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Overview  
 

RipSeq® Single is a web-based sequence analysis and comparison software for microorganism 

identification that is part of the RipSeq product suite. RipSeq Single enables users to manage raw 

sequence data, automate the analysis, compare to comprehensive databases, display results with 

interpretative criteria, generate reports and interact with a community of users via database 

annotations. The software provides the fastest option for comparing a large number of sequence files to 

complex databases, such as those that are necessary for broad-range identification of microorganisms. 

Unlike other options, RipSeq Single facilitates the interpretation by providing the user with simple tools 

for database management and setting of interpretive criteria. RipSeq Single is ideal for clinical 

laboratories because it limits the amount of hands-on time by increasing the automation, contains 

lockable settings for quality control, and provides the ability to annotate reference, leading to more 

consistent reporting. Additionally, mixes caused by contamination, dual infections, or difficult to isolate 

organisms can be run through RipSeq Mixed solving difficult to answer clinical specimens quickly. 

 

Characteristics  
¶ File management and user interface 

RipSeq Single offers a simple, user interface for managing sequence files and setting analysis 

options. Simply go to www.ripseq.com and with a user name and password to log on. Once you 

are logged on you choose RipSeq Single to start managing and analyzing sequence files for 

identification. 

The file system allows users to share folders among other members in the company as 

Figure 1. Options to create and delete folders are available on the RipSeq Single page. Blue 
ŦƻƭŘŜǊǎ ƛƴŘƛŎŀǘŜ ΨǎƘŀǊŜŘΩΣ ǘƘŜ ŦƻƭŘŜr is available to  all users in the company. Any folder can be 
set to public. Yellow folders are personal folders and can only be seen by the user.   

http://www.ripseq.com/


well as have personal folders. Users will be familiar with the folder system, which allows the 

creation of subfolders that can be collapsed for easy viewing (figure 1).  

 

Four different tabbed panes are present in RipSeq Single. 

ҍ ¢ƘŜ CƛǊǎǘ ǘŀō ΨSingle filesΩ ǿƛƭƭ Ŏƻƴǘŀƛƴ ŀƭƭ the files uploaded to the folder as well 

as results and options for additional analysis.  

ҍ ¢ƘŜ ǎŜŎƻƴŘ ǘŀō ΨAdd new fileΩ ƛǎ ŦƻǊ ǳǇƭƻŀŘƛƴƎ ƻƴŜ ǎŀƳǇƭŜ ŀǘ ŀ ǘƛƳŜ ǘƻ wƛǇ{Ŝǉ 

single. A single sample consists of a forward and reverse sequencing file.  

ҍ The third taō ΨBulk uploadΩ ƛǎ ŦƻǊ ǳǇƭƻŀŘƛƴƎ ƳǳƭǘƛǇƭŜ ǎŀƳǇƭŜǎ ǿƛǘƘ ƻƴŜ ŎƭƛŎƪΦ 

ҍ  ¢ƘŜ Ŧƛƴŀƭ ǘŀō ΨSingle settingsΩ ŀllows administrators to set interpretative criteria, 

primers, and assembly parameters. These features are discussed in more detail 

later in this document. 

 

¶ Automated batch processing of the sequence files 

Adding files to RipSeq Single is quickΦ CƻǊ ŀƴ ƛƴŘƛǾƛŘǳŀƭ ǎŀƳǇƭŜ ǎƛƳǇƭȅ ŎƭƛŎƪ ǘƘŜ ΨAdd new fileΩ ǘŀō 

and options will be presented to allow a user to navigate to a forward and reverse sequencing 

file (figure 2).  

RipSeq Single ŀƭǎƻ ƻŦŦŜǊǎ ǘƘŜ ŀōƛƭƛǘȅ ǘƻ ƛƳǇƻǊǘ ŀ ōŀǘŎƘ ƻŦ ǎŜǉǳŜƴŎƛƴƎ ŦƛƭŜǎΦ /ƭƛŎƪ ǘƘŜ ΨBulk 

uploadΩ ǘŀō όŦƛƎǳǊŜ оύΦ IŜǊŜΣ ŀ ƎǊƻǳǇ ƻŦ ǎŜǉǳŜƴŎƛƴƎ ŦƛƭŜǎ Ŏŀƴ ōŜ ŀŘŘŜŘ ǘƻ wƛǇ{Ŝǉ ǎƛƴƎƭŜΦ Files are 

automatically paired with the correspondingly named partner. Whether you upload samples 

individually or as a batch, within seconds each file is trimmed based on quality values and the 

primer sequence is removed. Next, the files are assembled into a consensus sequence that takes 

