29

papers

31

all docs

394421

7,553 19
citations h-index
31 31
docs citations times ranked

477307
29

g-index

16050

citing authors



10

12

14

16

18

ARTICLE IF CITATIONS

Guidelines for the use and interpretation of assays for monitoring autophagy (3rd edition).
Autophagy, 2016, 12, 1-222.

A Quantitative Systems Approach Reveals Dynamic Control of tRNA Modifications during Cellular a5 186
Stress. PLoS Genetics, 2010, 6,e1001247. :

Reprogramming of tRNA modifications controls the oxidative stress response by codon-biased
translation of proteins. Nature Communications, 2012, 3, 937.

Trm9-Catalyzed tRNA Modifications Link Translation to the DNA Damage Response. Molecular Cell, o7 975
2007, 28, 860-870. :

Mitochondrial ROS control of cancer. Seminars in Cancer Biology, 2017, 47, 57-66.

Quantitative analysis of ribonucleoside modifications in tRNA by HPLC-coupled mass spectrometry.

Nature Protocols, 2014, 9, 828-841. 120 221

Human AIkRB Homolog ABH8 Is a tRNA Methyltransferase Required for Wobble Uridine Modification
and DNA Damage Survival. Molecular and Cellular Biology, 2010, 30, 2449-2459.

tRNA modifications regulate translation during cellular stress. FEBS Letters, 2014, 588, 4287-4296. 2.8 138

Codon-biased translation can be regulated by wobble-base tRNA modification systems during cellular
stress responses. RNA Biology, 2015, 12, 603-614.

tRNA-mediated codon-biased translation in mycobacterial hypoxic persistence. Nature 12.8 129
Communications, 2016, 7, 13302. :

Global network analysis of phenotypic effects: Protein networks and toxicity modulation in
Saccharomyces cerevisiae. Proceedings of the National Academy of Sciences of the United States of
America, 2004, 101, 18006-18011.

A human tRNA methyltransferase 9a€like protein prevents tumour growth by regulating LIN9 and HIF14€}x. 6.9 o8
EMBO Molecular Medicine, 2013, 5, 366-383. :

Trm9-Catalyzed tRNA Modifications Regulate Global Protein Expression by Codon-Biased Translation.
PLoS Genetics, 2015, 11, e1005706.

Translational infidelity-induced protein stress results from a deficiency in Trm9-catalyzed tRNA a1 o1
modifications. RNA Biology, 2012, 9, 990-1001. :

Alkbh8 Regulates Selenocysteine-Protein Expression to Protect against Reactive Oxygen Species
Damage. PLoS ONE, 2015, 10, e0131335.

A Platform for Discovery and Quantification of Modified Ribonucleosides in RNA. Methods in 10 69
Enzymology, 2015, 560, 29-71. )

Highly Predictive ReproEramming of tRNA Modifications Is Linked to Selective Expression of
emical Research in Toxicology, 2015, 28, 978-988.

Codon-Biased Genes. C

A Proteomics Approach to Profiling the Temporal Translational Response to Stress and Growth. a1 39
IScience, 2018, 9, 367-381. ’



20

22

24

26

28

THOMAS ] BEGLEY

ARTICLE IF CITATIONS
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