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Electronic patient record (EPR), 267
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replication, 206
Molecular descriptor analyzer (MDA), 7
Molecular docking, 179, 184

resolution schemes for, 189
software, 194

Molecular dynamics (MD), 218
Molecular-related processes, 180
Monitoring and discovery system

(MDS), 72
Monte Carlo methods, 190
Mouse genome informatics (MGI), 158
MSA strategies

analysis of, 41
design of, 41
Taylor’s method for, 41

Multi domain proteins, 351
Multidrug resistance (MDR), 8
Multilinear regression (MLR), 2
Multiple sequence alignment (MSA), 27,

52, 123, 124

National Center for Biotechnology
Information (NCBI), 262, 304

Needleman–Wunsch algorithm
Network weather service (NWS), 314
Nuclear magnetic resonance (NMR), 109,

179

Open grid services architecture (OGSA), 5,
307

Open grid services architecture—database
access and integration
(OGSA-DAI), 286

Open grid services infrastructure
(OGSI), 307

Package weighted adaptive self-scheduling
(PSS), 316

Parallel and distributed computing center
(PDCC), 89

Parameter optimization techniques, 375
Parameter–parameter dependencies

(PPD), 376
Partial least square (PLS), 2, 17
Patient admission systems (PAS), 267
Peer data management system (PDMS), 167

Peer-to-peer cache system, 146
Percent accepted mutations (PAM), 303
Performance degradation ratio under

disturbance (PDRD), 95
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