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P0O01 A high-resolution cell lineage analysis platform
Tamir Biezuner, Weizmann Institute of Science

P002 A controlled approach for measuring and modelling in vitro amplification noise of
microsatellite from single cells
Ofir Raz, Weizmann
Tamir Biezuner, Weizmann

P003 Developing a rigorous quality control procedure for single cell transcriptomics
data
Helen Lockstone, University of Oxford

P004 Robust lineage reconstruction from high-dimensional single-cell data
Guo-Cheng Yuan, Harvard University

P005 Single cell transcriptomics analysis of induced pluripotent stem cell-derived
cortical neurons reveals frequent dual layer identity
Adam Handel, University of Oxford

P006 Multi-parameter RNA and protein data from the same single cell
Kenneth J. Livak, Fluidigm Corporation

P007 Bursty gene expression in the intact mammalian liver
Keren Bahar Halpern, Weizmann Institute of Science

P008 Single-cell transcriptomes of fluorescent, ubiquitination-based cell cycle indicator
cells
Michael Bottcher, RIKEN Center for Life Science Technologies

P009 Discrete Distributional Differential Expression (D3E) - A Tool for Gene Expression
Analysis of Single-cell RNA-seq Data
Martin Hemberg, Wellcome Trust Sanger Institute

PO10 Algorithmic and experimental approaches to maximizing yield of massively-
multiplex single-cell sequencing technologies
Ambrose Carr, Columbia University

PO11 Predictive transcriptomics of cell death
Lars Velten, EMBL
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P012 Heterogeneity and lineage commitment in the common myeloid progenitor
Franziska Paul, Weizmann Institute of Science
Yaara Arkin, Weizmann Institute of Science

PO13 Studying host-pathogen interactions using single-cell RNA-Seq.
Gal Avital, Technion - Israel Institute of Technology

P014 Single-cell resolution spatial transcriptomics and molecular characterization of cell
type complement in marine annelid P. dumerilii.
Kaia Achim, EMBL

PO15 In situ DNA and RNA barcoding and amplification for same-sample sequencing and
imaging
Bastiaan Spanjaard, Hubrecht Institute

PO16 Unravelling the molecular events leading to hematopoietic stem cell generation in
the mouse embryo aorta
Lennart Anne Kester, Hubrecht Institute

PO17 Single-cell analysis of pancreatic development under normal and diseased state
Maayan Baron, Technion

PO18 Spatially Resolved Analysis of Differential Expression within Single Cells
Sanja Vickovic, KTH

PO19 Spatial Transcriptomics — Visualization and Quantification of Gene Expression in
Whole Tissue Sections
Fredrik Salmén, KTH Royal Institute of Technology

P020 Comparison of Different NGS Library Construction Methods for Single Cell
Sequencing
Nan Fang, QIAGEN GmbH

P021 Single-cell cytokine and transcriptome profiling of circulating Tfh cells in patients
with systemic lupus erythematosus
Minsuk Kwak, Yale University

P022 Spatial mapping of single cell RNA-seq data to tissue sections, using multiplexed
single-molecule fluorescence in situ hybridization.
Simone Codeluppi, Karolinska Institutet

P023 De novo prediction of stem cell identity using single-cell transcriptome data
Dominic Griin, Max Planck Institute of Immunobiology and Epigenetics
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P024 Multiple Displacement Amplification-based Whole Transcriptome Amplification
Enables Reliable Transcript Profiling From Limited Samples
loanna Andreou, QIAGEN GmbH

P025 Integrated DNA and RNA sequencing of single cells
Jiankui He, South University of Science and Technology of China

P026 Nephrectomy induced renal repair: an elegant tool to study the fate of injured
cells
Benjamin Vervaet, University Antwerp

P027 The detection of complex structural variation in single cells with Strand-seq
Ewart Kuijk, Hubrecht Institute and University Medical Center Utrecht

P028 Single cell microRNA sequencing
Michael Vanlnsberghe, University of British Columbia

P029 Identification of cellular biomarkers for HIV permissiveness through single-cell
analyses
Antonio Rausell*, Vital-IT group, SIB Swiss Institute of Bioinformatics

P030 Sincell: an R/Bioconductor package for the statistical assessment of cell-state
hierarchies from single-cell RNA-seq data
Antonio Rausell, Vital-IT group, SIB Swiss Institute of Bioinformatics

PO31 Wishbone identifies bifurcating developmental trajectories in single cell data
Manu Setty, Columbia University

