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post-tetraploidization transcriptome re-
modeling in Xenopus (Morin et al.),
796-802
Gene pairs
Caenorhabditis elegans gene topology
(Chen and Stein), 606-616
chromosome 22 novel transcriptional
units and unconventional gene
pairs (Lipovich and King), 45-53
post-tetraploidization transcriptome re-
modeling in Xenopus (Morin et al.),
796-802
GeneWise, ubiquitin ligase adapter evolu-
tion in nematodes and plants (Tho-
mas), 1017-1028
Genome annotation, iterative gene pre-
diction and pseudogene removal
(van Baren and Brent), 678-685
Genome design model, intron sequence
comparison between human and
mouse (Vinogradov), 347-352
GH. See Growth hormone
B-Globin locus, Chromosome Conforma-
tion Capture Carbon Copy and ge-
nomic element interaction map-
ping (Dostie et al.), 1299-1308
Glucose, transcription network analysis in
Arabidopsis thaliana (Li et al.), 414-
425
Gorilla, comparative genomic hybridiza-
tion and human gene copy number
relative to chimpanzee and gorilla
(Wilson et al.), 173-180
Gossypium, retrotransposons and genome
size variation role (Hawkins et al.),
1252-1259

G-quadriplex DNA, genome-wide predic-
tion and regulation role in Esch-
erichia coli (Rawal et al.), 644-654

Graemlin, protein network alignment
(Flannick et al.), 1169-1179

Growth hormone (GH), single nucleotide
polymorphisms in growth hor-
mone/insulin-like growth factor
axis in lung cancer susceptibility
(Rudd et al.), 693-700

Gumby, human cis-regulatory element
identification (Prabhakar et al.),
855-862

H

Halobacterium NRC-1, transition metal
stress resistance (Kaur et al.), 841-
853

HapMap, copy number variation genome-
wide detection in humans using
high-density DNA oligonucleotide
arrays (Komura et al.), 1575-1584

HELP assay, cytosine methylation analysis
(Khulan et al.), 1046-1055

HERV-K. See Human endogenous retrovi-
rus-K

Heterochromatin

chromosome 21 heterochromatin-
euchromatin junction mapping
(Grunau et al.), 1198-1206
KRAB-zinc finger genes in human het-

erochromatin (Vogel et al.), 1493-
1502

HET-A, genomic organization in Dro-
sophila melanogaster (George et al.),
1231-1239

Honey bee. See Apis mellifera

Horizontal gene transfer, phylogenetic
analysis of cyanobacterial genome
horizontal gene transfer events
(Zhaxybayeva et al.), 1099-1106

Hox genes, conservation and change pat-
terns in Apis mellifera (Dearden et
al.), 1376-1382

Human endogenous retrovirus-K (HERV-
K), progenitor identification
(Dewannieux et al.), 1548-1556

Hymenoptera, phylogenomic analysis (Sa-
vard et al.), 1334-1337

I

IGF. See Insulin-like growth factor

Immunofluorescence microscopy, human
endogenous retrovirus-K progeni-
tor identification (Dewannieux et
al.), 1548-1556

INDEL. See Insertion and deletion

Infinium whole-genome genotyping,
chromosome aberration profiling
(Peiffer et al.), 1136-1147

Insertion and deletion (INDEL), variation
mapping in human genome (Mills
et al.), 1182-1189

In situ hybridization. See also Fluorescent
in situ hybridization

Drosophila Eyeless transcription factor
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target determination (Ostrin et al.),
466-474
genome-wide analysis of CpG island

depletion in humans (Rollins et al.),
157-162

Insulin-like growth factor (IGF), single
nucleotide polymorphisms in
growth hormone/insulin-like
growth factor axis in lung cancer
susceptibility (Rudd et al.), 693-700

Intron, loss/gain rates in apicomplexan
evolution (Roy and Penny), 1270-
1274

Isochore mapping, human chromosomes
(Costantini et al.), 536-540

K

KEGG database, Greemlin for protein net-
work alignment (Flannick et al.),
1169-1179

KRAB-zinc finger proteins

cataloging in human genome (Huntley
et al.), 669-676

human heterochromatin genes (Vogel
et al.), 1493-1502

ZNF91 subfamily evolutionary expan-
sion and divergence (Hamilton et
al.), 584-592

