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SCHLAFMÜTZE 193
SCHNARCHZAPFEN 193
scope for growth 253
Secale cereale 106
secondary compounds 239
sediment 137, 143
segregation distortion 72
selectable marker 28
self-fertilization 91
self-organizing maps 52, 53, 180
semelparity 164
senescence 186
sequence-characterized amplified

region 23
sequence-driven screening of DNA

library 145, 153
sequence-tagged site 23
sequencing 26
sequential hermaphoditism 91
serial analysis of gene expression 40
sex 50, 186
sexual conjugation 87
SGA 260
SGD 34
shade avoidance 202
shearing 31
Shewanella 140
shmoos 87
shotgun sequencing 31
siderophore 140
signal transduction 212
silent information regulator2 176
silicium 131, 142
silk worm 6, 94, 184, 185
single nucleotide

polymorphism 24, 70
single-nucleotide discrepancy 98
singlet oxygen 220
singular-value decomposition 51
Sinorhizobium meliloti 7, 100
SIP 143
sir2 176
sludge 136, 145
small subunit, of ribosome 116, 118
SMZ 193
SNP 24
SNZ 193
SOC1 190, 193, 195
SOD 221
soil microorganisms 127, 128,

151, 154
Solanaceae Genomics Network 99
Solanum tuberosum 99
SOM 52, 53
Southern blotting 36

I N D E X 305



sox cluster 139
SoyBase 99
species accumulation curve 127
species richness 113
speckles 204
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