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model for (Siracusa et 
al.), 300-313 

End sequence determination, 
of large insert clones 
(Marra et al.), 1118-1122 

Energy transfer fluorescent 
primers, for end se- 
quence determination 
from large insert clones 
(Marra et al.), 1118- 
1122 

Epilepsy 
EPMR, genetic and physical 

m a p p i n g  of l o c u s  
(Ranta et al.), 351-360 

progressive myoclonus epi- 
lepsy of the Unver- 
r ich t -Lundborg  type 
(EPM1), cystatins (Pen- 
nacchio and Myers), 
1103-1109 

EPM1. See Progressive myo- 
clonus epilepsy 

See also Epilepsy 
EPMR. See Progressive epi- 

lepsy with mental re- 
tardation 

Escherichia coli, large insert li- 
b r a r i e s  h o s t e d  in  
(Dackowsk i  et al .) ,  
515-524 

ESTs. See also Expressed se- 
quence tags 

ETS-variant gene 6, genomic 
structure and polymor- 
phic markers wi th in  
(Baens et al.), 404-413 

ETV6. See ETS-variant gene 6 
Euchromatic genome, Dro- 

s o p h i l a ,  P l - b a s e d  
physical map of (Kim- 
merly et al.), 414-430 

Evolution 
Alu fossil relics (Arcot et 

al.), 1084-1092 
dynamics, of CTG repeats at 

h u m a n  DM l o c u s  
(Deka et al.), 142-154 

history, human Y chromo- 
some haplotypes (Deka 
et al.), 1177-1184 

microsate l l i te  evo lu t ion  
(Crawford and Cuth- 
bertson), 876-879 

studies 
chAB4 primate-specific 

multisequence family 
(WBhr et al.), 267-279 

histone genes (Wang et 
al.), 688-701 

molecular, comparative 
analysis of mouse and 
h u m a n  o r t h o l o g s  
(Makalowski  et al.), 
846-857 

Y-chromosome haplo-  
types (Santos et al.), 
600-611 

Exon trapping 
h u m a n  c h r o m o s o m e  21 

(Chen et al.), 747-760 
to identify transcribed se- 

quences in chromo-  
some 16p13.3 (Burn et 
al.), 525-537 
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Expressed Gene Anatomy Da- 
tabase (EGAD) (Hillier 
et al.), 807-828 

Expres sed  s e q u e n c e  tags  
(ESTs) 

h i g h - t h r o u g h p u t ,  assess- 
ment  of data (Aaron- 
son et al.), 829-845 

h u m a n  skeletal  muscle ,  
catalog of transcripts 
(Lanfranchi et al.), 35- 
42 

280,000 human, generation 
and analysis of (Hillier 
et al.), 807-828 

Extrachromosomal structure, 
human,  BAC cloning 
and mapping of (Wang 
et al.), 612-619 

FBN1, gene encoding fibril- 
l in-1 ( K a r t u n n e n  et 
al.), 392-403 

FBN1 gene, tandem duplica- 
tion within gene asso- 
c i a t e d  w i t h  m o u s e  
Tight skin (Tsk) muta- 
t ion (Siracusa et al.), 
300-313 

Fibrillin 1 gene. See FBN1 gene 
Fibrillin mRNA levels, using 

s o l i d - p h a s e  m i n i -  
s e q u e n c i n g  (Kar t -  
tunen et al.), 392-403 

Finnish disease heritage, trac- 
i n g  t h e  a n c e s t r a l  
I O S C A  m u t a t i o n  
(Varilo et al.), 870-875 

FISH. See Fluorescence in situ 
hybridization 

Fluorescence in situ hybrid- 
ization (FISH) 

localization of mouse Scl to 
c h r o m o s o m e  5 (Mc- 
Kinnon et al.), 1077- 
1083 

techniques 
gene map construct ion 

by (Guo and Fletjer), 
1133-1148 

ut i l iza t ion  of in posi- 
tional cloning (Laan et 
al.), 1002-1012 

Fluorescence-based four-color 
electrophoretic gel im- 
ages, lane tracking soft- 
ware for (Cooper et al.), 
1110-1117 

Fluorescent postlabeling, one- 
tube post-PCR method 
(Inazuka et al.), 551- 
557 

Fluorescent probe 
hybridization, DNA micro- 

array system for ana- 
lyzing complex DNA 
samples (Shalon et al.), 
639-645 

Taqman system for detect- 
ing PCR products (Heid 
et al.), 986-994; (Gib- 
son et al.), 995-1001 

Fluorescent-PCR assay, quan- 
titative analysis assays, 
g e n o m i c  s e q u e n c e  
copy  n u m b e r ,  a n d  
transcript ional  abun- 
dance (Chiang et al.), 
1013-1026 

F l u o r e s c e n t  s e q u e n c i n g ,  
hexamer string primers 
(Lodhi et al.), 10-18 

FlyBase, Drosophila genome 
database (Rubin), 71- 
79 

Forensics, microsatellite pan- 
els for  a u t o m a t e d  
genotyping (Lindqvist 
et al.), 1170-1176 

Founder effect, in SFD (Wi- 
jesuriya et al.), 92-101 

14-3-3e gene, human, no ho- 
mology to LIS1 but also 
maps to chromosome 
17p13.3 (Chong et al.), 
735-741 

Fugu rubripes Japanese puffer- 
fish 

PCR-based isolation of Gc~ 
genes (Sarwal et al.), 
1207-1215 

PDGFR and CSF1R genes, 
conserved linkage with 

SUBJECT INDEX 

human genes (How et 
al.), 1185-1191 

U15 snoRNA coding  se- 
quences in ribosomal 
protein $3 (rpS3) gene 
(Crosio et al.), 1227- 
1231 

Fused mouse mutation (Tilgh- 
man), 773-780 

Fusion of large DNA, using 
RARE-cleavage proto- 
col (Bor6n et al.), 1123- 
1130 

(; 

G protein ~ subunit  multi- 
gene family, PCR-based 
isolation of genes in 
Fugu fish (Sarwal et al.), 
1207-1215 