P032 Single cell DNA template strand sequencing reveals recombination hotspots in
Bloom Syndrome cells
Niek van Wietmarschen, University Medical Center Groningen

P033 An integrated platform for: Real-time cell lineage tracing, Automated single-cell
recovery, and Single-cell library construction
Marijn van Loenhout, Centre for High-Throughput Biology, University of British
Columbia

P034 A microfluidic device for single-cell genome-wide identification of copy number
variation
Adi Steif, BC Cancer Research Centre
Hans Zahn, BC Cancer Research Centre

P035 High-throughput single-cell experiments using droplet microfluidics
Anindita Basu, Broad Institute
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P036 A novel nanowell array system based on SmartChip™ technology for the isolation
and processing of 1000s of single cells
Maithreyan Srinivasan, WaferGen Biosystems

P037 Noise in gene expression is coupled to growth rate
Leeat Keren, Weizmann Institute of Science

P038 Single-cell 5-hydroxymethylcytosine sequencing reveals extensive chromosome-
wide epigenetic heterogeneity among individual cells
Siddharth Dey, Hubrecht Institute

P040 Massively parallel single cell transcriptomics of the mouse retina
Karthik Shekhar, Broad Institute

P041 Analysis of Single Cell Fate Using Cellular Barcoding and tSNE
Jerry Gao, The Walter &amp; Eliza Hall Institute of Medical Research

P042 Pre-processing, quality control, and visualisation of single-cell RNA-seq data with
“scater’
Davis McCarthy, University of Oxford

P043 Spatially resolved RNA-Sequencing in the regenerating flatworm Macrostomum
lignano
Philipp Weissert, ERIBA, UMCG

P044 Accounting for technical noise in unique molecular identifiers
Jong Kyoung Kim, EMBL-EBI

P045 A PCR-free protocol for single-cell DNA library construction
Xuanyan Xu, QIAGEN
Mary von Langsdorff, QIAGEN

P046 Sequential Massively Parallel Single-cell RNA-Seq
Hadas Keren-Shaul, Weizmann Institute of Science

P047 A PCR-free protocol for single-cell RNA library construction
Xuanyan Xu, QIAGEN

P048 Single-cell transcriptomics meets epigenomics: heterogeneous Active/Polycomb
promoter states during neuronal differentiation
Elena Torlai Triglia, Max Delbriick Center for Molecular Medicine




SINGLE CELL
GENOMICS

sometimes the sum of @ EsTZ/ AN
the parts is greater than == -

the whole
September 16-18, 2015

Hubrecht Institute,
Utrecht, The Netherlands

/l.ngﬁ

P049 Probing vascular smooth muscle cell plasticity with single-cell RNA-seq
Helle Jgrgensen, University of Cambridge
Mikhail Spivakov, Babraham Institute

P050 Building complete chromosomal haplotypes using single-cell sequencing
David Porubsky, European Research Institute for the Biology of Ageing

P052 Identification of cDC1- and cDC2-committed DC progenitors reveals early lineage
priming at the common DC progenitor stage in the bone marrow
Andreas Schlitzer, University of Bonn

P053 Regulation of mRNA translation during mitosis
Marvin Tanenbaum, Hubrecht Institute

P054 Unsupervised Ordering of Single-Cell along Developmental Path using Sorting
Points into Neighborhoods (uSPIN)
Jinmiao Chen, Singapore Immunology Network (SIgN)

P055 Mpath maps multi-branching single-cell trajectories revealing dendritic cell subset
commitment of progenitors in mouse bone marrow
jinmiao chen, Singapore Immunology Network

P056 Ultra-accurate genome sequencing of single cells by Single-Stranded Sequencing in
micrOfluidic Reactors (SISSOR)
Wai Keung Eric Chu, University of California San Diego

P057 FastProject: A software package for the exploration of single-cell RNA-Seq data
Nir Yosef, UC Berkeley

P058 Cell-cycle classification at the single-cell level with Random Forest
Mickael MENDEZ, RIKEN Yokohama

P059 Resolving the Cellular Hierarchy of Thrombocyte Lineage Development Using
Single Cell RNA-Seq
Valentine Svensson, EMBL

P060 Using Computational Topology to Study Cell Cycle in single-cell RNA-seq Data
Valentine Svensson, EMBL