CƛƎǳǊŜ нΦ Ψ!ŘŘ ƴŜǿ ŦƛƭŜΩ ǘŀōΦ LƴŘƛǾƛŘǳŀƭ ǎŀƳǇƭŜǎ Ŏŀƴ ōŜ ŀŘŘŜŘ ǳǎƛƴƎ ǘƘƛǎ ǘŀōΦ .ǊƻǿǎŜ ǘƻ ŀƴ ƛƴŘƛǾƛŘǳŀƭ ŦƻǊǿŀǊŘ ŀƴŘ 
reverse sequencing file, upload files and the sequencing files will be processed and assembled automatically. Files 
ǿƛƭƭ ǘƘŜƴ ŀǇǇŜŀǊ ƛƴ ǘƘŜ Ψ{ƛƴƎƭŜ ŦƛƭŜǎΩ ǘŀōΦ 



into account ambiguous base positions and creates a suitable sequence for comparison to the 

database. The average base call quality values (AQV) and the consensus length (CL) are 

displayed for each sample processed, allowing the user to quickly access the quality of their 

data. Additionally, these values will be highlighted as red text when their quality is below 

settable criteria (figure 4). 

 

 

 

 

CƛƎǳǊŜ оΦ Ψ.ǳƭƪ ǳǇƭƻŀŘΩ ǘŀōΦ DǊƻǳǇǎ ƻŦ ǎŜǉǳŜƴŎƛƴƎ ŦƛƭŜǎ Ŏŀƴ ōŜ ŀŘŘŜŘ ǳǎƛƴƎ ǘƘƛǎ ǘŀōΦ {ŜƭŜŎǘ ŀ ƎǊƻǳǇ ƻŦ ŦƻǊǿŀǊŘ ŀƴŘ 
ǊŜǾŜǊǎŜ ǎŜǉǳŜƴŎƛƴƎ ŦƛƭŜ ǳǎƛƴƎ ǘƘŜ Ψ/ƭƛŎƪ ƘŜǊŜ ǘƻ ǳǇƭƻŀŘ ŦƛƭŜǎΩ ōǳǘǘƻƴ ŀƴŘ ǘƘŜ ǎŜǉǳŜƴŎƛƴƎ ŦƛƭŜǎ ǿƛƭƭ ōŜ ǇǊƻŎŜǎǎŜŘ ŀƴŘ 
assembled automatically. Forward and correspondingly named reverse sequence files will automatically be paired. 

CƛƎǳǊŜ пΦ ¢ƘŜ Ψ{ƛƴƎƭŜ ŦƛƭŜǎΩ ǘŀō ŀŦǘŜǊ ŦƛƭŜǎ ƘŀǾŜ ōŜŜƴ ƭƻŀŘŜŘ ƛƴǘƻ ǘƘŜ ŦƻƭŘŜǊΦ The average base call quality values 
(AQV) for the trimmed sequence file and the consensus length (CL) are displayed for each processed file. Red 
text appears when the quality is below settable criteria. 



¶ Batch BLAST® of sequence files to database(s) 

RipSeq Single can compare all or selected samples in a folder simultaneously. This is done 

ŘƛǊŜŎǘƭȅ ƻƴ ǘƘŜ ΨSingle fileΩ ǘŀōΦ Users simply select the solution set (i.e. the database) from the 

drop down menu, check the samples to be compared to the database and clicƪ ǘƘŜ ΨBulk analyze 

All / selectedΩ ōǳǘǘƻƴ. If the user does not check any samples, the entire folder will be compared 

to the database. When the comparison is complete, a summary of the samplesΩ identification 

will be displayed (figure 5). Identification is based on CLSI or user specified guidelines (setting 

guidelines are discussed later). Colored indicators show the level of identification. An 

explanation of indicators is shown in table 1. 

 

¶ Solution sets 

Solution sets represent the references that the samples will be compared against. Isentio 

provides a highly curated pathogen dataset that has well validated references. We also provide 

services to allow users to incorporate their own dataset of references. Isentio will work with 

users to facilitate the addition of their own sequences. In addition, RipSeq Single includes 

curated and filtered GenBank datasets that allow users to compare against the most up-to-date 

taxonomy.  

 

GenBank database filtering and curation 

There are currently over 10,000 described microorganism species with 40-60 new species 

being described each month. These sequences always appear in GenBank because the 

deposit of a near full length sequence of the 16S rRNA gene is a requirement for newly 

described species. A multitude of other sequences are also deposited each day. There are 

currently over 4,500,000 bacteria references available in GenBank. Among the high quality 

CƛƎǳǊŜ рΦ ¢ƘŜ Ψ{ƛƴƎƭŜ ŦƛƭŜǎΩ ǘŀō ŀŦǘŜǊ the files have been analyzed, i.e. compared to a solution set of the 
database. Organism name and an indicator showing the level of identification are displayed.  