G6PHD gene. See Glucose-6- 
phosphate dehydroge- 
nase gene 

Gc~ genes. See G protein ~ sub- 
unit multigene family 

Galactokinase (GALK1) gene, 
human,  fine structure 
of (Bergsma et al.), 
980-985 

GALK1. See Galac tok inase  
gene 

GC-rich cosmids, sequencing 
using dye terminators 
and thermostable "se- 
quenase" (Freiberg et 
al.), 590-560 

GC-rich templates, uniform 
amplification of DNA 
mixture with variable 
GC content  (Baskaran 
et al.), 633-638 

GenBank, impact of growth 
on sequence data base 
s e a r c h i n g  ( S m i t h ) ,  
653-660 

Gene Index, human genome, 
development of (Aaron- 
son et al.), 829-845 

Gene map construction, by 
FISH technique, statis- 
t ical  m e t h o d s  (Guo 
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and  Flet jer) ,  1133-  
1148 

Gene therapy project, cystic 
f ib ros i s  t r a n s m e m -  
brane receptor (CFTR) 
mRNA (Gibson et al), 
995-1001 

Gene transcripts, novel, in 
human muscles (Pi~tu 
et al.), 492-503 

Genodermatosis. See Inconti- 
nentia pigmenti 

Genome 
instability, detected using 

f l u o r e s c e n t - P C R  
(Chiang et al.), 1013- 
1026 

scanning, utility of micro- 
s a t t e l i t e  m a r k e r s  
( L i n d q v i s t  et  a l . ) ,  
1170-1176 

sequencing.  See DNA se- 
quencing. 

Genomic distances, reciprocal 
translocation (Sankoff 
and Ferretti), 1-9 

Genomic sequencing, impact 
of large-scale genomic 
s e q u e n c i n g  on  se- 
q u e n c e  d a t a  b a s e  
s e a r c h i n g  ( S m i t h ) ,  
653-660 

Genotyping,  human,  high- 
t h r o u g h p u t  (Hall et 
al.), 781-790 

Glaucoma, fine mapping of 
GLCIA (Sunden et al.), 
862-869 

GLCIA. See Juvenile Open 
Angle Glaucoma 

Glucose-6-phosphate dehy- 
d r ogenase  (G6PHD) 
gene, marsupial, meth- 
yla t ion analysis (Lo- 
ebel and Johns ton) ,  
114-123 

Glycine receptor, structure of 
h u m a n  ~2 s u b u n i t  
gene  ( M o n a n i  a n d  
Burghes), 1200-1206 

Goeminne syndrome (TKC), 
human Xq28 (Rogner 
et al.), 922-934 

GTPase ac t ivat ing prote in  

(Rasa) gene, pearl re- 
gion of mouse chromo- 
some 13 (Seymour et 
al.), 538-544 

I-I 

Haploinsufficiency diseases, 
h u m a n  chromosome 
22 (Lorain et al.), 43- 
50 

Haplotypes 
analysis, TIMP3 localization 

(Wijesuriya et al.), 92- 
101 

evolution of human Y chro- 
mosome (Deka et al.), 
1177-1184 

Helicoverpa zea. See Corn ear- 
w o r m  

Helix-loop-helix (HLH) motif, 
p ro te in  encoded  by 
ETV6 (Baens et al.), 
404-413 

Hematologic malignancies,  
genomic organization 
of ETV6 (Baens et al.), 
404-413 

Hepatomas, human  TSG is 
conserved in mice and 
involved in develop- 
ment of (Zenklusen et 
al.), 1070-1076 

Hexamer string primers, auto- 
mated DNA sequenc- 
ing (Lodhi et al.), 10- 
18 

H e x o s a m i n i d a s e  b(Hexb)  
gene, pearl region of 
mouse chromosome 13 
(Seymour et al.), 538- 
544 

HI. See Hyperinsulinism locus 
H i g h - t h r o u g h p u t  DNA se- 

quencing, lane track- 
ing software for (Coo- 
per et al.), 1110-1117 

H i g h - t h r o u g h p u t  EST se- 
quence data, assess- 
ment of (Aaronson et 
al.), 829-845 

High-throughput genotyping 

human (Hall et al.), 781- 
790 

using CAE (Mansfield et 
al.), 893-903 

HIRA human  gene, in DGS 
critical region of chro- 
mosome 22 (Lorain et 
al.), 43-50 

Histone gene cluster 
m o u s e  c h r o m o s o m e  3 

(Wang et al.), 702-714 
mouse  c h r o m o s o m e  13 

(Wang et al.), 688-701 
HLA class II antigens, high 

resolution allele typing 
by PCR-LIS-SSCP (Ma- 
ruya et al.), 51-57 

Hmgcr gene. See 3-Hydroxyy- 
3-methylglutaryl coen- 
zyme A reductase gene 

Homologous alleles, differen- 
t i a l  e x p r e s s i o n  of 
( G r e e n w o o d  a n d  
Burke), 336-348 

Homoplasy, at microsatellite 
loci (Garza and Frei- 
mer), 211-217 

Hprt. See X-linked genes 
Htrla gene. See 5-Hydroxy- 

tryptamine la receptor 
human gene 

Human BRCA1 gene, complete 
genomic sequence of 
(Smith et al.), 1029- 
1049 

Human CAS gene. See Cellular 
apoptosis susceptibility 
human gene 

Human chromosome region 
(HCR) 3p14.1,  con- 
struction of YAC con- 
tig for (Bardenheuer et 
al.), 176-186 

Human genes, comparative 
analysis of mouse and 
h u m a n  o r t h o l o g s  
(Makalowski  et al.), 
846-857 

Human Genome Project, re- 
flective overview (Til- 
ghman), 773-780 

3-Hydroxy-3-methylglutaryl 
coenzyme A reductase 
(Hmgcr) gene, pearl re- 
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gion of mouse chromo- 
some 13 (Seymour et 
al.), 538-544 

5-Hydroxytryptamine la  re- 
ceptor (Htrla)  gene, 
pearl region of mouse 
chromosome 13 (Sey- 
mour et al.), 538-544 

Hyperinsulinism (HI) locus, 
chromosome 1 l p 1 4 -  
15.1, physical mapping 
of (Ayyagari et al.), 
504-514 

