




No Transcript Length Bias

Di�erent length transcripts are linked randomly in a Multi-throughput Iso-Seq library. Compared to Standard Iso-Seq, 

Multi-throughput Iso-Seq can detect the transcripts at various length ranges, without length bias.
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More genes and transcripts detected by 

Multi-throughput Iso-Seq. The amount of 

genes detected by Multi-throughput Iso-Seq 

was 15% and 27% more than that of Standard 

Iso-seq in UHRR and maize respectively. And 

the amount of transcripts detected by 

Multi-throughput Iso-Seq was 33% and 109% 

more than that of Standard Iso-seq in UHRR 

and maize respectively.

The length distribution of full-length isoforms. The 

grey and green areas indicate the data from 

Standard Iso-Seq and Multi-throughput Iso-Seq 

respectively.
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Absolute Quantification with UMI

Each original transcript is linked to a unique molecular identifier (UMI), which includes 6-8 random bases. Counting the copy 

number of transcripts utilizing UMI technology enables accurate isoform quantification without the interference of sequenc-

ing duplication.

Conclusion

Multi-throughput Iso-Seq was developed by BGI to obtain full-length transcripts. This method takes full advantage of the long 

sequencing reads generated by the PacBio platform. Compared to the Standard Iso-seq approach, Multi-throughput Iso-Seq 

can detect more genes/transcripts from the same amount of sequencing data and can quantify genes more accurately.

The correlation coe�cient of gene quantification between Multi-throughput Iso-Seq and short reads RNA-Seq (PE sequenc-

ing) is the highest.

UMI enables more accurate gene quantification. There will be deviation from the actual Isoform expression based on 

sequencing reads because of the PCR amplification bias induced during library construction. Multi-throughput 

Iso-Seq makes able to absolutely quantify genes with UMI technology.
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Spearman's correlation coe�cient  Pearson 's correlation coe�cient

1 0.65 0.83 0.92

0.65 1 0.65 0.66

0.83 0.65 1 0.86

0.92 0.66 0.86 1

PE sequencing
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1 0.06 0.68 0.84

0.06 1 0.19 0.07

0.68 0.19 1 0.68

0.84 0.07 0.68 1

PE sequencing
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Request for Information or Quotation

Contact your BGI account representative for the most affordable rates in the industry and to discuss how we can 

meet your specific project requirements or for expert advice on experiment design, from sample to bioinformatics.

BGI Americas

One Broadway, 14th Floor
Cambridge, MA 02142, 
USA
Tel: +16175002741

BGI Europe

Ole Maaløes Vej 3,
DK-2200 Copenhagen N,
Denmark
Tel: +4570260806

BGI Asia

16 Dai Fu Street, 
Tai Po Industrial Estate, 
New Territories, Hong Kong
Tel: +85236103510

All Services and Solutions are for research use only.
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