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PEAKS 12.5 TOHERIRRIL T OEHDTY,

OS : Windows 10/11 (64bit)
B/|\&RK
< 16 threads, 32GB RAM
B HESABRR
< Desktop 51t>X
® 30+ threads processors, 72GB+ RAM, compatible GPU
< Workstation 31/t>X
® 60+ threads Processor, 128GB RAM. compatible GPU
B BSI #HHEEE T 2IRERIRIR
< Intel Core i7-i9/Xeon or AMD Ryzen 7/9/threadripper processors, 40
threads or more, 96-128GB RAM, compatible GPU

X DeepNovo Z3E1T9%55. 64GB U EDZEEXENE, 8GB LU LDEFERAXEUZEFD NVIDIA
CUDA compute capability > 8 GPU iU > =HEIDLED,

XDIA 7T-AN-Z&ZR%ZITIIHE. 64GB MU ENZEEAEE, 8GB U LDOFRAAEUERD NVDIA
CUDA compute capability > 5 GPU #&2&UV > z2HE1HULET,

%GPU (& CUDA \—>3> 12.3 KIBRICEFHI 2MENDHDET
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® BN-3>7 0319 beDEBRECONT

PEAKS12.5 Tld 11/11.5/12 TERLEDOS IV MIZDOFTEDIAH T TN,
PEAKS12.5 TEBMENEEEEIEBENICIERRENR D, FEEESOBITERER
LI3REEBEHEIMETT,

Fk. 10.5 MEON-Ja>TERENETOI T b ERENERS, B(ENTEE A,
PEAKS 12.5 A7YJJL—Ri&. 10.5 REION-Ta>e&lEFIAEhizWA R, BITJALS
EAYAP=IUTLIEE W,

|B/X—=23> PEAKS OCHIRBMEINS5E(F. [FU PC T PEAKS12.5 ¢|H/{-23> PEAKS
OWAZERIBIENBIRETT

V11/11.5/12 TYERENIz Enzyme/PTM/Database 01— —:&FEI7(INE%2BITIB5E(C
DL\ T(d. [PEAKS12.5 7w I —RFIEZ | 2B,
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@ What's New PEAKS 12.5

PEAKS12.5 (&. DDA & DIA ZmlAfEHTES all-in-one YIRIIT7YU1—-33> T, SFEAAS
—hB0 Raw T —AEHBIA YN BR— IR -Z1—- I NIIRBTIYNIA- LT,
PEAKS12.5 T(d. CPU & GPU o5 OFAICHT BRI DEE. $TLUWL AT Scan DIA 7
5)0>—-0YR—b, tiZEINT DIA T-A¢LFER View., RUEFHEN T Hybrid-PRM/DIA J—
7J0-mEBAENEL,

[FEYHR]

@® DIA ##(CHVT CPU & GPU Ol /5 TALERE HelEEINEUE
@ ZT Scan DIA #HYR—hK33L3(CRDELR

® DIA7—4® LC/MS data view HiefiEEnFU

@ Hybrid-PRM/DIA D—/J0—-#gEN eRZEENE L

Mass Spectrometry Data

A4

Data Analysis

DDA DIA

De novo sequencing Library search
PEAKS DB search Direct DB search

PEAKS PTM Combined LB+DB
PEAKS Glycan De novo sequencing

SPIDER DeepNovo Peptidome
DeepNovo Peptidome

A4

Quality Control

Result Exporting

IRR=ZJLIBET, sFRRIEEEECRBNMTUET
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@ DIA f#RIC$SLT CPU & GPU OIS TUIBEE N ESNELE
PEAKS12.5 (3. GPU fEEFC PEAKS12 &DE#]) 20% =R (C DIA 7 —FALIEA A BE(CRDEL
fzo BICPITVZALZMERL. CPU VY —-REIDEMITERL THMEEN 7Y TUELIZ,

