
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 

 



 

PÓSTERS.  
1º Congreso Sociedad Española de Bioinformática 

y biología computacional 
 
 
C-0025 SINGLE-CELL ISOTOPIC LABELING AND METABOLIC MODELING REVEAL SUB-CLUSTERING AND NUTRIENT 
EXCHANGE IN AN ISOGENIC CYANOBACTERIAL POPULATION 
Arián Ferrero Fernández; Paula Prondzinsky; Daniele De Martino; Andrea De Martino; Shawn McGlynn 

C-0030 IDENTIFICATION OF NEW RISK GENES IN SEPSIS-INDUCED ACUTE RESPIRATORY DISTRESS SYNDROME 
USING A WHOLE EXOME-BASED APPROACH 
Eva Tosco Herrera; Luis A. Rubio-Rodríguez; Adrián Muñoz-Barrera; David Jáspez; Eva Suarez-Pajes; Almudena 
Corrales; Aitana Alonso-Gonzalez; Miryam Prieto-González; Aurelio Rodríguez-Pérez; Demetrio Carriedo; Jesús 
Blanco; Alfonso Ambrós; Leonardo Lorente; María M. Martín; Jordi Solé-Violán; Carlos Rodríguez-Gallego; Elena 
González-Higueras; Elena Espinosa; Arturo Muriel-Bombin; David Domínguez; Abelardo García de Lorenzo; José M. 
Añon; Marina Soro; Jose M. Lorenzo-Salazar; Rafaela González-Montelongo; Jesús Villar; Carlos Flores;   
C-0036 APLICACIÓN DE LA INTELIGENCIA ARTIFICIAL EN LA SELECCIÓN DE GAMETOS 
Verónica Flores Muñoz;  

C-0037 IMPLEMENTING A QUALITY MANAGEMENT SYSTEM IN A COMPUTATIONAL IMMUNOLOGY RESEARCH LAB 
Susanna Márquez Gargallo; Steven H. Kleinstein; Salva Ardid;  

C-0038 TRANSCRIPTOMA Y EPITRASCRIPTOMA MEDIANTE NANOPOROS DEL DESARROLLO HEPÁTICO BASADO EN 
IPSC HUMANAS 
Pedro Garrido Rodríguez; María Llamas López; María Eugenia Chollet Dugarte; José Padilla Ruiz; Esther Navarro 
Manzano; Rosa Cifuentes Riquelme; Juan José Rojo Carrillo; Vicente Vicente; María Luisa Lozano; Sean Harrison; 
Gareth Sulliven; Javier Corral; Gerben Menschaert; Belén de la Morena Barrio;   
C-0039 ESTABLISHMENT OF CONTINUOUS REFERENCE INTERVALS FOR CEREBROSPINAL FLUID HOMOVANILLIC 
AND 5-HYDROXYINDOLEACETIC ACIDS IN A LARGE PEDIATRIC POPULATION 
Helena Rodríguez González; Aida Ormazabal; Mercedes Casado; Angela Y. Arias; Clara Oliva; Maria Barranco-
Altirriba; Ricard Casadevall; Francesc García-Cuyas; Andrés Nascimento; Carlos Ortez; Daniel Natera-de-Benito; 
Thais Armangué; Maria M. O'Callaghan; Natalia Juliá-Palacios; Alejandra Darling; Juan Darío Ortigoza-Escobar; 
Carme Fons; Angels García-Cazorla; Alexandre Perera-Lluna; Rafael Artuch;   
C-0040 DETECTION OF METAGENOMIC FUNCTIONAL ENZYME VARIANTS OF BIOTECHNOLOGICAL AND 
ECOLOGICAL INTEREST THROUGH PHYLOGENOMICS 
Jacob González Isa González Isa; Carlos Pérez Cantalapiedra; Jordi Burguet Castell; Jaime Huerta Cepas;  

C-0044 BREAKING DATA SILOS: ESTABLISHING A FEDERATED NETWORK FOR GENOMIC VARIANTS ACROSS 
HOSPITALS 
José Luis Villanueva Cañas; Guerau Fernandez; Joe Kane; Alejandro Moles-Fernández; Manuel Rueda; Marc Pybus; 
Cinthia Aguilera Román; Ania Alay; Celia Badenas Orquin; Nidia Barco-Armengol; Ignacio Blanco; Natalia Blay; 
Elisabeth Castellanos; Rafael de Cid; David Cordero; Eduardo Delgado De la Iglesia; Anna Esteve Garcia; Laura Gort 
Mas; Jordi Leno-Colorado; Oriol Lopez-Doriga; Irene Madrigal Bajo; Gemma Milla Martin; Aina Montalbán Casafont; 
Josep Oriola Ambròs; Miriam Potrony Mateu; Jordi Rambla; Laia  Rodriguez-Revenga; Arnau Soler Costa; Nino 
Spataro; Eudald Tejero; Xavier Solé Acha; Babita Singh; Eva González Roca; Laureen Fromont; Ariadna Padró Miquel; 
Elena Garcia-Arumi; Benjamin Rodriguez-Santiago; Delia Yubero;   



 

C-0046 AUTOMATED GENE ONTOLOGY PROTEOME ANNOTATION USING PRE-TRAINED NEURAL NETWORKS 
Laura Kamenetzky ; Álvaro López Malizia; Kevin Calupiña; Ines Sananez; Lucas Maldonado; Nahili Giorello; Mark 
Blaxter; Gisela Franchini;   
C-0049 INFRAESTRUCTURA DE LA MEDICINA DE PRECISIÓN ASOCIADA A LA CIENCIA Y LA TECNOLOGÍA EN 
MEDICINA GENÓMICA (IMPACT)-GENOMICS; EXPERIENCE FROM NASERTIC-NAVARRABIOMED IMPACT 
SEQUENCING NODE. 
Ibai Goicoechea Oroz; Igor Ruiz de los Mozos; Sergio Galera; Enric Vercher; Maria Luisa Mansego; Oihane Erice; 
Leyre Huarte; Silvia Esteban; Raúl Tonda; Davide Piscia; Sergi Beltran; Jorge Amigo; Fernando Alvira; Ángel Alonso; 
Gonzalo R Ordoñez;   
C-0050 METREF, AN AUTO-UPDATABLE WEB APP FOR REFERENCE / REPRESENTATIVE GENOMES AND THEIR 
COMPLEXITY METRICS 
Pablo Román-Escrivá; Wladimiro Díaz-Villanueva; Vicente Arnau; Andrés Moya;   
C-0052 MUTATIONAL LOAD OF SOMATIC VARIANTS IN AUTOINFLAMMATORY DISEASES-ASSOCIATED GENES 
Jaume Reig Palou; Juan Ignacio Aróstegui; Ferran Casals;   

C-0054 IMPROVING GENOMIC PREDICTION OF AMR IN K. PNEUMONIAE USING MACHINE LEARNING 
Jordi Sevilla Fortuny; Fernando González Candelas; Neris García González;   

