
Assembler is a MacVector module designed for easy assembly of sequence reads with a few mouse clicks right 
on your desktop.  Based on the industry standard algorithms of Phred and Phrap,  Assembler is not only an 
excellent tool for your small genome projects, sequence comparisons, and SNP studies, but it also provides you 
with high performance and high quality sequence assembly.

Key Scientific Functionality
Base Calling. Carry out highly accurate base 

calling from chromatograms, and generate useful 

quality values for each individual base call using 
phred.  An interactive trace editor allows you to 

view the base calls and their quality values. 

Sequence Assembly. Perform ultra fast 
sequence assembly using phrap to generate a 

consensus sequence.  You can adjust numerous phrap 
parameters such as mismatch penalty, gap penalty, 

etc. to optimize your assembly. 

Trim and Mask Vector Sequences. Eliminate 

vector contamination sequences using cross_match.  

You can easily designate and select your own vector 
sequence files. 

Contig Editing and Analysis. Edit individual 

bases in a DNA sequence to generate a new 
consensus. View the consensus sequence, all 

associated chromatograms, sequence reads, and 
quality scores in the intuitive easy-to-use, graphical 

contig editor. When variations in DNA sequences 



are observed, you can 

q u i c k l y i d e n t i f y 

alternative protein 
s e q u e n c e s b y 

performing an open 
reading frame analysis.  

Alternatively see a 

realtime 3/6 frame 
translation of your 

c o n t i g s i n t h e 
i n teg r a ted con t i g 

editor.

Next Generation 
Sequencing. Short 

read data may be 

imported in Fastq format and assembled using the 
latest version of phrap. Illumina, 454 and Solid data 

are all supported in fastq format. Each read in a 
project contains metadata of which type of 

sequencer it was generated from.

Supports Numerous Fi le Formats. 

Effortlessly import ABI, SCF, and ALF formatted 

chromatogram files, MacVector, Fastq or FASTA 
formatted sequence files. 

Easy to use interface. Navigating around your 

assemblies has never been easier. Display an entire 
contig in the graphical Map view, and select a read to 

instantly zoom straight to that region in the Editor 

view at sequence level. Click on a base in the 

alignment and see the trace data associated with that 

base below.

Integrated within MacVector Analyze contigs 

directly in MacVector.  Run restriction enzyme 

analysis, design primers and align contigs directly 
from the contig editor view.

Job Manager Assembler uses the MacVector job 
manager to control basecalling and assembly.  Allows 

you to continue working whilst running longer 

assemblies
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