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Abstract

SOAP-denovo-trans assembly protocol used to assemble plant transcriptomes for the 1KP project. 
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Materials

STEP MATERIALS

DNaseI NEB

Dynabeads mRNA purification kit Life Technologies

fragmentation buffer Life Technologies

SuperScript II reverse transcription kit Life Technologies

RNase H Life Technologies

DNA polymerase Enzymatics

QIAquick PCR purification kit Qiagen

Agencourt AMPure beads Beckman Coulter

T4 DNA polymerase and T4 polynucleotide kinase Enzymatics

Klenow (3′ to 5′ exo-) Enzymatics

dATP GE Healthcare

Phusion DNA polymerase NEB
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1 SOAPdenovo2 based DBG construction and Trinity based low frequency k-mer removal.

2 Map reads to the contigs and build linkages.

a) Utilizing single-end read information

b) Utilizing paired-end read information

c) Merge the linkages

3 Remove erroneous and redundant linkages

a) Manage ambiguous contigs

b) Linearize contigs into scaffolds

4 Divide graph into sub-graph. Oases based graph traversal.

5 Gap closure and output the transcripts.
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