%) SCALABLE GENOMIC
gdm‘(y DATA MANAGEMENT
e SYSTEM

GOBIl  January 14, 2019 CREATED BY Yaw Nii-Addae

I Genomic Data Manager

Data Curation GDN

® Loader User Interface Fast Extract Times

Support Multiple Search Across All

Genotype Data

Integration with

[ 2 Controlled Vocabulary amegralon with
Meta Information
L4 Definition Scalability

| GDM Workflow

Ay AL ALY A Ml Ay

Data Utilization

I Benchmarking

1/25/2019

+ Maize NAM population
000 samples
32 million markers

+ Open source
« Easy to implement

« load times
« extract times

Environment —

« 24 Intel Xeon E5 processors
+ 128 GB DDR-4
« 50TB storage

« Debian OS
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Data orientation
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+ Only one node used in environment
+ No optimizations

+ No external / special libraries

+ Use max memor

+ Tracked time = query execution + write to disk
+ Large data size
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source object-relational database
systems

MariaDB

Community-developed, ' S
commercially supported fork of
MySQL relational database

HDF5

! = Hierarchical Data Format — file E

format designed to store and
organize large amount of data

PostgreSQL
One of the most widely used open @

MongoDB
L Open source document-oriented

database system

MonetDB

moneta#)  Open source column-oriented
database management system

Spark

Spaﬁ Open source distributed general

purpose cluster-computing
framework
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