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https://www.biorxiv.org/content/early/2018/03/07/277822
Comprehensive peptide quantification for data independent acquisition mass

spectrometry using chromatogram libraries.

Brian C Searle, Lindsay K Pino, Jarrett D Egertson, Ying S Ting, Robert T Lawrence, Judit Villen, Michae,J MacCoss

<Experimental Design>

EEMRITOEARTHS. T—20OREBEERLHEIZTS
CERTEFET HEBYUTILLRILDOPEDTORET
# % Biological/technical replicates ZEHLIEETEET

< Gene Ontology 1R#R>

¥ Edit Experimental Design

Drag and drop attribute eroups to configure your experiment’s desien.

Attribute Groups

& Help

Experimental Desien
CL BRL TRL

o @ Gondition

® (@ MSSample

Summarization Level MS Samp.

Cancel

AUNYBEER DTN T GO 1§HEHE->T. AV 5%
AUNVBEBESLDRYNI—VERTTHENTEET

<EBRITS7/@EHBT (THE>
=volcano plot, PCA fi&#

“RRE
- t-test
- ANOVA
- Permutation Test

*$hts OS :Windows 10, (64bit)

Windows Server 2008, 2013 (64bit) — Y —® Viewer A3 {EFRIRE

* EC a>Ea1—4IZProteoWizard ( http://proteowizard.sourceforge.net/index.shtml ) @ msConvert.exe %

AVRM=ILTERELHYET,

<kZ47NVEHAHFIETIOT, SAAETEL., >

El RTINS

MATRIX NEUYDIAYA T AM%AEH
e 0ae807-Ta05 . Faxos ssordses V1R
S C I E N C E Mail E info-]p@matrixscienoe,éom