C-0057 MAPPING THE DETECTABLE METABOLIC SPACE OF BIO-BASED PRODUCTION USING THE DETSPACE 
SERVER 
Hèctor Martín; Ricardo Marín Bautista; Pablo Carbonell;   
C-0063 DECIPHERING SEX-BASED DIFFERENCES IN ALCOHOL USE DISORDER FROM PLASMA EXTRACELLULAR 
VESICLE CONTENT USING DIFFERENT OMICS 
Carla Perpiñá Clérigues; Susana Mellado Valero; Cristina Galiana-Roselló; María Pascual Mora; Francisco García-
García;   
C-0065 SPATIAL TRANSCRIPTOMICS UNVEILS NOVEL POTENTIAL DISEASE MECHANISMS ASSOCIATED WITH THE 
BONE MARROW MICROENVIRONMENT IN MULTIPLE MYELOMA 
Laura Sudupe; Emma Muiños-Lopez; Ana Rosa López Pérez; Amaia Vilas-Zornoza; Sarai Sarvide; Purificacion 
Ripalda-Cemborain; Paula Aguirre-Ruiz; Patxi San Martin-Uriz; Marta Larrayoz; Laura Alvarez-Gigli; Marta Abengozar-
Muela; Itziar Cenzano; Miguel Cócera; Javier Ruiz; Ignacio Sancho; Azari Bantan; Aleksandra Kurowska; Jin Ye; 
Vincenzo Lagani; Bruno Paiva; Phillip Newton; Jesper Tegner; Borja Saez; Jose Angel Martinez-Climent; Isabel A. 
Calvo; David Gomez-Cabrero; Felipe Prosper;   
C-0066 CHARACTERIZATION OF HEMATOPOIETIC STEM CELL SUBTYPES THROUGH SINGLE CELL MULTI-OMIC 
ANALYSIS REVEALS INSIGHTS INTO CELLULAR HETEROGENEITY 
Daniel Mouzo Calzadilla; Asier Ortega-Legarreta; Ana Rosa López-Pérez; Rubén Gil-Bescos; Núria Planell; Patxi San 
Martin-Uriz; Patricia Jauregui; Jose Rifon; Vincenzo Lagani; Robert Lehmann; Paula Río; Jesper Tegnér; Juan Roberto 
Rodríguez-Madoz; Felipe Prósper; David Gómez-Cabrero;   
C-0067 GENESETCLUSTER 2.0: AN UPGRADED COMPREHENSIVE TOOLSET FOR SUMMARIZING AND INTEGRATING 
GENE-SETS ANALYSIS 
Asier Ortega-Legarreta; Alberto Maillo; Daniel Mouzo; Ana Rosa López-Pérez; Lara Kular; Majid Pahlevan Kahki; 
Jesper Tegner; Maja Jagodic; Ewoud Ewing; David Gomez-Cabrero;   
C-0069 SPATIALLY-RESOLVED MULTISCALE MODELS SHED LIGHT INTO PERSONALIZED DRUG TREATMENTS 
Alejandro Madrid Valiente; Arnau Montagud Aquino; Alfonso Valencia Herrera;   

C-0070 FUNCTIONAL INVOLVEMENT OF OVER-EXPRESSED GENES IN PULP TISSUE FROM PATIENTS WITH 
IRREVERSIBLE PULPITIS THROUGH BIOINFORMATIC ANALYSIS 
José Olivio Castellón De la Torre; Evelyn Landeros Villalpando; María del Carmen Leal Moya; Napoleón González 
Silva; Juan Manuel Guzmán Flores; Edgar Iván López Pulido;  

C-0071 SECUENCIACIÓN NGS EN PACIENTES CON TRASTORNOS DEL NEURODESARROLLO 
Nino Spataro ;  



 

C-0073 ALTERNATIVE SPLICING AS A GENE CONTROL MECHANISM IN SCHWANN CELL FUNCTIONS 
Cristina Riobello Suárez; Paula Ayuso García; Sergio Velasco Avilés; Jorge Cañas Martín; Pedro Ferreiro Rego; Eva 
María Esquinas Román; Luis Pedro Íñiguez; Manuel Irimia; Juan Valcárcel; Marta Varela Rey; Ashwin Woodhoo;  

C-0076 EMPIRICAL SUBSTITUTION OF PROTEIN EVOLUTION: CLASSIFICATION, RELATIONSHIPS AND DATABASE 
Roberto Del Amparo Temporao;  

C-0077 DECIPHERING THE TRANSCRIPTOMIC CHANGES INDUCED BY THE PROBIOTIC BPL1 IN CAENORHABDITIS 
ELEGANS 
Paola Corbín-Agustí; Miguel Ponce-de-Leon; Ferrán Balaguer; Miren Maicas; Patricia Martorell; Carmen Solaz-Fuster; 
Juan F. Martinez-Blanch; Alfonso Valencia; Juli Peretó; Daniel Ramón;   
C-0078 PHYSIOPATHOGENIC ANALYSIS OF FETAL ACIDOSIS BY UNSUPERVISED MACHINE LEARNING EVALUATION 
OF CORD BLOOD ACID-BASE BALANCE PARAMETERS 
LUIS MARIA LOPEZ GARCIA; ELENA CARRILLO MARINAS; DAVID GARCERAN HERRAIZ; ESTER LOPEZ DEL CERRO; 
ISABEL MOSCARDO CHAFER ; MAR GIMENO VICENTE; MARTA VALIENTE ALBERO; MARIA RIBES MONZO; ANTONIO 
VICENTE ANTOLI FRANCES;   
C-0080 MULTI-OMICS DATA INTEGRATION REVEALS DISTINCT METABOLIC SUBTYPES OF COLORECTAL CANCER 
David López Blanco; Silva Marin; Carles Foguet; Miriam Tarrado-Castellarnau; Berta Bori-Bru; Josep Centelles; Sergio 
Madurga; Marta Cascante;   
C-0081 ASSESSMENT OF BIOINFORMATIC TOOLS FOR DE NOVO ASSEMBLY OF HUMAN WHOLE GENOMES USING 
NANOPORE SEQUENCING TECHNOLOGIES 
Adrián Muñoz-Barrera; Luis A. Rubio-Rodríguez; David Jáspez; Almudena Corrales; Itahisa Marcelino-Rodriguez; José 
M. Lorenzo-Salazar; Rafaela González-Montelongo; Carlos Flores;  

C-0083 INTEGRATING MULTI-OMICS DATA INTO GENOME-SCALE METABOLIC MODELS IDENTIFIES UNIQUE 
METABOLIC VULNERABILITIES LINKED TO THE CHEMORESISTANCE OF FOLFOX CHEMOTHERAPY IN COLORECTAL 
CANCER 
Marta Cascante Serratosa; David López-Blanco; Sergio Madurga; Berta Bori-Bru; Raul Pérez-León; Miriam Tarrado-
Castellarnau; Francesc Mas; Pedro de Atauri; Silvia Marin;   
C-0084 A SINGLE CELL TRANSCRIPTOMICS META ANALYSIS REVEALS SEX-SPECIFIC PHENOTYPES IN MAIN BRAIN 
CELL TYPES IN PARKINSON'S DISEASE. 
Fernando Gordillo-González; Irene Soler-Sáez; Borja Gómez-Cabañales; Hector Carceller; Cristina Galiana-Roselló; 
Marta R. Hidalgo; Francisco García-García;  

C-0087 GENNIUS: AN ULTRAFAST DRUG–TARGET INTERACTION INFERENCE METHOD BASED ON GRAPH NEURAL 
NETWORKS 
Uxía Veleiro; Jesus de la Fuente ; Guillermo Serrano; Marija Pizurica; Mikel Casals; Antonio Pineda-Lucena; Silve 
Vicent; Idoia Ochoa; Olivier Gevaert; Mikel Hernaez;   
C-0090 AUTOMATED ASSESSMENT OF SARS-COV-2 INTRA-PATIENT DATASETS WITH VIPERA (VIRAL INTRA-PATIENT 
EVOLUTION REPORTING AND ANALYSIS) 
Miguel Álvarez Herrera; Jordi Sevilla; Paula Ruiz-Rodriguez; Andrea Vergara; Jordi Vila; Pablo Cano-Jiménez; 
Fernando González-Candelas; Iñaki Comas; Mireia Coscollá;  

C-0092 TRAJECTORY INFERENCE AND TRANSCRIPTIONAL REGULATORS OF T CELL RESPONSE UPON 
IMMUNOTHERAPY IN NON-MELANOMA SKIN CANCER 
Roger Casals Franch; Jordi Villà-Freixa ; Lara Nonell Mazelon; Adrián López García de Lomana;  

C-0095 UNA APROXIMACIÓN TRANSCRIPTÓMICA PARA LA SELECCIÓN EMBRIONARIA TRAS EL DIAGNÓSTICO 
GENÉTICO PREIMPLANTACIONAL PARA ANEUPLOIDÍAS 
David Ortega-Jaén; Amparo Mifsud; María Luisa Pardiñas; Ángel Martín; Julia Gil; María José de los Santos;  



