enzyme-
Substrate/Product Complex, J. Biol. Chem., 283: 8946-8953, 2008.
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102. Toor, N., Keating, K., Taylor, S., Pyle, A. Crystal Structure of a Self-Spliced Group Il Intron, Science, 320: 77, 2008. [premier]
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