Hypopigmentation mutation, 
mouse pearl mutation 
(Seymour et al.), 538- 
544 

IBD mapping. See Identity-by- 
descent mapping 

Iden t i t y -by -descen t  (IBD) 
mapp ing ,  of bovine  
syndactyly locus (Char- 
lier et al.), 580-589 

IMAGE Consortium (Aaron- 
son et al.), 829-845; 
(Bonaldo et al.), 791- 
806 

Immunoglobul in  supergene 
family, CD4 (Ansari- 
Lari et al.), 314-326 

Incontinentia pigmenti (IP2), 
c h r o m o s o m e  Xq28,  
transcriptional analysis 
of cand ida te  region 
(Rogner et al.), 922-934 

Infant brain (1NIB) library 
(Bonaldo et al.), 791- 
806 

Infant liver/spleen (1NFLS) li- 
brary, (Bonaldo et al.), 
791-806 

Infantile Onset Spinocerebel- 
l a r  A t a x i a  L o c u s  
(IOSCA), genealogical 
and haplotype analysis 
of Finnish muta t ion  
(Varilo et al.), 870-875 

Interspersed repet i t ive se- 
quence PCR. See IRS- 
PCR genomics 

Intronic microsatellites. See 
Microsatellites 

Introns, novel T-cell specific 
G protein-coupled re- 
ceptor gene encoded 
within intron 17 of hu- 
man RB gene (Herzog 
et al.), 858-861 

IOSCA. See Infantile Onset 
Spinocerebellar Ataxia 
Locus 

IP2. See Incont inent ia  pig- 
menti 

IRS-PCR genomics, physical 
mapping of the mouse 
genome (Hunter et al.), 
290-299 

Itga2 gene. See Collagen re- 
ceptor a2-subunit gene 

Japanese pufferfish. See Fugu 
rubripes 

Japanese rice genome. See Rice 
genome 

Juvenile Open Angle Glau- 
coma (GLCIA), fine 
mapping of (Sunden et 
al.), 862-869 

Karyotype distributions, re- 
ciprocal translocation 
(Sankoff and Ferretti), 
1-9 

Lamina-associated polypep- 
tide 2 (LAP2), sequence 
homology  to Tmpos 
(Berger et al.), 361-370 

Lane tracking software, for 
four-color fluorescence- 
based electrophoretic 
gel images (Cooper et 
al.), 1110-1117 

Large insert clones, end se- 

SUBJECT INDEX 

quencing for (Marra et 
al.), 1118-1122 

Large-insert bacterial clones, 
genome methods for 
(Bor6n et al.), 1123- 
1130 

Lepidoptera species, genetic 
transformation system 
for (DeVault et al.), 
571-579 

Leukemia ETV6 gene 
genomic organization and 

polymorphic markers 
(Baens et al.), 404-413 

involvement in transloca- 
t ions  and  de le t ions  
(Baens et al.), 404-413 

Linkage map, ovine X chro- 
mosome (Galloway et 
al.), 667-677 

Linkage studies, type II diabe- 
tes, p lasma  glucose 
l i n k e d  to c h r o m o -  
somes 6 and 11 (Stern 
et al.), 724-734 

LIS1 gene, Miller-Dieker syn- 
drome (Chong et al.), 
735-741 

Liver adenomas. See Hepato- 
mas 

Livestock 
diseases, bovine NRAMP1 

gene (Feng et al.), 956- 
964 

genomics  (Georges and 
Anderson), 907-921 

species, c o m p r e h e n s i v e  
map of porc ine  ge- 
nome (Rohrer et al), 
371-391 

LOH. See Loss of heterozygos- 
ity 

Loss of heterozygosity (LOH) 
on chromosome 6 in mouse 

liver adenomas (Zenk- 
lusen et al.), 1070-  
1076 

studies, utility of microsat- 
ellite markers (Lind- 
qvist et al.), 1170-1176 

Low ionic strength single- 
stranded conformation 
p o l y m o r p h i s m  (LIS- 
SSCP), high resolution 
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allele typing of HLA 
ant igens  (Maruya et 
al.), 51-57 

M 

Macrophage colony-stimulat- 
ing  fac tor  r e cep to r  
(CSFIR) gene,  con-  
served linkage between 
Fugu pufferfish and hu- 
man genome (How et 
al.), 1185-1197 

Major h i s t o c o m p a t i b i l i t y  
complex, mouse, Ea re- 
c o m b i n a t i o n a l  h o t  
spot (Khambata et al.), 
195-201 

Marfan  s y n d r o m e  (MFS), 
fibrillin transcripts in 
(Karttunen et al.), 392- 
403 

Marine bacterium, Pseudoal- 
teromonas haloplanktis 
genome structure (La- 
noil et al.), 1160-1169 

Mar sup i a l s ,  m e t h y l a t i o n  
analysis of a X-linked 
CpG island (Loebel and 
Johnston), 114-123 

MAS (marker-assisted selec- 
tion schemes), in ani- 
mal breeding (Georges 
and Anderson), 907-  
921 

MDS. See Miller-Dieker syn- 
drome 

Melanomas 
Xiphophorus fish as animal 

model (Kazianis et al.), 
280-289 

in Xiphophorus fish hybrids 
(F6rnzler et al.), 102- 
113 

Mental retardation 
h u m a n  c h r o m o s o m e  

X p 1 1 . 2 3 - 2 2  r e g i o n  
(Schindelhauer et al.), 
1056-1069 

syndromes,  Prader-Wil l i  
Syndrome (Ning et al.), 
742-746 

Merck Gene Index. See Gene 
Index 

Methylation analysis, of mar- 
supial X-linked CpG is- 
l a n d  ( L o e b e l  a n d  
Johnston), 114-123 

