








 

 

Page 5 

© 2025 PacBio. All rights reserved. Research use only. Not for use in diagnostic procedures.  

102-326-634   REV01   MAR2025 

 

/ë•KOÑgÃ  
Al’Khafaji, A. M., et al. (2023). High-throughput RNA 
isoform sequencing using programmed cDNA 
concatenation. Nature Biotechnology, 1-5. 
https://do i.org/10.1038/s41587-023-01815-7  

Anczukow, O., et al. (2024). Steering research on mRNA 
splicing in cancer towards clinical translation. Nature 
Reviews Cancer, 24(12), 887-905. 
https://do i.org/10.1038/s41568-024-00750-2 

Black et al. (2024). Long-read single-cell RNA 
sequencing enables the study of cancer subclone-
specific genotype and phenotype in chronic 
lymphocytic leukemia. BioRxiv. 
https://do i.org/10.1101/2024.03.15.585298 

Dondi, A., Lischetti, U., et al. (2023). Detection of 
isoforms and genomic alterations by high-throughput 
full-length single-cell RNA sequencing in ovarian 
cancer. Nature Communications, 14(1), 7780. 
https://do i.org/10.1038/s41467-023-43387-9 

Huang, K. K., et al. (2021). Long-read transcriptome 
sequencing reveals abundant promoter diversity in 
distinct molecular subtypes of gastric cancer. Genome 
Biology, 22, 1-24. 

 

Kohli, M., et al. (2017). Androgen receptor variant AR-V9 
is coexpressed with AR-V7 in prostate cancer 
metastases and predicts abiraterone 
resistance. Clinical Cancer Research, 23(16), 4704-
4715. https://do i.org/10.1158/1078-0432.CCR-17-0017 

Li, Z., Zhang, B., Chan, J. J., et al. (2024). An isoform-
resolution transcriptomic atlas of colorectal cancer 
from long-read single-cell sequencing. Cell 
Genomics, 4(9). 
https://do i.org/10.1016/ j.xgen.2024.100641 

Nattestad, M., et al. (2018). Complex rearrangements 
and oncogene amplifications revealed by long-read 
DNA and RNA sequencing of a breast cancer cell 
line. Genome Research, 28(8), 1126-1135. 
https://do i.org/10.1101/gr.231100.117  

Qin et al. (2024). CTAT-LR-fusion: accurate fusion 
transcript identification from long and short read 
isoform sequencing at bulk or single cell resolution. 
BioRxiv. https://do i.org/10.1101/2024.02.24.581862  

Veiga, D. F., Nesta, et al. (2022). A comprehensive long-
read isoform analysis platform and sequencing 
resource for breast cancer. Science Advances, 8(3), 
eabg6711. https://do i.org/10.1126/sciadv.abg6711 

Wedemeyer, M. A., et al. (2024). Defining the 
transcriptome of PIK3CA-altered cells in a human 
capillary malformation using single cell long-read 
sequencing. Scientific Reports, 14(1), 25440. 
https://do i.org/10.1038/s41598-024-72167-8 

Wijeratne, S., et al. (2024). Full-length isoform 
concatenation sequencing to resolve cancer 
transcriptome complexity. BMC Genomics, 25(1), 122. 
https://do i.org/10.1186/s12864-024-10021-x 

�T�'�f�#  
Application note  

 

Application note   
 

Webinar  

 (speaker: Zhongxiao Li) 

Webinar   
(speaker: Olga Anczukow) 

Webinar  
 (speaker: Arthur Dondi) 

Webinar  
 

(speaker: Nathan Salomonis) 

 
Research use only. Not for use in diagnostic procedures. © 2025 

reserved. Information in this document is subject to change 

without notice. PacBio assumes no responsibility for any errors 

or omissions in this document. Certain notices, terms, 

conditions and/or use restrictions may pertain to your use of 

PacBio products and/or third-party products. Refer to the 

applicable PacBio terms and conditions of sale and to the 

applicable license terms at pacb.com/ license. Pacific 

Biosciences, the PacBio logo, PacBio, Circulomics, Omniome, 

SMRT, SMRTbell, Iso-Seq, Sequel, Nanobind, SBB, Revio, Onso, 

Apton, Kinnex, PureTarget, SPRQ, and Vega are trademarks of 

PacBio. 

https://doi.org/10.1186/s13059-021-
02261-x

Kinnex full-length RNA kit for
isoform sequencing

Kinnex single-cell RNA kit for single-
cell isoform sequencing

The Full-Length Transcriptomic Atlas of
Human Colorectal Cancer from Single-Cell Isoform
Sequencing 

The RNA isoform landscape of cancer

Detecting cancer-related RNA dysregulation
with long-read sequencing

Understanding clonal evolution using game
theory and single-cell long-read isoform analysis