L

L1. See LINE-1

Lateral gene transfer, evolution rate (Hao
and Golding), 636-642

LDR. See Ligase detection reaction

Leu3, DNA binding and nucleosome occu-
pancy in target site selection (Liu et
al.), 1517-1528

Ligase detection reaction (LDR), multi-
plexed profiling of CpG island
methylation status (Cheng et al.),
282-289

LINE-1 (L1)

amplification evolution of human ret-
rotransposons since primate origins
(Khan et al.), 78-86
integration in transgenic mouse model

(Babushok et al.), 240-248

LINEs, human heterochromatin protein
target identification (Vogel et al.),
1493-1502

Linkage analysis, LIX1 deletion in feline
spinal muscular atrophy (Fyfe et
al.), 1084-1089

Liriodendron tulipfera, genome duplica-
tions in flowering plants (Cui et
al.), 738-747

LIX1, deletion in feline spinal muscular
atrophy (Fyfe et al.), 1084-1089

Logistic regression, protection against
population structure in genetic as-
sociation studies (Setakis et al.),
290-296

Lung cancer, single nucleotide polymor-
phisms in growth hormone/
insulin-like growth factor axis in
susceptibility (Rudd et al.), 693-700

M

Maize
chromosome contraction and expan-
sion (Bruggmann et al.), 1241-1250
empirical genomic scans for selective
sweeps (Teshima et al.), 702-711
expressed sequence tag loci uneven dis-
tribution on pachytene chromo-
somes (Anderson et al.), 115-121
Major Royal Jelly Protein (MRJP), social
behavior and gene evolution in
Apis mellifera (Drapeau et al.), 1385-
1392
Mass spectrometry, copy number varia-
tion genome-wide detection in hu-
mans using high-density DNA oli-
gonucleotide arrays (Komura et al.),
1575-1584
Massively parallel signature sequencing
(MPSS), DNase hypersensitive site
genome-wide mapping (Crawford
et al.), 123-130
MATH-BTB proteins, adaptive evolution
in nematodes and plants (Thomas),
1017-1028
Medaka, Y chromosome genomic organi-
zation (Kondo et al.), 815-825
Meiotic recombination, hotspots in Ara-
bidopsis thaliana chromosome 4
(Drouaud et al.), 106-113
Membrane transporters, functional ge-
nomics in humans (Urban et al.),
223-229
Metabolic networks, integrated analysis of
regulatory and metabolic networks
in yeast (Herrgéard et al.), 627-634
Metagenomics, inference of population
genetic parameters (Johnson and
Slatkin), 1320-1326
Microbacterium nematophilum, Caenorhab-
ditis elegans infection and immu-
nity gene cluster response
(O'Rourke et al.), 1005-1015
Microbial ecology, sequence analysis of
microbes in humans (Weng et al.),
316-321
Micrococcal nuclease, nucleosome core
landscape analysis in Caenorhabditis
elegans (Johnson et al.), 1505-1515
MicroRNA
Arabidopsis thaliana tamily evolution
through duplication events (Maher
et al.), 510-519
enrichment in Arabidopsis RNA-
dependent RNA polymerase-2 mu-
tant (Lu et al.), 1276-1287
RAKE microarray analysis in mammals
(Berezikov et al.), 1289-1297
Mitochondrial DNA, mutation hot spot
analysis in mammals (Galtier et al.),
215-221
MLVA. See Multilocus variable number of
tandem repeats analysis
Mosquito, evolution of exon-intron struc-
ture and alternative splicing (Malko
et al.), 505-509
Mouse
common fragile site conservation and
large genes in human and mouse
(Helmrich et al.), 1222-1229
epigenetic state associated with areas of

