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Overview

RipSe® Single isa web-based sequence analysis and comparison softwime microorganism
identification that is part of the RipSegroduct slite. RipSeq Singlenables users to manage raw
sequence data, automate the analysis, comp&mecomprehensive databaseslisplay resultswith
interpretative criterig generate reportsand interact with a community of usersia database
annotations The software provides the fastest option fowmparing a large number of sequence files to
complex databases, su@s thosethat are necessary for broagnge identification of microorganisms.
Unlike other optionsRipSeq Single facilitates the interpretation by providing the user with simple tools
for database management and settingf interpretive criteria. RipSeq Single is ideal for clinical
laboratories because it limits the amount of hardis time by increasing the automatipcontains
lockable setting for quality control, and provides the aljlito annotate reference, leading to more
consistent reportingAdditionally, 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
I File management and user interface
RipSeq Single offers a simpleser interface for managing sequence files and settinglysis
options. Simply go tovww.ripseg.comand with a user name and passwdmadlog on Once you
are logged on you chooseRipSeq Singleo start managing and analyzing sequencesfiier
identification
The fle systemallows users to share folders among other members in the company as
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well as have persondblders. Userswill be familiar with the folder systepwhich allows the
creation ofsubfoldersthat can becollapsed for easy viewing (figute

Four different tabbed panes amresent n RipSeq Single
L ¢KS CAN®@Efle@ ! ¢ A Wi tiedigsiupldaged to thé foldeas well
as results and options for additional analysis.
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single.A single sample consists of a forward and reverse sequencing file.
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reverse sequencing file, upload files and the sequencing files will becpssed and assembled automatically. F
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L ¢ KS T AShpld setiink@dlowdadministrators to set interpretative criteria,

primers, and assembly parameter§hese features are discussed in more detail
later in this document.

1 Automatedbatchprocessing of theexjuence files
Adding files to RipSeq Singlejiickb C2 NJ 'y A Y RA @A R dzIAHd nawk il IS 64 A Y L.
and tions will be presentedto allow a user tanavigate to a forward andeverse sequenci
file (figure 3.
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automatically paired with e correspondinly namedpartner. Whether you upload samples
individually or as a batch, within secondscé file is trimmed based on quality valusasd the
primer sequence isemoved.Next, the files are assembl@ato aconsensus sequendbat takes



into account ambiguous base positions and creates a suitsdxdgiencefor 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 qualityelow
settable criteria (figure 4).
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assembled atomatically. Forward and correspondingly named reverse sequence files will automatically be paired.
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text appears when the quality is below settable criteria.



1 Batch BLA®Df sequence files to database(s)
RipSeq Single catompare all or selectedsamplesin a folder simultaneously This is done
RANB Ol f Snglefy®) (lss8isdinplselect thesolution set (i.e. the databasefom the
drop down meny check the samples to be compared to the database clid§  GBKIS an&lyze
All / selected@ 0 d4fitiieuser does not check asgmplesthe entire folder will be compared
to the databaseWhen the comparison is completa summaryof the samplesQdentification
will be displayed (figur®). Identificationis based onCLSbr user specifiedquidelines(setting

database. Organism name and an |nd|cator showmg the level of |dent|f|cat|on are displayed.

guidelines are discussed later) Coloed indicators show the level of identiition. An
explanation ofindicatorsis shown in table 1.

1 Solution sets
Solution setsepresent the references that the samples will be compared against. Isentio
provides a highly curated padgen 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 sequenclsaddition,RipSeq Single includes
curated and filteredGenBanldatases that allow users to compare against the mosttopdate
taxonomy.

GenBanldatabase filtering and curation

There are currently over 10,000 describedcroorganismspecies with 460 new species
being described each month. These sequences always appe@ernBankbecause 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 déposited each day. There are
currently over 4,500,000 bacteria references availabl&@nBank Among the high quality




