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Marseille, June 20, 2018 
 
 
Welcome to the 480 attendees of the 2018 JOBIM edition! 
 
 
Eleven years after the first JOBIM edition organized in Marseille, here we are again. 
Since then, the bioinformatics field and its community have notably grown up as 
reflected by the numbers of attendees and submissions: we have received 263 abstracts 
for communications that will be presented as 46 talks and 217 posters.  
 
This year, the conference is divided in five main sessions, that will be all opened by a 
keynote talk by Ludovic Orlando, Pierre-Antoine Gourraud, Eleftheria Zeggini, 
Edda Klipp, Emmanuel Levy and Elizabeth Purdom, respectively. We tremendously 
thank them to have accepted to participate and to contribute to the success of this 
Marseilles edition. 
 
In addition to the simplified submission format, the novelties this year lie in the 
diversity of the poster tracks to highlight and cover the work of the whole community 
(Research, Service and Platform activity, Thematic networks, Working groups and 
Associations) and in the return of the flash poster presentations. 
 
We sincerely thank all the members of the Program Committee who helped us to set 
up such a great program and reviewed all submissions in time. This task would have 
been impossible without you! 
 
We are indebted to the organizing institutions and all our partners and sponsors for 
their financial supports.  
 
For their daily efforts for the past 18 months, we thank the local Inserm administration, 
and Christa Roqueblave Conseil and Myriam Ramadour for their unfailing 
professionalism and assistance...Finally, many thanks to the local organizing 
committee. 
 
 
Enjoy JOBIM 2018! 
 
 
Christine Brun & Benoit Ballester  
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Facilitating bioinformatics analyses by combining 
artificial and collective intelligence 
 
Recent breakthroughs in biological technics have 
generated massive amounts of complex data in biology 
and health. Handling, processing and storing information 

have become new challenges for biologists. Addressing the challenge of identifying the best resources 
to handle biological big data, we created a decision-making web platform for bioinformatics resources. 
To do so, we followed a three-fold approach: 
First of all, we built a database for bioinformatics resources fed by manual curation. Its specificity 
lies in a categorization of resources by application and analysis step. Each tool possesses its own page 
featuring technical and scientific information as well as community feedback. 
Then, we added a layer based on artificial intelligence to automatically display optimal pipelines of 
tools for any biological question asked via the integrated search engine. They are generated using a 
combination of machine learning, manual curation and community feedback. The sequence can evolve 
in real-time if suggested tools are switched or optional analysis steps added. We also implemented 
various filters to match the user IT skills level or favorite operating system for example. 
Ultimately, we developed a feature to easily run analysis on a secured cloud from the generated 
pipelines. When uploaded, files are analyzed beforehand to ensure compatibility, then required 
software are installed on containers before being used for the analysis. 
By bridging artificial and collective intelligence, we offer a solution to facilitate bioinformatics 
analyses in a rapidly evolving field. 

https://omictools.com/  
 

 
GenoScreen is a French biotech company that 
specializes in genomics and bioinformatics. 
 
Since 2001, we have offered innovative services 

and solutions (Based on the characterization and exploitation of DNA/RNA) to research groups from 
the private and public sectors. 
GenoScreen works on all kinds of genomes (Human, animal, plant and microbial genomes) and delivers 
solutions for human healthcare, the agrifood industry, the environmental sector, and the cosmetics 
industry. 
Our R&D and Innovation department’s highly qualified staff are committed in the development of 
dedicated molecular and analytical solutions in the field of microbial genomics. GenoScreen constantly 
interacts with top-level academic research teams, in order to maintain its cutting-edge expertise and 
offer high-quality services and products to its customers. 

https://www.genoscreen.fr/  
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tion, Stéphanie Chevalier [et al.] . . . . . . . . . . . . . . . . . . . . . . . . . . . 292

Alienness vs. Predictor (AvP): fast and robust detection of horizontal gene trans-
fers across the tree of life, Corinne Rancurel [et al.] . . . . . . . . . . . . . . . . . 296

bioLQM: a java library for the manipulation and conversion of logical qualitative
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CRISPR-Cas++, a webserver including tools for identification and analysis of
CRISPR arrays and associated Cas proteins., David Couvin [et al.] . . . . . . . . 368

Understanding the gene regulatory network that directs human monocytes to
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logical maps, Vasundra Touré [et al.] . . . . . . . . . . . . . . . . . . . . . . . . . 421

