
NextGENe (Next Generation Sequencing Software) 

 

NextGENe
 
is compatible with the Applied BioSystems SOLiD™ System,Roche Genome 

Sequencer FLX™ and Illumina Genome® Analyzer and is designed in a biologist friendly 

Windows® environment significantly reducing the need for additional bioinformatics 

resources and costs. NextGENe utilizes low cost desk 64-bit hardware configuration with a 

minimum of 8 GB RAM. 

NextGENe Applications: 

 Condensation Tool 

 Variant Call Confidence Scoring 

 Variant Comparison Tool 

 NextGENe Viewer/Browser 

 Structural Variant Detection  

 Paired End Read Merging provides Sanger Quality sequence   

 Roche Genome Sequencer FLX SNP & Indel Detection   

 De novo assembly  

 Whole Genome Alignment  

 RNA-Seq Analysis  

 ChiPSeq Analysis  

 Metagenomic Studies of Viral and Bacterial Infections  

 Serial Analysis of Gene Expression (SAGE) Studies  

 miRNA Discovery, Quantification  

 Sequence Analysis Using Barcode/Index Tags of Pooled Samples  

 Deep Sequencing Analysis  

 Targeted Enrichment Sequence Analysis  

 Alignment of Paired Read 

Condensation Tool 

NextGENe, with its patent pending Condensation Tool, solves the 3 critical problems of 2nd 

generation sequence analysis: 

1. Reads too short 

2. High Error Rates 

3. Overwhelming Data Volume 

Critical to most applications, as well as assembly, The Condensation Tool statistically 

polishes and lengthens short sequence reads into highly accurate fragment sizes which are 

now unique and manageable. 

Steps to perform: 

Quick Start Guide 

(I) Select application: 

http://www.softgenetics.com/NextGENe.html#contool
http://www.softgenetics.com/NextGENe.html#scoring
http://www.softgenetics.com/NextGENe.html#vct
http://www.softgenetics.com/NextGENe.html#viewer
http://www.softgenetics.com/NextGENe.html#svd
http://www.softgenetics.com/NextGENe.html#paired
http://www.softgenetics.com/NextGENe.html#flx
http://www.softgenetics.com/NextGENe.html#denovo
http://www.softgenetics.com/NextGENe.html#wga
http://www.softgenetics.com/NextGENe.html#tr
http://www.softgenetics.com/NextGENe.html#chip
http://www.softgenetics.com/NextGENe.html#msvbi
http://www.softgenetics.com/NextGENe.html#dge
http://www.softgenetics.com/NextGENe.html#mirna
http://www.softgenetics.com/NextGENe.html#barcode
http://www.softgenetics.com/NextGENe.html#dsa
http://www.softgenetics.com/NextGENe.html#tesa
http://www.softgenetics.com/NextGENe.html#apr


1. Open NextGENe Run Wizard. 

2.  Select Instrument Type used to generate data. 

3.  Select Application Type 

 

 

(II) Load Data: 

1. Load FASTA sequence reads generated by instrument into the Sample Files field 

2. Load Reference files (fasta or GBK format) 

3. Select save location in Output field 

4. Click Next 

 

 
 

 

(III) Load Data-Format Conversion: 

 

1. Select the instrument Output Format 

2. Add sample file to be converted to the input field 

3. Set output location for resultant FASTA sample file 

4. Select settings to clean-up sample file 

5. Click Run 

 



 
 

(IV) Load Data- Analyze Loacally: 

 
 

When a Load Data field contains a path to a network drive, NextGENe offers the option to 

process the project in a Local Temp Directory for increased reliability and speed. When the 

Local Temp Directory option is shown in the Load Data step, check this option and specify a 

local directory with adequate resources. 

 

(V) Condensation: 

 

1. Set Condensation settings (Inspect Input Files estimates the total number of reads, 

read lengths and reference length. Expected Depth of Coverage is then estimated 

relative to these results. Adjust these fields as necessary) 

2. Select Condensation type. 

3. Click Next 

 

 
 

Condensation Types: 

There are three condensation types 

 Error Correction identifies keywords within all reads. Count the number of each 

keyword then compare these to similar keywords. Low frequency random variations 

can be corrected. Words adjacent to these keywords can also be corrected. 



 Elongation uses indexes to cluster similar reads. Reads are grouped by 

similarity and low frequency variations can be corrected within each group. 

Each read can be extended in length relative to the other samples that match to 

the same group. 

 Consolidation is similar to elongation. The major difference is that each group of 

elongated reads is merged into one single read, decreasing the amount of 

reads. The reads that did not cluster to others are moved into Uncondensed file. 

 

Condensation-Elongation and Consolidation Advanced settings: 

 

One Cycle of Condensation with Default settings is ideal for 36 bp reads with 50x coverage. 

Multiple cycles of condensation will continue to increase read lengths. 

 

 
 

(VI) Alignment: 

 

1. Set Alignment Specificity – minimum number and percentage of bases within a given 

read required to match reference for read to map. 

2. Set Mutation Detection Sensitivity –mutation percentage and total depth of coverage 

for each base position. 

3. Click Finish to Run NextGENe. 

 

 
 

(VII) Project Analysis – Run Log: 

 

1. Progress is displayed 

2. Statistics are calculated 

3. Log denotes project analysis completion 



 
 

(VIII) Sequence Alignment-View: 

 

1. NextGENe opens finished project in Sequence Alignment tool. 

2. Reads are aligned to reference – several reports are available 

 

 
 

(IX) Sequence Alignment-Mutation Output Report: 

 

 
 

 



(X) Sequence Alignment-Expression Report: 

 

 
 

(XI) Load Projects: 

 

1. Click on Run Sequence Alignment from NextGENe toolbar 

2. Click on File menu from the Sequence Alignment toolbar and select Load projects 

3. Click on PJT file created by NextGENe. 

 

 


