In-solution capture assay design

RNAseq
Cuffinks exons de novo contigs Full length cDNAs

Repeat analysis
Target space Morex WGS assembly
Mapping to Morex
Array design WGS assembly

“Array CGH analysis and
removal of non-performing Targat regions on
Morex WGS assembly
probes

Solution phase capture pool
(alpha design

Design recalibration based
on exome sequencing
of four cultivars

Final set of oligonucleotide
probes (beta design)

Experimental procedures (NimbleGen Plant Sequence Capture)

Sample library preparation
(llumina TruSeq DNA kit) 2 days
Pre-capture sample Library 3 hours

amplification (LM-PCR)

Optional: Pooling of up to 6
amplfied pre-capture sample
libraries

Hybridization of sample

library to exomne Library 2 hours (3 days)

Washing and recovery 4 hours
of captured DNA
Captured DNA amplfication
(LM-pCR) 3 hours
Quality control of 5 hours
post-capture LM-PCR product
Sequencing-by-synthesis (10 days)

(cBot + HiSeq2000)

c Exome sequencing analysis pipeline

Read files in
FASTQ format

Morex WGS assembly

Read mapping
using BWA

Mapping fle
e Morex WGS assembly

SNP and genotype
calling using
samtools

Coverage statistics
I

using samtools \

VCF with differences

Read depth of each
to Morex reference

reference base