gene duplication (Gimelbrant and
Chess), 723-728
genome design model and intron se-
quence comparison between hu-
man and mouse (Vinogradov), 347-
352
genomic islands of differentiation be-
tween house mouse species (Harr),
730-736
high differentiation region investiga-
tion (Harr), 1193-1194
LINE-1 retrotransposon integration in
transgenic mouse model (Babushok
et al.), 240-248
non-coding RNA expression regulation
(Ravasi et al.), 11-17
odorant receptor gene regulatory motif
identification (Michaloski et al.),
1091-1097
RNA structure comparison in human
genome (Torarinsson et al.), 885-
889
sexual dimorphism gene tissue-specific
expression and regulation (Yang et
al.), 995-1003
single nucleotide polymorphism ascer-
tainment bias in mouse evolution-
ary biology (Boursot and Belkhir),
1191-1192
single nucleotide polymorphism whole
genome panel for genetic mapping
(Moran et al.), 436-440
transcription start site evolutionary
turnover in mammals (Frith et al.),
713-721
transposon-free regions and genome
analysis (Simons et al.), 164-171
MPSS. See Massively parallel signature se-
quencing
MRJP. See Major Royal Jelly Protein
Multilocus variable number of tandem re-
peats analysis (MLVA), Escherichia
coli strain O157 genomic diversity
and evolution (Zhang et al.), 757-
765
Multiple Genome Rearrangement algo-
rithm, ancestral mammalian ge-
nome modeling (Froenicke et al.),
306-309

N

nAChR. See Nicotinic acetylcholine recep-
tor
NBS. See Nijmegen breakage syndrome
Nicotinic acetylcholine receptor (nAChR),
Apis mellifera gene family (Jones et
al.), 1422-1429
Nijmegen breakage syndrome (NBS), het-
erozygous carrier gene expression
phenotype (Cheung and Ewens),
973-978
Non-coding DNA
Drosophila species comparison (Halligan
and Keightley), 875-883
SINEs and functional noncoding se-
quences in human genome (Nishi-
hara et al.), 864-872
Non-coding RNA
expression regulation in mouse (Ravasi
etal), 11-17
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RNA structure comparison in human
and mouse genomes (Torarinsson
et al.), 885-889
transcriptome organization in Cae-
norhabditis elegans (Deng et al.), 20—
28
Northern blot
Apis mellifera odorant binding-like pro-
tein gene family studies (Forét and
Maleszka), 1404-1411
non-coding RNA transcriptome organi-
zation in Caenorhabditis elegans
(Deng et al.), 20-28
RAKE microarray and microRNA analy-
sis in mammals (Berezikov et al.),
1289-1297
RNA structure comparison in human
and mouse genomes (Torarinsson
et al.), 885-889
small RNA enrichment in Arabidopsis
RNA-dependent RNA polymerase-2
mutant (Lu et al.), 1276-1287
UDP-N-acetylglucosamine transporter
SLC35A3 missense mutation and
vertebral malformation in cattle
(Thomsen et al.), 97-103
NRSF/REST repressor network, compara-
tive genomics modeling (Mortazavi
et al.), 1208-1220
N-SCAN, pseudogene removal from gene
predictions (van Baren and Brent),
678-685
Nuclear factor-kB, total internal reflection
microscopy for real-time DNA in-
teraction analysis (Sasuga et al.),
132-138
Nucleosome. See Chromatin
Nuphar advena, genome duplications in
flowering plants (Cui et al.), 738~
747

o

Odor receptor
Apis mellifera odorant binding-like pro-
tein gene family studies (Forét and
Maleszka), 1404-1411
Apis mellifera odorant receptor expan-
sion (Robertson and Wanner),
1395-1402
Odorant receptor genes, regulatory motif
identification in mice (Michaloski
et al.), 1091-1097
Opsins, Apis mellifera proteome features
(Kaplan and Linial), 1431-1437
Oxidative stress. See 8-Oxoguanine
8-Oxoguanine, genome distribution and
regions of recombination and
single nucleotide polymorphisms
(Ohno et al.), 567-573

P

Pachytene chromosome, uneven distribu-
tion of expressed sequence tag loci
on maize pachytene chromosomes
(Anderson et al.), 115-121

