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Opis produktu
ProteolQ

Features

Statistical Validation. = . . . . .
IA user_can vallld te,(g)roteln |dent|f|§atlons usmg False Discovery Rate (FD )dcalcuI%tlons at theFRrot in anéig)e tide
evel. FDR calculation |s_suR orted via conca rg:l}_ed or separate target an ecog/ zi\tabases. ots based on sco_ﬁ_or
SE% EST scores, discriminaje scores or probabilities can pe %ener ted. The user also has the option to use probability
g?r%r raTeesaggrve\:/g]Fnts or verifying protein assignments and use sensitivity and error plots to maintain an acceptable

Label Free Quantification . .
roteomic workffows caﬂ var¥ _%reatllg from lab to IaHo. 3e%]<alg less of your instrument type, df\tgbie\?e search engine
ormat or chromatogra settings, roteongrow ?S Iexible paramieters to ensure robust label free Ha}ntltat on no

matter qow our experim tw%s performed. Cantrol precursor m/z ,Pea ickin efining retentjon |ts,grecursor
aé}sse iﬁoeesru tcrgbt%]n S/N thresholds. Further refine label free quantitation by applying smodthing algorithms and

Spectral Counti

Prg e0lQ provides ro lgst_relative quantitation by s ed the spectral counting
fementa b5l bsad

method due to its scalability, ease of implementation and cost sa mg;s]:qwhen comdp?red to la F ased techniques.

ﬁ,rot oj(%?ss ectral counti %t?o orithms are based upon Welestaﬁ)ls d methodologies %%Ygx éﬂ an intuitive and

$yectra counting. Researchers have adop
e
s{gg%sl eractive software p m. ProteolQ easily supports small scale comparisons or co nical proteomic

Precursar Iq_tensn}/ Q[)ICQ L L o
For every identified peptid s€d on a user specified filter criteria, ProteolQ extracts precursor mtensn}[I values from the
S/MS database search result. T ePrecurso ion intensities, ora1ﬁeptl es matching a dr,o,tem are theh compare
etween replicates an %rou s to determine relative expr?ssmn att eo’orotem_ evel. | ﬁ ition to the intensity based
¥elat|ve %ﬂ ntitation, Pr% eol Rrowdes access to spectral count based guantitation within the same project. This allows
or a quick comparison betweeh intensity and spectral count based relative quantitation.
While spectral count quantitation provides an accurate estimation, for high abundance proteins, it is limited in its ability t
guantlfsf low a und%m%e species. %Hlf |?_ Sue to tﬁe ?ac_t tﬁat proteins or} ow abun ancepo en havesies_s tﬁan five spectral
counts; Proteo]Q a owsalou to giJIC é/ ilter proteins with low spectral couqtg and then app_lty the hybrid precursor
intensit ugnut tion to derive relative expression values, thus adding confidence to quantitation for proteins with even a
single peptide asalegnment. To im roveg otein ﬂuanutaﬂon a user may select one of the numerous normalization
procedures provided and apply post quantitation statistics.

Precursor Lnt nsitl}/ SAU-C _ _ L .
Proteol%?s abel rFengI antitatio _usm?l area under thF curve (LF-AUC) Prowdesd':\cc rate and I’ObL}St guantitation lﬁlng
Intensities derived from extracted ion chromatograms for every precursor detected in the MS or MS/MS instrument files.

Isobaric Tag %Japt'ga}ioniTRAQ, TMT, and Custom ReagentsProt ol%emlpchwerﬁ isobar‘c label based quantitﬁltion,
r? ardless of the la elpg stratega/ em Ioi){ed. ProteolQ provides a feature rich so warePat orm giving users the
%tmate control over all aspects™of quantitation. ProteoIB supports a wide array of experiment ty§e3| cluding:

. ITRA ?IuLP ex

. ITRAQ faourplex

IR e|'% tg ex

. Tandem Mass Tags (TMT) duplex
5. Tandem Mass Tags (TMT) sixplex
Or even a custom reagent.

Proteo|Q automatically removes p%ptl,de| redundance/ from multiple sear%w engslne results mclHFmg |\4] scot, Sequest,
)é!Tar} em and report accurate isobaric la eLguantl ation for ev (r:ypeg)tl e assignment regardless of t esogrc of the
identification. The peptide view ISP axs all t %u(?ntltatlon metrics, reporter ion intensity, Search scores an
probabilities associated with each identified peptide.

S CON

Isotapic Labeliné; %uantitati_on _ - . .
SILAC, D_|methg/l, dam Custom Labe IR\% ProtefoI% enables accurate and rapid qua&t%tanoH of isotopically labeled
peptides in a véndor independent software platform. ProteolQ allows the User to define the type of isotopic label used
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6. Acetylation

Proteol(?_ supports *abel based quantitation usmg any label and anél |Hstrumentspla]tform. To ensure accurate
uantitation select from a wide array of quantitation ﬁrﬁ\?eters nclu *nge {nas to ergnce, retention t|me? ifts to
cconmmo afe euterate %om ounds, and S/N thresholds. Further refine label based quantitation by applying
smoothing algorithms and baseline subtraction.

B|olog|cal Annotation o . . .
or most proteomic studies the guestion is not Whatlpro_t ins chan ?eﬁ ressjon across, sa gles rather what is }he
iolo |ca| significance of those changes. Proteol ovides a completely customizable interface t? su%port any form of
|oq ical a notat|or}. Users can eas gcompare r telrbﬂu ntitative results in relation to biological pa war}/ns, rotein
ocall alon,gr tein, nC,tIOP or compare to transcript abun ange. Ef,verty time a ProteolQ analysis is performe

is provided 10 the biological terms associated with the protein identification.
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