The StatOmique group is ten years old, Marie-Agnès Dillies [et al.] . . . . . . . . 423

3’seq-RP : A low cost high throughput digital sequencing technique to evaluate
gene expression profiles, Eric Charpentier [et al.] . . . . . . . . . . . . . . . . . . 424

Third Generation Sequencing Technologies to Decipher Genomic Structures of
Recombinant-prone Viruses, Mathias Vandenbogaert [et al.] . . . . . . . . . . . . 428

Characterization of DNA replication plasticity among 12 human cell lines, Hadi
Kabalane [et al.] . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . 431

Structural Bioinformatics/Proteomics 436

Assessing the functional impact of genomic alterations using proteogenomics, Georges
Bedran [et al.] . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . 437

Structural and dynamics studies of a potassium channel and disease-associated
mutants, Charline Fagnen [et al.] . . . . . . . . . . . . . . . . . . . . . . . . . . . 441

Protein interaction energy landscapes are shaped by functional and also non-
functional partners, Hugo Schweke [et al.] . . . . . . . . . . . . . . . . . . . . . . 444

NR-DBIND : A database dedicated to nuclear receptor binding data including
negative data and pharmacological profile, Manon Réau [et al.] . . . . . . . . . . 448
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ANDRIANTERANAGNA, Mamy, 164
Angel, Eric, 466, 494
Anne, Jouinot, 330
ANTOINE, Yannick, 102
ARDIN, Maude, 611
Ardouin, Olivier, 170
Argoul, Françoise, 414
Arif, Majda, 37, 38, 297
Armengaud, Jean, 469
Armougom, Fabrice, 22
Arnaud-Haond, Sophie, 50
Arneodo, Alain, 414
Arold, Stefan T, 443
Aron, Serge, 25
Arras, Guillaume, 483
Artufel, Marie, 200, 566
ARVEILER, Benoit, 176
Aschard, Hugues, 605
ASSELE KOGHE, Vanesa, 54
Assenov, Yassen, 378
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Bouchez, Théodore, 518
bouchez, valérie, 77
Boudet, Matéo, 591
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Helou, Laura, 558
Hennekinne, Jacques-Antoine, 253
Hennequet-Antier, Christelle, 406
Henrissat, Bernard, 256
Henry, Nicolas, 69
Herenger, Yvan, 137
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HOURDEL, Véronique, 411
HUPE, Philippe, 611
Hupe, Philippe, 163
Hyrien, Olivier, 414, 541

Inizan, Olivier, 96, 595, 609
Ishi, Leandro, 362
Ison, Jon, 613
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Laine, Élodie, 205
Laine, Elodie, 478
Lajus, Aurélie, 393
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Le Novère, Nicolas, 404
Le Picard, Marine, 483
Le Quere, Antoine, 309
Le Tourneau, Christophe, 163
Leblois, Raphael, 35
Leblond-bourget, Nathalie, 344
Lebreton, Alice, 552
Lechat, Pierre, 101, 231, 564, 605
Lecompte, Lolita, 26, 569
Lecompte, Odile, 208
LECROQ, Thierry, 109
Lecroq, Thierry, 569
Lefebvre, Arnaud, 569
Lefebvre, Philippe, 383
Lefranc, Marie-Paule, 583, 587, 597, 601
Legagneux, Vincent, 300
Legeai, Fabrice, 98
Legendre, Audrey, 466, 494
LEGENDRE, Rachel, 95
Legendre, Rachel, 101, 564

Legrand, Ludovic, 624
Lehmann, Nathalie, 294
Lehn, Pierre, 486
Lehtokari, Vilma, 172
Lejeune, François-Xavier, 620
Lelandais, Gaëlle, 523
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Martin, Véronique, 96, 453, 464
Martin-Magniette, Marie-Laure, 309
Mashkour, Marjan, 30
Masliah-Planchon, Julien, 163
Masson, Jean-Baptiste, 573
Masson, Vanessa, 483
Mathelier, Anthony, 193, 200, 269
Mathieu, Alexandre, 306
Mathieu, Charly, 172
Matias, Catherine, 18
Maumus, Florian, 246
Maupetit, Julien, 523
Mauri, Théo, 438
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Néron, Bertrand, 101, 351, 564
Nabuco Leva Ferreira de Freitas, José Américo,
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Touré, Vasundra, 263, 404
Tournayre, Jérémy, 105
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