Paralogs, constraint origins and impact in

gene family evolution (Shakhno-
vich and Koonin), 1529-1535
PCR. See Polymerase chain reaction
PDH. See Pigment Dispersal Hormone
PDZ domain proteins, interaction analysis
(Giallourakis et al.), 1056-1071
Pericentromere, dynamic evolution (Hall
et al.), 355-362
Period, clock gene phylogenetic analysis in
Apis mellifera (Rubin et al.), 1352-
1362
Persea americana, genome duplications in
flowering plants (Cui et al.), 738-
747
PFGE. See Pulsed-field gel electrophoresis
Pheonix, human endogenous retrovirus-K
progenitor identification (Dewan-
nieux et al.), 1548-1556
Phylogenetic analysis
a-satellite evolutionary dynamics (Rudd
et al.), 88-94
Apis mellifera
clock genes (Rubin et al.), 1352-1362
odorant receptor expansion (Robert-
son and Wanner), 1395-1402
cyanobacterial genome horizontal gene
transfer events (Zhaxybayeva et al.),
1099-1106
developmental gene conservation and
change patterns in Apis mellifera
(Dearden et al.), 1376-1382
Escherichia coli strain O157 genomic di-
versity and evolution (Zhang et al.),
757-765
genomic islands of differentiation be-
tween house mouse species (Harr),
730-736
Hymenoptera phylogenomic analysis
(Savard et al.), 1334-1337
retrotransposons and genome expan-

sion

Gossypium (Hawkins et al.), 1252-
1259

Oryza australiensis (Piegu et al.), 1262—
1269

telomerase in insects (Robertson and
Gordon), 1345-1350
zebrafish genetic variation analysis
(Guryev et al.), 491-497
ZNF91 subfamily evolutionary expan-
sion and divergence (Hamilton et
al.), 584-592
Phytophthora infestans, amplification and
modular diversity at avirulence lo-
cus (Jiang et al.), 827-838
Pigment Dispersal Hormone (PDH), Apis
mellifera proteome features (Kaplan
and Linial), 1431-1437
Placenta, ASEtrap for human splicesome
analysis (Thill et al.), 776-785
Plasmodium falciparum
intron loss/gain mutation rates and in-
tron number in Plasmodium species
(Roy and Hartl), 750-755
intron loss/gain rates in apicomplexan
evolution (Roy and Penny), 1270-
1274
protein interactome modeling (Date
and Stoeckert), 542-549
Polycomb, Suzi2 target gene identifica-
tion with ChIP-chip (Squazzo et
al.), 890-899

Polymerase chain reaction (PCR). See also
Reverse transcriptase-polymerase
chain reaction

CArGome characterization in mammals
(Sun et al.), 197-206

Chromosome Conformation Capture
Carbon Copy and genomic element
interaction mapping (Dostie et al.),
1299-1308

comparative genomic hybridization
and human gene copy number rela-
tive to chimpanzee and gorilla
(Wilson et al.), 173-180

copy number variation

genome-wide detection in humans
using high-density DNA oligo-
nucleotide arrays (Komura et al.),
1575-1584
high-throughput detection in hu-

man genome (Fiegler et al.), 1566~
1574

DNasel hypersensitivite site genome-
wide mapping with massively par-
allel signature sequencing (Craw-
ford et al.), 123-130

high-throughput DNA methylation
profiling using universal bead ar-
rays (Bibikova et al.), 383-391

junction PCR and a-satellite evolution-
ary dynamics (Rudd et al.), 88-94

multiplexed profiling of CpG island
methylation status (Cheng et al.),
282-289

NRSF/REST repressor network compara-
tive genomics modeling (Mortazavi
et al.), 1208-1220

nucleosome core landscape analysis in
Caenorhabditis elegans (Johnson et
al.), 1505-1515

RNA expression profiling at single mo-
lecular level (Hesse et al.), 1041-
1045

Tyl element design with GeneDesign
(Richardson et al.), 550-556

X chromosome and autosome evolu-
tion rates in Drosophila species
(Thornton et al.), 498-503

Polypyrimidine tract binding protein
(PTB1), RNA binding protein ge-
nomic localization and link be-
tween RNA processing and tran-
scription (Swinburne et al.), 912-
920

Position weight matrix (PWM), low-
affinity transcriptional networks in
yeast (Tanay), 962-971

Positive selection

empirical genomic scans for selective
sweeps (Teshima et al.), 702-711

genomic signatures in humans (Kelley
et al.), 980-988

PPFINDER, pseudogene removal in ge-
nome annotation (van Baren and
Brent), 678-685

