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ABSTRACT: Complex protein mixtures typically generate many
tandem mass spectra produced by different peptides coisolated in
the gas phase. Widely adopted proteomic data analysis environments
usually fail to identify most of these spectra, succeeding at best in
identifying only one of the multiple cofragmenting peptides. We
present PatternLab V (PLV), an updated version of PatternLab that
integrates the YADA 3 deconvolution algorithm to handle such cases
efficiently. In general, we expect an increase of 10% in spectral
identifications when dealing with complex proteomic samples. PLV is
freely available at http://patternlabforproteomics.org.

One of the aims of shotgun proteomics is to identify as
many peptide ions as possible1 by isolating them in the

gas phase and obtaining their tandem mass spectra. The
experimental spectra are then compared to those theoretically
generated from a sequence database, and the final list of
candidates is filtered according to specific criteria to obtain a
1% false-discovery rate. As it turns out, generally, the
proteomic samples routinely analyzed are complex ones such
as cell lysates, biopsies, or body fluids. The tryptic digest of
these complex samples gives rise to even more complex
mixtures consisting of millions of peptides that typically
coelute during reversed-phase chromatography coupled with
the mass spectrometer at hand. It is thus no coincidence that,
during coelution, many of those peptides have very similar
mass-to-charge ratios, commonly less than 1 m/z. Widely
adopted mass spectrometers typically use quadrupoles or linear
traps for precursor ion isolation, being therefore limited to
isolating ions of approximately ±1 Da. Consequently, other
peptides of close m/z manage to be coisolated and
cofragmented with the precursor ion selected by the
instrument.
It is well-known that multiplexed spectra can nowadays be

handled efficiently. The first report points to Venable et al.,
who debuted Data-Independent Acquisition (DIA) by
acquiring sequential isolation windows on an LTQ mass
spectrometer.2 At the time, the limitations inherent to their
instruments capped both identifications and the broad
applicability of their method. Still, unequivocally, they had

succeeded in anticipating one of the next big things in
proteomics. In what followed, Carvalho et al., working with an
Orbitrap-XL, were the first to acquire high-resolution MS1
data together with the isolation windows in an approach
named Extended Data-Independent Analysis (XDIA) that
allowed the precursors in the isolation window to be known
beforehand.3 Later, Gillet et al. applied the same strategy to
other TOF instruments and relied on spectral libraries for data
analysis, calling the entire package SWATH.4 More recently,
we introduced an approach combining Data-Dependent
Acquisition (DDA) with DIA and named it Mixed-Data
Acquisition.5

Be that as it may, different groups have argued about the
advantages and disadvantages of choosing DDA or DIA, and a
point of view on this subject is beyond the scope of this note.
One of the advantages of DDA is that it provides “cleaner”
mass spectra that may be fitter for de novo sequencing and
open searches6 and even for handling more complex scenarios
such as cross-linking mass spectrometry.7 As mentioned, in
DDA, some ions slip in together with the precursor and
produce multiplexed spectra.

Received: February 17, 2023
Revised: March 7, 2023
Accepted: March 8, 2023

Application Notepubs.acs.org/jasms

© XXXX American Society for Mass
Spectrometry. Published by American
Chemical Society. All rights reserved. A

https://doi.org/10.1021/jasms.3c00063
J. Am. Soc. Mass Spectrom. XXXX, XXX, XXX−XXX

ACS Partner Journal

D
ow

nl
oa

de
d 

vi
a 

FI
O

C
R

U
Z

FU
N

D
A

C
A

O
 O

SW
A

L
D

O
 C

R
U

Z
 o

n 
A

pr
il 

3,
 2

02
3 

at
 1

3:
50

:5
6 

(U
T

C
).

Se
e 

ht
tp

s:
//p

ub
s.

ac
s.

or
g/

sh
ar

in
gg

ui
de

lin
es

 f
or

 o
pt

io
ns

 o
n 

ho
w

 to
 le

gi
tim

at
el

y 
sh

ar
e 

pu
bl

is
he

d 
ar

tic
le

s.