PO61 Dissecting the direct reprogramming path from fibroblasts to neurons using single-
cell RNA-seq
Barbara Treutlein, Max Planck Institute for Evolutionary Anthropology
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P062 Applying single cell genomics to reconstruct uniquely human cerebral functions
J. Gray Camp, Max Planck Institute of Evolutionary Anthropology

P063 Single cell sequencing to define subpopulations of cancer associated fibroblasts in
a mouse model of breast cancer
Michael Bartoschek, Lund University

P064 Nfix regulates temporal progression of skeletal muscle acute and chronic
regeneration
Giuliana Rossi, University of Milan

P065 Modelling the impact of growth on cellular heterogeneity and stochastic noise
Lorenzo Ficorella, MRC Clinical Sciences Centre, Imperial College London

P066 Strategies for comprehensive and sensitive single-cell RNA sequencing
Omid Faridani, Ludwig Institute for Cancer Research

P067 Re-inventing statistical methodology for the challenges of single cell genomics
Justina Zurauskiene, University of Oxford

P068 Early commitment and robust differentiation in intestinal crypts
Beata Toth-Cohen, Weizmann Institute of Science

P069 A physical cellular interaction network reveals new niches in the mouse bone
marrow
Jean-Charles Boisset, Hubrecht Institute

P070 Linking cell lineage and the transcriptome on a single cell level
Tino Frank, ETH Zurich

P071 Linking high resolution secretion profiles to dynamic inputs in single cells
Alicia Kaestli, ETH Zurich

P072 Characterisation of isoform-expression patterns in single-cell RNA-sequencing
data
Mattias Rantalainen, Karolinska Institutet

P073 Single-cell RNA-seq reveals maturation stages of the Paneth cell lineage
Kay Wiebrands, Hubrecht Institute
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P074 Single-cell printing for the genetic analysis of cancer cells
Stefan Zimmermann, University of Freiburg

P075 Single-cell medicine: Transcriptional analysis of normal and diabetic human
pancreatic islets
Asa Segerstolpe, Ludwig Institute for Cancer research/Karolinska Institute

P076 ESpresso: an single cell gene expression database of mouse embryonic stem cells
Johan Henriksson, Karolinska Institutet/EBI

P077 Single cell expression profiling of rare subpopulations in acute leukemia
Christoph Ziegenhain, Ludwig-Maximilians University Munich

P078 Aneuploidy and CNV detection using single-cell-sequencing
Aaron Taudt, Eriba

P079 Single-cell mRNA sequencing of type 2 diabetes human pancreas reveals cell type-
specific and disease related genes
Mauro Javier Muraro, Hubrecht Institute

P080 Long non-coding RNA signatures in tumor infiltrating lymphocytes
Marco De Simone, INGM - Istituto Nazionale Genetica Molecolare-Romeo ed Enrica
Invernizzi

P081 Imaging and sequencing single cells

Aaron Streets, Peking University

P082 Single cell mRNA-sequencing of mESCs reveals cell-to-cell variation in pluripotency
and cell cycle genes
Aleksandra A Kolodziejczyk, Wellcome Trust Sanger Institute and EMBL EBI

P083 Single-cell 5-hydroxymethylcytosine sequencing reveals extensive strand bias
among individual cells
Dylan Mooijman, Hubrecht Institute

P084 Understanding human specific cognitive traits by dissecting the neuronal diversity
of humans and great apes
Sabina Kanton, Max Planck Institute for Evolutionary Anthropology

P085 TruePrime™, a superior technology for single cell whole genome amplification
based on TthPrimPol
Armin Schneider, SYGNIS Bioscience GmbH &amp; Co KG
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P086 Multiscale pattern detection in spatially resolved gene expression data
Joseph Herman, Harvard Medical School

P087 Bingo-DNA: how to 3-fold increase qPCR logarithmic accuracy with a self-
assembled DNA nanodevice
Lucia Coral, University of Trieste

P088 Single-cell RNA-sequencing reveals two subpopulations of satellite cells
Susanne Carina van den Brink, Hubrecht Institute

P089 Droplet Microfluidics for Barcoding Single-Cell Transcriptomics
Linas Mazutis, Vilnius University

P090 High-resolution pseudotemporal ordering of single-cell gene expression profiles
Kieran Renfrew Campbell, University of Oxford

P091 Single Cell Phylogenetic Fate Mapping
Christopher Wei, University of California, San Diego

P092 Single cell profiling of an in vivo, Ras V12 based tumour in the Drosophila eye
primordium
Kristofer Davie, KU Leuven

