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51 GeneID in Drosophila. Genome Research, 2000, 10, 511-515. 2.4 331
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72 LncATLAS database for subcellular localization of long noncoding RNAs. Rna, 2017, 23, 1080-1087. 1.6 230



6

Roderic Guigo

# Article IF Citations

73 EGASP: the human ENCODE Genome Annotation Assessment Project. Genome Biology, 2006, 7, S2. 13.9 228
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87 An Assessment of Gene Prediction Accuracy in Large DNA Sequences. Genome Research, 2000, 10,
1631-1642. 2.4 179
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90 Transcriptome characterization by RNA sequencing identifies a major molecular and clinical
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144 Long Noncoding RNAs as Enhancers of Gene Expression. Cold Spring Harbor Symposia on Quantitative
Biology, 2010, 75, 325-331. 2.0 72



10

Roderic Guigo

# Article IF Citations

145 Extension of human lncRNA transcripts by RACE coupled with long-read high-throughput sequencing
(RACE-Seq). Nature Communications, 2016, 7, 12339. 5.8 69

146 A vast resource of allelic expression data spanning human tissues. Genome Biology, 2020, 21, 234. 3.8 68

147 A comparison of random sequence reads versus 16S rDNA sequences for estimating the biodiversity of
a metagenomic library. Nucleic Acids Research, 2008, 36, 5180-5188. 6.5 66

148 Relaxation of Selective Constraints Causes Independent Selenoprotein Extinction in Insect Genomes.
PLoS ONE, 2008, 3, e2968. 1.1 66

149 Scalable Design of Paired CRISPR Guide RNAs for Genomic Deletion. PLoS Computational Biology, 2017,
13, e1005341. 1.5 64

150 Autoimmune response in AIDS. Nature, 1990, 345, 26-26. 13.7 61

151 Evidence for Transcript Networks Composed of Chimeric RNAs in Human Cells. PLoS ONE, 2012, 7,
e28213. 1.1 61
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