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NGS technologies can be used to investigate microbial communities by
sequencing the marker gene 16s with a shorter turnaround time.
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Roche MiSeq
454 FLX o

Read Length Up to 500bp 2 x 300bp
Amplicon Library Preparation V" 16s region at /16 region at
a.v1l-v3 OR b.v3-vb a.v1l-v3 OR b.v3-vH
BLAST to SILVA v~ v~
Global Alignment v_© v~
Taxonomic
Assignment v~ v~

Advanced analysis: 0TU

(Operational Taxonomic Unit) 4 V-
~8,000 to 10,000 of ~2 to 3 Million of
Number of reads reads per sample reads per sample
Turnaround Time 8 to 10 weeks 8 to 10 weeks

Contact our Product Specialist for more information today.

Axil Scientific Pte Ltd First BASE Laboratories Sdn Bhd
41 Science Park Road, #04-08 The Gemini No 7-1 to 7-3, Jalan SP 2/7, Tmn Serdang Perdana,

1 St B AS E Singapore Science Park |1, Singapore 117610 Seksyen 2, Seri Kembangan 43300, 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)




