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Magne® Protein G Beads 1 Magne® Protein A Beads
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Magne® Protein G %1 Magne® Protein A Beads

‘ Magne® Protein A Beads ‘ Magne® Protein G Beads
BREUHTNESAESNHMENIR, ZATM Ga781 (1) 67471 (m)
MRS E KR M B R A I E R AR, BERS5ME | G8782 (5X1ml) G7472 (5X1ml)
FRREMEERSHETLE, EE2HT 8783 (S0m) 67473 (30ml)
EESEMLIRE, XTI LR TR ERKRIR SHEFFRERENEAEAA  HRXREXRENELEHG
BT, - ARSEERA GG MBEE

o AEZFEEHUE 19G T TIEE
hiESFENN Hifh 19G1,1gG2,1gG4 Ink 19619621963 9G4,

Magne® Protein ABeads X BEEH NS & & (HERIRAN | | o mmmmper |1o G2,°A < INBE TR IgG2A,
BEKERENEE A, i Magne® Protein G R ) N * KB 1gG2a.
RETRIE - % . ESHEAE
Beads M R A HKE R EMNEAEL G, B T e
MBEEHN B E@NAXEE THEMGER. BTk AR5 AR
A% f#F HaloTag® EAEARNEEEHARAHBHEG
EREARR MR, EKMMBIRA
- BERSH. Fgzs 30-80pm
o HURENEENERES, RkESH 218mg A IgG /1ml settled B4k (BN 5ml BAEREER)
s AEEBHRIUNE. )
@i 20% ZEEthH) 20% B R

o FHTHRLIE 1-96 MEAR,

. MagneSphere® Technology Magnetic Separation Stand
. \ z= A ==} 0 E o
RHSIE 20p1 = 50m| BRI BN ( BRS 75331, 25332, Z5333, 75341, 25342, 75343, Z5410, V3031)
A\ N =
< BB mik,

SAMAEMERE, HAPORARRXLEHEIRBIR, EHHESBRE, #IKTUERRKN, RESHRRVBEES. &E,
BIME pH EPRGTUAER TR, FHXOBRHATPAMLE, NmEKRSHSLiE. RTE:

Rk R A WA RREF ik i £ 100mM HSE (pH2.7)

AAfEHA (30-60 550 ere) SR E AL,

O
Q »'

%‘50—»0<
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LE: RIBIHBEP (Technical Manual #TM371) , A
50ul Magne® Protein A Beads (A) #] Magne® Protein
G Beads (G) M 50ul AfEiEFRE (NE I1gG1) . /NR
BE7K (IgG2a) FLUEMBPLALTIR, BEMA 1pl
e (SM) = 5pl HkEEm (A G) , &L SDS-
PAGE nEttm, HAZDHRERE,

kDa

150
100
75

50
37

25
20

15
10

Cell Media

M

SM

w

A

G

Mouse Ascites

M SM A

. -!_

Goat Serum

G M SM A G

[

-

— -i--‘—

—

<«—— Albumin
1gG heavy
chain (55kDa)

1gG light
chain (25kDa)

FE& : Magne® Protein A Beads (G8781)

FE& : Magne® Protein A Beads (G8781)

FE&: Magne® Protein G Beads

(2015) 95-103

Frontiers in Cardiovascular Medicine. 21 April 2023.

FE&: Magne® Protein A Beads ¥ Magne® Protein G Beads

1. ASingle-Cell Atlas of the Tumor and Immune Ecosystem of Human Breast Cancer. Cell. 2019 May 16; 177(5): 1330-1345.

2. DNA methylation changes underlie the long-term association between periodontitis and atherosclerotic cardiovascular disease.