WPEAKS12GPU mPEAKS12.5GPU  m PEAKS 12.5CPU

125%

100% -

75% -

50% -
Analysis Time Quantified Peptides Quantified Proteins

@ ZT Scan DIA #YR—-b33&L3IcBRDFLE

Sciex fLOERFTD AT Scan DIA 77./05-%HR— KNI 3L3(CRDFEUIZ, PEAKS 7ZILIUZ Al
ZT Scan DIA 50 Q1 dimension 1Bz X7V HEEEICHRES L. Identification - E - B
R - EE=EEZM LEEFT,

Precursor Profile

€ Scan: 204609, RT=10.52, m/z=513.3084 2= « 97 » W "8
ety 2[6[c[T[c[z[v[eveR
Query
100y o
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o b
Show top Fragmentions 6~
Predicted Fragment lon XIC
mz
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s @moe : -
sfaffefvimen we B AN
Label Predicted M/Z  Predicied Intensi..  Query M/Z Query Intensity 12578, 101 e
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2 b a2 38 2 25164(9.00%)
Oy? Oy 0y100b3 Oy Oy5
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® DIAF—%® LC/MS data view htiEshFUk:

DIA F—#4ICHWT. PEAKS Data Refine @ LCMS view T(&. Precursor, MS/MS window,
Identification XU de novo J%&BEILSEBRHOATIa>HEMENELZ. Precursor H
$»3 Identification &L\ Identification ZRFEE(CXBIYIBZLS(CRD. Precursor h'& 3

Identification (ID with Precursor) (& T. Precursor h'#E

without Precursor) (F7RTEFFIFESNTVET,

L\ Identification (ID

\ « 11 2 B
1:1 J-—‘- G Precursor | miz - 7514726 1)
mz : 401.9776 t “with no'ID RT 11050 ©
" [ Precursors
L RT:0.03 ® 1D Wlth : af
Precursor j
l Precursors - Peptide not Eoeces
M o identifiedin |+ |
| 2 o ID without the database, | - | =
« ID R ' /Precu rsor de nOVO Only Pe;!k Precu;sor
,| ID without Precursor b I
P D De novo tags L] N LT
A Ll =
:.; 1E6 1E6 **| Sequence=FYASKTGVAHGEPK, Scan 171649, nv/2=746376 109.02, Tag Length=14, Score=526, p.. _ ~
‘, . - njjsxj-rrcﬁrﬂﬁmﬁx
i 100 100 ‘5 . » gy“"'iy'zxr g
l I 1 00 1 = ] 3 IOOZ
X Peak Precursor an 00
b=y, ome e By *lllﬂﬂ B l

IvT EO® Feature [CNJRAN—YILEELE. D Feature (J%eﬁ@“élaﬁ&b‘?_%méﬂ ’7')“)’7@“5&7
STAYN LCMS 2y T avh (BIFESNTUVSIEE) R RSNFET,
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Peptide 47 T(Z. LCMS map £ T Precursor &. LDBAEE(ICU>IENF T, 2l Show
Spectrum in LCMS View |%i&iR3L. data refine view TI3J X2 K> LCMS 2y T2ayvh
ZRKCENTEET,

Choose “Show Spectrum in LCMS View” to
see it's location on the LCMS map
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LCMS ([ Data RefineIn5677 A KEY .

¥ @, 2024-10-06 Shimadzu DIA Test 1002 Build SunPage 13 Hela Hela_d._01.lcd x
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@ Hybrid-PRM/DIA D—-4J0-#§Eh iEShFELE

Thermo #t® Hybrid-DIA 77./0>—(&. #—4"y Moz J0—F& Discovery-driven 770
—FEHEHFEDETVDIS, BREKTOTAZIRY JO-FICRBE T,

Hybrid-PRM/DIA (& DIA ZERUERRRAAREID discovery-driven T4 EEEHED
Bz PRM (Parallel reaction monitoring) O1>7)Z1> MINA—CED. FEDHD Y
OREZE_ ETERFHUVERNBT —FESHEE T, Heavy INILLI7LYARTFR(E PRM
RUARMEARTFROEZAITONA-EUTEREINET.