MFS. See Marfan syndrome 
MHC. See Major histocompat- 

ibility complex 
Microarrays. See DNA micro- 

arrays 
Microdissected DNA, mouse 

chromosome 16, direct 
cDNA selection (Wei et 
al.), 678-677 

Microfibrillar components ,  
FBN1 and FBN2 (Kar- 
tunnen et al.), 392-403 

Microsatellites 
hybrid capture technique, 

simultaneous isolation 
of various STR markers 
(Prochazka), 646-649 

intronic, in human  OBR 
gene (Chung et al.), 
1192-1199 

loci 
analysis of in human Y 

c h r o m o s o m e  haplo-  
types (Deka et al.), 
1177-1184 

homoplasy  for size at 
(Garza and Freimer), 
211-217 

markers, utility of in ge- 
nome scanning, LOH, 
and forensic analysis 
( L i n d q v i s t  et a l . ) ,  
1170-1176 

sheep, mutations in (Craw- 
ford and Cuthbertson), 
876-879 

Microtubule-associated pro- 
tein 5/lb (Mtap5) gene, 
pearl region of mouse 
chromosome 13 (Sey- 
mour et al.), 538-544 

M i l l e r - D i e k e r  s y n d r o m e  
(MDS), 14-3-3~ has no 
h o m o l o g y  to LIS1 
(Chong et al.), 735- 
741 

MLA PCR (multiplex long ac- 
curate PCR), used in 

new approach for bac- 
t e r i a l  c h r o m o s o m e  
mapping and sequenc- 
ing (Sorokin et al.), 
448-453 

Model systems, Fugu fish for 
vertebrate genome re- 
search (Sarwal et al.), 
1207-1215; (How et 
al.), 1185-1191 

Mottled (Mo). See X-linked 
genes 

Mouse, trinucleotide repeat- 
c o n t a i n i n g  g e n e  
(Chambers  and  Ab- 
bott), 715-723 

Mouse genes, comparat ive 
analysis of mouse and 
h u m a n  o r t h o l o g s  
(Makalowski  et al.), 
846-857 

Mouse  g e n o m e ,  IRS-PCR 
p h y s i c a l  m a p p i n g  
(Hunter et al.), 290- 
299 

Mouse thymopoie t in  gene, 
molecular characteriza- 
tion of (Berger et al.), 
361-370 

Mtap5 .  See M i c r o t u b u l e -  
associated protein 5/ lb  
gene 

Multigene family 
subunit of glycine recep- 

tor, structure of human 
Ot 2 gene (Monani and 
Burghes), 1200-1206 

G protein a subunit, PCR- 
b a s e d  i s o l a t i o n  of 
genes in Fugu fish (Sar- 
wal et al.), 1207-1215 

Mult isequence family, pri- 
mate-specif ic  chAB4 
(W6hr et al.), 267-279 

Muscles, human, expression 
profile of novel genes 
(Pi@u et al.), 492-503 

Mutation rates, sheep micro- 
satel l i tes  (Crawford  
a n d  C u t h b e r t s o n ) ,  
876-879 

Myocardial hypertrophy, Tsk 
mice as model for (Sir- 
acusa et al.), 300-313 
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Myotonic dystrophy (DM) 
-associated CTG repeat,  

evolutionary dynamics 
of in diverse human  
populat ions (Deka et 
al.), 142-154 

evolutionary dynamics of 
CTG repeats in diverse 
h u m a n  p o p u l a t i o n s  
(Deka et al.), 142-154 

hl 

Natural resistance associated 
macrophage protein 1, 
bovine NRAMP1 is ho- 
m o l o g  of  m u r i n e  
Nrampl gene (Feng et 
al.), 956-964 

Neurobiological (molecular) 
studies, selected mouse 
cerebellar cDNA library 
(Wei et al), 678-677 

Neurofibromatosis 1 (NF1), 
long RT-PCR of locus 
(Martinez et al.), 58-66 

Neuromuscular genetic disor- 
ders, myotonic dystro- 
phy (DM) (Deka et al.), 
142-154 

Neuronal ceroid lipofuscino- 
sis (vLINCL, CLN5) dis- 
ease, human chromo- 
somal region 13q22, 
FISH in p o s i t i o n a l  
cloning (Laan et al.), 
1002-1012 

NIDDM. See Non-insulin de- 
pendent diabetes mel- 
litus 

Non-insulin dependent diabe- 
tes mellitus, genetics of 
(Prochazka), 646-649 

Normalized libraries, 1NIB 
and 1NFLS (Bonaldo et 
al.), 791-806 

NPAT, new gene in AT locus 
physically linked to the 
ATM gene (Imai et al.), 
439-447 

Nrampl. See Natural resistance 
associated macrophage 
protein 1 

Nuclear proteins, thymopoi- 
etins (Tmpos) (Berger 
et al.), 361-370 

Nucleic acid sequence analy- 
sis, quanti tat ive PCR 
and RT-PCR (Gibson et 
al.), 995-1001; (Heid et 
al.), 986-994 

O 

OA1 human gene. See Ocular 
albinism type I 

Oal mouse gene, cloning of 
mur ine  h o m o l o g  of 
h u m a n  OA1 g e n e  
(Bassi et al.), 8 8 0 -  
885 

Obesity, human ,  genomic  
structure of human OB 
receptor (Chung et al.), 
1192-1199 

Obesity receptor (OBR) gene, 
human, 

g e n o m i c  s t ruc tu re  and  
identification of intronic 
microsatellites (Chung et 
al.), 1192-1199 

mapping to lp  in a region 
of nonconserved gene 
order from mouse and 
rat (Chung et al.), 431- 
438 

Obesity, human, mapping of 
the OBR to chromo- 
some lp  (Chung et al.), 
431-438 

OBR. See Obesity receptor 
gene 

Octamer sequencing, novel 
m e t h o d  of p r i m e r  
walking using octamer 
o l i g o n u c l e o t i d e s  to 
prime DNA sequencing 
react ions (Hardin et 
al.), 545-550 

Ocular albinism type I (OA1) 
human gene, cloning 
mur ine  h o m o l o g  of 
(Bassi et al.), 880-885 

Ohno's rule, confirmation of 
(Galloway et al.), 667- 
677 

SUBJECT INDEX 

Oligonucleotide sequence sig- 
natures (OSSs) (Milo- 
savljevic et al.), 132- 
141 

Oncogene promoter,  Xmrk 
from Xiphophorus fish 
genome (F6rnzler et 
al.), 102-113 

