
Whole Genome Re-Sequencing (WGS)

BMKGENE offers professional whole-genome sequencing services, backed by extensive species experience 
and a team of experts. Our mature workflows for next-generation and long-read sequencing enable compre
-hensive analysis of genetic variation at different levels, including SNP, InDel, SV, CNV. 
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Platform Illumina Nanopore/PacBio

Read length PE150 > 10 kb

The dominant type of detected variation SNP, InDel SNP, InDel (PacBio), SV, CNV
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Service Advantages

Service Specifications

Comprehensive bioinformatics analysis on variation calling and function 
analysis.

Over 800 published cases with an accumulative impact factor of over 4000.
Extensive experience in genome sequencing for over 1000 species.WGS enables the identification of genetic variatio

-ns associated with different phenotypic traits.
WGS provides valuable insights into the mechani
-sms underlying evolution.

Demo Results

Featured Publications

Sample Requirements

1. Clear main band with no or limited
    degradation observed on gel.
2. No or limited RNA or protein 
    contamination.

Platform

Illumina

Conc.(ng/μL)

1≥

Amount (ng)

30≥

OD260/280 |  OD260/230
Purity

Agarose gel

- -
Nanopore 30≥

PacBio 50≥CCS

Depends on
data yield

1.7-2.2

1.7-2.2

1.5≥

1.8-2.510 μg/cell

For SNP, SV, CNV calling ≥ 10x

Nanopore 8 kb
For SV, CNV calling ≥ 20x

For base modification ≥ 30x

CCS 15 kb

Platform Library Recommended seq depth

PacBio

Illumina
For SNP, InDel calling ≥ 10x

For SV, CNV calling ≥ 30x
PE150

COG classification KEGG pathwayGO classificationCircos diagram on SNP and InDel

Article

Two divergent haplotypes from a highly heterozygous lychee genome suggest independent 
domestication events for early and late-maturing cultivars

Genome sequences reveal global dispersal routes and suggest convergent genetic adaptations 
in seahorse evolution

Journal Applications

Nature Genetics

Nature Communications

Plant WGS

Animal WGS