https://pubs.acs.org/action/doSearch?field1=Contrib&text1="Milan+A.+Clasen"&field2=AllField&text2=&publication=&accessType=allContent&Earliest=&ref=pdf
https://pubs.acs.org/action/doSearch?field1=Contrib&text1="Marlon+D.+M.+Santos"&field2=AllField&text2=&publication=&accessType=allContent&Earliest=&ref=pdf
https://pubs.acs.org/action/doSearch?field1=Contrib&text1="Louise+Ulrich+Kurt"&field2=AllField&text2=&publication=&accessType=allContent&Earliest=&ref=pdf
https://pubs.acs.org/action/doSearch?field1=Contrib&text1="Juliana+Fischer"&field2=AllField&text2=&publication=&accessType=allContent&Earliest=&ref=pdf
https://pubs.acs.org/action/doSearch?field1=Contrib&text1="Amanda+C.+Camillo-Andrade"&field2=AllField&text2=&publication=&accessType=allContent&Earliest=&ref=pdf
https://pubs.acs.org/action/doSearch?field1=Contrib&text1="Amanda+C.+Camillo-Andrade"&field2=AllField&text2=&publication=&accessType=allContent&Earliest=&ref=pdf
https://pubs.acs.org/action/doSearch?field1=Contrib&text1="Lucas+Albuquerque+Sales"&field2=AllField&text2=&publication=&accessType=allContent&Earliest=&ref=pdf
https://pubs.acs.org/action/doSearch?field1=Contrib&text1="Tatiana+de+Arruda+Campos+Brasil+de+Souza"&field2=AllField&text2=&publication=&accessType=allContent&Earliest=&ref=pdf
https://pubs.acs.org/action/doSearch?field1=Contrib&text1="Diogo+Borges+Lima"&field2=AllField&text2=&publication=&accessType=allContent&Earliest=&ref=pdf
https://pubs.acs.org/action/doSearch?field1=Contrib&text1="Diogo+Borges+Lima"&field2=AllField&text2=&publication=&accessType=allContent&Earliest=&ref=pdf
https://pubs.acs.org/action/doSearch?field1=Contrib&text1="Fabio+C.+Gozzo"&field2=AllField&text2=&publication=&accessType=allContent&Earliest=&ref=pdf
https://pubs.acs.org/action/doSearch?field1=Contrib&text1="Richard+Hemmi+Valente"&field2=AllField&text2=&publication=&accessType=allContent&Earliest=&ref=pdf
https://pubs.acs.org/action/doSearch?field1=Contrib&text1="Rosario+Duran"&field2=AllField&text2=&publication=&accessType=allContent&Earliest=&ref=pdf
https://pubs.acs.org/action/doSearch?field1=Contrib&text1="Valmir+C.+Barbosa"&field2=AllField&text2=&publication=&accessType=allContent&Earliest=&ref=pdf
https://pubs.acs.org/action/doSearch?field1=Contrib&text1="Paulo+C.+Carvalho"&field2=AllField&text2=&publication=&accessType=allContent&Earliest=&ref=pdf
https://pubs.acs.org/action/doSearch?field1=Contrib&text1="Paulo+C.+Carvalho"&field2=AllField&text2=&publication=&accessType=allContent&Earliest=&ref=pdf
https://pubs.acs.org/action/showCitFormats?doi=10.1021/jasms.3c00063&ref=pdf
https://pubs.acs.org/doi/10.1021/jasms.3c00063?ref=pdf
https://pubs.acs.org/doi/10.1021/jasms.3c00063?goto=articleMetrics&ref=pdf
https://pubs.acs.org/doi/10.1021/jasms.3c00063?goto=recommendations&?ref=pdf
http://patternlabforproteomics.org
https://pubs.acs.org/doi/10.1021/jasms.3c00063?fig=tgr1&ref=pdf
pubs.acs.org/jasms?ref=pdf
https://pubs.acs.org?ref=pdf
https://pubs.acs.org?ref=pdf
https://doi.org/10.1021/jasms.3c00063?urlappend=%3Fref%3DPDF&jav=VoR&rel=cite-as
https://pubs.acs.org/jasms?ref=pdf
https://pubs.acs.org/jasms?ref=pdf
https://pubs.acs.org/ACS_partner_journals?ref=pdf


We recently introduced the third version of Yet Another
Deconvolution Algorithm (YADA 3).8 As we have shown since
the first version appeared,9 YADA 3 can be used coupled with
a search engine to single out spectra resulting from two
coisolated precursors. If done correctly, this can increase
search engine results. We have also shown YADA 3 to be 1
order of magnitude faster than the previous fastest
deconvolution algorithm and capable of listing more isotopic
envelopes, with fewer errors, than its competitors (as estimated
by our mass-defect approach).
YADA 3’s exceptional speed and high confidence motivated

us to integrate its algorithm natively into PatternLab V
(PLV).10 A checkbox has been made available in the search
engine’s Graphical User Interface (GUI) and will be checked
by default (Figure 1). This will trigger YADA to automatically
tell PLV which spectra are multiplexed so that the internal
search engine can efficiently deal with them. In essence, with
this upgrade, we are making it possible for the identification
rate to be increased. Previously, we reported, for both the
original YADA and YADA 3, that spectral identification had
increased by approximately 10%. These results have now been
repeated with PLV’s updated version. We expect these gains to
vary depending on sample complexity, chromatography, and
experimental setup; for example, shorter chromatographies will
generate more coeluting peptides, raising the chances of
multiplexed samples.
We anticipate that this integration of YADA 3 into PLV will

benefit PLV users immediately by increasing peptide
identifications and protein coverage. PatternLab is freely
available on the project’s Web site, http://www.
patternlabforproteomics.org.
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Figure 1. A screenshot of the PLV search-engine GUI. The ‘YADA 3 for Multiplexed MS2’ checkbox, located in the “Processing options” groupbox,
is checked by default. This enables PLV to identify more than one peptide when dealing with multiplexed tandem mass spectra.
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