3. Spike-Dependent Opsonization Indicates Both Dose-Dependent Inhibition of Phagocytosis and That Non-Neutralizing Antibodies
Can Confer Protection to SARS-CoV-2. Frontiers in Immunology, Jan 2022,vol 12 ,808932

4. On-bead antibody-small molecule conjugation using high-capacity magnetic beads. Journal of Immunological Methods, 426
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RRIREHEREE S(IdeS) MERIKEQEMEE Z(IdeZ)
Z Ecoli PEASERFHERRE, FRMEBIZKRIK
EH G (I9G), EYIEF%£ F(ab’) , ¥ Fc R, XL
TJLUAE) 100% TEiHEK. RPEHELIISH His 4R
&, BSFENACEREQE, AREFTENENE
BRE.

o MURMEE: &30/ HAHEL, THRMRK.

s SERRMMTESH: XENERETHNEML
=g, 4% F@ab'), M Fc FiR,

o ZBINEE: IdeS F IdeZ FREEERINZIA 19G1. 1gG2,
IgG3 7 1gG4. BEF. ®B¥. ®F. ABRLKARE
IgG AR FcREE B, %M, ldeZ EABX/NR
lgG2a 1 19G3 BIYIBIEE N AR T IdeS EREE.

o EftsE: EXLRSHK,

*  LC/MS s34 ARRFEN A AR

« BRBEXEMLRNAREAIZRE IdeS LA LIATE
FRT A IRRA MR B LIRA DR, HWER
AAV SBRFUREYERR.  (JLALACHEK 1)

Subclass Hinge/CH2 Sequence IdeS Activity IdeZ Activity

NS -
IgG1 CPPCPAPELLGGPSVF +++ +++
lgG2 CPPCPAPP_VAGPSVF +++ +++
I9G3 CPRCPAPELLGGPSVF -+ +++
lgG4 AHHAQAPEFLGGPSVF +++ F++

<
IdeS IdeZ
BRSSAE U oo | vess (5x60000)
@it R HRTFH
®E Streptococcus pyogenes Streptococcus equi
WERMEERRE (EBREE: A)  SERERE(EERE:D)
BYMIR 19G REX T AHME—LR
- A, NBEURERE I9G; o A, NBRARERS 19G;
. 4 a1 . . v 4 19G:
W | NRAE |+ 1 e
+ FCRISER. - FcRIEER.
EQH: EAL 1u B8 : 1ug 1gG
HALE pH EE IEE pH ERE R PEE RS
HEiE 37°C {5 30-60 7749
BRI HEFEER 50mM ﬁ?’;@fﬁw » 150mM NaCl (pH 6.6),
EENEME DRI Tris 5 PBS 1],
| = | -
IdeS or IdeZ (fégt;gg)
IgG
(150kDa)
(s0k02) fode S
Subclass Hinge/CH2 Sequence IdeS Activity IdeZ Activity
INR
1gG1 PCICTVPEV_SSVF - -
IgG2a CPPCAAPNLLGGPSVF + A
1gG2b CHKCPAPNLEGGPSVF - -
19G3 GSSCPAGNILGGPSVF + +++



HNA Magne™ Protein A

beads 35 30-60 4. A S teaT e

fEF8 IdeS §5 I1gG 30 734,

Magne™ _ | |
7 O 7 " 4 i
N S %, Q Protein A % —

4 P bead | |
F(ab’), 8
IdeS é ) ) 2, S % i) g
B | g = un
% | v
Fo/2 = Hny a
Fc FE{#HH Magne™ Protein A beads #1E.
kbpa M 1 2 3 M 1 2 3 M 1 2 3 EB . 5KE 1, B IgGs; k&
250 — w— p— 2 — - 2, {£/ IdeS EH B§HW 30 2P
150 — - PRy P 1 - L8 F(ab'), PAFT& F(ab'), #1 Fc FE.; K& 3,
100 - o W— P —F T ke Ko 2 BB FMS Magne™
75 — —_— —_— Protein A # X% & 30 94, Fc
FEREFEE#MTR L, N@m
50 - - — — brotein A ,
e B . e CCOORARE b FRPBTEAL Fab), A
B, WETE, Fc FER TR 8
Rituximab Cetuximab Adalimumab K pH FidiR iR 1k,

1. 1gG-cleaving endopeptidase enables in vivo gene therapy in the presence of anti-AAV neutralizing antibodies. Nature
; medicine vol. 26,7 1096-1101. (2020)
T ldeS

2. Evaluation of automated Wes system as an analytical and characterization tool to support monoclonal antibody drug product
development. J. Pharm. Biomed. Anal. 139, 263-8. (2017)
=4 : ldeS