 

C-0101 LEVERAGING CONSENSUS: A NOVEL APPROACH TO MOLECULAR DOCKING FOR IMPROVED ENRICHMENT 
OF ACTIVE COMPOUNDS 
Jochem Nelen ; Miguel Carmena-Bargueño; Carlos Martínez-Cortés; Alejandro Rodríguez-Martínez; José Manuel 
Villalgordo-Soto; Horacio Pérez-Sánchez;   
C-0102 OPTIMIZING GROMACS MOLECULAR DYNAMICS SIMULATIONS WITH ASGARD’S AUTOMATED ANALYSIS 
Alejandro Rodríguez Martínez; Jochem Nelen; Miguel Carmena Bargueño; Carlos Martínez Cortés; Irene Luque ; 
Horacio Pérez Sánchez;   
C-0103 UNVEILING SHARED TRANSCRIPTOMIC PROFILES OF MELANOMA BRAIN METASTASES AND THE 
NEURODEGENERATIVE DISORDERS ALZHEIMER’S, PARKINSON’S AND MULTIPLE SCLEROSIS 
Irene Soler Sáez; Alcida Karz; Marta R. Hidalgo; Borja Gómez-Cabañes; Adolfo López-Cerdán; José F. Català-Senent; 
María de la Iglesia-Vayá; Eva Hernando; Francisco García-García;  

C-0104 TARGETING METABOLIC VULNERABILITIES IN COLORECTAL CANCER: INSIGHTS FROM IMMUNE-
METABOLIC CLASSIFICATION 
Sergio Madurga Díez; Silvia Marín; Francesc Mas; Joan Maurel; Marta Cascante;   
C-0105 TOLEDO: ENHANCING MD SIMULATION OUTCOMES IN DRUG DISCOVERY 
Miguel Carmena Bargueño; Carlos Martínez-Cortés; Antonio Jesús Banegas-Luna; Horacio Pérez-Sánchez;  

 
C-0106 UNA APROXIMACIÓN A LA BIOLOGÍA DE SISTEMAS MEDIANTE COMPUTACIÓN CON MEMBRANAS 
Aya Alsayed; Raquel Ceprián; Ahmed Hafez; Vicente Arnau; Carlos Llorens; Jose M. Sempere Luna;   
C-0108 CAN THE WEIRDEST AMPHIBIANS SAVE US? DIVERSITY AND MOLECULAR EVOLUTION OF ANTIMICROBIAL 
PEPTIDES IN CAECILIANS. 
Mario Benítez Prián; Héctor Lorente-Martínez ; Ainhoa Agorreta; David J. Gower; Mark Wilkinson; Kim Roelants; Diego 
San Mauro ;   
C-0109 TREEPROFILER: A COMMAND-LINE TOOL FOR COMPUTING AND VISUALIZING PHYLOGENETIC PROFILES 
AGAINST LARGE TREES 
Ziqi Deng ; Ana Hernández Plaza; Jaime Huerta Cepas  
C-0121 APRENDIZAJE PROFUNDO EXPLICABLE PARA LA PREDICCIÓN DE FENOTIPOS DE MUESTRAS EN DATOS DE 
SCRNA-SEQ 
Jordi Martorell-Marugán; Raúl López-Domínguez; Juan Antonio Villatoro-García; Daniel Toro-Domínguez; Marco 
Chierici; Giuseppe Jurman; Pedro Carmona-Sáez;   
C-0122 CHARACTERIZING THE TRANSCRIPTOMIC AND EPIGENETIC LANDSCAPE OF MULTIPLE MYELOMA DURING 
DISEASE TRANSITION 
Raghad Shuwaikan;   
C-0123 INTEGRATION OF OMICS DATA TO IMPROVE PROTEIN ANNOTATION IN NON-MODEL ORGANISMS: A FOCUS 
ON NEMATODES 
Ines Sananez; Kevin Calupiña; Lucas Maldonado; Nahili Giorello; Gisela Franchini; Laura Kamenetzky 
C-0124 MITOCHONDRIAL GENOME ASSEMBLE OF A GIANT KIDNEY NEMATODE USING A GENOME SKIMMING 
STRATEGY 
Natalia Macchiaroli; Agustin Baricalla; Lucas Arce; Gisela Franchini; Laura Kamenetzky  
C-0131 “COMPARATIVE ASSESSMENT OF WHOLE EXOME SEQUENCING AND OPTICAL GENOME MAPPING 
TECHNOLOGIES FOR STRUCTURAL AND COPY NUMBER VARIANT DETECTION IN PEDIATRIC ACUTE 
LYMPHOBLASTIC LEUKEMIA INCLUDING TRANSLOCATIONS” 
Marta Portasany Rodríguez; Elena García Sánchez; María Ivanova; Ana Gomez; Gonzalo Soria-Alcaide; Jaanam 
Lalchandani; África González; Ana Casado-García; Belén Ruíz Corzo; Ana Castillo; Lorea Abad; Ana Chamorro; 
Blanca Herrero; Mª Isabel Buedo Rubio; Verónica Fernández; Antonio Molinés; José Manuel Vagace ; Marta Villa; 
Marina García Morín; Isidro Sánchez García; Manuel Ramírez Orellana; Jorge García;   
C-0133 UNCOVERING FUNCTIONAL LNCRNAS BY SCRNA-SEQ WITH ELATUS 
Enrique Goñi Echeverria; Aina Maria Mas; Amaya Abad; Marta Santisteban; Puri Fortes; Maite Huarte; Mikel Hernaez;  



 

C-0134 UNRAVELING THE PHYLOGENETIC SIGNAL OF GENE EXPRESSION FROM SINGLE-CELL RNA-SEQ DATA 
Joao Miguel Fernandes Alves; Laura Tomás; David Posada;  

C-0135 A FUNCTIONAL CAR-T CELL ATLAS TO UNRAVEL THE REGULATORY MECHANISMS OF CAR-T CELLS 
Sergio Cámara Peña; Maria E. Calleja-Cervantes; Paula Rodriguez-Marquez; Lorea Jordana-Urriza; Nir Yosef; Idoia 
Ochoa; Felipe Prosper; Juan R. Rodriguez-Madoz; Mikel Hernaez 

C-0140 NEOAINT: INNOVATIVE TOOL FOR RNA-SEQ-BASED NEOANTIGEN IDENTIFICATION 
Carlos Pérez Míguez; Adrián Mosquera Orgueira;  

C-0144 GENOMIC DYNAMICS: EXPLORING THE INTERRELATIONSHIP OF GERMLINE DNA REPAIR VARIANTS AND 
SOMATIC STRUCTURAL ALTERATIONS IN PEDIATRIC ACUTE LYMPHOBLASTIC LEUKEMIA 
Jorge García Martínez; Elena Garcia Sanchez; María Ivanova; Marta Portasany ; Jaanam Lalchandani; África González 
Murillo; Ana Casado- García; Ana Gómez; Ana Castillo; Lorea Abad; Blanca Herrero; Antonio Molinés; José Manuel 
Vagace; Marta Villa; Marina García Morín; Luís Madero; Isidro Sánchez García; Manuel Ramírez Orellana;  

C-0145 INSIGHTS INTO PLANT ADAPTATION TO STRESS: A MULTIOMIC PERSPECTIVE. 
Marta Núñez-Salvador; Antonio González-Sánchez; Julia Corell-Sierra; Pascual Villalba-Bermell; Gustavo Gómez;  

