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Introduction

* > 53% irreproducibility in clinical research
* > 75% in pharmaceutical companies

« > 28 billion $ a year wasted in US alone
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Biobank

CKB sample storage in China

Facility for collection, preservation, storage
and supply of biological samples (whole
blood, DNA, RNA, ...) and associated data
(genetic, phenotypes, environmental, ...)

Follows guidelines and standardised
operating procedures (SOPSs)

EX:
- Avoid thaw/freeze cycle

— Security; store samples in different
locations



Laboratory Information Management System (LIMS)

 Manage the operations within a biobank

* Covers the life cycle of a biospecimen from

collection to destruction
e
qT)BnoBAB

e Ex: Baobab LIMS



Laboratory Information Management System (LIMS)
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Find the location of the biospecimen with barcode = DNA-001



Biospecimen sharing

H3Africa Data & Biospecimen Catalogue

Human Heredity & Health in Africa

Catalogue About Contact Search

2 BAOBAB

LIMS ntent Avallable Studies
— Last release Apr 2
Studies 5 Callaborative African Genomics Network more. The Genomics of Schizophrenia in the South African Xhosa H3Africa Diabetes Study rore.
Population rore

Datasets 106
Acronym: CalGEN Acronym: SAX Acronym: HIAD

Biospecimens 105 Design: Case-Control Design: Case-Control Design: Case-Control
Specimens with aliuots s | Specimens with aliquots Specimens with aliquots
Participants with data: B Participants with data: Participants with data:

Advanced Search
© VIEW  ADD * e EW  ADD * o ADD
Participant  Biospecimen
Stroke Investigative Research & Educational Network rore. An integrated approach to the identification of genetic
A P I CSV determinants of susceptibility to trypanosomiasis more.
naa ’
Acronym: SIREN Acronym: TrypanoGEN
Design: Case-Control Design: GWAS
Specimens with aliquots Specimens with aliquots
Pariicipants with data Participants with data:
W ADD * o * e
H3ABioNet Hep Source
. Pan African Bioinformatics Network for H3Africa Contact Contribute




Data Biospecimen Access Committee

8. Consent and Approvals Please confirm that you have obtained all approvals required for this project by the rules and regulations of your jurisdiction,
including your institution's institutional rules and any relevant national rules, by ticking the following box: (you may be requested to provide a copy of the
consent form, particularly for biospecimen requests)

@)
@)

For Biospecimen requests
| have read and agree to abide by the terms and conditions outlined in the H3Africa Biospecimen Sharing Policy and will sign the Material
Transfer Agreement negotiated with the host biorepository

@)
@)

For Data requests
| have read and agree to abide by the terms and conditions outlined in the Data Access Agreement and the Publication Policy?

@)
@)

9. Please upload your query csv file (this is required)

QUERY
REQUEST > CANCEL @




Experiment Management System (EMS)

Stategra EMS

Experiment module

Sample module

Batch
Biological Biological
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Analysis module
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Workflow Management System
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Final workflow
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Conclusion

African Baobab tree



South African National
Bioinformatics Institute

MRF/{

Thank you

H3ABioNet

=
LSS

N\ L
(_ N2 =

. RES PIc oS PICE

Africa e p oSt




	Slide 1
	Slide 2
	Slide 3
	Slide 4
	Slide 5
	Slide 6
	Slide 7
	Slide 8
	Slide 9
	Slide 10
	Slide 11
	Slide 12
	Slide 13
	Slide 14
	Slide 15

