
 

 
 

 

 
Microarray data analysis 

 
GBPA has developed different data analysis workflows that cover the 

most common experimental designs for the main microarray 

platforms (Affymetrix, Illumina): 

 Gene expression arrays. Our pipeline includes quality 

control, normalization, differential expression analysis and 

functional analysis. 

 SNP arrays. The pipeline includes quality control, 

preprocessing (normalization, summarization and genotype 

calling) and association analysis (GWAS). 

Other data analysis workflows related to methylation or CGH arrays 

can also be offered. 

 
Next Generation Sequencing (NGS) 

data analysis 
 

For Life Technologies, Illumina and Roche platforms, we offer data 

analysis services for the main applications  of Next Generation 

Sequencing: 

 DNA sequence data analysis: DNA resequencing, whole 

exome sequencing, targeted capture sequencing, gene 

panels sequencing and amplicon sequencing. We cover all 

the main steps for NGS data analysis including read quality 

control and filtering, read mapping and variant calling. We 

can perform also variant annotation and prioritization of 

genes related to disease. 

 RNA data analysis. We provide analysis of RNA-seq data for 

miRNA and mRNA profiling and differential gene 

expression. 

 ChIP-seq data analysis. We can determine transcription 

factor binding sites by the analysis of ChIP-seq data and to 

provide information of downstream regulated genes at 

genomic scale. 

 

 

 

 

 

 

 

 

 

 Epigenomics data analysis. Methylated histones can be 

studied by ChIP-seq and their different status can be 

localized through the entire genome by our bioinformatics 

analysis. We can also perform data analysis of bisulfite 

treated DNA in order to establish the degree of CpG island 

methylation. 

 De novo assembly. We also offer data analysis for the 

assembly of sequencing reads to reconstruct 

genomes/transcriptomes. 

 Metagenomics.  We can carry out the study of diversity in 

environmental microbial communities through the 

ribosomal RNA identification (i.e. 16S, 18S, etc). 

 Analysis of virus intrahost diversity. Inferring quasi-species 

or variants for viral populations is crucial for understanding 

disease progression or detecting drug resistance mutations. 

We have developed data analysis workflows for the study 

of diversity within viral populations. 

 

 
Functional analysis 

Most of the services detailed above can be complemented with 

further analysis: enrichment analysis of functional annotations and 

pathway analysis, gene set enrichment analysis or study of differences 

among experimental conditions. 

 

 
Custom data analysis 

GBPA can adapt to the custom needs and provide support to other 

data analysis not detailed above.  

Contact us at info@gbpa.es  and we will talk about your interests. 

GBPA  BIOINFORMATICS  SERVICES 
 

The main goal of the Bioinformatics Department at GBPA is to assist and provide support to researchers in the process of 

analysis and interpretation of data from omics technologies such as DNA Microarrays or Next Generation Sequencing. The 

department is composed of a team of bioinformatics specialists and it is fully equipped with all the technical resources to 

analyze data generated by the sequencing technologies currently available at GBPA. Additionally, we can adapt to custom 

needs by analyzing data generated elsewhere. 
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