C-0149 BEYOND BACTERIA: INVESTIGATING THE EUKARYOTIC COMMUNITY IN THE GUT OF NON-HUMAN PRIMATES 
Laia Domingo-Costa; Samuel Piquer-Esteban; Enrique Roig-Tormo; Wladimiro Diaz-Villanueva; Vicente Arnau; 
Andrés Moya;   
C-0150 A BIOINFORMATIC PIPELINE FOR THE IDENTIFICATION OF SNVS AND CNVS IN CIRCULATING TUMOR CELL 
CLUSTERS 
Nair Varela-Rouco; Nuria Estévez-Gómez; Cristóbal Fernández-Santiago; Laura Tomás; José Antonio Trillo; Pilar 
Alvariño; João M Alves; Roberto Piñeiro; David Posada;   
C-0155 ALTERNATIVE SPLICING VARIABILITY BETWEEN HUMAN POPULATIONS AT SINGLE-CELL RESOLUTION 
Rubén Chazarra Gil;  

C-0157 DATOS-CAT: METHODOLOGIES FOR THE STANDARDIZATION, INTEGRATION AND ANALYSIS OF 
POPULATION-BASED BIOMEDICAL COHORT GCAT 
Aikaterini Lymperidou ; Judith Martinez-Gonzalez ; Alberto Labarga; Rafael de Cid; Ramon Mateo-Navarro; Guillem 
Bracons Cucó;  
  
C-0167 HTGANALYZER: NEW TOOL FOR QC AND ANALYSIS FOR HTG TRANSCRIPTOME PANEL 
Laia Diez Ahijado; Aarón Marcén del Rincón; Lorena Marimon; Núria Peñuelas; Jaume Ordi; Natalia Rakislova; Robert 
Albero Gallego;   
C-0171 COMPUTATIONAL EXPLORATION OF PPARΑ AGONISTS: INTEGRATING LIGAND- AND STRUCTURE-BASED 
MODELING FOR TARGETED DRUG DISCOVERY 
Laureano E. Carpio ; Rita Ortega-Vallbona; David Talavera-Cortés; Addel Goya-Jorge; Eva Serrano-Candelas; Rafael 
Gozalbes;   
C-0178 MORE THAN SAPIENS: LARGE-SCALE EXAMINATION OF THE PROKARYOTIC COMMON PRIMATE GUT 
MICROBIOME 
Samuel Piquer-Esteban; Laia Domingo-Costa; Enrique Roig-Tormo; Vicente Arnau; Wladimiro Diaz-Villanueva; 
Andrés Moya;   
C-0179 PREDICTING THE SENSITIVITY OF AMPHIBIAN AND REPTILE SPECIES TO ANTICOAGULANT RODENTICIDES 
Noelia Marín Prat; David Hernández-Moreno; Azucena Bermejo-Nogales;  

C-0185 PDACONSENSUS™: A CONSENSUS MOLECULAR CLASSIFIER FOR PANCREATIC DUCTAL 
ADENOCARCINOMA 
Pablo Villoslada-Blanco ; Lola Alonso; Sergio Sabroso-Lasa; Miguel Maquedano; Evangelina López de Maturana; 
Núria Malats  



 

C-0186 SEMANTICCRF: A SEMANTICALLY-ENHANCED PLATFORM FOR CLINICAL RESEARCH ON RARE DISEASES 
María Antonia Parreño González; Maria del Carmen Legaz García; Fernando Pérez Sanz; Álvaro Hernández Vicente; 
Pablo Sánchez-Luengo Ruiz-Séiquer; Teresa Rubio Martínez-Abarca; Angel Esteban Gil;  

C-0187 OPTIMIZACIÓN DE DETECCIÓN DE ISOFORMAS DE SPLICING MEDIANTE SECUENCIACIÓN POR LECTURAS 
LARGAS 
Marina Luz Ingravidi ; Ianina, Ferder; Liliana, Dain; Laura Kamenetzky  
C-0189 WRITING "DON QUIXOTE" IN DNA: WILL BACTERIAL PLASMIDS BE THE PENDRIVES OF THE FUTURE? 
STUDYING THE POTENTIAL OF DNA AS A DATA STORAGE UNIT 
Rafael Lahoz Beltra; Julio Gil Garcia; Covadonga Vázquez Estevez, Aurora Belén Patiño Alvarez, Jessica Gil Serna; 
Pilar López González-Nieto, Gonzalo Montero Albacete, Sofia Bravo Moreno, Álvaro Rafael Peregrina Alonso, José 
María Codesido Castellano;   
C-0190 CONFORMATIONAL AND ACTIVITY FREE ENERGY SIMULATIONS OF GLUTATHIONE PEROXIDASE 6 (GPX6) 
HOMOLOGS 
Nayanika Das ;   
C-0192 SINGLE-CELL RNA-SEQ ANALYSIS REVEALS SEX AND CELL TYPE-SPECIFIC TRANSCRIPTIONAL RESPONSES 
IN ALZHEIMER’S DISEASE 
Borja Gómez Cabañes; Irene Soler-Sáez; Fernando Gordillo González; Héctor Carceller; Marta R. Hidalgo; Francisco 
García-García;   
C-0193 A SPINAL CORD INJURY TIME AND SEVERITY CONSENSUS TRANSCRIPTOMIC REFERENCE SUITE IN RAT 
REVEALS TRANSLATIONALLY-RELEVANT BIOMARKER GENES 
Rubén Grillo-Risco; Marta R. Hidalgo; Beatriz Martínez-Rojas; Victoria Moreno-Manzano; Francisco García-García;  

C-0194 MEASUREMENT OF GENOMIC COMPLEXITY IN EUKARYA. 
Nuria De Frutos Andicoechea; Pablo Román-Escrivá; Vicente Arnau ; Wladimiro Díaz-Villanueva ; Andrés Moya ;  

C-0196 COMPARATIVE ANALYSIS OF CLASSICAL AND DEEP SURVIVAL ANALYSIS METHODS FOR PREDICTING 
HOSPITALISATION AND EXITUS RISKS IN COPD PATIENTS FROM CATALONIA (SPAIN) 
Enrico Manzini; Alexandre Perera Lluna;  

C-0198 GLIOBLASTOMA MOLECULAR BIOMARKER DISCOVERY THROUGH VARIANT CALLING ANALYSIS AND 
CIRCULAR DNA PROFILING 
Patricia Fernández-Moreno; Daniela Gerovska; Marcos J. Araúzo-Bravo;   
C-0199 ESTUDIO ESTRUCTURAL DE UNA RETROTRANSCRIPTASA MUTANTE PARA LEER MOLDES DE ÁCIDOS 
NUCLEICOS METILADOS 
Lucas Mateos Pinilla; Jesús Mendieta Gómez;   
C-0200 BACTERIAL ADHESINS IMPLICATED IN ROOT AND GUT ATTACHMENT 
Gerardo Mejia Vazquez; Andrés Moya; Luis D. Alcaraz;  

C-0202 INTEGRATIVE MULTI-OMICS ANALYSIS FOR PATIENT CLASSIFICATION AND BIOMARKER DISCOVERY USING 
GRAPH NEURAL NETWORKS 
Alberto Labarga Gutierrez; Judith Martinez-Gonzalez;   
C-0203 DEVELOPMENT OF A GA4GH BEACON FOR STRUCTURED CLINICAL DATA DISCOVERY USING THE 
OBSERVATIONAL MEDICAL OUTCOMES PARTNERSHIP COMMON DATA MODEL (OMOP-CDM) 
Alberto Labarga Gutierrez; Judith Martinez-Gonzalez;  

C-0204 STRUCTURAL MODELING AND VALIDATION OF LEPTIN AND METRELEPTIN BINDING TO LEPTIN RECEPTOR 
Paula Gómez-Plana; Javier Klett; Sara Herráiz-Gil;   



 

