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1. Structure of a 30S pre—initiation complex stalled by GE81112 reveals structural parallels in bacterial

and eukaryotic protein synthesis initiation pathways.
Lépez—Alonso JP et al., Nucleic Acids Res. 2016 Dec 15. pii: gkw1251. [Epub ahead of print]

2. Inhibition of translation initiation complex formation by GE81112 unravels a 16S rRNA structural

switch involved in P—site decoding.
Fabbretti A et al., Proc Natl Acad Sci U S A. 2016 Apr 19;113(16):E2286-95.

3. Crystallographic characterization of the ribosomal binding site and molecular mechanism of action of
Hygromycin A.
Kaminishi T et al., Nucleic Acids Res. 2015 Nov 16;43(20):10015-25.

4. Structural characterization of an alternative mode of tigecycline binding to the bacterial ribosome.
Schedlbauer A et al., Antimicrob Agents Chemother. 2015 May;59(5):2849-54.
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