P093 Single-cell ATAC-seq provides a new dimension to profiling cellular regulation and
variation
Dave Ruff, Fluidigm Corporation

P094 Molecular programs sustaining outer radial glia during human corticogenesis
Carmen Sandoval-Espinosa, UCSF

P095 Decoding Amplified taRgeted Transcripts with Fluorescence In Situ Hybridization
(DARTFISH) for RNA mapping in human brains
Matthew Cai, University of California San Diego

P096 DNA-microscopy: Sequence-readouts of tissue microstructure
Joshua Weinstein, Broad Institute

P097 Integrated transcriptome and methylome based single-cell approach to

interrogate early mouse embryonic development
Hisham Mohammed, The Babraham Institute
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P098 Linking heterogeneity in gene expression patterns to cell history and fate in the
early mouse embryo
Antonio Scialdone, Wellcome Trust Sanger Institute

P099 Single cell view of host virus interactions in the marine environment
Shilo Rosenwasser, WIS

P100 Genome-wide allelic expression reveals incomplete reprogramming in Human
Female Germ cells
Abel Vertesy, Hubrecht Institute

P101 Single cell transcriptional profiling of mouse embryonic stem cells across cell-cycle
stages
Kedar Natarajan, Wellcome Trust Sanger Institute/European Bioinformatics Institute

P102 Single nucleus RNA-seq reveals cell types and dynamics of adult neurogenesis in
the Hippocampus
Naomi Habib, Broad Institute

P103 A study of mRNA sorting by single cell sequencing of early stage Xenopus laevis
embryos
Helena Storvall, Karolinska Institutet

P104 CEL-Seq2: sensitive highly-multiplexed single-cell RNA-Seq
Tamar Hashimshony, Technion

P105 Tracking Edge Rewiring During the Epithelial-To-Mesenchymal Transition
Smita Krishnaswamy, Columbia University

P106 Robust estimation of mutual information in single-cell RNA-seq data
David van Dijk, Columbia University
Smita Krishnaswamy, Yale University

P107 Towards transforming cell-to-cell variations into biological insights: From single
cells to networks to human populations
John S. Tsang, NIAID, NIH

P108 Transcriptional profiling of the adolescent mouse dentate gyrus
Hannah Sophie Hochgerner, Karolinska Institutet

P109 Single cell isoform and alternative promoter usage determined by PacBio long
read sequencing and STRT single cell RNA seq
Kasper Karlsson, Karolinska Institutet
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P110 Identification of adipogenic precursor populations through single-cell RNA-seq
Petra Schwalie, EPFL

P111 Allele Specific Expression Analysis of Human iPS Cells at Single Cell Level
Yasutaka Mizoro, Kyoto University

P112 Functional and molecular characterization of human haemopoietic stem and
progenitor cells
Bilyana Stoilova, Weatherall Institute of Molecular Medicine
Dimitris Karamitros, Weatherall Institute of Molecular Medicine

P113 Identifying cellular origins of Barrett’s oesophagus and oesophageal cancer using
single-cell RNA-seq
Richard Owen, University of Oxford

P114 Heterogeneity comparison with scRNA-Seq of human embryonic stem cells in two
different states
Aurora Savino, Babraham Institute

P115 Single cell transcriptomes from mouse hippocampus and cerebellum as strategic
data in the Human Brain Project
T. Grant Belgard, University of Oxford

P116 Assessment of miRNA functions in steady-state conditions
Marcel Sauerbier, Stockholm University

P117 A Dynamic Search Process Underlies MicroRNA Targeting
Stanley Dinesh Chandradoss, TU Delft / Kavli Institute of Nanoscience

P118 Single-cell DNA methylome sequencing and bioinformatic inference of epigenetic
cell state dynamics
Matthias Farlik, Research Center for Molecular Medicine of the Austrian Academy of
Sciences

P119 Simultaneous analysis of targeted genes and transcripts of thousands of single
tumor cells in parallel
David Redin, Science for Life Laboratory

P120 Identification of novel regulators of Th17 cell pathogenicity by single-cell
genomics
Nir Yosef, UC Berkeley

P121 Single-cell RNAseq of the three-layered cerebral cortex of turtles and lizards
Maria Antonietta Tosches, Max Planck Institute for Brain Research
Tracy M Yamawaki, Max Planck Institute for Brain Research
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P122 The spatial mapping of single cells reveals new gene expression patterns in the
developing brain of Platynereis dumerilii
Nils Eling, European Bioinformatics Institute

