
 Next-Generation Sequencing

Product Highlights:
Next Generation Sequencing for Amplicon, 

Bacterial Whole Genome and Eukaryote transcriptome

Various choice of Primers: 

Types Region Fragment Length Primer

V4V4

*V4

292 bp

*V3-V4 466 bp

V4-V5 393 bp

288 bp

V4 179 bp

V9 131 bp

515F

806R

341F

806R

515F

907R

U519F

806R

528F

706R

1380F

1510R

Bacterial16S

Archaeal16S

Fungal18S

ITS1 307 bp

*ITS2 386 bp

ITS5-1737F

ITS5-1737F

ITS3

ITS4

Fungal ITS

*Popular choices

Standard Bioinformatics Analysis for Bacterial Whole Genome 
and Eukaryotic RNA Sequencing

Bacteria Whole Genome Sequencing (HiSeq 150 PE)

Eukaryotic RNA-seq (HiSeq 150 PE)

More NGS services are available, please contact our local distributor for your NGS enquiries.

Amplicon Sequencing
16S/ 18S/ ITS metagenomics amplicon sequencing with free standard bioinformatics analysis, 
which are OTU clustering & �ltering, 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)

Gene Function Annotation:
NR
GO

COG
KEGG

Standard Bioinformatics Analysis - Bacterial Whole Genome Sequencing

Reference Mapping / de novo Assembly

Gene Component Analysis:
Gene Annotation/ Gene Structure Prediction

Repeat Sequences
Non-coding RNAs

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

Standard Bioinformatics Analysis - Eukaryotic RNA Sequencing with Reference Genome

Reference Mapping

Gene Expression Quanti�cation

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)

Standard 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 Classi�cation

Correlation Analysis (For biological replicates only)

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

CDS Prediction

Gene Expression Analysis

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)



Raw Data

OTU Clustering & Filtering

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

Examples of charts in 16s metagenomics report 

3)  Higher throughout and thus lower cost to run in HiSeq

Why Hiseq 250 PE analysis is better than MiSeq in amplicon sequencing?

1)  Higher quality of Q30 in HiSeq vs MiSeq
Actual sequencing quality by HiSeq 250 PE run:

Actual sequencing quality by MiSeq 300 PE run:

2)  Higher alignment ef�ciency from hypervariable regions

RawR1
Q20%

HiSeq 250 
PE 88.27 83.22 88.13 83.25 73.12

MiSeq
300 PE 88.48 78.96 89.42 80.37 49.39

RawR1
Q30%

RawR2
Q20%

RawR2
Q30%

Alignment 
Ef�ciency in %Candidatus Solibacter

Planctomyces
Candidatus Koribacter
Rhodoplanes
DA101
Candidatus Xiphinematobacter
Burkholderia
Streptomyces
Salinispora
Bradyrhizobium

Standard Analysis

Advanced Analysis


