
RD-CONNECT WP5 UPDATE

R D- C o n n e c t  A n n u a l  M e e t i n g  
B e r l i n ,  M a y  1s t 2 0 1 7



2

Plat form moved to RD-Connect  c luster

RD-Connect clúster

Å19 servers
Å Each server has : 

Å 256 GB RAM

Å 20 TB sata disk + 900 GB SSD disk

Å 32 CPU cores

ÅSoftware suite
Å Apache mesos + DCOS for cluster management

Å Apache marathon for docker orchestration

Å Foreman + Puppet

Å Jenkins

ÅAIM:
ÅMoving towards 100% CI/CD (continuous integration/deployment) 
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Plat form moved to RD-Connect  c luster

Monitoring

- Software stack
Beats + Elasticsearch+ Kibana

- Status of monitoring
Proxies (production and integration) monitorized
Genomics application monitoring under development

- Future developments
Complete monitoring of all the applications
Integration of applications monitoring with resources/metric monitoring for performance 
optimization and resource allocation minimization
Analysis of logs for anomaly detections (Kafka + Spark)
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Whole RD-Connect Platform 
Architecture Overview 2017
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RD-Connect Genomics Platform

5

https://platform.rd-connect.eu
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CAS login
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Samples and users

2016 AnnualMeeting 2017 AnnualMeeting

Users

Usersconneced
T1 (Jan-Mar)

24798

34 41

Genomic
Samples 567 2123
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Data f low to RD-Connect
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Benchmarking of VC Pipel ines

Laurie et al. Human Mutation, 2016

NA12878 50xWGS FastQs (Illumina Platinum), analysed with several pipelines. 
Concordance with Gold Standard VC set from GIAB/NIST (Zook et al., 2014) for 
the reliably-callable region of the genome  (70%)
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Benchmarking of VC Pipel ines

Laurie et al. Human Mutation, 2016
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Genomics platform architecture
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Improved GUI
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Improved GUI
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RD-Connect Genomics Platform

D. Piscia, J. Protasio , S. Laurie, A. 
Papakonstantinou , S. Beltran
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Preset f i l ters and share queries
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Added Cl inVar (and looking @ HGMD)

ü ClinVarcan be used for filtering, and ClinVarcategories areshown

ü Started conversations to explore integration of HGMD