1NFLS. See Infant liver/spleen 
library 

1NIB. See Infant brain library 
O r t h o l o g o u s  s e q u e n c e s ,  

mouse  and  h u m a n ,  
comparat ive analysis 
of (Makalowski et al.), 
846-857 

OSSs. See Oligonucleotide se- 
quence signatures 

Osteoporosis, bone remodel- 
ing disorders (Johnson 
et al.), 1050-1055 

Otc. See X-linked genes 
Ovarian cancer. See Breast- 

ovarian cancer suscep- 
tibility gene 

Ovine X chromosome, link- 
age map of (Galloway 
et al.), 667-677 

Pl cloning vector, Drosophila 
genomic library gener- 
ated in (Kimmerly et 
al.), 414-4303 

P1/cosmid contig, as com- 
p a r e d  to  c o s m i d /  
lambda phage contig 
(Dackowsk i  et al.), 
515-524 

P a l i n d r o m i c  s t r u c t u r e s ,  
chAB4 multisequence 
family (W6hr et al.), 
267-279 

PAR-SN, n o v e l  p a t e r n a l  
expressed t ranscr ip-  
t ion PWS critical re- 
gion (Ning et al.), 742- 
746 

Paternally expressed tran- 
script, novel, Prader- 
Willi Syndrome (PWS) 
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critical region (Ning et 
al.), 742-746 

PCR 
amplification, of NF1 (Mar- 

tinez et al.), 58-66 
asymmetr ic ,  to genera te  

l o n g  p r i m e r s  a n d  
s ing le -s t randed  DNA 
(Woodde l l  and  Bur- 
gess), 886-892 

-based Y-linked polymor- 
phisms (Santos et al.), 
600-611 

map  c o n s t r u c t i o n ,  MLA 
PCR used in new ap- 
p roach  for bac te r ia l  
chromosome mapping 
and sequenc ing  (So- 
rokin et al.), 448-453 

novel "real time" quantita- 
tive me thod  (Heid et 
al.), 986-994 

products, one-tube fluores- 
cent  pos t l abe l ing  of 
(Inazuka et al.), 551- 
557 

quan t i t a t ive  f luorescent-  
based technique assays 
g e n o m i c  s e q u e n c e  
copy number and tran- 
scriptional abundance 
(Chiang et al.), 1013- 
1026 

PCR-LIS-SSCP. See Low ionic 
s t r e n g t h  s i n g l e -  
stranded conformation 
polymorphism 

PDGFR. See Platelet-derived 
growth factor receptor 
gene 

Pearl locus, mouse chromo- 
some 13, genetic map 
of (Seymour  et al.), 
538-544 

Periodic tryptophan protein 2 
gene, yeas t ,  isolation 
and genomic structure 
of h u m a n  h o m o l o g  
( L a f r e n i ~ r e  et a l . ) ,  
1216-1226 

Periventricular heterotopia,  
human  Xq28 (Rogner 
et al.), 922-934 

Pest cont ro l  m a n a g e m e n t ,  

and man ipu la t ion  of 
i n s e c t  g e n o m e s  
(DeVault et al.), 571- 
579 

Physical mapping, use of ra- 
diation hybrids (Jones), 
761-769 

PKD1 gene. See Polycystic kid- 
ney disease gene 

Plasmid rescue, of the Dro- 
sophila second chro- 
mosome (Guo et al.), 
972-979 

Platelet-derived growth factor 
receptor (PDGFR) gene, 
conserved linkage be- 
tween Fugu pufferfish 
and h u m a n  genome  
(How et al.), 1185-  
1191 

pNGR234a symbiotic genes, 
Rhizobium, identifica- 
tion of (Freiberg et al.), 
590-600 

Polycyst ic  k idney  disease 
(PKD1) gene 

physical map of 700-kb seg- 
ment  on chromosome 
16p13.3 (Dackowki et 
al.), 515-526 

transcriptional map of 700- 
kb segment  on chro- 
m o s o m e  1 6 p 1 3 . 3  
(Burn et al.), 525-537 

Polygenes ,  QTL m a p p i n g  
(Georges and Ander- 
son), 907-921 

Po lymorphisms ,  h u m a n  Y 
chromsome (Santos et 
al.), 600-611 

Porcine genome, comprehen- 
sive map of (Rohrer et 
al.), 371-391 

Positional cloning 
isolation of defective gene 

in XLRP (Thiselton et 
al.), 1093-1102 

ut i l iza t ion of FISH tech- 
niques using 13q22 as 
an example (Laan et 
al.), 1002-1012 

P r a d e r - W i l l i  S y n d r o m e  
(PWS), critical region, 
novel parternal ly ex- 

p r e s s e d  t r a n s c r i p t  
(Ning et al.), 742-746 

P r i m e r  w a l k i n g ,  n o v e l  
method using octamer- 
primed cycle sequenc- 
ing  (Hard in  et al.), 
545-550 

Progress ive  ep i l epsy  w i th  
m e n t a l  r e t a r d a t i o n  
(EPMR), genet ic  and 
physical  mapp ing  of 
locus on chromosome 
8p (Ranta et al.), 351- 
360 

Progressive myoclonus  epi- 
l epsy ,  U n v e r r i c h t -  
Lundborg type (EPM1), 
h u m a n  c h r o m o s o m e  
21 (Stone et al.), 218- 
225 

Promoter  capture,  m e t h o d  
that uses transcription 
factors to extract pro- 
moters from large ge- 
nomic  clones (Mort- 
lock et al.), 327-335 

Promoters, efficient isolation 
method from large ge- 
nomic  clones (Mort- 
lock et al.), 327-335 

Pseudoalteromonas haloplank- 
tis, complex genome 
structure composed of 
two separate genet ic  
uni ts  (Lanoil et al.), 
1 1 6 0 - 1 1 6 9  

Pufferfish. See Fugu rubripes 
PWP2. See Periodic trypto- 

phan protein 2 gene 
PWS. See Prader-Willi  Syn- 

drome 
Pycnodysostosis ,  nonsense  

mutation in cathepsin 
K g e n e  of h u m a n  
c h r o m o s o m e  l q 2 1  
(Johnson et al.), 1050- 
1055 