P123 Impact of Growth Dependent Variability in Gene Expression on Cellular
Phenotypes
Malika Saint, MRC CSC

P124 No evidence for increased aneuploidy in the brain of Alzheimer’s patients
Hilda van den Bos, University Medical Center Groningen

P125 Counting your favorite transcripts in single cells
Liran Valadarsky, Weizmann Institute of Science

P126 G&T-seq: Separation and parallel sequencing of the genomes and transcriptomes
of single cells
lain Macaulay, Wellcome Trust Sanger Institute

P127 Profiling of DNA-replication by single-cell sequencing
Parveen Kumar, University of Leuven

P128 Leapfrogging genome assemblies by sequencing single cells
Mark Hills, BC Cancer Agency

P129 Dissecting the transcriptional heterogeneity of murine epidermis at single cell
resolution
Maria Kasper, Karolinska Institutet

P130 Dynamic Cellular Heterogeneity Resulting from Random Monoallelic Gene
Expression in Somatic Cells
Bjorn Reinius, Ludwig Institute for Cancer Research
Daniel Ramskoéld, Karolinska Institutet

P131 Phasing of single DNA molecules by massively parallel barcoding
Erik Borgstrom, Science for life laboratory

P133 Linking T-cell receptor sequence to single cell transcriptome analysis using short
paired-end RNA-sequencing
Shaked Afik, University of California Berkeley

P134 Achieving unparalleled sensitivity and reproducibility in single-cell transcriptomics
Magnolia Bostick, Clontech Laboratories
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P135

Single-cell profiling of the mouse vascular system
Michael Vanlandewijck, ICMC, Karolinska Institute

P136

Reconstructing cell lineage trees from whole-genome single-cell sequencing data
Jakub Truszkowski, EMBL-European Bioinformatics Institute and Cancer Research
UK, Cambridge Institute

P138

Transcriptional analyses of plasmodium falciparum erythrocytic development at
cellular resolution

Mtakai Ngara, Karolinska Institute

Sven Sagasser, Karolinska Institute

P139

High throughput microfluidic imaging analysis and visualisation integrated with
single-cell sequencing

Esther Mellado, University of Oxford

Rory Nolan, University of Oxford

P140

Powerful latent variable models for decomposing cell-to-cell heterogeneity in
single-cell RNA-seq studies
Florian Buettner, European Bioinformatics Institute

P141

Integrated single-cell transcriptomics and imaging to study human-virus
interactions: HIV fusion and the EBV life cycle
Quin Wills, University of Oxford

P142

Host-pathogen interactions of toxoplasma gondii at the single-cell level
Philip Brennecke, Stanford University

P143

High-throughput single-cell genomics at a large genome centre
Iraad Bronner, Wellcome Trust Sanger Institute
Stephan Lorenz, Wellcome Trust Sanger Institute

P144

Integrative analysis of single cell genome and transcriptome sequencing reveals
the effect of genomic copy number at single cell level
Tim Xiaoming Hu, Oxford University

P145

Single cell in situ RNA profiling by seqFISH
long cai, caltech

P146

Whole-organ lineage tracing of the human pancreas
Martin Enge, Stanford University

P147

Dynamics of the cell cycle revealed by parallel genome and transcriptome
sequencing of single cells
Mabel Joey Teng, Sanger Institute
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P148 Discovery of dendritic cell sub-populations in human blood by single cell RNA-
sequencing
Alexandra-Chloe Villani, Broad Institute of MIT & Harvard; Center for Immunology
and Inflammatory Diseases, Massachusetts General Hospital

P149 Delineating cell lineage and pluripotency during human blastocyst formation by
single cell transcriptional analysis
Daniel Edsgard, Karolinska Institutet

P150 Exploring chromosomal conformations in cells among and between cell cycle
phases using an improved version of the single-cell Hi-C protocol
Yaniv Lubling, Weizmann Institute of Science

P151 Computational dissection of single-cell heterogeneity using parallel scBS-Seq and
scRNA-Seq profiling
Christof Angermueller, European Bioinformatics Institute (EBI/EMBL)

P152 Single cell transcriptional signatures of bone marrow failure in patients with
Shwachman-Diamond Syndrome
Cailin Joyce, Dana-Farber Cancer Institute

P153 Using single-cell transcriptome analysis to unravel the patterns and mechanisms
of promiscuous gene expression in medullary thymic epithelial cells
Alejandro Reyes, European Molecular Biology Laboratory




