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Registration and light breakfast
Introduction

Peter Kharchenko [HMS]

Computational approaches for processing and analyzing single-cell RNA-

sequencing data

John Marioni [EBI UK]

Mapping cellular hierarchy from single-cell gene expression data

Guo-Cheng Yuan [DFCl]

Statistical challenges in scRNA-seq analysis
Peter Kharchenko [HMS]

LUNCH (provided)

Sequence processing for scRNA-seq data
Radhika Khetani [HSPH]

Quality checks and differential expression
Joseph Herman [HMS]

BREAK

Analysis of heterogeneity and subpopulations
Jean Fan [Harvard]

Weighted gene correlation networks

Assieh Saadatpour [DFCI]

<< < Event co-sponsors >> >

For updates, please visit the event webpage at:

http://hsci.harvard.edu/event/single-cell-genomics-workshops?delta=0
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