Q 

QC RT-PCR. See Real t ime 
q u a n t i t a t i v e  reverse  
transcriptase (RT)-PCR 
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QTL, multifactorial traits or 
polygenes, mapping of 
in livestock (Georges 
and Anderson),  907- 
921 

Quantitative DNA sequence 
analysis, "real  t ime"  
quantitative PCR (Heid 
et al.), 986-994 

Quantitative fluorescent-PCR, 
assays  g e n o m i c  se- 
quence copy number  
and  t r a n s c r i p t i o n a l  
abundance (Chiang et 
al.), 1013-1026 

Quantitative mRNA sequence 
analysis, "real  t ime"  
quan t i t a t ive  RT-PCR 
(Gibson et al.), 995-  
1001 

R 

Radiation hybrid map, of hu- 
m a n  c h r o m o s o m e  5 
(Warrington and Was- 
muth), 628-632 

Radiation hybrids, selected 
subsets of (Jones), 761- 
769 

R a n d o m  a m p l i f i c a t i o n  of 
p o l y m o r p h i c  DNA 
(RAPD). See AP-PCR/ 
RAPD 

RARE cleavage t e c h n i q u e s  
(BorOn et al.), 1123- 
1130 

Rasa gene. See GTPase activat- 
ing protein gene 

Rat chromosome 5, gene or- 
der compared to mouse 
chromosome 4 and hu- 
man lp  (Chung et al.), 
431-438 

RB gene. See Retinoblastoma 
susceptibility gene 

Real time quant i ta t ive PCR 
(Held et al.), 986-994 

Real time quantitative reverse 
transcriptase (RT)-PCR 
(Gibson et al.), 995-  
1001 

of NF1 (Martinez et al.), 58- 
66 

RecA-assisted restriction en- 
d o n u c l e a s e  (RARE) 
cleavage t e c h n i q u e s  
(BorOn et al.), 1123- 
1130 

Receptor  ty ros ine  k inases  
(RTKs), discoidin do- 
main receptor (DDR), 
is new class of (Play- 
ford et al.), 620-627 

Rec iproca l  t r a n s l o c a t i o n ,  
karyotype distributions 
(Sankoff and Ferretti), 
1-9 

Recombinational hot spot, Ea, 
mouse MHC (Khambata 
et al.), 195-201 

Repetitive DNA 
families, chAB4 primate-  

specific (W6hr et al.), 
267-279 

sequences, Alu fossil relics 
(Arcot et al.), 1084- 
1092 

Retinal degeneration, human  
chromosome Xp 11.23- 
22 region (Schindel- 
haue r  et al.), 1056-  
1069 

Retinitis pigmentosa (RP) 
a u t o s o m a l  d o m i n a n t  

(adRP), refined map- 
ping of RP10 locus on 
chromosome 7q (Mc- 
Guire et al.), 255-266 

mapping the RP2 locus in 
XLRP (Thiselton et al.), 
1093-1102 

Retinoblastoma susceptibility 
gene, human ,  in t ron  
17 encodes a novel T- 
cell specific G protein- 
coupled receptor (Her- 
zog et al.), 858-861 

RH map. See Radiation hybrid 
map 

Rhizobium, sequenc ing  the 
s y m b i o t i c  r e p l i c o n  
(Freiberg et al.), 590- 
600 

Ribosomal protein $3 (rpS3) 
gene, Fugu, compari-  

SUBJECT INDEX 

son with Xenopus and 
h u m a n  coun te rpa r t s  
(Crosio et al.), 1227- 
1231 

Rice chromosome 6, ordered 
YAC library of (Ume- 
hara et al.), 935-942 

Rice genome, Japanese, gene 
isolation and sequenc- 
ing (Sasaki et al.), 661- 
666 

RNA analysis, sNuPE, quanti- 
tative (Greenwood and 
Burke), 336-348 

RP. See Retinitis pigmentosa 
RP2 locus for XLRP, genetic 

and physical mapping 
of (Thisel ton et al.), 
1093-1102 

rpS3 gene. See Ribosomal pro- 
tein $3 gene 

RT-PCR. See Real time quanti- 
tative reverse transcrip- 
tase (RT)-PCR 

SBH. See Sequencing by hy- 
bridization 

Scl mouse gene, similar ge- 
n o m i c  s t r u c t u r e  to 
Sparc m o u s e  g e n e  
( M c K i n n o n  et  al .) ,  
1077-1083 

SCA7. See Spinocerebe l l a r  
ataxia type 7 

Sc leroderma,  Tsk mice as 
model for (Siracusa et 
al.), 300-313 

Sequence data base searching, 
impact  of large-scale 
genomic  s equenc ing  
on (Smith), 653-660 

Sequence-tagged site content 
mapping. See STS con- 
tent mapping 

Sequencing 
by hybridization (SBH), dis- 

t inct  gene discovery 
f r o m  i n f a n t  b r a i n  
cDNA libraries (Milo- 
savljevic et al.), 132- 
141 
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octamer, novel method of 
primer walking (Har- 
din et al.), 545-550 

SFD. See Sorsby's fundus dys- 
trophy 

Sheep, mutations in microsat- 
ellites (Crawford and 
Cuthbertson), 876-879 

Short interspersed elements 
(SINEs), Alu repeats 
(Arcot et al.), 1084- 
1092 

SINEs. See Short interspersed 
elements 

Single nucleotide primer ex- 
tension (sNuPE), quan- 
titative range, variabil- 
ity and multiplex anal- 
ysis (Greenwood and 
Burke), 336-348 

Site-directed delet ions,  in 
large insert clones, us- 
ing RARE-cleavage pro- 
tocol (BorOn et al.), 
1123-1130 

Site-directed mutagenesis, in 
large-insert  bacterial  
clones, us ing RARE- 
c l e a v a g e  p r o t o c o l  
(BorOn et al.), 1123- 
1130 

Site-selected transposon mu- 
tagenesis (SSM), plas- 
mid rescue of the Dro- 
sophila second chro- 
mosome (Guo et al.), 
972-979 

Skeletal dysplasia, pycnodys- 
ostosis, ca theps in  K 
mutation (Johnson et 
al.), 1050-1055 