3. Excess reactive oxygen species production mediates monoclonal antibody-induced human embryonic stem cell death via
oncosis. Cell Death Differ. 24, 546-58.(2017)
Fr&: IdeS



Trypsin Platinum, Mass Spectrometry Grade
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NAEZEANKESTEE—ENRKRE, NAERNE
AEERSEBEADELEATHE, Promega 121

Trypsin Platinum, Mass Spec Grade

(3 EL B SR (986 -Trypsin Platinum, 5B SM4 R N VAS000 (10010)
MEIMER, WO T EEHEL, 18T XL ALSHE - .
A, HIBIET B NOBRS IR AN S E—BE,
3 A=
ERSTHMEEEESS, NANEWArTEERN iR R
EEENTRHTEABETENTE, B A S#mEEaR
EHE : EHL (wiw) 1:10
HILE pH SEE pH 7-9
- BHRASNRLABEEABTEINTESHE
ST HadiE 37T AL
o SR BKERME RERH 100mM Tris-HC* (BZHEHEE)
- ERTHONENEEEESR R _—

« HenttEsnn
+ EEHMIRREEESE

© RIAENEEREEES AT
+ JEMTF LC/MS 1 RP-HPLC-UV

AR Panitumumab (T2 &%)

A. B.

300 300
Specific tryptic cleavages Specific tryptic cleavages

# Nonspecific, chymotryptic-like cleavages

250

250

200

150

Peak Intensity (mAU)

100

Peak Intensity (mAU)

50

100 120 20 40 60 80 100 120

Time (minutes) Time (minutes)

EE . Ll Panitumumab (Vectibix®) {EAZAEY. HURNEEEEE: ZALLHN 1:10, EEBK RP-HPLC-UV #1T4547. B LC-MS
XNRIEHTHE, URSSFSETZIMIESEETE ., B A SUEXRE, XEEMRENRERBEEOBAE EENERREEEKEENY.
B. Trypsin Platinum {X ;= 4£45 54 EESES 1.



1200 After overnight incubatio n 1200 After overnight incubatio n

Trypsin
1000 Autoproteolytic tryptic peptides Platinum
It

800 [ ! L.

1000 Autoproteolytic tryptic peptides
600
Trypsin

Trypsin,
’ A | proteomic grade
800 P W RTH
) Platinum
Trypsin,
400 proteomic grade 400
Before incubation Before incubation
200 r‘«‘ + & L - 200 i‘ * A
0 0

0 20 40 60 80 1001 20 140 0 20 40 60 80 1001 20 140

Peak Intensity (mAU)
Y
3
3

Peak Intensity (mAU)

Time (minutes) Time (minutes)

LB . BESKHELERENEE R S BEEEST Trypsin Platinum, fEEELL 100mM Tris-HCI (pH 8)/ 2mM CaCl, BISRER, FH1E 37°CFE IR,
BKEBFYILA RP-HPLC-UV £34r, &8, RESNEBEANRHETON. WRE AME B, B A D& S HiEES (Proteomic grade
trypsin ) ST M EZE/KAR, TE B h Trypsin Platinum BB 7K 2 21X 2 ol ZEEEIKE,

1. CLSTN3B enhances adipocyte lipid droplet structure and function via endoplasmic reticulum contact. BioRxiv, January 21, |
2024. :

2. Improved isolation of extracellular vesicles by removal of both free proteins and lipoproteins. eLife, 2023;12.

3. Development of a simple non-reduced peptide mapping method that prevents disulfide scrambling of mAbs without affecting
tryptic enzyme activity. Journal of Pharmaceutical and Biomedical Analysis.\ol 209, 5 February 2022, 114541.