Prion, human PRNP gene sequencing (Sol-
devila et al.), 231-238

Promoter. See also Transcription factor
binding site

alternative promoter identification and
characterization in human genome
(Kimura et al.), 55-64

odorant receptor gene regulatory motif
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identification in mice (Michaloski
et al.), 1091-1097
transcription factor binding site identi-
fication in mammals (Elnitski et
al.), 1455-1461
transcription start site comprehensive
structure and function analysis in
human genome (Cooper et al.), 1-9
Promoter analysis pipeline (PAP), tran-
scriptional regulatory mechanism
prediction from overrepresentation
of transcription factor binding pro-
files (Chang et al.), 405-412
Protein network
evolutionarily cohesive functional
modules (Campillos et al.), 374-381
functional ortholog identification based
on network comparison (Bandy-
opadhyay et al.), 428-434
Graemlin alignment (Flannick et al.),
1169-1179
Plasmodium falciparum interactome
modeling (Date and Stoeckert),
542-549
Protein-protein interactions
antibody-antigen complex, total inter-
nal reflection microscopy for real-
time interaction analysis (Sasuga et
al.), 132-138
PDZ domain protein interaction com-
plex analysis (Giallourakis et al.),
1056-1071
prediction in Escherichia coli (Arifuzza-
man et al.), 686-691
transcription regulatory network unrav-
eling with protein-DNA and pro-
tein-protein interaction mapping
(Walhout), 1445-1452
ProtoBee, Apis mellifera proteome features
(Kaplan and Linial), 1431-1437
Pseudogene
KRAB-zinc finger proteins in humans
(Huntley et al.), 669-676
removal in genome annotation (van
Baren and Brent), 678-685
Pulsed-field gel electrophoresis (PFGE),
Escherichia coli strain 0157 genomic
diversity and evolution (Zhang et
al.), 757-765

Q

QTL. See Quantitative trait loci
Quantitative trait loci (QTL)
rice haplotype variation in structure
and expression of gene cluster asso-
ciated with quantitative trait locus
for improved yield (He et al.), 618-
625
sexual dimorphism gene tissue-specific
expression and regulation in mice
(Yang et al.), 995-1003

R

RACE. See Rapid amplification of cDNA
ends
RAKE microarray, microRNA analysis in

mammals (Berezikov et al.), 1289-
1297
Rapid amplification of cDNA ends (RACE)
non-coding RNA transcriptome organi-
zation in Caenorhabditis elegans
(Deng et al.), 20-28

odorant receptor gene regulatory motif
identification in mice (Michaloski
et al.), 1091-1097

Ras, singular value decomposition analy-
sis of cyclic AMP signaling (Carter
et al.), 520-525

Recombination rate, Apis mellifera ge-
nome (Beye et al.), 1339-1344

Regulatory potential score

ESPERR and functional element analysis
(Taylor et al.), 1596-1603

validation of predicted mammalian ery-
throid cis-regulatory modules
(Wang et al.), 1480-1490

Relevance Vector Machine (RVM), tran-
scription network analysis in Arabi-
dopsis thaliana (Li et al.), 414-425

Representational oligonucleotide microar-
ray analysis (ROMA), genome rear-
rangement patterns and breast can-
cer survival (Hicks et al.), 1465-
1478

Respiratory tract pathogens, identification
using resequencing DNA microar-
rays (Lin et al.), 527-535

Retrotransposon. See also LINE-1

accumulation and satellite amplifica-

tion mediation by duplication and
centromere expansion in rice (Ma
and Jackson), 251-257

genomic organization of Drosophila
telomere retrotransposable ele-
ments (George et al.), 1231-1239

Gossypium genome size variation role
(Hawkins et al.), 1252-1259

human endogenous retrovirus-K pro-
genitor identification (Dewannieux
et al.), 1548-1556

Oryza australiensis genomic expansion
role (Piegu et al.), 1262-1269

Tyl element design with GeneDesign
(Richardson et al.), 550-556

Reverse transcriptase-polymerase chain re-
action (RT-PCR)

Apis mellifera odorant binding-like pro-
tein gene family studies (Forét and
Maleszka), 1404-1411

