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SIMPLIFY YOUR TARGETED
PROTEOMICS ANALYSIS

Higher Accuracy with Minimal Effort for MRM, PRM,
and SureQuant



ACCELERATING
TARGETED PROTEOMICS
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Figure 1. Milestones in SpectroDive's (SD) Development
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- Seamless targeted workflows
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- Advanced peak picking
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- Custom panel generation
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DESIGNED FOR
HIGH-THROUGHPUT ANALYSIS
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Figure 2. Score Distribution of Target and Decoy Identifications
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APPLY LARGE PANELS
TO LARGE DATASETS
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Figure 4. Performance at Scale
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Figure 3. Differential Protein Abundances
Elevated known cancer biomarkers,
e g. C-reactive protein and protein S100-49
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FROM PANEL DEVELOPMENT
TO BIOLOGICAL INTERPRETATION

SpectroDive(d. MREMFVERENRS LINFIDT2HDREL . SFEEIRTFUIL—-23> 7S AR
S1-U27 BEIRZ1T7 I TOEBIENRERBESICAB TERRBRE DRERIRMHL. Y-y NTOFTAZ
HDANSHREIREEZEDBREE T,

Seamless Panel Generation

PulsarBLUKuipertRZBRI> S T
FTINEFATIV2ERALT. BRIN
IZRIBRAB LU TSI A M A &IR% e - i
ERUTI=TYRNIZINIEBDHRS I 0! B € ToraromaREGaC L2011

LEQUCY IMAL:
—
—_—

|l<
)
£
&
"

-
-
NG ITCO

IRRIVEAER T BN FASTATPA L& ot
FZ@EARTF REEFINSEIEIN silicod— :
Sy RV EVERUET o

Database Accession Usifrcld  ProteinName  ProteinDescrighon  Orgamsm Gene

3 Precurscr chacked » o POOTET PO PUBLIUMAN  Plasminogen Womosapiens  PLG

® speerr

.-m.»\\ § ‘ Sl -
Method Development and = A U!U E = i@ El
Refinement g 3 e o '
RTT1-MEEnz, HBLEENTL

ROXVYREVERRL . BEDITEET
F—HEERITIRRC. EIBERTES
EXTIIVAR-IAEIEET T,
SpectroDiveDEEE RIRTF T
L—2ay(c&h. 272 1-U2I XYy R
DERENEIRE(CRD. 5—FY DL E
{tem_ELELI,




o

.S‘i’@

1€2 X0C Aigrment &) Lower Panel  MS230C Aigamers

| .‘7’:;::1.'“‘ ‘l"";.."?.'."'..':‘.::.“.....,...,.. ;,....._5,,.,,“‘.":.’.‘.?’t':i‘:..m....o...., ;.....,..5,.,,:"_"“:.‘::::::'...‘.....,..,, i Analysis Review

FAY ' | B IRTDIVICBNT, I—TYITFR
H (R TEE T . WBIBUT,
HHEFOERE LD, EIDHTS
NIEEDZFITIESITIENTEE
9,

2 MxisoOf RY 2 MxisoO R2 MiisoOf RY
Guakse = 1218624 — Taspel Reference Ratio = 746 Qvalun = 5920622 — Taret Reference Ratio = 7.56 Tarpet Reference Ratio = 7411

~8do24

Absolute Quantification with

Lower Pane Cubbein Curve

Cabtratien Curve — CBG_HUMAN._GTWIGPFOLASTR_2 — LOD: 3,001 tmabyg

Calibration Curves

T | SpectroDive TIR EH4E. fRAZEEH.
RHERAREESRFAZINTETED
AETY . FEHORERZEALT.
JCRIVOAFTE DRIBMAICERIE R HER
DEZZIRLE T, CNICEDO T, #EXITE
SZN D TRVEEFHEITZIBLIC
NELI,

2 1 ° 1 z 3
Log$ [Pespnde Concentration (nokughl

Results Visualization and
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SpectroDive
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