
Assemble using
Newbler and MIRA

Explore assembler parameter space
parameterize_assembly.pl

Choose 
assembly

Annotate 
assembly

Similarity
searches

Quality & adaptor
trimming

Use similarity to known proteins
to Assign KEGG, EC, GO terms

InterProScan: 
Protein domain

annotation

Protein
prediction

Export as 
GFF file

Export as 
GFF file

Export as 
GFF file

Export as 
GFF file

Export as 
GFF file

Prepare data for assembly
preprocessest.pl Poly A/T trimming

Contaminant & repetitive
sequence identificationRaw data from sequencer

or FASTA from GenBank

optionally
remove 

redundancy

A
GFF files

Import into
chado DB

Import into
Bio::DB::SeqFeature::Store

Connect using
Apollo

Connect using
Gbrowse

Connect using
Artemis

B

Assembled contig reference

Annotations (a.k.a. features)
e.g. constituent ESTs, 
       BLAST results, 
       protein predictions
       SNP markers

Predicted open reading frame
placeholder (more than one allowed)

Open reading frame reference

polypeptide placeholder feature

ORF annotations
such as SNP markers

Protein reference
Proteins annotations
e.g. Physical properties (pI, MW)
       annot8r GO, EC, KEGG
       BLAST results
       InterProScan results
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