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. We start with very long gDNA, make GemCode lllumina
Library and use the lllumina short read NGS sequencing
(HiSeq2500) to get LONG RANGE DATA!

. Linked Reads enable haplotyping, structural variation
detection and >12 Mbp haplotype blocks!

. Low gDNA inputs allow accurate human chromosome
phasing from ~1ng of gDNA.

. Powerful Software Tools — Analysis Pipeline and
Visualization Package from 10X Genomics.

Amplicon Express
makes very long gDNA for
maximum results!
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HMW gDNA *Amplicon Express performing the gDNA extraction maximizes
Extraction* the length and usefulness of the Linked Reads data.
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The GemCode Instrument uses

a network of microfluidic

channels and pressures to GemCOde
create >100,000 GEMs gel Q
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The GemCode Technology partions gDNA into more
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GemCodes technology is
now compatible with
Polyploid Genomes!!!!

%5°1st BASE
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For orders and enquiries, please contact us:

Axil Scientific Pte. Ltd. First BASE Laboratories Sdn Bhd

41 Science Park Road, #04-08 The Gemini Lot 7-1 to 7-3, Jalan SP 2/7, Taman Serdang Perdana

Singapore Science Park II, Singapore 117610 Seksyen 2, 43300 Seri Kembangan, Selangor, Malaysia

Tel: +65 6775 7318 Fax: +65 6775 7211  Tel: +603 8943 3252  Fax: +603 8943 3243

Email: ngs@axilscientific.com Email: ngs-my@base-asia.com (Malaysia)
ngs@base-asia.com (International)
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