
• The present case study provides a comprehensive 
reference dataset to validate the capability of BGISEQ-
500 enabling it to be established as a competitive and 
reliable platform in plant transcriptome analysis.

Source (click for full paper): https://www.ncbi.nlm.nih.gov/pubmed/30123314

https://www.ncbi.nlm.nih.gov/pubmed/30123314


• Although we acknowledge that our analyses were limited to 
animal material, our observations suggest that the BGISEQ-500 
holds the potential to represent a valid and potentially valuable 
alternative platform for palaeogenomic data generation that is 
worthy of future exploration by those interested in the sequencing 
and analysis of degraded DNA.

Source (click for full paper): https://www.ncbi.nlm.nih.gov/pubmed/28854615

https://www.ncbi.nlm.nih.gov/pubmed/28854615


• Our results demonstrate a highly comparable 
performance between the NovaSeq 6000 and 
MGISEQ-2000 in sequencing quality, and cell, 
UMI, and gene detection. However, compared 
with the NextSeq 500, the MGISEQ-2000 
platform performs consistently better, 
identifying more cells, genes, and UMIs at 
equalised read depth. We were able to call an 
additional 1,065,659 SNPs from sequence data 
generated by the BGI platform, enabling an 
additional 14% of cells to be assigned to the 
correct donor from a multiplexed library. 
However, both the NextSeq 500 and MGISEQ-
2000 detected similar frequencies of gRNAs
from a pooled CRISPR single cell screen. Our 
study provides a benchmark for high capacity 
sequencing platforms applied to high-
throughput single cell RNA-seq libraries.

Source (click for full paper): 
https://www.researchgate.net/publication/331163782_Comparative
_performance_of_the_BGI_and_Illumina_sequencing_technology_fo
r_single-cell_RNA-sequencing

https://www.researchgate.net/publication/331163782_Comparative_performance_of_the_BGI_and_Illumina_sequencing_technology_for_single-cell_RNA-sequencing


• New Study shows BGI’s DNBseq™ 
Technology Platform has 
Comparable Sensitivity and 
Accuracy to Illumina HiSeq
platform, at a Lower Cost.

Source (click for full paper): https://genomebiology.biomedcentral.com/articles/10.1186/s13059-019-1676-5

https://genomebiology.biomedcentral.com/articles/10.1186/s13059-019-1676-5


Advantages and disadvantages between microarray and RNA-seq

Source: Research Gate (click for full paper),
https://www.researchgate.net/figure/Summary-of-advantages-and-disadvantages-between-microarray-and-RNA-seq-approaches-All_fig3_298723854

• They gave reliable service with 
good price!! 

• All disadvantages will be fixed by 
outsourcing the project to BGI.

https://www.researchgate.net/figure/Summary-of-advantages-and-disadvantages-between-microarray-and-RNA-seq-approaches-All_fig3_298723854


RNA-Seq is more sensitive in detecting genes with very low expression and more accurate in 
detecting expression of extremely abundant genes. RNA-Seq also has a wider dynamic range 
than microarray.
This is likely because RNA-Seq sequencing technology is new to most researchers, more 
expensive than microarray, data storage is more challenging and analysis is more complex. 
We expect that once these barriers are overcome, the RNA-Seq platform will become the 
predominant tool for transcriptome analysis.

Source (click for full paper): 
https://www.ncbi.nlm.nih.gov/
pmc/articles/PMC3894192/

https://www.ncbi.nlm.nih.gov/pmc/articles/PMC3894192/


• Stranded RNA-seq provides a more accurate estimate of transcript 
expression compared with non-stranded RNA-seq, and is therefore the 
recommended RNA-seq approach for future mRNA-seq studies.

Source (click for full paper): 
https://bmcgenomics.biomedc
entral.com/articles/10.1186/s1
2864-015-1876-7

https://bmcgenomics.biomedcentral.com/articles/10.1186/s12864-015-1876-7

