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Table 1 N terminal sequence of IFN-y
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Be SeFR IR B B ) RS I pmotdE  pmol l{&

No, Retention time(s) Calibration time(s)  pmol pmol ratio Amine acid
1 7
2 7,47 7.52 14,99 29,76 Gl
3 5.48 5.53 14.58 61.18 Asp
4 19,87 19.58 15,27 37.81 Pro
5 16.22 16.15 11.78 108,38 Tyr
8 21,00 20.90 9.67 31,82 Val
7 26,40 26.25 11.53 70.87 Lys
8 9.37 9.38 7.95 14,89 Glu
9 12,43 12,43 11,75 27,83 Ala
10 9,20 9.38 6.74 22,18 Gle
11 8,02 8,08 8.86 48,92 Asn
12 26,52 26,78 8,41 19.19 Leu
13 26.40 26.25 7.95 24,28 Lys
14 . 28,40 26,25 9.02 24,34 Lys
15 18,20 18,15 5.67 17,07 Tyr
18 25,15 24,98 5.52 20,28 Phe
17 6.07 6,08 7T.05 - 33,40 Asn
18 12,50 12,43 6.55 12,82 Ala
13 © B.&T 8,57 8.36 17.13 Gly
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Fig. 2 Thr histogram in each degradation cycle of interleukin- 2
A, RRHALEWERE No blockage
B, #H=-HUFEAX_FREY OPA blockape at the third cycle
2 BEEANKENFESR
Table ¢ N termieal sequence of the contaminated protein
Bs SRR B  mEREERE pmol#  pmol B BRE
No, Retention time(s) Calibration time(s) pmol pmol ratic Amino acid
1 25,82 26,08 23,49 35,50 Lys
2 20,88 20,73 21,23 28,04 Val
3 25.13 24.20 23,68 80,44 Phe
4 8,63 8.45 24,54 20,58 Gly
5 17.82 17.88 23.04 29,72 Arg
B T
7 9.33 9,25 19,81 24,30 Glu
: 26.92 26.60 23,62 42,41 " Leéu
9 12.45 12,32 32.88 18,03 Ala
i0 12.43 12.32 35.73 17.12 Ala
11 12.45 12,32 28,78 11,867 Ala
12 20,50 20,32 23,75 65.08 Met
13 26,30 26,08 21,58 12.35 Lys
14 18,03 17.88 17.99 23,88 Arg
16 13.68 13,58 5.48 21,43 Hisg
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Fig. 3  Sequence alignment between the reSidual contaminant and lysezyme

CON: WEREBES Regidugl contaminent; LZCH: o #E a4 Chicken eggwhite lysozyme
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Evaluation of Recombinant Proteins—N-terminal Micro-
sequencing and Detection of Residual Contaminants

Jin Dongyan Zhang Zhiging Zhou Yuan Hou Yunde
{National Laboratory of Molecular Vivology and Genetic Engineering, Institute of
Virology, Chinese Academy of Preventive Medicine, Beijing)

The N terminal amino acid sequence of purified recombinant human
interferon-vy, interferon-a fa and interleukin-2 expressed in E, coli
was determined on Applied Biosystems 477A Protein/Peptide Sequen«er
and 120A PTH Amino Acid Analyzer, From the raw chromatographic
data of these samples, the identity and heterogeneity, the amount of
methionine-plus species remaining in the final product, and the probable
process contaminants were evaluated with the help of computer methods
including database searching, General methods to characterize frace con-
taminants in protein sample were also discussed, Among the sequenced
samples, only interferon-y was shown to be N-terminal homogenous,
Methionine-containing species were found in interleukin-2 and inter-
feron-o 2a, Chicken eggwhite lysozyme was detected at very small amount
in one batch of sample, The resulis provide valuable information for
the development and improvement of preparation methods as well as re-
gulatory responses to recombinant products,
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