C-0207 SINGLE-CELL CHARACTERIZATION OF MURINE NEURONAL SUBPOPULATIONS IN THE DEVELOPING 
CEREBELLAR NUCLEI 
Ángeles Arzalluz Luque; Raquel Murcia-Ramón; Juan Antonio Moreno-Bravo;   
C-0208 UNRAVELING ATHLETIC PERFORMANCE: TRANSCRIPTOMICS AND EXTERNAL LOAD MONITORING IN 
HANDBALL COMPETITION 
Pol Ezquerra Condeminas; Milos Mallol; Roger Font; Victor Tremps; Jose Antonio Gutiérrez; Gil Rodas; Alexandre 
Perera Lluna; José Manuel Soria;   
C-0209 NEURONAL FATE DETERMINANTS SHOW DISTINCTIVE EXPRESSION FEATURES THAT ARE CONSERVED 
ACROSS EVOLUTIONARY DIVERGENT SPECIES 
Antonio Jordán Pla; Adrián Tarazona Sánchez; Nuria Flames;  

C-0213 UTILIZACIÓN DE TÉCNICAS DE MACHINE LEARNING PARA LA PREDICCIÓN DEL ESTADIO DE LA 
FERROPENIA A PARTIR DE VALORES DEL HEMOGRAMA EN PACIENTES PEDIÁTRICOS CON MICROCITOSIS 
Andrea Carolina Atúncar Huamán; Romina Astrid Rebrij; Ana de la Cruz Benito; José Antonio del Campo Morillo; 
Adrián Hernández Jiménez; Julián Sevilla Navarro; Ana Isabel Quinteiro García;  

C-0214 AN INTERPRETABLE AND ADAPTIVE AUTOENCODER FOR EFFICIENT TISSUE DECONVOLUTION 
Jesus de la Fuente; Naroa Legarra Marcos; Guillermo Serrano; Irene Marín-Goñi; Aintzane Diaz-Mazkiaran; Markel 
Benito Sendin; Ana García Osta; Krishna R. Kalari; Carlos Fernandez-Granda; Idoia Ochoa; Mikel Hernaez;  

C-0216 FROM DIVERSE SCANS TO GENERALIZATION: AN APPROACH FOR ROBUST ABDOMINAL ORGAN 
SEGMENTATION 
Nicolás Álvarez Llopis;   
C-0218 IMPACT VUSCAN: DISENTANGLING VARIANTS OF UNCERTAIN SIGNIFICANCE IN HEREDITARY CANCER 
THROUGH GENOMIC AND FUNCTIONAL APPROACHES 
Edurne Urrutia Lafuente; Dido Carrero; On behalf of all VUSCan members;  

C-0227 BIOCOMPUTATIONAL ANALYSIS OF METABARCODING EXPERIMENTS FROM ENVIRONMENTAL SAMPLES: 
IMPORTANCE OF AN ADEQUATE AMPLICON CHOICE AND SPECIFIC CURATED DATABASES. 
María Santos Galindo; Iván Lorca; Olga Nicolás; Paula Martínez; Iván Afonso; Begoña Aguado; Sandra González-de la 
Fuente;   
C-0228 IRIS-EDIH: DRIVING DIGITAL TRANSFORMATION AND INNOVATION IN NAVARRA IN PERSONALISED AND 
PRECISION MEDICINE 
Estefania Huergo Iglesias; on behalf of all IRIS EDIH - Personalised and Precision Medicine members;   
C-0229 COXMOS: A NEW TOOL FOR SURVIVAL ANALYSIS ON OMICS AND MULTI-OMICS DATA 
Pedro Salguero ;  

C-0233 GENOME-WIDE AND PAN-PROTEOME ANALYSIS IN HUMAN BIFIDOBACTERIA 
Aida Vaquero Rey; Antonio Bahilo-Gómez; Alfonso Benítez-Páez;  

C-0234 PATRONES DE MULTIMORBILIDAD Y HOSPITALIZACIÓN EN PACIENTES CON COVID-19 MAYORES DE 65 
AÑOS EN LAS DOS PRIMERAS OLAS DE LA PANDEMIA 
Cristina Muntañola Valero; Juan Antonio López Rodríguez; Antonio Díaz Holgado; Juan Carlos Gil Moreno; Jesús 
Martín Fernández; Isabel del Cura González; Grupo IMPROTRAC-COVID;  

C-0235 PROTEOMICS IDENTIFICATION WORKFLOW IN R 
Gorka Prieto; Nerea Osinalde; Pedro Navarro; Jesús Vázquez;  

C-0236 IMPLEMENTATION OF A CUSTOM PIPELINE TO IDENTIFY AND CHARACTERIZE PLANT LONG NON-CODING 
RNAS 
Pascual Villalba-Bermell; Joan Marquez-Molins; Gustavo Gomez;   



 

C-0237 MONKEYPOX VIRUS GENOMIC ACCORDION STRATEGIES 
Sara Monzón Fernández; Sarai Varona; Anabel Negredo; Santiago Vidal-Freire; Juan Angel Patiño-Galindo; Susana 
Guerra; Adolfo García-Sastre; Isabel Cuesta; Maripaz P. Sánchez-Seco; Gustavo Palacios;  

C-0242 GLOBAL ANALYSIS OF STRESS RESPONSE MEDIATED BY MIRNAS IN PLANTS 
Antonio González-Sánchez; Julia Corell-Sierra; Marta Núñez-Salvador; Gustavo Gómez;  

C-0244 THE BULKECEXPLORER COMPILES ENDOTHELIAL BULK TRANSCRIPTOMES TO PREDICT FUNCTIONAL 
VERSUS LEAKY TRANSCRIPTION 
James T. Brash; Guillermo Diez-Pinel; Chiara Colletto; Luca Rinaldi; Raphael F. P. Castellan; Alessandro Fantin; 
Christiana Ruhrberg;   
C-0245 MINING THE STRESS RESPONSE: A BIOINFORMATIC EXPLORATION OF TSRNA EXPRESSION IN PLANTS 
USING MULTI-SOURCE SEQUENCING DATA 
Julia Corell Sierra; Antonio González-Sánchez; Gustavo Gómez; 

C-0246 ANNOTATION OF FUNCTIONAL INFORMATION IN ORGANISMS USING PROTEIN LANGUAGE MODELS. 
Gemma I Martinez-Redondo; Idelfonso Cases; Rosa Fernandez; Ana Rojas Mendoza;  

C-0247 STUDY OF THE HEART TRANSCRIPTOME DURING ZEBRAFISH DEVELOPMENT FROM PUBLIC RNA-SEQ DATA 
Aarón García Blázquez; Irene Soler Sáez; Juan Llopis; Francisco García-García; Beatriz Domingo;  

C-0248 DEVELOPING GUANIN: A NEW BIOINFORMATIC TOOL FOR GUI-DRIVEN ANALYSIS AND INTERACTIVE 
NORMALIZATION OF NANOSTRING DATA. 
Julián Montoto Louzao; Alberto Gómez-Carballa; Xabier Bello Paderne; Jacobo Pardo-Seco; Alba Camino-Mera; 
Sandra Viz-Lasheras; María J. Martín; Federico Martinón-Torres; Antonio Salas Ellacuriaga;  

C-0249 BIOINFORMATIC TOOL TO ACCELERATE THE GENETIC DIAGNOSIS OF INBORN ERRORS OF IMMUNITY 
PATIENTS 
Rebeca Perez de Diego;   
C-0251 INTERACTIVE APPLICATION FOR VISUALIZING METAGENETICS DATA USING R SHINY 
Natàlia Timoneda; Nagore Sampedro; Jordina Gordi; Laura Arin; Esther Garcés; Albert Reñé;  

