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ANALYTICAL CAPABILITY

Total service time: 2000hr(8hr/day)/year X4 instrument = 8000hr /year
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ROUTINE ANALYTICAL SAMPLE TYPES
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ANALYTICAL INSTRUMENT PERCENTAGE IN USE
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SERVICE FEE

BRI b RI(EFE]) | BEsMEan (BT ET) | BeN | BN
ESI-MS (HRMY) - - 300 | 200
MALDI-MS - 150 | 100
SEC-MALS - - 1500 | 1000
CyTOF 8000 4000 2500 ] 2000
Metal Conjugate - 1500 | 1000
Metal (0.5ul) . - 900 | 600
Cyclic 8000 4000 2500 ] 1500
LTQ-FT . - 900 | 600
Fusion 6000 3000 2000 | 1300
ESI-LR-MSMS - 900 | 600
ESI-HR-MSMS - - 900 | 600
VelosPro 2000 1000 600 | 400
GCMS - 500 | 300
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ANALYTICAL STRATEGY

Hydrophobic

1. PGC HT (glycan)
2. C18 (peptide & small
3. C4 (Protein & Lipid)

Buffer A

0.1% FA or 0.01%
NH4+OH

Buffer B

80% 0.1% FA or
80%ACN

. ZIC-(c)HILIC (lipid & amino acid)
6. Flow injection (Quick analysis)
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MANPOWER FOR ROUTINE ANALYSIS

Small Compound Orbitrap XL

Liu, Fang-Chi Liu, Fang-Chi
Glycolipid VelosPro & Polaris Q
Chein-Hung Chen & Lin, Ya-Ping Lin, Ya-Ping
Carbohydrates LTQFT Ultra
Chein-Hung Chen & Lin,Ya-Ping & Wu, Chi-Lin Wu. Chi-Lin
Nucleotides Cyclic

Chein-Hung Chen & Wu, Chi-Lin Chein-Hung Chen
Amino acid

WAu, Chi-Lin




SUMMARY

1. Sample preparation is need.

2. The dynamic range of the sample should be improved by selective detection.
3. The diversity of samples required different LC columns.

4. Target detection is the most frequently used.
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