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@ PASS PAN-OMICS ANALYSIS SERVICE & SOLUTION

olzioz AME| pasS ME|= OUR SERVICE

A 24 MH|AS NS efL|ct,

Q on szl gEy O Bte BN (=2 D) ¥EY

RESEARCH PROFILING (BLOOD / TISSUE / CELL)
SOLUTION Deep Profiling Spatial Single-Cell Proteomics
Depletion Olink Reveal
PTM Interactome
TARGETED PROTEOMICS
PASS MRM/PRM
ZZFEM (LC-MS/MS) Relative / Absolute Quantification

DISCOVER

: iFSt organism (human, mouse, plant, bacteria S)2| A& (biofluid, cell, tissue, EV R IP S)

_ o712 X[Sl5h O] CHaHR| B
T HIE E40i| mE TRE| &4 (in solution/gel digestion, labeling, fractionation, lipid extraction % PTM enrichment &) AE X|2sh= SEY EHH| 24
1 (LC-MS/MS) : EIA 8244 B (Orbitrap, Astral, timsTOF S) X 24! (DDA, DIA, MRM % PRM) & £EMOZ blood, tissue, cell S BIOINFORMATICS
Z2t sl - SHof| Sk= Z2HAIS (identification, quantification, interactome % PTM £41 S) CIoFst A|20|A] CHEliF| BEMS DEP
CllolE 34 : =&{o)| St= Cll0IE sHA (DEP, GO/Pathway analysis, PPl analysis S) ASHEH | GO/ Pathway Analysis
TPD ®
zay INDUSTRIAL

(TARGETED PROTEIN DEGRADATION)
Target Degradation / Off-Target Analysis

PASS MHIAE Orbitrap Astral, Exploris 480, timsTOF SCP, Qtrap 6500+ SERVICE

=Zeteh |0 Atfe| ¥ 247|E Sal| OISO ELICE,

EXOSOME
Thermo Fisher Scientific Thermo Fisher Scientific Protein / Lipid / RNA Analysis

Orbitrap Astral i Orbitrap Exploris 480

» Highest profiling capability * Deep profiling with isotope labeling

PASS
DEVELOPER

e HIO|R H|Z 7HE & =710f] 2 Et2
clex

gkl 7 1;1=I 27X Ato| Z Al A |7)ExK
Bruker QTRAP 6500"' E%, I' | =)= | I' I
timsTOF SCP e —— ADC (ANTIBODY-DRUG CONJUGATE) AEH0| 1 ME|E =2 HO0HE

* Ultra sensitive analysis for low abundant quantification through Multiple Multi-Enzyme De Novo Sequencing HlZeh|ct
proteins Reaction Monitoring (MRM)

« Spatial single-cell proteomics y * Post-translational modification (PTM)

HCP (HOST CELL PROTEIN)

Individual HCP Quantification

* Spatial single-cell proteomics . Quantifying over 100 specific biomarkers
in a single analysis
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RESEARCH SOLUTION B I oo D

PASS

DISCOVER © PROTEOME

DEEP PROFILING
v o CHlH|S FESHA| sME 4= Q= D EstE 24 ZSERULIC
In-house Human Plasma 2
library Proteome n
10 ~10 orders of magnitude covered
1,796 3,330 — 710

@ in-house ibrary proteins

Piasma concentration (pg/L, 10g 1)

o 500 1,000 1500 2,000 2500 3,000 3500 4000

Pratein index

DEPLETION

v B L s EH RS S5 S S $E0| 0§D K2 Q0| EMTIX| SBFLIC

Antibody SAX magnetic bead

SIS 0|8510] Uz Tt SAX (Strong Anion Exchange) beadZ 0|88t
(Albumin, IgG S)= XA RI=5l=l KT S0 chfxl 20| 7St

Foreran

(depletion)sf0], == &< L B
CHEEDIEX] gt |Ct, it 1 =
(Human: 14 proteins depletion, -.'R
Mouse: 3 proteins depletion) 389
" neat
OLINK REVEAL (PROXIMITY EXTENSION ASSAY)
v OlinkAl Reveal2 AZFH0M Z7H Of&f2| THAEIS 2= & =~ = PEA (Proximity Extension Assay)
7|8k ZSHERQILICE
v EIRFEA 7|8 ClE) TRTIOIIT} HEeR, O B2 HoY Cllk]| HES St 4 AL we Olink
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RESEARCH SOLUTION

