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WAHH: BTHE=8EREEMTIF (Optimization research for 3D reconstruction algorithm of electron tomography)
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WA . RS R TR T =4 EMBFF (The three-dimensional reconstruction study for symmetrical molecules in spherical
coordinate system)
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WA H: ETXEAILRIEME KIS RNA B D)RETRI  (Large-scale prediction of long noncoding RNA functions in a
coding-noncoding gene co-expression network)
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W H . f# ] Hadoop Z2#)43 4T Metagenomics =B &%dE  (High Throughput Metagenomics Data Analysis Based on Hadoop
Framework )
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2 H: Shortcuts 5 Profile 54BN : B H R HIFEE (Shortcuts and profile conditional random field: two strategies
to boost protein structure prediction )
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HEH s N Bl &) LB RR I S B AT A FESE I 2 F 5T (Understanding the effects of human contact network structure on
HIV/TB prevalence)
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W H: BT ERE HCD $ BRI KB M KIF (De Novo Peptide Sequencing Using HCD data)
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WEBH: EFTZERE pFind BRI (Research on the acceleration of pFind based on cluster of hundreds of processors)
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