ProAlanase
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ProAlanase EMAEEA TP ERF MY, THREFTESERRNE. MUBUEAHRLES KB, EBITHE
REZNEAO, NENANARNEVMEARRNAYFLTER.

o HRMHYE: ProAlanase TEAXMEBRNA SRR
ProAlanase, Mass ProAlanase Plus, Mass
Em C imMETigl, mindkFsbagEaesss Spec Grade Spec Grade
HERIASBREE, SNTREFIINGEIA. B

BRE5MK VA2161 (5ug) VA2171 (15ug)
BN HMEZEREEMNS T, URXFIREELE
B 5T, =R HBIR (0.2ug/ul) HBIR (0.5ug/ul)
. RACBIBMAR: ProAlanase EEBME pHETER %A Aspergillus niger
WEEE, XSWSHAEANRERHAELE, I EBBR AR ERRRNRES, SHEAL,
LEREREAYAMEMEYET M. A NREFEL MBI AXBEGH,
o NAEMEARIE: EERGEXETERANEHERE B : BAL (Wiw) 1:10 2 1:500
(MEBFES-RERR) TEMRESEOSE 10w ss
£, ProAlanase BI4F5EE M O] B4 M E &
XERERE, REKRNESEENATORE. R BRERBRML 120w
* PTMs 47 : FUATMERTERI (PTMs) , 04 RUWMRIESA HC| (pH 1-25), MHEH: (pH
- N REEMH 1-2.5), HERER (PH 3-4), ZEH (pH 4.5-5.5),
B, BRLSE, YIMEEXEE, ProAlanase I pH 1.5, 37°CE L RiBIE 2 INES,
ERTREENTFRIPFXEEBMAREZHER, AWM — o
FIF B RAI AT X R MR AN, ’ )
e BBFH: ERAEUN P IRES, EH
ProAlanase T LU D BENEBBEHIEE, BET
FBEEABEAMFRENTISMESRN ST, 2
BT EUR T A,
A S B Hsm=E
50 70

£B: 3TF ProAlanase, E8TiEH
THA BN 88X B RAE BB L RN

50 m2hrs
R (BA) . REOHLEES 30 “ =20
SHRERMRE, HUMELTH 20 30
2425 (EB), . & I
10
0 - |I d I| 1ol wn . - II I| - 0 im .
0 1 2

45 m2hrs
m20hrs

Cleavage Frequency (%)
&
Percent of Peptides

ACDEFGHIKLMNPQRSTVW 3 4 5
Site of C-terminal Cleavage Number of Missed Proline Cleavages



THE: HRMFER pH {EIREN 1.5 0, ProAlanase AREEEBMMIRBIFHIIBIKER, MEFIBRABIIAMIPLSHHIRNRKE,
N EI R AERF R SR

,, 8000 BEGBIE— iR — TR SR EE 60 LEESEL

3 ST 2
= 6000 S

a a 40
o ©
%= 4000 o
. (@)

o S 20
zZ >
2000 3
(@)

0 * 0

15 2 25 3 354 455 55 15 2 25 3 354 45 5 55
pH pH

1. Molecular insight into the enzymatic macrocyclization of multiply backbone N-methylated peptides. bioRxiv. April 26, 2023

2. Proteomic Analysis of Methylglyoxal Modifications Reveals Susceptibility of Glycolytic Enzymes to Dicarbonyl Stress. Int. J. Mol.
Sci. 2022, 23, 3689.

3. ProAlanase is an Effective Alternative to Trypsin for Proteomics Applications and Disulfide Bond Mapping. Mol Cell Proteomics

(2020) 19(12) 2139-2156.

4. Recycling of cell surface membrane proteins from yeast endosomes is regulated by ubiquitinated Ist1. J. Cell Biol. 2022 Vol.

221 No. 11.

1



rAsp-N, Mass Spec Grade
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rAsp-N, Mass Spec Grade, E—fEHEHE, EGRSIEM,
EEERTERRESYNELRRAESH, URAEKED (tbina
TR RETE) BRREE ST,

rAsp-N Eﬂﬁ)ﬁ%ﬁfﬁﬁ’fﬁﬁmi%*ﬁﬁqjE’]%EIF*HESZ*D LMD EE
NEeE, et EEARBIMKE, XN FEEEIRIEHTRE
MEEEXEE,

ZFEmLA 10pg M, &F B #TIE
RIEERIHNERER TR,

B-EHERNERSE,

« 5XME Asp-N 1Lk, MMLLES.
© SXREAsp-NRALAREX (5 FHNERE), HISH—HEES.
+ BTERXERSVNEARASHTURLEUEBNKES T

>

C.

[
Qo
o
@
]
S P
2 % ' “Lz Heavy Chain
g - B
£ 0 ‘ M 524 Light Chain
g \ i bAM n, |

0 e WA L

0 5 10 15 20 25 30 35 40 45 50 55 60 65 70 80
Time (minutes)

B.