Skeletal muscle, human, cata- 
log of expressed se- 
q u e n c e  tags  (ESTs) 
(Lan f r anch i  et al.), 
35-42 

snoRNAs, U15 snoRNA cod- 
ing sequences in Fugu 
rpS3 gene (Crosio et 
al.), 1227-1231 

sNuPE. See Single nucleotide 
primer extension 

Solid-phase minisequencing, 
fibrillin mRNA levels 

(Karttunen et al.), 392- 
403 

Sorsby's fundus dyst rophy 
(SFD), founder effect in 
(Wijesuriya et al.), 92- 
101 

Spl transcription factor. See 
Transcr ip t ion  factor 
Spl 

Sparc mouse gene, similar ge- 
nomic structure to Scl 
mouse gene (McKin- 
non et al.), 1077-1083 

Spinocerebellar ataxia type 7 
(SCA7), identification 
of expanded CAG re- 
peats using repeat ex- 
p a n s i o n  d e t e c t i o n  
(RED) method (Lind- 
blad et al.), 965-971 

Splice variants, of DDR (Play- 
ford et al.), 620-627 

SSM. See Site-selected transpo- 
son mutagenesis 

Stem-loop sequence, histone 
mRNAs (Wang et al.), 
688-701 

Stop codons, premature (Kart- 
tunen et al.), 392-403 

STR markers, isolation of us- 
ing microsatellite hy- 
brid capture technique 
(Prochazka), 646-649 

Str, mur ine  striated, con- 
served gene order with 
loci in human  Xq28 
(Levin et al.), 465-  
477 

STS content mapping, of Dro- 
sophila genome (Kim- 
merly et al.), 414-430 

Subtractive hybridization, an 
approach to facilitate 
gene discovery (Bo- 
naldo et al.), 791-806 

Sus scrofa, comprehens ive  
map of genome (Ro- 
hrer et al.), 371-391 

S y m b i o t i c  g e n e s .  See 
pNGR234a symbiotic 
genes 

Syndactyly locus, bovine, IBD 
mapping (Charlier et 
al.), 580-589 

T 

T-cel l  spec i f i c  r e c e p t o r ,  
chicken,  G pro te in -  
coupled receptor en- 
coded within intron 17 
of RB gene is human 
homolog of (Herzog et 
al.), 858-861 

TaqI restriction site, forced 
site in universal assay 
for CpG mutation sites 
(O'Dell et al.), 558-568 

Taqman system, for detecting 
PCR products (Heid et 
al.), 986-994; (Gibson 
et al.), 995-1001 

T(Brachyury) gene, mouse, hu- 
man homolog T (Ed- 
wards et al.), 226-233 

TCOF1. See Treacher Collins 
syndrome 

T h r o m b i n  r ecep to r  gene  
(Cf2r) gene, pearl re- 
gion of mouse chromo- 
some 13 (Seymour et 
al.), 538-544 

Thymopoietin (Tmpo) gene, 
mouse, molecular char- 
acterization of (Berger 
et al.), 361-370 

Tight skin (Tsk) muta t ion ,  
mice, model  for hu- 
man connective tissue 
diseases (Siracusa et 
al.), 300-313 

TIMP3 human gene. See Tis- 
sue inhibitor of metal- 
loproteinases-3 gene 

Tissue inhibitor of metallo- 
proteinases-3 (TIMP3) 
gene, involvement in 
SFD and genetic local- 
ization of (Wijesuriya 
et al.), 92-101 

TKC. See Goeminne syndrome 
Tmpo. See Thymopoietin gene 
TMPO, human (Berger et al.), 

361-370 
TPI. See T r i o s e p h o s p h a t e  

isomerase gene 
Transcription factors 

Spl, used to extract pro- 
moters from large ge- 
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nomic  clones (Mort- 
lock et al.), 327-335 

T (human), gene structure, 
cDNA sequence and as- 
s ignment  to chromo- 
some 6q27 (Edwards et 
al.), 226-233 

Transcription map, compara- 
tive, of murine Bpa/Str 
r e g i o n  a n d  h u m a n  
Xq28 (Levin et al.), 
465-477 

Transcript ional  abundance,  
assayed by fluorescent- 
PCR-based technique  
(Chiang et al.), 1013- 
1026 

Transgenics, second phase of 
g e n o m e  resea rch  in 
livestock (Georges and 
Anderson), 907-921 

Translocation, reciprocal. See 
Reciprocal t ransloca-  
tion 

Trans loca t ions ,  and  ETV6 
gene  (Baens et al.), 
404-413 

Transposable element, D. me- 
lanogaster hobo func- 
t i o n a l  i n  H. zea  
(DeVault et al.), 571- 
579 

Treacher Collins syndrome 
(TCOF1), t r a n s c r i p -  
t ional map of candi- 
date gene region (Lof- 
tus et al.), 26-34 

Trinucleotide repeats (TRs), 
m o u s e  b r a i n  cDNA 
clones containing TRs 
( C h a m b e r s  and  Ab- 
bott), 715-723 

Tr iosephosphate  isomerase 
(TPI) gene, and CD4 
gene, gene rich cluster 
between the two (An- 
sari-Lari et al.), 314- 
326 

TRs. See Trinucleotide repeats 
TSG. See Tumor suppressor 

gene 
Tsk mutation. See Tight skin 

mutation 
Tuberous  Sclerosis Type 2 

(TSC2) gene, transcrip- 
tional map of 700-kb 
segment  on chromo- 
some 16p13.3 (Burn et 
al.), 525-537 

Tumor suppressor gene 
candidate, 14-3-3~ (Chong 

et al.), 735-741 
evidence that putative hu- 

man TSG is conserved 
in mice (Zenklusen et 
al.), 1070-1076 

family, human  retinoblas- 
t o m a  s u s c e p t i b i l i t y  
gene,  i n t r o n  17 en- 
codes a novel G pro- 
tein-coupled receptor 
(Herzog et al.), 858-  
861 

putative HCR 3p14.1, YAC 
contig of (Bardenheuer 
et al.), 176-186 

Type II diabetes. See Diabetes 
Tyrosine kinase receptors ,  

PDGFR a n d  CSFIR  
(How et al.), 1185-  
1197 

USHIC. See Usher syndrome 
type 1C 

Usher  s y n d r o m e  type  1C 
(USHIC) locus, chro- 
mosome 11p14-15.1, 
physical  mapp ing  of 
(Ayyagari et al.), 504- 
514 