Caenorhabditis elegans infection and im-
munity gene cluster response stud-
ies (O'Rourke et al.), 1005-1015

chromosome 21 heterochromatin-
euchromatin junction mapping
(Grunau et al.), 1198-1206

clock gene phylogenetic analysis in Apis
mellifera (Rubin et al.), 1352-1362

human heterochromatin protein target
identification (Vogel et al.), 1493-
1502

LIX1 deletion in feline spinal muscular
atrophy (Fyfe et al.), 1084-1089

nicotinic acetylcholine receptor gene
family analysis from Apis mellifera
(Jones et al.), 1422-1429

RNA structure comparison in human
and mouse genomes (Torarinsson
et al.), 885-889

social behavior and evolution of Yellow
and Major Royal Jelly Protein genes
in Apis mellifera (Drapeau et al.),
1385-1392
Sodalis glossinidius genome erosion and
functional adaptations (Toh et al.),
149-155
transcription start site comprehensive
structure and function analysis in
human genome (Cooper et al.), 1-9
Ribosomal DNA, pericentromere dynamic
evolution studies (Hall et al.), 355—
362
Ribosomal RNA (rRNA), human microbial
ecology and sequence analysis
(Weng et al.), 316-321
Rice
bacteria artificial chromosome library
resource (Ammiraju et al.), 140-
146
haplotype variation in structure and ex-
pression of gene cluster associated
with quantitative trait locus for im-
proved yield (He et al.), 618-625
retrotransposon accumulation and sat-
ellite amplification mediation by
duplication and centromere expan-
sion in rice (Ma and Jackson), 251
257
retrotransposons and Oryza australiensis
genomic expansion role (Piegu et
al.), 1262-1269
RNA interference
Caenorhabditis elegans infection and im-
munity gene cluster response stud-
ies (O’Rourke et al.), 1005-1015
serum response factor and CArGome
characterization in mammals (Sun
et al.), 197-206
Suz12 target gene identification with
ChlIP-chip (Squazzo et al.), 890-899
RNA, noncoding. See Non-coding RNA
RNA-binding proteins, genomic localiza-
tion and link between RNA process-
ing and transcription (Swinburne et
al.), 912-920
RNA splicing
alternative splicing evolution after gene
duplication (Su et al.), 182-188
annotation of spliceosomal proteins in
human genome (Barbosa-Morais et
al.), 66-75
ASEtrap for splicesome analysis (Thill et
al.), 776-785
dual coding regions in human alterna-
tively spliced genes (Liang and
Landweber), 190-195
evolution of exon-intron structure and
alternative splicing in Drosophila
and mosquito (Malko et al.), 505-
509
intron loss/gain mutation rates and in-
tron number in Plasmodium species
(Roy and Hartl), 750-755
KRAB-zinc finger proteins in humans
(Huntley et al.), 669-676
tandem chimerism and protein com-
plexity in humans (Parra et al.), 37—
43

transcription-mediated gene fusion in
human genome (Akiva et al.), 30—
35
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ROMA. See Representational oligonucleo-
tide microarray analysis

RP score. See Regulatory potential score

rRNA. See Ribosomal RNA

RT-PCR. See Reverse transcriptase-
polymerase chain reaction

RVM. See Relevance Vector Machine

S

Saccharomyces, essential gene prediction
in fungal genomes (Seringhaus et
al.), 1126-1134
Saccharomyces cerevisiae
integrated analysis of regulatory and
metabolic networks (Herrgdrd et
al.), 627-634
Leu3 binding and nucleosome occu-
pancy in target site selection (Liu et
al.), 1517-1528
low-affinity transcriptional networks
(Tanay), 962-971
singular value decomposition analysis
of Ras-cyclic AMP signaling (Carter
et al.), 520-525
small open reading frames and func-
tional genomics of genes (Kasten-
mayer et al.), 365-372
Saruma henryi, genome duplications in
flowering plants (Cui et al.), 738-
747
a-Satellite, evolutionary dynamics (Rudd
et al.), 88-94
Serum response factor (SRF), CArGome
characterization in mammals (Sun
et al.), 197-206
Sex determination. See Complementary
sex determination locus
Sexual dimorphism, gene tissue-specific
expression and regulation in mice
(Yang et al.), 995-1003
SEP. See Single feature polymorphism
Sheep, callipyge mutation, gene expres-
sion, and chromatin structure
(Murphy et al.), 340-345
Shotgun sequencing, physical map-
assisted sequence assembly (Warren
et al.), 768-774
Silk, Apis mellifera silk genes (Sutherland et
al.), 1414-1420
SINEs, functional noncoding sequences in
human genome (Nishihara et al.),
864-872
Single feature polymorphism (SFP), high-
density haplotyping with microar-
rays and markers in Arabidopsis
(West et al.), 787-794
Single nucleotide polymorphism (SNP)
ascertainment bias in mouse evolution-
ary biology (Boursot and Belkhir),
1191-1192
chromosomal aberration profiling using
Infinium whole-genome genotyp-
ing (Peiffer et al.), 1136-1147
crossovers and haplotype structure cor-
relation on chromosome 21
(Greenawalt et al.), 208-213
Escherichia coli strain O157 genomic di-
versity and evolution (Zhang et al.),
757-765

