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Problem 1:

What are the advantages of performing scRNA-seq analysis over bulk RNA-seq for eQLT
identification? (0.25 page)

Problem 2:

Is scRNA-seq analysis or bulk RNA-seq analysis more favorable while studying:
(a) Pathological phenotypes loci

(b) Alternative splicing

(c) Development of early embryos in high resolution

Please briefly explain your answer for each scenario. (0.5 page)

Problem 3:

In the legend of Fig. 1c, the authors write that “cells are ordered by pseudotime, defined as
the first principal component (PC1).”

Explain based on the top graphics of Fig. 1c, why the authors define the developmental
“pseudotime” in this fashion (0.25 page)

Paper #7 Cuomo et al. (2020) Nature Commun. 11, 810, Single-cell RNA-sequencing of
differentiating iPS cells reveals dynamic genetic effects on gene expression.
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