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F O R  U S E  I N  S E Q U E N C E  A S S E M B LY,  CO N T I G  M A N AG E M E N T  A N D  S N P  D I S CO V E R Y

SeqMan Pro enables fragment data assembly from sequencing projects ranging from a few fragments to hundreds of thousands of 
fragments – at the push of a button. SeqMan Pro removes unreliable data, including poor quality ends, sub-minimal length reads, and 
vector and contamination host sequences in a single pass, then assembles the trimmed data and calls   the consensus. 
SeqMan Pro provides two different assembly methods: the Classic assembler, and the Pro assembler. The newer Pro assembler should 
be used when your data is: 1) large; 2) contains repeated sequences; 3) has noisy ends; or 4) is being used for SNP analysis. The addition 
of the new SeqMan Pro assembly algorithm provides Lasergene with the tool necessary to assemble bacterial size genomes using Roche 
454® Life Sciences’ pyrosequencing technology.
SeqMan Pro uses DNASTAR’s unique trace quality evaluation method to call the most accurate consensus sequence possible. This method 
reduces the depth of coverage needed for accurate sequence determination, yielding spectacular savings in time and effort. SeqMan Pro 
also accepts Next Generation Sequencing data assembled on DNASTAR’s SeqMan NGen assembly tool.  SeqMan NGen can be used with  
data generated on either Roche 454 or Illumina  Next Generation sequencing platforms. 

To evaluate the assembly, a single alignment window allows you to view key aspects including:
	 •	 Two consensi for the same contig, called by different methods
	 •	 Multiple sequences and their underlying trace data
	 •	 The six-frame translation
	 •	 Candidate SNPs
	 •	 Sequence and consensus conflicts

M A I N  S e q M a n  P r o  C o n t i g  A l i g n m e n t  W i n d o w
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S e q M a n  P r o  F E AT U R E S
Refine Data and Customize Assembly Parameters 
	 •	 Remove contaminant sequences such as vector and E. coli automatically 

	 •	 Trim poor-quality trace data automatically using trace quality evaluation 

	 •	 Utilize a backbone sequence to guide assembly 

	 •	 Customize assembly parameters for your own data sets

Primer Walking 
	 •	 Complete user control over the coverage parameters  

	 •	 Design primers to improve coverage� 

	 •	 Extend coverage into gaps

SNP Discovery 
	 •	 Automatically analyze aligned sample sequences to identify and highlight bases 

		   that are probably SNPs 

	 •	 Discover homozygous and heterozygous SNPs 

	 •	 Confirm or reject that bases are actual SNPs 

	 •	 Generate SNP reports that enable further genetic analysis of the sequence 

		  sample population

Display and Refine the Assembly 
	 •	 Trace quality evaluation method achieves the most accurate consensus  

	 •	 View multiple consensi, sequences, traces and translations aligned 

		  simultaneously 

	 •	 Compare consensi generated by trace evidence, majority and Phrap methods 

	 •	 Resolve conflicts automatically or interactively 

	 •	 Merge contigs automatically or interactively 

	 •	 Recover trimmed data to join contigs 

	 •	 Insert, delete or change bases and gaps in the consensus or input sequences 

	 •	 Display assemblies generated from 454® data in Flowgrams

Large Assembly Capability 
	 •	 Assemble Sanger and Next Generation Sequence data (454®) 

	 •	  Perform iterative assemblies 

	 •	 Include sequencing data in ABI, ABI1, SCF, Fasta, Phred and 454 formats 

	 •	 Assemble against a backbone template or use raw sequencing data 

	 •	 Utilize Pro Assembler with data sets that include repeated sequences
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