PEAKS12 T(&. DeepNovo Peptidome J—%7J0—(C. Quantification (LFQ) #&ge& QC #
Acquisition 3Fi5¢LT. PRM & Hybrid-DIA BhElEn. 2NENEAOI-IJ0-HEASNF
Ll

Enzyme Instrument Fragment  Acquisition
Trypsin =  Orbitrap (Orbi-Orbi) - HCD * b -
wmi COoA
DA |
FRM

EB(CSEVY-RENZ 12.5 TERAUTOLIRREZITVEU,
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-Hybrid 9—470—(C8WT. Spectral Library #ZRAFTvIHNEMENELE.

PEAKS Hybrid Quantification
8 ) |

‘ Analysis Wizard

Workflow Selection Spectral Library

Error Tolerance

Precursor mass: Fragment ion: Auto Detect
Match Between Run

Library Search Parameters

Select library:

(] peptide Length e
[:J Precursor m/z .- 1o
[:] Charge . W

D Protein Inference

-ETEZ O Result view [CHBWVT, Target & Labeled 077/ DOI5—-J0y MEDLICRDE
Uliz.

Sample Area  Raw Area Heawy Area  Ratio

HybrdDIA_Phos_A549_Dil- -5ug_0-05pmolM ¢ 11663  135E5

HybridDIA_Phos_AS549 Dil-Series_2-5ug_0-05pmolMix 04 raw 12463 0.83E4 2.05€7 106

HybridDIA_Phos_A549_Dil-Series_Sug_0-05pmolMix_03 raw  2.31E3  2.11E5 2.18E7 198
HybrdDIA_Phos_A549_Dil-Series_Sug_0-05pmolMix_04_raw 2.44E3 245E5 2A45E7 208
HybrdDIA_Phos_AS49_Dil-Series_10ug_0-0SpmelMix 03_raw 543 3.72E5 1767 463
HybndDIA_Phos_A549_Dil-Senes_10ug_0-05pmolMo 04_raw  5.4E3 4.12E5 21267 464
Fragment lon XIC Precursor Profile S B A
HybridDIA_Phos_A549_Dil-Series_2-5ug_0-05p... | HybridDIA_Phos_A549_Dil-Series_2-5ug_0-05p...
11484 1,11E5
Target Target
83E3 3864
. Oy2
382 1 Dy5 3.59E4
g‘ /\7 oys g‘ oM
E 00 — E 00 —f—= 5 Me1
g oy2 g O Me2
3.91ES YS 1.61E7
Oy
B1E5 2267
Labeled Labeled
4827
720 747 774 am 822 870 T20 747 774 am g8 a7
RT RT
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10

L+oF-TIUCIE. normalized, raw, heavy-labeled RTFRD Area 'FERRESNTVET,
Fragment Ion XIC 35—-J0OvhT(&. £H Target. FH' Labeled RIFRZERLTVET,

® EOfthFriae
®  TAN-AFIVIHLRE
Configuration O7 —AN—ZFEEDKR. £3H 30,000 U LDF>INDE. HEHIR ID %150
AYI\DE, BB T\ E=HIBRT BHEEENBIMENELR,
1z 12.5 Tl uniprot REDAIFT—AIN-(CRELTI(E Validate (IHBTEERDELZ,
(BT —AIN-20EEREF(C(F Validation ZZEHEL TZEW)

®  FHATA—YhOXF BN
% Shimadzu JA—3v b3t
EiEE MS E£EHNSEHNS .lcd T7AILICDWVWT, DIA T—IHSR—- M EN3EL3(CRDE
Ulze i led = mzML TIRIFULZI7AILOFHA L BIREICRDEUR.

¥ Agilent A=Y RIS
Agilent #18 MS EENSE5NS .d T7(IUCDWT. DIA T—IHH7R—heN3L3(CR0
FUlz.

X I5T—HTA—XY MOERFTUZANMILL T B4 M JE< 2,
https://www.bioinfor.com/formats/

ZHEBEDFEMICDEEL TIFIZREE User-Guide ZZ&ELIZE0N,

BREIVEDEL :
A2 ITATLERR S ANRTTH—-EZE SATHAIRIIN-T
TEL : 03-6866-3860 X—Jl : support-science@infocom.co.jp
T107-0052 FHREFEBXIRR 9-7-2 2YyRID> -4 —Z b 10F
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