100

920 O .

Relative Abundance
g

203

20 1w M ‘MHW e
e e WL mu LK
0 10 15 20 25 30 35 40 45
Time (minutes)

50

rAsp-N, Mass Spec Grade

BRSE5AE VA1160 (10pg)

P 1323 HFH

P = Stenotrophomonas
maltophilia, M E.coli Zift,

EHH: EAL (wiw) 110 F 1:100

H4LE pH SEE pH 6-9

HLETIE 37°C H1k 60 b,

RESE 50mM Tris (pH 8.0)

BNiE Rt

mAb Fragment

25:1w:w)

Sequence Coverage (%)

rAsp-N Digest

100
100

NISTmAb

Trypsin/Lys-C Digest
92
90

FA rAsp-N ( B A; 50:1w:w) 3 B Trypsin/Lys-C ( & B;
SHAE NISTmAD 18 NI E IS &K E,
SSEEFET M. BNEATYHNFSIESECENE
s (B C) ,

158 F R

1. REGEN-COVR antibody cocktail bioanalytical strategy: comparison of LC-MRM-MS and immunoassay methods for drug

quantification. Bioanalyisis. 8 November 2021.

2. The interactome of the N-terminus of band 3 regulates red blood cell metabolism and storage quality. Haematologica, 2021

May.

3. Site-specific N-glycan profiles of a5B1 integrin from rat liver. Biology of the cell. 19 March 2022.



rLys-C, Mass Spec Grade

(2 (2

rLys-C, Mass Spec Grade 27 E.coli P XIXHEH
Lys-C, SX#AM Lys-C £, ERRMIBHRRER
HEM C Rin AEEEETHEH (MBMREK) T,
rlys-C LB RIFEHKBEYE, MMOBTRSEXNAR
SXKBNEHENEL, XEREAKEREREEREE
. Y pH {ETETE 8-9 B, rLys-C EFAREFM,

fE A Promega IRt NEEEEE P K HIFH rLys-C
BROE -20°C =%F 1 MR, NFELASBREKEE. B
rLys-C JEUBE—EEHMERNEQREY, BRIEE
ERRPHERRDIHT,

2
rLys-C, Mass Spec Grade
BRSS5ME V1671 (15pg)
PR M (RHTERETR )
E Pseudomonas aeruginosa , E4AE7E E.coli ik
IS BRMEREBREENSEE  NEREREE
IREER, NWAE,
EQEg: ZEAL (wiw)  1:20 ) 1:50
H4LEY pH BB pH 8-9
HCE T 37°CiH4k 2-18 /NEY,
R ?;?; ;)%r;M Tris-HCI (pH 8) 5 50mM NH,HCO,
BRAHEK gL

Jun,2023.

(2023) 22(3) 100509

(2024) 154260.

2023, 1348-1361

proteomics,molecular and biochemical studies. PLOS ONE, January 11, 2021.

1.  Medium-throughput imagebased phenotypic siRNA screen to unveil the molecular basis of B cell polarization. Scientific Data,

2. Multi-Cell Line Analysis of Lysosomal Proteomes Reveals Unique Features and Novel Lysosomal Proteins.Mol Cell Proteomics

3. CYP450 core involvement in multiple resistance strains of Aedes aegypti from French Guiana highlighted by

4. Systemic long-distance sulfur transport and its role in symbiotic root nodule protein turnover. Journal of Plant Physiology 297

5. Actin nucleation at the centrosome controls lymphocyte polarity. Nature Communications. 18 Mar 2016.

6. Streptomyces polyketides mediate bacteria— fungi interactions across soil environments. Nature Microbiology , Vol 8. July

13
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FBEIFREN (PTMs) 2EMBTrAERESESMN
EEIRPSARLENER. TENIEHEPTM &1
BB, —HmBFMMAEL, XESHIZMEDE
TREANTRNRENE, ERELENNER. IFHE
PTMs th o] ATEFIEMEE N ERREREIEI R P~
EHEMAH, HFRFIEIRPSEIFE PTMs NEE
REEERME pH IEEEARENEENRE.