C-0252 PAN-CANCER STUDY OF GENOMIC ALTERATIONS DETERMINING THE ORGAN-SPECIFICITY OF METASTATIC 
TUMORS 
Eduardo Candeal Nuñez; Andrea Moreno-Manuel; Paula Martín; Rebeca Sanz;   
C-0254 GLUCOSE PROFILES FOUND IN THE AI4FOOD COHORT AND THEIR RELATION WITH INDIVIDUAL AND 
DIETARY FACTORS 
Blanca Lacruz Pleguezuelos; Laura J. Marcos-Zambrano; Adrián Martín-Segura; Silvia Gallego Pozo; Jorge Haya; 
Marcos Izquierdo-Muñoz; Jose A. Lemke Flores; Guadalupe X. Bazán; Isabel Espinosa-Salinas; Sergio Romero-
Tapiador; Sofia Bosch-Pastor; Ruben Tolosana; Aythami Morales; Enrique Carrillo de Santa Pau;   
C-0256 BIOCOMPUTATIONAL ANALYSIS (SABIO) CORE FACILITY AT THE CBM SEVERO OCHOA: PERSONALIZED 
INTEGRATIVE ANALYSIS FOR COMPUTATIONAL INNOVATION 
Sandra González de la Fuente; Paula Martínez Garcia; Iván Lorca Alonso; Maria Santos Galindo; Begoña Aguado 
Orea;   
C-0257 FENCE DECOMPOSITION AND CHERRY COVERS IN PHYLOGENETIC NETWORKS 
Joan Carles Pons Mayol; Pau Vives López; Yukihiro Murakami; Leo van Iersel;  

C-0258 TRANSCRIPTIONAL RESPONSE OF SACCHAROMYCES CEREVISIAE DURING COMPETITIVE INTERACTION 
WITH S. KUDRIAVZEVII IN MIXED CULTURES 
Juan Carlos Torrat-Noves; Alba Contreras-Ruíz; Javier Alonso-del-Real; Miguel Morard; Eladio Barrio; Amparo Querol;  



 

C-0259 TGP1000: AN AUTOMATED AND COMPREHENSIVE PIPELINE FOR CANCER GENOME VARIANTS ANALYSIS. 
Miquel Castany; Leonardo Claudín; Aina Rodriguez; Patrick Blaney; Giancarlo Castellano;  

C-0260 INTRODUCTION AND EVOLUTION OF MTR MOSAIC GENES ASSOCIATED WITH AZITHROMYCIN-RESISTANT 
NEISSERIA GONORRHOEAE IN THE VALENCIAN REGION. 
Andrea Sánchez Serrano; Luis Andrés-Villar; Fernando González-Candelas ; Leonor Sánchez-Busó;  

C-0261 CONSTRUCCIÓN DE APLICACIONES INTERACTIVAS CON SHINY PARA EL ANÁLISIS Y VISUALIZACIÓN DE 
DATOS ÓMICOS Y CLÍNICOS 
Paula Martínez García;   
C-0265 UNCOILING VIRAL EVOLUTION: A COMPREHENSIVE ANALYSIS OF LARGE-SCALE DATA USING VIPERA 
(VIRAL INTRA-PATIENT EVOLUTION REPORTING AND ANALYSIS) 
Miguel Álvarez-Herrera; Alejandro Sanz-Carbonell; Fernando González-Candelas; Mireia Coscollá;  

C-0267 CLINBIONGS: AN INTEGRATED CLINICAL BIOINFORMATICS PIPELINE FOR THE ANALYSIS OF SOMATIC NGS 
CANCER PANELS 
Xavier Solé Acha; Raúl Marín; Ania Alay; Sara Hijazo-Pechero; Carla Montironi; Víctor Moreno; Ernest Nadal;   
C-0270 INTRODUCTION TO AN AI ALGORITHM FOR PATHOGENICITY ESTIMATION OF GENETIC VARIANTS AND ITS 
EVALUATION IN ATM CANCER PREDISPOSITION GENE 
Nooshin Bayat ; Raúl Valín; Laura Martínez Gomez; Ceres Fernández Rozadilla; Shuya Abe; Shin-ichiro Tago; Ana 
Fernández Montes; Jesús García Mata; Masaru Fuji; Serban Georgescu;  

C-0271 BIAS ANALYSIS FOR LONG-READS TRANSCRIPTOMICS MULTI-SAMPLE DATASETS 
Alejandro Paniagua de Pedro; Jorge Mestre-Tomás; Liudmyla Kondratova; Fabian Jetzinger; Stanley Cormack; 
Nathalia Vega; Sonia Tarazona; José Manuel Morante-Redolat; Isabel Fariñas; Luis Ferrández-Peral; Carolina Monzó; 
Ana Conesa;   
C-0272 LA INTEGRACIÓN DE DATOS DE REPERTORIO DE CÉLULAS T, CYTOF, GENOTIPADO Y SINTOMATOLOGÍA 
REVELA VARIABILIDAD SUBFENOTÍPICA EN PACIENTES CON COVID-19. 
Fernando Marín Benesiu; Lucia Chica-Redecillas; Sergio Cuenca-López; Carmen Entrala-Bernal; Maria Jesus 
Alvarez-Cubero; Luis Javier Martínez González;  

C-0276 VIRADESIGN: FACILITATING VIRAL GENOME SEQUENCING THROUGH CUSTOM PRIMERS 
Enrique Cabán Centeno; Álvaro Chiner-Oms;  

C-0280 DOSERIDER: A MULTI-OMICS APPROACH TO STUDY DOSE-RESPONSE RELATIONSHIPS AT THE PATHWAY 
LEVEL USING MIXED MODELS. 
Pablo Monfort-Lanzas; Johanna M. Gostner; Hubert Hackl;   
 
C-0281 NON-MODEL GENETIC VARIATION ANALYSIS WITH OMICSBOX: A GINKGO BILOBA USE CASE 
Enrique Presa Díez;   
C-0283 ROLE OF ALTERNATIVE SPLICING IN THE DEVELOPMENT OF LIVER FIBROSIS 
Eva María Esquinas Román; Cristina Riobello; Jorge Cañas Martín; Alberto Tinahones Ruano; Joan Blázquez Vicens; 
Luis Pedro Iñiguez; Juan Valcárcel; Manuel Irimia; Ashwin Woodhoo; Marta Varela Rey 

C-0284 END-TO-END SINGLE CELL DATA ANALYSIS IN OMICSBOX: INTEGRATED PLATFORM FOR DYNAMIC DATA 
ANALYSIS AND VISALIZATION. 
Marta Benegas Coll; Priyansh Srivastava; David Seide; Carlos Martínez Mira; Stefan Götz;   
C-0285 MOSIM: BULK AND SINGLE-CELL MULTI-LAYER REGULATORY NETWORK SIMULATOR 
Carolina Monzó ; Carlos Martínez-Mira; Ángeles Arzalluz-Luque; Ana Conesa; Sonia Tarazona;  



 

C-0287 AUTOMATION FOR FINDING SPECIES-SPECIFIC KMERS FOR PCR-CLAMPING 
Ivan Lorca Alonso; Sandra González de la Fuente; Begoña Aguado Orea; María Santos Galindo; Paula Martínez 
García;  
C-0288 RELECOV-PLATFORM: PLATAFORMA DE VIGILANCIA GENÓMICA DE VIRUS RESPIRATORIOS. 
Pablo Mata Aroco; Sarai Varona Fernández; Emilia Arjona; Luis Chapado; María de la Montaña Iglesias Caballero; 
Sonia Vázquez-Morón; Francisco Pozo Sánchez; Sara Monzón Fernández; Inmaculada Casas Flecha; Isabel Cuesta 
De La Plaza; Miembros de la red RELECOV;  
C-0289 DIFFERENTIAL PROGNOSIS GROUPS IN TRIPLE NEGATIVE BREAST CANCER 
Antonio Fernández Serra;  

C-0290 A GLOBAL SURVEY OF SYSTEM BIOLOGY-BASED PREDICTIONS OF NEW PHENOTYPE-GENOTYPE 
ASSOCIATIONS IN RARE DISEASES 
Yolanda Benítez; Graciela Uria-Regojo; Pablo Mínguez;  
C-0293 TECHNICAL AND ANALYTICAL TUNE IN OF LOWPASS SEQUENCING METHODOLOGY TO OBTAIN 
COMPREHENSIVE ONCOLOGY-RELATED BIOMARKERS 
Raquel López Reig; Antonio Fernández Serra; José Antonio López Guerrero;  

C-0296 EPIGENETIC AGE PREDICTION DRIFTS RESULTING FROM NEW GENERATION METHYLATION ARRAYS 
Leonardo Daniel Garma Gavira; Miguel Quintela-Fandino;  