V 

Vascular endothelial growth 
factor (VEGF) 

gene family, human,  clon- 
ing of nove l  VEGF- 
r e l a t ed - f ac to r  (VRF) 
( G r i m m o n d  et al.), 
124-131 

-related-factor (VRF), hu- 
man, novel member of 
VEGF g e n e  f a m i l y  

SUBJECT INDEX 

(Gimmond et al.), 124- 
131 

Vascular permeability factor 
(VPF). See Vascular en- 
dothelial growth factor 

VEGF gene family. See Vascu- 
lar endothelial growth 
factor 

Versican (Cspg2) gene, pearl 
region of mouse chro- 
mosome 13 (Seymour 
et al.), 538-544 

vLINCL disease. See Neuronal 
ceroid l ipofuscinosis  
disease 

VRF. See Vascular endothelial 
growth factor-related- 
factor 

W 

Waismann syndrome, human 
Xq28 (Rogner et al.), 
922-934 

Wallaroo marsupial, methyl- 
a t ion  analysis  of X- 
linded CpG island (Lo- 
ebel and J o h n s t o n ) ,  
114-123 

World Wide Web (WWW), 
BCM Search Launcher 
(Smith et al.), 454-462 

WWW. See World Wide Web 

X 

X chromosome. See Chromo- 
some X 

X-linked diseases 
long-range map of 3.5-Mb 

region in Xp11.23-22 
(Schindelhauer et al.), 
1056-1069 

X-linked retinitis pigmen- 
tosa (XLRP), genetic lo- 
calization for RP2 locus 
( T h i s e l t o n  et  a l . ) ,  
1093-1102 

X-linked genes, Hprt, Mottled 
(Mo), and  Otc, and  
sNuPE assay (Green- 
wood and Burke), 336- 
348 
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X-linked mutations,  murine 
m a l e  l e t h a l  b a r e  
patches (Bpa) and stri- 
ated (Str), homology to 
respective human  dis- 
o rders  (CDPX2 and  
IP2) (Levin et al.), 465- 
477 

X-linked retinitis pigmentosa 
(XLRP), gene t ic  and  
physical  mapp ing  of 
RP2 locus (Thiselton et 
al.), 1093-1102 

Xiphophorus fish 
AP-PCR/RAPD mapping in 

genetic hybrids (Kazi- 
anis et al.), 280-289 

genome,  Xmrk oncogene  
promoter  (FOrnzler et 
al.), 102-113 

XLRP. See X-linked retinitis 
pigmentosa 

Xmrk oncogene promoter, Xi- 
phophorus fish, unusual 
organiza t ion  of gene 
cluster (FOrnzler et al.), 
102-113 

Xp11.23-22 region, genomic 
map using restriction- 
site based techniques 
(Schindelhauer et al.), 
1056-1069 

Xq28 h u m a n  chromosomal  
band 

comparative transcript ion 
map of murine Bpa and 
Str c r i t i c a l  r e g i o n s  
(Levin et al.), 465-477 

transcript map of DXS52 re- 
gion (Heiss et al.), 478- 
491 

u 

Y chromosome. See Chromo- 
some Y 

YAC. See Yeast artificial chro- 
mosome 

YAC-deficient chromosomal  
intervals, clone recov- 
ery from (Dackowski et 
al.), 515-524 

YAP (polymorphic Alu inser- 
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tion), PCR-based poly- 
morphism, Y chromo- 
some (Santos et al.), 
600-611 

Yeast 
PWP2 gene, isolation and 

genomic structure of 
h u m a n  h o m o l o g  
( L a f r e n i ~ r e  et a l . ) ,  
1216-1226 

segregation gene CSE1, hu- 
man CSE1 gene is ho- 
molog of (Brinkmann 
et al.), 187-194 

Yeast artificial chromosome 
(YAC) 

contig for human  chromo- 
some r eg ion  (HCR) 
3p14.1 (Bardenheuer et 
al.), 176-186 

in CLD gene region (HO- 
glund et al.), 202-210 

library, of rice chromosome 
6 ( U m e h a r a  et al.), 
935-942 

map, integrated, of human 
X chromosome (Roest 
Crollius et al.), 943- 
955 

physical map of A. thaliana 
c h r o m o s o m e  2 
(Zachgo et al.), 19-25 

sequencing, new approach 
using MLA PCR in Ba- 
cillus subtillis (Sorokin 
et al.), 448-453 
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Immunological Services 
Antigen Production 
and Purification 
• Pept ide Ant igens  

• Soluble  Protein 
Ant igens  

• Cell  Tissue Extracts  
Bioreactor used for large scale production of Eukaryotic 
cells and cell products. (Fibroblasts, Monoclonals, 
Chinese hamster ovary, Baculovirus expression, etc.) 

• Large-Scale  M a m m a l i a n  and Insect  Cell  Cul ture  

Assay and Kit 
Formatting 
• E L I S A  

• R a d i o i m m u n o a s s a y  

• Immunof luo re scence  

• F low Cytomet ry  

• Immunoh i s tochemis t ry  

Antibody Testing and 
Characterization 
• Immunoprec ip i ta t ion  

• Western Blot t ing 

• E L I S A  

• Cell  and Tissue Staining 

• Peptide Mapp ing  

Antibody Production and 
Purification 
• Monoc lona l  and Polyclonal  D e v e l o p m e n t  

• Large and Small  Scale Monoc lona l  
Product ion 

• Affini ty Purif icat ion 

• Ant ibody  Fragmenta t ion  

• E n z y m e  and Fluorescein  Label ing  

• Immobi l iza t ion  

Research Genetics, Inc. 
2130 M e m o r i a l  Pkwy ,  S W  • Hun t sv i l l e ,  A L  • 35801 

U.S. or Canada 800-533-4363  • U.K.  0 -800-89-1393  • F A X  205-536-9016  
Homepage h t t p : / / w w w . r e s g e n . c o m  

Reader Service No. 277 