BERATHREATHESHESN, BESABNEMNSZAE
EREpH BERHETEARNMENELSR. ATHEEE
XEZHTHELEATLIFESGE PTMs, RAIIHL T ERE pH
FEHETHTREOAWEMNAE, A TREFRSRAUS
MEEAEENE, BNB—MS%HN. K pH 7tk
HEH Lys-C (rLys-C) EAMREMEZEAH., &
EHEEABDRMME pH 89 rLys-C, HMEMRpH T
RETERNEEREEWL.

FREER: cetuximab( FIZE &1 )

BRSE5M%

FRAAEENE

PR

BiNGL=

HLE pH EE

HALESE
REFEMHF

T Bz

AccuMAP™ Low pH AccuMAP™ Low pH
Protein Digestion Mini | Protein Digestion Maxi
Kit Kit

VA1040 (10 reactions) | VA1050 (100 reactions)
B8 Trypsin AR rLys-C AR

HHE, SESHIRABES, THETEH
RREEDR,

B Tryspin # Lys-C BIESIL =

T EAREW S BTE pH 5.6-5.8 Ti#4T
EHN S BD, pHEZN 5.2-54

4.5-5 NSRBI 5E K
RIBR A SRR

LC/MS & UV HPLC 734

TE: 1§ pH &4 T, {#H AccuMAP™ Low pH Protein Digestion Kit B0/, FZEBFABIEEIHELIWEE (pH 8) 5t AccuMAP™
Low pH Protein Digestion Kit #1754, F LC/MS #iT/HHr, £REH, € pH RETHEASENRETHELBEE,

100 Conventional trypsin digestion

100 Digestion with the AccuMAP™ Kit at low pH

Relative Abudance

0 5 10 15 20

53 L P LL;L

25
Time (minutes)

0 T W Y T Y W
‘ m&‘huu.lllh Y R T

50 55



FUAHESR: cetuximab (RIZE &)

ERUEREZHE PEH) MMEpH K4 E A
AccuMAP™ [ow pH Protein Digestion Kit \F|%
BB PIEBH GLEWIGAIYPGNGDTSYNQK
RERNZERBFEITEE,

REE R Panitumumab (THE &%)

Panitumumab EJH 489 UV-HPLC &g

18 /2 B 418 55 AccuMAP™ Low pH Resistant
rLys-C #UEM, ARBRERHRE, HED
AccuMAP™ Modified Trypsin 5 3 /Ny ( &
A) B3R (B B) REMiHK, EXNLHD,
BIMERT 15 NEEQBSEQLA, T2
EiR B PR HUFIRNEMBEERER,

GLEWIGAIYPGNGDTSYNQK

Conventional digestion (pH 8)

Relative abundance

Relative abundance

100
50
0

Low pH digestion

Unmodified peptide

46.13 Deamidated form

47.44 /

46.08

100 Deamidated is suppressed
Sg = = /
39 40 4 42 43 44 45 46 47 48 49 50 51 52
Retention time (minutes)
100 e SGTASVVCLLNNFYPR
28 Conventional digestion (pH 8) ] A .:7"‘.0_6.-—.7“‘:.“ |
40 70,68 § . C K
70.45_70.62 az % 7158
20 70,16 70.36 " T 7177 7215
0 HC319-LC134 scrambled bond
Mass = 497.7491;Z=4
138 Low pH digestion
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1. Regulation of the Dimerization and Activity of SARS-CoV-2 Main Protease through Reversible Glutathionylation of Cysteine 300.
mBio. 2021. Vol 12 Issue 4 e02094-21.

2. Characterization and quantification of succinimide using peptide mapping under low-pH conditions and hydrophobic interaction
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1. Site-specific N-glycan profiles of a5B31 integrin from rat liver. Biology of the cell. 19 March 2022.

2. ldentification of gamma heavy chain disease using MALDI-TOF mass spectrometry. Clin Biochem. 2020 March ; 77: 57-61.