C-0301 UNLEASHING THE POWER OF LABEL-FREE DIA PROTEOMIC DATA: A NOVEL SHINY APP 
Julia García Currás; Guillermo L. Taboada; María P. Pata;  

C-0302 INTEGRATIVE EVALUATION OF DETECTION METHODS FOR CIRCULAR RNAS AND DNAS 
Aitor Zabala Garcia; Alex M. Ascension; David Otaegui;  

C-0304 EPIBAC: A BIOINFORMATICS TOOL FOR ANALYZING ANTIMICROBIAL RESISTANT BACTERIA (AMR) 
Alejandro Sanz-Carbonell; Irving Cancino-Muñoz; Carlos Valiente-Mullor; Natalia Mara Vera-Velasco; Lidia Ruiz-
Roldán; Regina Antoni-Alandes; Fernando González-Candelas;  

C-0306 DEVELOPMENT OF A K-NEAREST NEIGHBORS MODEL FOR THE PREDICTION OF LATE-ONSET ALZHEIMER'S 
RISK BY COMBINING POLYGENIC RISK SCORES AND PHENOTYPIC VARIABLES 
Sandra Ferreiro López; Guillermo Pérez-Solero; Rosana Ferrero; Jorge Blom-Dahl; Adán González; Jair Tenorio-
Castano;  
C-0308 OBE-DB: ADVANCED COMPUTATIONAL WEB SERVER FOR ANTI-OBESITY DRUG DISCOVERY 
Elena Murcia García; Carlos Martínez Cortés; Antonio Banegas Luna; Juan José Hernández Morante; Horacio Pérez-
Sánchez 
C-0309 META-ANALYSIS OF GENE EXPRESSION IN SKELETAL MUSCLE DEGENERATION. 
Jhydell Josue Ruiz Araica; Raquel Manzano Martínez; Beatriz Ranera ;  

C-0312 UNRAVELING BIOMECHANICAL CONTROL MECHANISMS IN THE CELL NUCLEUS THROUGH 
THERMODYNAMIC MAPPING 
Lucía Benito Barca; Macarena Calero; Ramiro Perezzan ; Sandra Montalvo Quirós; Francisco Monroy; Diego Herráez 
Aguilar;  
C-0314 ANALYSIS OF COLLINEAR GENES ACROSS THE BARLEY PANGENOME REVEALS THAT 85% OF PROTEIN 
CODING GENES HAVE TWO OR MORE ALLELES 
Bruno Contreras Moreira; Francesc Montardit; Joan Sárria; Ernesto Igartua; Ana M Casas;  



 

C-0315 TRANSCRIPTÓMICA ESPACIAL: RETOS Y VENTAJAS 
Nuria Sánchez de la Blanca Carrero; Pablo Sacristán Gómez; Ana Serrano Somavilla; José Luis Muñoz de Nova; 
Miguel Antonio Sampedro Núñez; Mónica Marazuela Azpiroz; Rebeca Martínez Hernández;  

C-0316 IDENTIFYING NOVEL GENCODE CODING GENES 
Daniel Cerdán Vélez; Miguel Maquedano ; Michael Tress;  

C-0317 THE CURRENT STATE OF THE HUMAN REFERENCE PROTEOME 
Miguel Maquedano Tirado; Daniel Cerdán-Vélez; Michael Tress;  

C-0318 UNDERSTANDING COLORECTAL CANCER LUNG METASTASIS USING SPATIAL TRANSCRIPTOMICS 
Eduardo Jose Aranda Cañada; Paula Martín; Andrea Moreno-Manuel; Teodora Randelovic; Eduardo Candeal; Ignacio 
Ochoa; Violeta Marqués Larraz; Ramiro Álvarez; Raúl Embún; Gonzalo Hijos; Rebeca Sanz-Pamplona;  

C-0320 ELEVEN NEW DRAFT GENOMES OF FRESHWATER DIATOMS BASED ON ILLUMINA SHORT READS 
Daniel Munzón Gil; Josep Piñol; Miquel Àngel Senar; Marisol Felip; Elena Fagín; Jordi Catalan;  

C-0321 HERRAMIENTAS DE VISUALIZACIÓN ANÁLITICA PARA LA EXPLORACIÓN RESULTADOS EN BIOINFORMÁTICA 
Carlos Prieto Sánchez; David Barrios Rogado;  

C-0322 SCRNA-SEQ OF PBMCS IN ACUTELY DECOMPENSATED CIRRHOSIS REVEALS A MONOCYTE SUBSET LINKED 
TO ACLF PROGRESSION 
Sara Palomino Echeverria; Theresa H. Wirtz; Nuria Planell Picola; Maike Rebecca Pollmanns; Estefanía Huergo; Felix 
Schreibing; Pierre-Emmanuel Rautou; Christian Trautwein; David Gómez-Cabrero;  
C-0323 DEVELOPMENT OF AN SQL DATABASE FOR MANAGEMENT AND ANALYSIS OF NEXT-GENERATION 
SEQUENCING (NGS) DATA 
Carmen Alarcón Veleiro; Carlos Pérez Míguez; Adrián Mosquera Orgueira;  
C-0324 UNSUPERVISED GRAPH-BASED DEEP LEARNING ANALYSIS OF ROUTINELY COLLECTED HEALTH RECORDS 
DURING SARS-COV-2 OUTBREAK 
Joana Gelabert Xirinachs;  

C-0326 IMPROVING CORE GENOME GENE ALIGNMENTS FOR LARGE-SCALE EVOLUTIONARY AND TRANSMISSION 
STUDIES OF BACTERIA 
Neris García González; Jordi Sevilla Fortuny; Fernando Gonzalez Candelas;  
C-0329 ORGANELLEPBA2: TOOLS FOR ORGANELLE ASSEMBLY AND NUCLEAR INTEGRANTS OF DNA DETECTION. 
Victor Garcia-Carpintero Burgos; Lluna Bellot; Aureliano Bombarely Gomez;  

C-0332 A COMPARATIVE STUDY OF SEVERAL MACHINE LEARNING AND DEEP LEARNING BASED EPIGENETIC 
CLOCKS TO PREDICT BIOLOGICAL AGE 
Enrique Roig Tormo; Wladimiro Díaz Villanueva; Carlos Peña Garay;  

C-0334 ANÁLISIS COMPUTACIONAL DEL EFECTO DE LOS FLAVONOIDES SOBRE LAS PROPIEDADES 
BIOMECÁNICAS DE LAS MEMBRANAS DE LOS ERITROCITOS. 
Carlos del Pozo Rojas; Sandra Montalvo Quirós; Ramiro Perezzan Rodríguez; Diego Herráez Aguilar;  

C-0335 'PEPAPIPE': A COMPLETE BIOINFORMATICS ANALYSIS PIPELINE FOR AFRICAN SWINE FEVER VIRUS 
GENOMES 
Vicente López Chavarrías; Irene Aldea Ramos; Jovita Fernández Pinero;  
C-0337 ISANXOT: A STANDALONE APPLICATION FOR THE INTEGRATIVE ANALYSIS OF MASS SPECTROMETRY-BASED 
QUANTITATIVE PROTEOMICS DATA 
Jose Manuel Rodríguez Carrasco; Inmaculada Jorge; Emilio Camafeita; Jesús Vázquez;  



 

C-0338 INFERENCE OF THE GENE REGULATORY NETWORK OF AXOLOTL BONE REGENERATION 
Ines Rivero Garcia; Anastasia Polikarpova; Tobias Gerber; Miguel Torres; Elly M. Tanaka; Fátima Sánchez-Cabo;  

C-0339 REMODA: RELAXATION MOLECULAR DYNAMICS ANALYSIS FOR PATHOGENICITY PREDICTION 
Helena García Cebollada; Juan José Galano-Frutos ; Javier Sancho;  

