
DE NOVO GENOME SEQUENCING

10x Genomics Chromium library*, Illumina HiSeq 
Sequencing and Supernova assembly service

A. Most economical way to sequence de novo genome and 

assemble it 

B. Long-range information from a short-read Illumina sequencer  

C. High Quality and longer linked reads upto 100Kb 

D. High-quality libraries from as little as 1ng of genomic DNA  

E. Hybrid assembly can be performed with PacBio and Optical 

mapping  data to finish incomplete genomes** 

F. Turn-key analysis pipeline and visualization tools  

G. Call and phase major classes of structural variants (SVs) like 

deletions, inversions, and translocations, even in genes in 

accessible to short-read sequencers  

H. Phase SNVs, indels and SVs across >10Mb haplotype blocks

The Nucleome Informatics is offering 10x Genomics’ Chromium Genome Solution which uses the 
power of Linked-Reads to assemble genomes, fully resolve genic phasing, structural variation, and 
detect variants in previously inaccessible and complex regions of the genome.  

Specification 
Starting material:  
1ug of >100Kb gDNA 
Starting with high molecular weight 
DNA is critical. 

Data Coverage: 
For genomes 1.6 to 3.2 Gb:  
Sequence 800-1200 M reads for a 3.2 
Gb genome;  
Sequence half as many reads i.e 
400-600 M for a 1.6 Gb genome. 

For genomes 0.1 to 1.6 Gb, 
Sequence deeply: 400-600 M reads 

Genomes less than 100 Mb  
Small genomes have not been tested 
as of now and are not recommended 
for Chromium library preparation 

Data analysis: 
de novo genome Assembly 
The Supernova a diploid assembler 
generates highly-contiguous, phased, 
whole-genome de novo assemblies 
from a Chromium-prepared library. 

Hybrid assembly 
The de novo assemblies from a 
Chromium-prepared library can be 
used with PacBio assembly and 
Bionano optical map to create a high 
quality finished hybrid assembly 

Nucleome Informatics Pvt Ltd.  
2nd Floor, Genome Block, Plot No 135 Mythrinagar Phase I, Madinaguda, Hyderabad -500049 

www.nucleomeinfo.com

* Human germline genomes: officially supported and validated to give high quality results.
**All non-human genomes: experimental, may have unexpected features that limit assembly 

Benefits

Call us: 040 4260 4142 
Email: info@nucleomeinfo.com
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