PASS
DISCOVER ®

DEEP PROFILING

Deep Proteomic Profiling of Tumors Cancer Pathway Coverage

v XI53HEl fractionation 7|& (COFFER)2
X2510{ HEI0|=E FUsHH 22,
=2 st dot 0124 =5 StESt

deep profiling0| 7Fs&HLICE

v RNA 2402t 24X ot paslo]
5t =M

Ctefst pTmof o

v Phosphorylation, Acetylation, Methylation,
Ubiquitination, GlycosylationOil CH&t F4 &

Y 20| 7HsEiL

1,069

10,997

6,498

(40,383 phosphosites)

o In-house global

o Previous study globz
¢ In-house phospho

TISSUE/CELL
PROTEOME

M In-housephospho [l In-house global

VEGFsignaiing I S
Adherensjunction I N
Focaladhesion - NN
HIF1signaing - I S
Cellcyce I

I —

ECM-receptor interaction

mTORSgraing N
Apoptosis NN
Hedgehog sigraiing IR
PPARsgraling I
psssgnaing S
MaPKsgnaiing I
Notchsignaiing
Estrogensignaiing I
TCF-beta sgnaing RN
PisicAktsqnaing N
cAMPsignaiing I
Wntsgnaiing IR
Calcium sgnaing I
sokSTATSgnaing NN
Cytokine-cytokine [
e ORI 0 30 0 6 80 10

Coverage ()

PTM (POST-TRANSLATIONAL MODIFICATION)

Phospho proteomics

-logu(p value)

HT-Dyrkla-KI P21 PTM-DEPPs rescued by lithium

333 dawnreguiated  IFCI>12 228 upreguiated

DEPPs rescued

e
DAVID analysis P21 e

K ) 1
-loga(fold change)

0 T«

(Roh et al., 2025, Mol Psychiatry)

INTERACTOME

CHHELS (interactome)S
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SPATIAL SINGLE-CELL PROTEOMICS

v Single- CeII Proteomics &2 LA F5HA|
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( Ultra-sensitive LC/MS analysis

Ultimate 3000
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linked to tims-TOF SCP

ghts Reserved.

1872

Number of detected protein IDs

Lass 1886 182

-log®(p value)

22| ROI (Region of Interest)E HUstA £2[8t F, ZH ROI0IA 1,5007H 0|42|
gHonq, M|zt = ZX| Zto| HHHHE! HisY X|0|E Hats| 128 4~ QIELICE

I stroma
I skcc

|
Ipg*Fold Change

) 0
log?Fold Change

Key effectors of metabolism (NDUFV'1, CPT1B, NAMPT),
ECM regulation (MMPI14, COL6A3, TGFBI), and signaling
pathways (MARK3, GRK2, BCLIL, RBPJ) were

upregulated in SRCC regions.

RESEARCH SOLUTION

g TARGETED
DISCOVER © PROTEOMICS

TARGETED PROTEOMICS
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v MRM (Multiple Reaction Monitoring)2t PRM (Parallel Reaction Monitoring) &2 7 [dIC 2 AlF0|FZE M2
rojolE S EAfie] HalE|0|Mo| THEt F0l=RlolS SSate ME Sls (v <15%) 22 U EAMS MBI
: e’ MRM
target protein surrogate peptide oo J- J-
i Q Q2
¥ = E L E
— p %° :
Orbitrap PRM
blood/tissue/cell protein peptide target peptide >
jon selection fragmentation @
N :
------------------------------- TargetedMSanalysis-------------------------------':

Target Protein2| Optimization Z|Z Target Method Real
Unique Peptide &4 (RT, Gradient, Peptide &4 Validation Sample
(Light, 3 Peptides/ Protein) Energy &t S (Heavy, 1 Peptide/ Protein) Analysis

Absolute quantification Method validation

A o
internal

standard MEl Selectivity
2
g oy Specificity
€ endogenous .
= g Calibration curve
7H2| 2t Carry-over
Time SIMEtRRY Dilution integrity
4 Hepd Y HUN Accuracy & Precision
%)’ RN Matrix effect
Q
8 oFy Stability
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INDUSTRIAL SERVICE
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EXOSOME

(Jeong et al, 2025, Adv Sci)

©

o4

TPD / EXOSOME
/ HCP / ADC

TPD (TARGETED PROTEIN DEGRADATION)

Solf 2 ERl 23lf (Targeted Protein Degradation) EE2t 512| pathway THEIEIC| H3|

i

gt =H =2 Z|Xsl0 2238t HI0IHE MSEiLICt.