C-0340 BIOMEDPEDIA: A SEMANTICALLY-ENHANCED WEB RESOURCE FOR FILTERING, CLASSIFYING AND 
ANALYZING PUBLICATIONS IN A CONCRETE BOIMEDICAL AREA 
María Antonia Parreño González; Maria del Carmen Legaz García; Fernando Pérez Sanz; Teresa Rubio Martínez-
Abarca; Álvaro Hernández Vicente; Pablo Sánchez-Luengo Ruiz-Séiquer; Angel Esteban Gil;  

C-0343 OPTIMIZATION OF SCRNA-SEQ BIOINFORMATIC PIPELINE TO ASSESS EFFICIENCY OF MEIOTIC CELL 
INDUCTION (UPDATED) 
Javier López Bort; Jeffrey Hsu 
C-0344 BUGSI: BENCHMARKING UNIVERSAL GENES WITH SINGLE ISOFORMS 
Tianyuan Liu ; ALEJANDRO PANIAGUA; Ana Conesa;  

C-0346 3-RADSEQ VARIANT CALLING IN NON-MODEL SPECIES: AN EMPIRICAL CASE STUDY IN IBERIAN 
AMPHIBIANS 
Gregorio Sánchez-Montes; Carlos Caballero-Díaz; Adriana Carramolino; Ainara Vaíllo-Gutiérrez; Iván Estepa; Iñigo 
Martínez-Solano;  
C-0348 THE IMPACT OF MOUSE PASSAGE ON SACCHAROMYCES CEREVISIAE GENOMIC ARCHITECTURE 
Miguel Morard; Laura Pérez-Través; Rosa de Llanos; Marta Calatayud-Arroyo; Roberto Pérez?Torrado; María Carmen 
Collado; Amparo Querol;  
C-0352 REVEALING UNCHARTED BACTERIA: GENOMIC SIGNATURES IN METASTUDY ANALYSIS OF NUDIBRANCH 
GENOMES 
Oleanna Guerra Font; Dafne Porcel Sanchis; Vicente Arnau; Mária Džunková;  
C-0353 EXPLORING MINIMUM LATENT SPACE IN DNA METHYLATION DATA USING AUTOENCODERS ON 
MICROARRAYS 
Joshua Llano-Viles; Soledad Gómez-González; Alexandre Perera-Lluna;  
C-0356 EVALUATION OF AN EXPLAINABLE AI ALGORITHM FOR THE CLASSIFICATION OF GENETIC VARIANTS IN 
HEREDITARY CANCER AND CLINICALLY RELEVANT VARIANTS FROM RARE DISEASES. 
Laura Martinez Gomez; Raul Valin; Nooshin Bayat; Ana Fernandez; Shuya Abe; Shin-Ichiro Tago; Ceres Fernandez-
Rozadilla; Jesus Garcia Mata; Masaru Fuji; Serban Georgescu 

C-0357 DETECTION OF DNA METHYLATION IN NEISSERIA GONORRHOEAE USING OXFORD NANOPORE LONG-
READ SEQUENCING 
Paz Guillén-Martín; Alejandro Sanz-Carbonell; Iñaki Comas; Leonor Sánchez-Busó;  
C-0359 BENCHMARKING OF STRUCTURAL VARIANT CALLING TOOLS ON SHORT-READ WHOLE-GENOME 
SEQUENCING DATA 
Luis A. Rubio-Rodríguez; Adrián Muñoz-Barrera; David Jáspez; José M. Lorenzo-Salazar; Rafaela González-
Montelongo; Carlos Flores;  
C-0360 A NEW APPROACH TO THE GLOBAL ANALYSIS OF PTMS: COMPREHENSIVE STUDY OF PLASMA AND AORTIC 
TISSUE PROTEOMES OF INDIVIDUALS WITH ATHEROSCLEROSIS 
Cristina Devesa Arbiol; Inmaculada Jorge; Emilio Camafeita; Estefania Núñez; Almudera R Ramiro ; David Sancho ; 
Jose Luis Martin Ventura; Jesús Vázquez Cobos;  

C-0361 PITISFINDER: BUILDING A MOBILE GENETIC ELEMENTS DATABASE ASSOCIATED TO CLINICAL INFECTIONS 
IN THE COMMUNITY. 
Jorge Rodríguez Grande; Rosalía Palomino Cabrera; Sergio García Fernández; María Siller Ruiz; Samuel García 
García; Alain Ocampo Sosa; Jorge Calvo Montes;  



 

C-0363 ENRIQUECIMIENTO DE UN PANEL DE GENES USANDO SECUENCIACIÓN POR NANOPOROS CON ADAPTIVE 
SAMPLING: ANÁLISIS BIOINFORMÁTICO DE ELEMENTOS IMPLICADOS EN EL ENRIQUECIMIENTO Y ESTUDIO DE 
METILACIÓN 
María Llamas-López; Pedro Garrido-Rodríguez; Javier Cuenca-Guardiola; Ester Navarro; José Padilla; Francisco 
Ayala-De la Peña; José Antonio Macías-Cerrolaza; María Eugenia De la Morena-Barrio; María Luisa Lozano; Jesualdo 
T. Fernández-Breis; Javier Corral; Belén De la Morena-Barrio;  
C-0367 MAPPING INFLAMMATORY DISEASE PATIENTS’ HETEROGENEITY USING SINGLE-CELL TRANSCRIPTOMICS 
Angela Sanzo Machuca; Ana Maria Corraliza Marquez; Azucena Salas Martínez;  

C-0368 BIOINFORMATICS TOOLS TO EXPLOR THE MUTATIONAL LANDSCAPE OF CLONAL HEMATOPOIESIS IN 
SUBCLINICAL ATHEROSCLEROSIS 
Jorge de la Barrera; Miriam Diez-Diez; Beatriz L. Ramos-Neble; Juan Carlos Silla-Castro; Borja Ibáñez; Valentin 
Fuster; Fatima Sanchez Cabo; Jose Javier Fuster;  
C-0369 HTMED: A PACKAGE FOR HIGH-THROUGHPUT CAUSAL MEDIATION ANALYSIS 
Lucia Sánchez-García; Daniel Jiménez Carretero; Fatima Sanchez Cabo;  

C-0372 PATHMIR: AN OPEN WEB PLATFORM FOR FUNCTIONAL ENRICHMENT ANALYSIS OF MICRORNAS BASED ON 
THEIR TARGET GENES 
María Antonia Parreño González; Maria del Carmen Legaz García; Fernando Pérez Sanz; Teresa Rubio Martínez-
Abarca; Pablo Sánchez-Luengo Ruiz-Séiquer; Álvaro Hernández Vicente; Angel Esteban Gil;  

C-0373 FECAL MICROBIOTA TRANSPLANTATION ALTERS THE PROTEOMIC LANDSCAPE OF INFLAMMATION IN HIV: 
IDENTIFYING BACTERIAL DRIVERS 
Claudio Díaz-García; Elena Moreno; Alba Talavera; Lucía Martín-Fernández; Laura Martín-Pedraza; José A. Pérez-
Molina; Sara González-Bodí; Jaime Huerta-Cepas; Fernando Dronda; María José Gosalbes; Laura Luna; María Jesús 
Vivancos; Santiago Moreno; Sergio Serrano-Villar;  

C-0377 CAASTOOLS, A BIOINFORMATICS TOOLBOX TO IDENTIFY AND TEST CONVERGENT AMINO ACID 
SUBSTITUTIONS THROUGH PHYLOGENETIC TESTING. 
Fabio Barteri ; Alejandro Valenzuela Seba; Xavier Farré; David de Juan; Gerard Muntané; Borja Esteve-Altava; Arcadi 
Navarro;  
C-0378 SOLVING DE NOVO PLASMID ASSEMBLY ARTEFACTS GENERATED FROM LONG-READ SEQUENCING 
Rosalía Palomino Cabrera; Jorge Rodríguez-Grande; Sergio García-Fernández; M. Carmen Fariñas; Jorge Calvo-
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