Bacteria Whole Genome Sequencing (HiSeq 150 PE)
100x coverage at only RM2xxx per sample (inclusive 6% GST)!

Free Bioinformatics Analysis - Bacterial Whole Genome Sequencing

Reference Mapping / de novo Assembly

Gene Component Analysis:
Gene Annotation/ Gene Structure Prediction
Repeat Sequences
Non-coding RNAs

Gene Function Annotation:
NR
GO
COG
KEGG

Eukaryotic RNA-seq (HiSeq 150 PE)
20 million reads (or 6 Gb) at only RM4xxx per sample (inclusive 6% GST)!

Free Bioinformatics Analysis - Eukaryotic RNA Sequencing with Reference Genome

Reference Mapping

Gene Expression Quantification

Correlation Analysis (For biological replicates only)

Differential Expression Analysis (For two or more groups of samples)

GO Enrichment Analysis of Differentially Expressed Genes (DEGs)
(For two or more groups of samples)

KEGG Pathway Enrichment Analysis of Differentially Expressed Genes (DEGs)
(For two or more groups of samples)

Free Bioinformatics Analysis - Eukaryotic RNA Sequencing without Reference Genome

de novo Assembly

Gene Functional Prediction using 7 Databases — NR, NT, KOG, KO, Swiss-Prot, GO and PFAM

GO, COG, KEGG Classification

CDS Prediction

Gene Expression Analysis

Correlation Analysis (For biological replicates only)

Differential Expression Analysis (For two or more groups of samples)

GO Enrichment Analysis of Differentially Expressed Genes (DEGs) (For two or more groups of samples)

KEGG Pathway Enrichment Analysis of Differentially Expressed Genes (DEGS)
(For two or more groups of samples)

More exciting offers are available, please contact our Product Specialist for your NGS enquiries.
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- We are coming back!
tion‘rom Jun 2016 to Sep 2016

Amplicon Sequencing

16S/ 18S/ ITS metagenomics amplicon sequencing with free standard bioinformatics analysis,
which are OTU clustering & filtering, species annotation, Alpha & Beta Diversity at 3 choices:

(i) 30,000 raw tags (~ 60,000 reads)
(ii) 50,000 raw tags (~ 100,000 reads)
(iii) 100,000 raw tags (~ 200,000 reads)

Various choice of Primers:

Types Region Fragment Length Primer

515F
V4 292 bp

806R

341F
Bacterial16S *V3-V4 466 bp

806R

515F
V4-V5 393 bp

907R

U519F
Archaeal16S *V4 288 bp

806R

528F
V4 179 bp

706R

Fungal18S 1380F
V9 131 bp

1510R

ITS5-1737F
ITS1 307 bp
ITS5-1737F

Fungal ITS ITS3
*ITS2 386 bp

ITS4

*Popular choices



,,L_ Why Hiseq 250 PE analysis is better than MiSeq in amplicon sequencing?
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. S & 48 1) Higher quality of Q30 in HiSeq vs MiSeq
i : Actual sequencing quality by HiSeq 250 PE run:

sample Name [Raw PE(#) |combined(#) |qualified(#) |[Nochime(#) [Base(nt)  |avglen(nt) 20— Jai0 - JEC%  |Etfectivess |

Sample 1 128,850 123,477 113,269 99,400 42,595,983 a8 98.7s] o97a1f 5254 77.13]

sample 2 122,870 117,054 107,045 88,166 37,670,275 az7] 9s.7a] 9743 sam 71.76)

sample 3 125,694 118,185 106,892 72,944] 31,134,638 a27)  sssa|  sna2afl  sam 58.03|

Sample 4 122,638] 117.109] 106980 98,734 42.100,338] 426  sass]  ormf saas 80.51)

Sample § 122,202 116,784 106,616 92,586] 39,725,135 427] 9863 9716 53.4 76.09]

sample 6 127,001 120,838 109,699 92,529] 39,627,392 a9 9g64]  97.14)  s4.09 72.86)

sample 7 120,609 115,370 107,529 98,473| 40,584,142 a1 9874 97.4 54.4 81.65]

Sample § 125,129 118,791 108,041 96,099] 41,188,943 aza)  sg7s| sl sam 76.8)

Sample 9 126,076 119,714 108,762 55,033] 40,720,930 4281 9877 svasl  s3u 75.38]
------ e A : ) A P sample 10 130,996 124,552 113,130]  100.272] 43,351,395 azs _98.76] 9741 s2s 77.27|

Actual sequencing quality by MiSeq 300 PE run:
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Beta Diversity

A : Table 1. Raw data Stats
Species Automation ‘ " ) Sample ID

] Statistics : Phytogenic
' ‘e D & . Relationships
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Standard Analysis : Accumulation Curve
5 Species Abundance

. ) - Heatmap
a

Total read bases (bp)  Total reads
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Multi Variant Statistical Analysis

- e . T-test Metastat
Advanced Analysis v
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3) Higher throughout and thus lower cost to run in HiSeq
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For 20 samples, the cost per sample included standard Bl
is as low as RM4xx (inclusive 6% GST)!!!

Sarnple Name

Note: The request of Bl advanced analysis, which are multi-variant statistical and environmental factor is available at separate charges.



