Ken Chen lab, MD Anderson Cancer Center, kchen3@mdanderson.org,

https://sites.google.com/site/kchengenomics/Home

https://github.com/KChen-lab, many single-cell bioinformatics tools

Postdoc/GRA positions available

Tracing clonal/cellular composition/evolution

Statistical decomposition:

Nature Methods, April 2019; Fang Wang
https://github.com/KChen-lab/Texomer

ldentifying functional genes

Clonal Theory (Nowell 1976)

@_’ @—’
Founder cell

Time
Q & vy Y ® . »
Normal/ Tumor Tumor Tumor Clonal Mutation (exist Subclonal Mutations
Healthy Cell Population 1 Population 2 Popul all cancer cells) (exist in a subset of
( > ) cancer cells)

! g

L A X \g F
[ ':::"\6 %

Ken Chen, PhD

&

+ Vallele Purity = 0.7 4+ Vallele
IMTH=02
o A ®

% Vakul Mohanty

https //\rthﬁib’ com/KCheénéléb/bmdSC
https: //glthub com/KChen-lab/bindSC



https://github.com/KChen-lab/Texomer
http://mdanderson.org
https://sites.google.com/site/kchengenomics/Home
https://github.com/KChen-lab
https://github.com/KChen-lab/bindSC
https://github.com/KChen-lab/bindSC