3. 2-deoxyglucose transiently inhibits yeast AMPK signaling and triggers glucose transporter endocytosis, potentiating the drug
toxicity. PLOS GENETICS. August 11, 2022

4. DRG2 is required for surface localization of PD-L1 and the efficacy of anti-PD-1 therapy. Cell Death Discovery (2024) 10:260.
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ISOQUANT?® Isoaspartate Detection Kit

(2 (2 (2

ISOQUANT?® Isoaspartate Detection Kit ISOQUANT® XL EBIEIIENE ) EARSHACWHNRERNERL, BFES
BRNEARERPERLGBRERE, WRRERER, XHRETRBETFREBREZSNEBANREBRER, AEEEEN
LEISRPAEXRREBREEEH. BT ARNERASTEFNREEFHTEN, FEEFHNAY—ERSEIDIH,

1 HEESE (2 ISOQUANT® RXESEEN 3 RPHPLC 947

- ISOQUANT® Isoaspartate Detection Kit

o (EFHFDAIEZERHPLC L ALWIE, EANSHIZEDAVERE, BRS5##E  MA1010 (100 assays)
o PEMA: HPLC MM EER , &R T e R 2 RRR, PR R BAE, SESHIRFAEAS.

e BM: EFER, RNE AT e, olfEA HPLC #1T BEARRXLSHRBEEBRE (PIMT)
HREALLIE, 1o IR RERERN EFEATREALSRERY
BE.,

o BN EBREEELR.
« WMNESERE: RoUBFALE, hoIfELE, NEFRESH
FZREATHMARNTTE, BHES RREBNSGHETE.,

£1Eadia RNTTE 1 /IR
RNRBE BIPASEHEZE 10pmol BIAETMKTE *,

o NN " TikEe HPLC
e RE: AEERSMEEANIN,
o HPLC MH%: EEFHEHNEERA, ISRV E LIRS SAH HXER, NN EHREETEZEIR
. n . #, MR ERFER, TaEEERH SRR OTLE,
o RE: BRNHAFREESREHRBEBRIEATENRERERER, MERER AN REE.

: A. 50pmol SAH RS,

] : ! ' : 2 .- B. 10pmol Isoasp-DSIP £8#), RIBIRERERESEM RP-
HPLC A r#EAR, HZARLL 1mi/min 8938 E B 51 5E 59 AN XE., L 10%

= ' HPLC iizh#E B 8%, BLA 30% imah#8 B ik, REHETH T—

: I PR MEARTIL 10% REHE B FHHT. IBEER 260nm LA,

1. Intracellular Protein Modification Associated with Altered T Cell Functions in Autoimmunity. J Immunol. 2006; 177:4541-4549;

2. Deamidation of labile asparagine residues in the autoregulatory sequence of human phenylalanine hydroxylase. Eur. J.
Biochem. 270,929-938 (2003).



Product List

Rz 3 FmA Mg BRS
1ml G8781
Magne® Protein A Beads 5X1ml G8782
50ml G8783
TR ER
1ml G7471
Magne® Protein G Beads 5X1ml G7472
50ml G7473
0.5ml 75331
® . .
MagneSphere_ _Technology Magnetic Separation 1 5ml 75332
Stand(two-position)
12 X 75mm 75333
0.5ml 75341
4 ho
TURSEHCHIZR MagneSphere® Technology Magnetic Separation
" 1.5ml 75342
Stand(twelve-position)
12 X 75mm 75343
PolyATtract® System 1000 Magnetic Separation Stand 15ml/50ml 75410
Deep Well MagnaBot® 96 Magnetic Separation Device 96 wells V3031
5000u V7511
IdeS Protease
25000u V7515
HURTHER Fe,F(ab'), B
5000u V8341
IdeZ Protease
25000u V8345
Trypsin Platinum, Mass Spec Grade 100ug VA9000
5ug VA2161
ProAlanase
15ug VA2171
FRRGIE S AEIZAEHE | rAsp-N, Mass Spec Grade 10ug VA1160
rLys-C, Mass Spec Grade 15ug V1671
AccuMAP™ Low pH Protein Digestion on Mini Kit 10 reactions VA1040
AccuMAP™ Low pH Protein Digestion on Maxi Kit 100 reactions VA1050
PNGase F 500u V4831
10000u V4871
FREEL Endoglycosidase H
50000u V4875
Fetuin 50ul V4961
NEEFRRERBREREST ISOQUANT® Isoaspartate Detection Kit 100 assays MA1010
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