genomic islands of differentiation be-
tween house mouse species (Harr),
730-736
growth hormone/insulin-like growth
factor axis in lung cancer suscepti-
bility (Rudd et al.), 693-700
high differentiation region investiga-
tion in mouse (Harr), 1193-1194
INDEL variation mapping in human ge-
nome (Mills et al.), 1182-1189
meiotic recombination hotspots in Ara-
bidopsis thaliana chromosome 4
(Drouaud et al.), 106-113
8-Oxoguanine genome distribution
(Ohno et al.), 567-573
positive selection genomic signatures in
humans (Kelley et al.), 980-988
PRNP gene sequencing in humans (Sol-
devila et al.), 231-238
tagged single nucleotide polymorphism
portability across worldwide hu-
man populations (Gonzalez-Neira
et al.), 323-329
white blood cell analysis in humans
(Krishna Pant et al.), 331-339
whole genome panel for genetic map-
ping in mouse (Moran et al.), 436—
440
zebrafish genetic variation analysis
(Guryev et al.), 491-497
Singular value decomposition analysis
(SVD), Ras-cyclic AMP signaling in
yeast (Carter et al.), 520-525
Skr proteins, adaptive evolution in nema-
todes and plants (Thomas), 1017-
1028
SLC35A3. See UDP-N-acetylglucosamine
transporter
Sludge, metagenomics and inference of
population genetic parameters
(Johnson and Slatkin), 1320-1326
SMA. See Spinal muscular atrophy
Small interfering RNA
enrichment in Arabidopsis RNA-
dependent RNA polymerase-2 mu-
tant (Lu et al.), 1276-1287
RNA interference. See RNA interference
Small open reading frames (SORFs)
eukaryotic genome features (Sopko and
Andrews), 314-315
Saccharomyces cerevisiae and functional
genomics of genes (Kastenmayer et
al.), 365-372
SNP. See Single nucleotide polymorphism
Sodalis glossinidius, genome erosion and
functional adaptations (Toh et al.),
149-155
SORFs. See Small open reading frames
Southern blot
Alu-mediated deletion of agouti signal-
ing protein gene in lesser apes (Na-
kayama and Ishida), 485-489
nucleosome core landscape analysis in
Caenorhabditis elegans (Johnson et
al.), 1505-1515
retrotransposable element genomic or-
ganization in Drosophila melanogas-
ter (George et al.), 1231-1239
Spinal muscular atrophy (SMA), LIX1 de-
letion in feline spinal muscular at-
rophy (Fyfe et al.), 1084-1089
SRE. See Serum response factor

STAC, copy number aberration testing
across array-comparative genomic
hybridization experiments (Diskin
et al.), 1149-1158

SUV39H1, KRAB-zinc finger genes as tar-
gets in human heterochromatin
(Vogel et al.), 1493-1502

Suz12, target gene identification with
ChIP-chip (Squazzo et al.), 890-899

SVD. See Singular value decomposition
analysis

SW-ARRAY, copy number variation ge-
nome-wide detection in humans
using high-density DNA oligo-
nucleotide arrays (Komura et al.),
1575-1584

SyMAP, synteny analysis of FPC maps
(Soderlund et al.), 1159-1167
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