(in house data)

MULTI-OMICS PACKAGE

Lipidomics >—<Transcriptomics>

v AloEx] 710|E21910]| E5tsH= exosome X|ZH|2| =

v Package SSIE2ME Sall =

-
£ ,r"- o
i #
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(Kim et al., 2025, Nat Commmun)
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121, 22 7t HNE=SE

| CMOE XI5t | 2l &A1l

H 7h 2ty 43 S FE S40l tligh Hlo|E E RISefLIch

S8 =4 M| ALICH,

T Ha(y\q\vLs ol uu

tidylcholine (PC)

Lysophosphatidylcholine (LPC)

ha
Phosphatidylethanolamine (PE) __ Lysophosphatidylethanolamine (LPE)

N Phosphatidicacid (PA)
Glycerophospholipid

Lysophosphatidylglycerol (LPG)

Phosphatidylglycerol (PG)

Lysophosphatidylinasitol (LP)

Phosphatiylinositol (Pl)

Lysophosphatidylserine (LPS)

Phosphatidylserine (PS)

i Sphingomeyelin (SM) Cerarnide (Cer)
Sphingolipid

Hexosylceramide (HexCer)
Cholesterol Cholesterol ester (ChE)

Transcriptomics

Read Preprocessing

HCP (HOST CELL PROTEIN)

v ADC ¥ MZX|ZH| S Lopdit SYargol| 2ol & HWIHE flo ZEEM 72 2k 24 ME|IAE
HISELCt

96%
< mMABs Sample )
41%
%
HCCF Chrom Ds
< Enzyme Treatment )
e QEEECTIEED
Chrorr phy
( CHO cell )(Botulinum)
< Clean-up ) Sample type
( mABs )( Toxin )
Drug Substance
T T | W A T T

ADC (ANTIBODY-DRUG CONJUGATE)

v | Lok 7iEof| ARl CDR (Complementarity Determining Region) MY 2M1t &5 H7I1E
E5ISH S8 24 MH|AE HSELICE

v Multi enzyme (538), lle/Leu 712 7ts5H ZFEAM7| 2 de novo sequencing E3t Z21#S &5
et5t O|0|E{E MIZRiL|Ch

o= =

S

A

/7 \ Mass
Digestion

== oo
o)
= | =

J/ Sequencing

CQVKLQESGAELARPGASVKLSCKASCYTFI'NYWMQWVKQRPGQGLDWIGAIYP co )

Peaks studio for de novo sequencing
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@ PASS REPORT | ANALYTICAL RESULT ANALYTICAL RESULT | PASS REPORT @

ANALYTICAL RESULT

PASS REPORT

v ol AT EQ0] MX| glo] HiZ &0l 7hsst S8 2M HTML

v Data QC, Data Exploration, DEA & 2 &4] ZutE sh=0f| &2l 7ks DOWNSTREAM ANALYSIS

v AKX} ZISH Interactive QEH|O|AR Z|2PH0| 1 2% G|0[E] EMY X[
o

v Z} Table (csv)t +8 758t Figure (svg) CI22E HIZ

m
Hl
Im
é
OH

©,

AAAXt £ISHA QIEm|0| A2 £4|2 Differential Expression 22t B4 7ts.

DIFFERENTIAL EXPRESSION ANALYSIS (DEA)

DEA 21 AlZtst 2 threshold manual 8 7ts.

Volcano Plot &0l
Data Point 2!

Ly e kRl P

@ " e T e me——— T

aEE Hatslol

quaL il ||

Cutoff 83
p-value /log2FC

QUALITY CONTROL

A3 2 H|0|E12] QualityS ElBM o2 gtolst,
CIssH M ChAlH QC ZATHE A M2 i o S ]

Log2 Fold change
AFTlo|=afl

.
Slsf Eh -

SHO|2I0|E

r ANALYSIS @ %él g_‘é Li—'HK"—I . h Iog2FEF§\jE;ﬁE e, DE
= S  DATA
Povarr v TSP | . EXPLORATION
OVER-REPRESENTATION ANALYSIS (ORA)
Datal SIS WEA| GH4E + U= giProfiler APIZ HS5H ORA 240, DEA ZjoflM Aeiel EEIS0| GO 2 Pathway 2418 £417 43

=4 2t AIS

B T DE Zafof A2

- UP, DOWN E=

p-value ¥
intersection size &

&
Plot A0l Zim 20! =

Clesst
Ho[Efulo| Aol _
Znjpel =

I el B

©)
P ROTE I N Clo|E{to|A &

— 2431 5jo) " — . S -
EXPRESSION - | o
_ = = ! intersection size
A CHIHE| H542F 50| ; -
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@ FAQ | SAMPLING & QC / SAMPLE PREPARATION

MS ANALYSIS / DATA ANALYSIS / REPORTING | FAQ @

FAQ

SAMPLING & QC / SAMPLE PREPARATION

FAQ

MS ANALYSIS / DATA ANALYSIS / REPORTING

WORKFLOW

N
4

= N Y

Consultation Sampling & QC Sample MS Analysis Data Analysis Reporting
Preparation

O?

