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(1) Abstract
We use singlecell RNA-seq to comprehensivelycharacterizethe cellular diversity of
άmixedέtumors that contain both a neuroendocrine and a non-neuroendocrine
component. Here,we analyzea largecellneuroendocrinecarcinoma(LCNEC)combined
with squamouscell carcinoma. We identify the two expectedcancercomponents-
neuroendocrineand squamousςbut also populationsof undifferentiated/progenitor
cellsthat maygiveriseto both of the differentiatedcomponents.

(2) Global classifications of cell types

(4) Distinct populations of cancer cells by differentiation  and cell cycle programs

(3) Inference of copy-number abberations (CNAs)

chromosomes

(6) Conclusions
ÅSinglecell RNA-seq may be used to improve

our understanding of tumors with poorly
understoodbiology,suchasάmixedέtumors.

ÅA single tumor with combined LCNECand
squamoushistologywasexamined. Thistumor
harbors a third population of progenitor-like
cells that we do not yet understand but
appearsto reflect an intermediatebetweenthe
two differentiatedstates.

ÅFurther work is needed to examine the
function of the progenitors, their presencein
additionaltumorsandthe clinicalimplications
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(5) Progenitors retain partial expression 
of differentiation programs
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