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The RNA Modification Database

NTRODUCTIO

- a comprehensive listing of post-transcriptionally modified nucleosides from RNA -

maintained by

Paul Agris (University at Albany)

Pamela F. Crain (University of Utah) and

Jef Rozenski (K.U.Leuven, Belgium)

Daniele Fabris (University at Albany)

Franck A.P. Vendeix (Sirga Advanced Biopharma, Inc.)

rnamdb@albany.edu

http://rna-mdb.cas.albany.edu/RNAmMods/
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NMR Solution Structure of the Anticodon
of E.colil TRNA-VALS3

2JR4: without modification (&)
2JSR: with 1 modification, 6mz
2JRQ: with 1 modification, cmo
2JRG: with 2 modifications, 6mz and cmo
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Anticodon modifications enhanced order In
the loop

 m (6)A 37 exhibited high affinities for its cognate and
wobble codons GUA and GUG, and for GUU in the A-
site of the programmed 30S ribosomal subunit, whereas
the unmodified ASL (Val3) UAC bound less strongly to
GUA and not at all to GUG and GUU.

« m (6)A 37 bound to all four of the valine codons in the A-
site of the ribosome's 30S subunit

* X0 (5)U 34-type modifications order the anticodon loop
prior to A-site codon binding for an expanded codon
reading, possibly reducing an entropic energy barrier to
codon binding

http://www.ncbi.nlm.nih.gov/pubmed/18473483
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