Ll

oinjoly

£|22100 ug (lug/uL 0l¢2| Sk) 00| EL5HH, ME2| 2t MEH0]| CHEHM = HIEA| A &E0| 2L3iL|Ch

—

r|o

© ME ZH| A Ut

© =2 ofwA| Hsiu ElLte?

Cell, Cell media, Tissue, Serum / Plasma& AE|2E HIA0]| E20[|0[0|AE S&510{ 2h&al FAIM EL|CE

Gelol 39 T 3 00| ATS Si25{0] s FAOF BiLICk

© EHeiEe] 20l Chst QT Of | FigyE|Lte?

rolI

t =, BCA assay= 0/8510] £85I, digestion £ peptide &EHOIME ST

MEZS lysis

(© 2= ZH| (SAMPLE PREPARATION)= 11740| ZIs#i5HL?

o2

LUFHOZ Of2H Het 22 AR S ELIFAIH, HIZE|A PASS MIE{0|A RZHEM0|| = JElZ TS TIgS|Ct,

NEEL | ney | marae Bl

Cell pellet &EHZ FH]

Cell 1x10° cells -20¢C, -70C (Lysate SEfo[& Alct Te
Cell media 20 ml Of&t -207C, -70C =% 2 2R (FBS Free)
Tissue 20 mg 0l& -20%, -70C 58> %3-5%
Serum/Plasma 100 ml OJ& -207C, -70C Depletion 2L Al F7t 24 HiAd
Gel CBB, Silver staining S GelO| OF2AL UX| A =H|
Exosome 1x10" particles -70TC Buffer volume &¢!
IP sample Elute 15 ug Ol& -70TC Elution buffer Z4 =0l

© LC-MS / MS 2M2 of A ZIHE|LLL?

Profiling2 7 |E2E 02| Z2M|AZ ZIMEL|CE

© Lysis : Urea, Guanidine2 0|23104 HHYES denaturation
@ Reduction & Alkylation : DTT (reduction), IAA (alkylation) A
® Digestion : Trypsin, LysC A&

@ Labeling & fractionation (MTH HZkA|)
:TMT labeling ¥ complexity Z2AE 2[6101 fractionation (12 or 24 fractions)

® LC-MS/MS analysis : 200 min/1run

® Data analysis

Thermo Scientific
Thermo Scientific Sciex Orbitrap Astral
HF-X Triple Quad 6500+ & Bruker

Thermo Scientific

Orbitrap Exploris 480
& Orbitrap Astral HimsTOF

Interactome, HCP, PRM,

. . Targeted Proteomics Single-Cell Proteomics
Lipidomics

Profiling, TPD, Exosome

@ o= ZAatso| X|IBE|LLR?
Al S0 57| of2e| MEE0| MBE|0d, 0] 2| 72 EsH HEE2 AN MRS S35l =9| 7ksgtLict.

EHE Y = Y FEIE ZEE|0] s matrix (excel T

, AlS gk gl At BN (word B2 pdf TH)

HJE

@ MS raw file, search results 2 database (=28, 222E download)

© YopLt Z2Lte?
v 7|2 24 (deep profilig)2 7 |E2E A& 8 £ 85 O|Li7t AQEIL|CE
v TXzE| (depletion, PTM enrichment) 82| 7} MH|A = 23 HE I AQELICL

v MRM/PRM 242 peptide M2 2FE SaliM ZIJE|M F 4377 H AQELICE
v PASSHIE = 2M ZAnE O 2| M5 | 5101 2{Me| L3S st QUELICE

Ol4540) CONTACT
r"*'!‘:".‘.'-! PASS MH|A 2o
-#,]_..ﬂ..','i .
r"'-.".;l'l' = [ © pass@bertis.com
@FXE| ®os717-0sn

13 @ Bertis Inc. All Rights Reserved.

@ Bertis Inc. All Rights Reserved. 14



PASS< 155 O[Ale| CHlx|st (Proteomics) Agl2 HRst TE i1 xInt
MEXHESH (Bioinformatics) C|0|E 2AM A2F2 ECHZ M3 El=

A 7|k QA SA] S MOl T}

HIZE|AL BOTIA (Pan-omics, CHIR-QIA) £4 7] 15190} 2137|142 S5t glon
QajA 2A0| &87K55H DS HOj| Cie &M BB IC

=2T L2 [=)

PASSE sl 91712 M| CtA|2

Bl Zat st
H|ZE|AO| TZ QI nt ZFHEH FHIE EE5H = ASLICE.
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