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1 MALDFTOF MS rhSCF
Tab.1 HPLG RPC separated rhSCF digested peptide analyzed by MALDFTOF MS

MH" /u
/min
1~ 5 T1 577.3 576.7 16. 668 EGICR
6~ 7 T2 288.3 NR
8~ 13 T3 674.4 673.8 13.404 VTNNVK
14~ 17 T4 462.1 461.5 9. 084 DVTK
18~ 24 TS5 754.7 753.9 23.134 LVANLPK
25~ 31 T6 883.4 883.1 28.939 D YMITLK O
32~ 62 T7 3491. 2 3492. 0 59.265 YVPG DVLPSHCWI
SEMVVQLSDS
LTDLLDK
63~ 78 T8 1787. 0 1787. 0 31.923 FSN ISE
GLSNYSI IDK
79~ 91 TO9 1458. 8 1458. 7 42.305 LVNIVDD LVECVK
92~ 96 T 10 563.6 23.638 ENSS K N/ O
97~ 99 T11 375.1 374.4 10. 687 DLK
100~ 100 T12 146.2 K
101~ 103 T13 380.9 380.4 13.404 SFK
104~ 108 T 14 585.2 584.6 12.087 SP EPR
109~ 117 T15 1185. 6 1185. 3 37.996 LFTPEEF FR
118~ 121 T 16 549.4 548.6 17.372 IFNR N-
122~ 127 T17 680.5 679.8 23.638 SIDA FK
128~ 148 T18 2200. 2 2200. 4 31.480 DFVVASET 0y
SDCVVSSTLS PEK
149~ 151 T 19 376.9 376.4 2. 735 DSR
152~ 165 T20 1456. 8 25.972° VSVT KPFMLPPVAA O
:T20 VSVT KPF O s T20
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Fig. 1 The mass spectrum of the rhSCF peptides digested Fig. 2 T he mass spectrum of the deoxidized rhSCF peptides

by trypsin before deoxidized digested by trypsin
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Fig. 3 Structure of N and O glycosylation and the second order mass spectrum of rhSCF gly cosylated peptide

2

Tab. 2 Summary of mass manalysed glycosylated peptide

/u
T6 D YMIT LK 1045 -Hex
T10 ENSS K N/ O 2473 -HexNac HexNac 6H ex Hex(, 5 "
T16 IFNR N 2576 -HexNac HexNac 8H ex Hex Hex
N 2414 -HexNac HexNac 8H ex Hex
T18 DFVVASETSD o 2524 -Hex Hex
CVVSSTLSPE K o 2362 -Hex
T20 VSVT KPF o 1287 -Hex Hex Hex
o 1125 -Hex Hex
:* q+ b= 3,0 O b N
1~ 3 s 2. ,
rhSCF N- 8~ 14
-Bp- , 4N-(2 -2 )
)-L- , 5
( Asn) N- N- N- Ni20
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Primary Structure Determination of Recombinant Human Stem
Cell Factor by HPLC and MALDF TOF

ZHENG Jiarrhua', ZHANG Ping®, RAO Xiao-lu*, WANG Sht yuan®,
YAN Jiang hua"
(1. Medical College of Xiamen University, Xiamen 361005, China;
2. Xiamen Amoytop Biotech Corporation Limited, Xiamen 361028, China)

Abstract: High performance liquid chromatography (HPLC)and matrix assisted laser desorption ionization time of flight mass spec

trometry( MALDEF TOF- MS)were used to determine the primary structure of the recombinant human stem cell factor( thSCF) sam-

ples. The rhSCF samples were digested by T PCK- trypsin, and separated by H PLC. T he molecular weight of thSCF and the amino se

quences of its the peptides were determined by MALDF TOF, and the glycosylated peptides were analyzed. T he results are as follows:

(1) the mass of thSCF was detected, (2) the thSCF primary structure was det ermined, and approximately 94% amino sequence of rh-

SCF was confirmed, including two couples of disulfide bonds, ( 3) the N-linked and O- linked glycosylated positions w ere analyzed and

the oligosaccharide structure was proposed. T he the primary amino sequence of rhSCF corresponded to the theory sequence, and the

two couples of disulfide bonds have properly formed. And the character of the glycosylation conformed to the pichia yeast expressed

proteins.
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