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ABSTRACT:

Even after sophisticated puri cation steps, many Host cell proteins (HCPs) still leaves in
the protein drug product, which is from recombinant DNA technology. Comparing to ELISA
method, the LCMS method needs less development time, is objective and easy to change.
This paper give a short example of MS method for HCPs analysis.
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£ FADG-44 R CHOMB R FRIA . K AR 4L 77 7% 75 2 Aanti-phosphotyrosine
{5 FAProSep-vA#E 4f & MabSelect Suret¥Zii{t.. SIAADH. PHO. BSA. ENLAE
HMREINRER, BTFRIETTEAERM.
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#HH. 2D UPLC & %t, NanoACQUITY UPLC with2D Technology and on line
dilution)

E—%. pHI10TFRABAE, 14 X XBridge BEH 300 Cyg 5um, 1% 50mm,
RER10pL/min, RENAE: A20mMEBR$R pH10, BAZEE. #+H%
B, BAELLS 5 A10.8%. 12.4%, 14%. 15%, 16.7%. 18.6%. 20.4%.
25%. 30%. 50%. #HERHA0.1%IFA FER100 ul/min, = &4E 4 Symmetry
Cie 0.5 % 20mm 5um. B4 . AEACQUITY UPLC BEH Cys 0.3 % 150mm,
1.7um, HEIR65°C,12uUmin, A4E. 0.1 FA 7K. BAEO.1%FA ACN, H5EE304H
BHEMT%IRF E35%

BUETT% . FULRSGSYNAPTHDMS, REFTEMST, FKESEEI50m/z-1990m/
7z, EBTFHER, JREE2.6kV, f#FLBEEITY, JRE120C, RERKEIS-
356V,
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WABFR . ACQUITY UPLC, €34 5ACQUITY UPLC BEH300 Cyg 2.1 X 150mm
1.7um, #HR35C.

FUEZRSE. Xevo TQMS, #FLEBE37V, JEEAE3.5KV, JER90°C, MS1/MS2
% 0 :40.75Da, BFEERY[E)20-30ms,
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TtE—SHEIMRLEEESEELREFR,. SEKNSRP4TT AL,
EAMRME (RPRP) EL_#HEESE, TJUENLIIBEMTES .
MERPRPEALEHEES . Mo, BFAXERSRERARR, £
RPRPOEJTEAEMZ A (E1) 4, H3EAEEN EZRE FMSERER
EAEZNEREEEARR, AMELKLSZE ZHEH, MEEEA
W, FEEBEE Y D44 RCHOMRFIAH, AR T REBE Mant-
phosphotyrosine IgG1 F 978 T A E AL EXR EBER MK,

1A 0.1% TTA o = 3.1
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1. DC-44RCHOMPAR FIARY, T EILEALTT %73 E fanti-phosphotyrosine 1961 # #9158 £ 4 E H
LTERTELER. Al. A2. CHIEAPoSep-AEZEML, BI. B2. DYy FAMabSelect Suret 2k, Al
5A2%B15B2 4 4£DG-44mamster AR K FER , C5DACHO-SHFEFRIA FHEER LK. ADH.
PHO. BSA. ENLAMIABIEARESNRES, HAFRIETAERE.

FEHCPERSIERERFZE, ATRSREIERE, TH—FHEHID
UPLC MRM733%, X @t SR @ BIHCPHEFTAE I, E2FT REERET .
1D UPLCMRM5 2D UPLCHi3T A Y R B E B 45 R — 2.
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[E2. {£F1D UPLC MRM7T %, STHEdadit @4 G BHCPRE AT . ABIER B 24 SifClusterinAF 2 9 42
XFEE, BElongation factor 1-alpha, C2Glyceraldehyde 3-phosphate dehydrog
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