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tomato ripening. BMC Genomics, 2016, 17, 624.

Detection of transposable elements by their compositional bias. BMC Bioinformatics, 2004, 5, 94. 2.6 28

P elements and MITE relatives in the whole genome sequence of Anopheles gambiae. BMC Genomics,
2006, 7, 214.

Developing data interoperability using standards: A wheat community use case. F1000Research, 2017, 6, 16 20
1843. )

The triangle test statistic (TTS): a test of genetic homogeneity using departure from the triangle
constraints in IBD distribution among affected sib&d€pairs. Annals of Human Genetics, 2000, 64, 433-442.

The Ectocarpus Genome and Brown Algal Genomics. Advances in Botanical Research, 2012, 64, 141-184. 11 18

Recurrent Exon Shuffling Between Distant P-Element Families. Molecular Biology and Evolution, 2003,
20, 190-199.

Transposable Element Annotation in Completely Sequenced Eukaryote Genomes. Topics in Current o7 16
Genetics, 2012, , 17-39. :

Roadmap for Annotating Transposable Elements in Eukaryote Genomes. Methods in Molecular Biology,
2012, 859, 53-68.

Correlation of LNCR rasiRNAs Expression with Heterochromatin Formation during Development of

the Holocentric Insect Spodoptera frugiperda. PLoS ONE, 2011, 6, e24746. 2.5 14

Studying the organization of genes encoding plant cell wall degrading enzymes in

<i><scp>C</[scp><[i><i>hrysomela tremula</i> provides insights into a leaf beetle genome. Insect
Molecular Biology, 2014, 23, 286-300.

Developing data interoperability using standards: A wheat community use case. F1000Research, 2017, 6, 16 14
1843. .



92

94

96

98

100

102

104

106

108

HADI QUESNEVILLE

ARTICLE IF CITATIONS

Genetic Algorithm-based Model of Evolutionary Dynamics of Class Il Transposable Elements. Journal

of Theoretical Biology, 2001, 213, 21-30.

TE Hub: A community-oriented space for sharing and connecting tools, data, resources, and methods

for transposable element annotation. Mobile DNA, 2021, 12, 16. 3.6 13

Hoppel, a P-like Element Without Introns: a P-Element Ancestral Structure or a Retrotranscription
Derivative?. Molecular Biology and Evolution, 2003, 20, 869-879.

Spip and Squig, two novel rice non-autonomous LTR retro-element families related to RIRE3 and RIRES. p 1
Plant Science, 2007, 172, 8-19. :

A simulation of P element horizontal transfer in Drosophila. Genetica, 1997, 100, 295-307.

transPLANT Resources for Triticeae Genomic Data. Plant Genome, 2016, 9, plantgenome2015.06.0038. 2.8 8

De Novo Annotation of Transposable Elements: Tackling the Fat Genome Issue. Proceedings of the IEEE,
2016, , 1-8.

On the Probability of Identity States in Permutable Populations: Reply to Cannings. American Journal 6.2 .
of Human Genetics, 1998, 62, 728-729. :

A Genomic Survey of Mayetiola destructor Mobilome Provides New Insights into the Evolutionary
History of Transposable Elements in the Cecidomyiid Midges. PLoS ONE, 2021, 16, e€0257996.

Building a successful international research community through data sharing: The case of the Wheat 16 5
Information System (WheatlS). F1000Research, 2020, 9, 536. )

In search of lost trajectories. Mobile Genetic Elements, 2011, 1, 151-154.

Efficient comparison of sets of intervals with NC-lists. Bioinformatics, 2013, 29, 933-939. 4.1 4

Progress in single-access information systems for wheat and rice crop improvement. Briefings in
Bioinformatics, 2019, 20, 565-571.

Can translaosable element copy number distribution parameters be estimated from natural populations

of Drosophila melanogaster?. Journal of Evolutionary Biology, 1994, 7, 13-28. L7 8

Departure from the triangle constraints in discordant sib pairs: A test for genetic heterogeneity.
Genetic Epidemiology, 1999, 17, S685-S6809.

Indication of linkage and genetic heterogeneity for asthma and atopy on chromosomes 8p and 12q in 0.8 3
107 French EGEA families. European Journal of Human Genetics, 2003, 11, 590-596. ’

Comparative analysis of BAC and whole genome shotgun sequences from an Anopheles gambiae region

related to Plasmodium encapsulation. Insect Biochemistry and Molecular Biology, 2005, 35, 799-814.

Traces of transposable elements in genome dark matter co-opted by flowering gene regulation
networks. , 0, 2, .



HADI QUESNEVILLE

# ARTICLE IF CITATIONS

International Congress on Transposable elements (ICTE 2016) in Saint Malo: mobile elements under the

sun of Brittany. Mobile DNA, 2016, 7, 19.

Corrections to &€ce&lt;italicgt;De Novo&lt;/italic&gt; Annotation of Transposable Elements: Tackling the
110  Fat Genome Issued€s[Jamilloux &lt;italic&gt;et al., Proc. I[EEE&It;[italic&gt;, vol. 105, no. 3, pp. 4744€%481, 21.3 1
Mar. 2017, DOI: 10.1109/JPROC.2016.2590833]. Proceedings of the IEEE, 2017, 105, 978-978.

Mining Plant Genomic and Genetic Data Using the GnplS Information System. Methods in Molecular
Biology, 2017, 1533, 103-117.

11o  Detection and modeling of disease susceptibility locus effects: How much can be learned from 13 o
contrast of populations?. Genetic Epidemiology, 1999, 17, S569-S574. )

International Congress on Transposable Elements (ICTE) 2012 in Saint Malo and the sea of TE stories.

Mobile DNA, 2012, 3, 17.




