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ACE. See Angiotensin-converting enzyme
Acute lymphoblastic leukemia (ALL),
Ph+ PCR of bcr—abl in fusion
transcripts, 283-287
Acute myelogenous leukemia, detection
of allele loss, 6-12
Adenocarcinoma, assessment and semi-
quantification of gene amplifica-
tion from archival material, 178—
184
AGLCR. See Asymmetric gap ligase chain
reaction
ALL. See Acute lymphoblastic leukemia
Alleles
detection of loss in a model hemato-
poietic neoplasm, 6-12
determination of frequencies in
pooled DNA samples, 13-18
microsatellite, separation by PhastSys-
tem, 380-381
specific ~ oligonucleotide  probes
(ASOs), in diagnostic test for Gau-
cher disease, 1-5
Alu repeat sequences, internal direct and
inverted Alu, effect on PCR, 109—
116
Amplification
of DNA fingerprint profiles, compari-
son of gel matrices, 50-51
of DNA segments using vectorette
PCR, 71-75
of DNA with arbitrary primers, and
buffer components, 59-61
efficiencies in competitive PCR for de-
termination of mRNA, 219-226
of gene fragments with very high G/C
content, 124-125
of immunoglobulin genes from mouse
hybridoma cells, by PCR, 256-264
inhibited by reverse transcriptase, 62—
65
of long sequences, genomic DNA,
294-298
of MLO DNA from plant host species,
56-58
from paraffin wax-embedded archival
material, 178-184
and rapid isolation of ¢cDNA clones,
126-128
refractory mutation system —PCR
(ARMS—PCR), low-density li-
poprotein receptor gene screen-
ing, 352-356
total coding sequence, NFI gene, pe-
ripheral blood lymphocyte RNA,
311-313
Angiotensin-converting enzyme mRNA,
quantitation in smooth muscle
cells by PCR, 167-171

Apoferritin H multigene family, PCR
analysis, 85-88
Arbitrary primers, buffer components tai-
lor DNA amplification with, 59-61
Archival samples
heart tissue, mitochondrial DNA anal-
ysis, 309-310
material, semiquantification of gene
amplification, 178-184
PCR reagents, 191-194
ARMS—PCR. See Amplification refrac-
tory mutation system —PCR
Artifact formation
correcting for, and computation of ge-
netic similarity coefficients, 38—43
effects of, and computation of genetic
similarity coefficients, 31-37
PCR, 109-116
ASOs. See Allele-specific oligonucleotides
Asymmetric gap ligase chain reaction
(AGLCR), 80-84

Background-minimized cassette mu-
tagenesis—PCR  (BMCM—PCR),
using cassette-specific selection
markers, 212-218

Bacteria. See also Mycoplasma

contamination of cell cultures, PCR-
based detection of, 199-208

lysates, DNA fingerprinting using,
265-268

BAGS. See Batched analysis of genotypes

Batched analysis of genotypes (BAGS),
331-336

Bead, magnetic M-280—strepavidin, pu-
rification of single-stranded DNA,
227-233

Bending locus, of DNA molecules, 44—45

BMCM—PCR. See Background-mini-
mized cassette mutagenesis—PCR

Buffer components, for DNA amplifica-
tion with arbitrary primers, 59-61

CAL. See Coupled amplification and oli-
gonucleotide ligation
Cancer. See also specific types
assessment and semiquantification of
gene amplification from archival
material, 178-184
tissues, detection of p53 gene muta-
tion, by nonradioactive direct se-
quencing, 76-79
Capillary electrophoresis (CE), hybrid-
ization analysis of PCR products
by, 303-304
Cassette ligation, and end trimming
with PCR to clone exon—intron
boundaries, 19-25
Catch-linker + PCR labeling, method to
generate hapten-labeled DNA
fragments from YAC, 209-211

c¢DNA clones, isolation by aliquot
testing + PCR, 126-128
cDNA libraries, PCR screening, 126-128
CE. See Capillary electrophoresis
Cell culture contamination, PCR-based
detection of, 199-208
Chemiluminescence
detection, in diagnostic test for Gau-
cher disease, 1-5
detection system, in nonisotopic SSCP
protocol, 52-55
technique for the detection of pSs3
gene mutation in cancer tissues,
76-79
Chromosome 5q—, method for detec-
tion of allele loss in, 6-12
Cloning exon—intron boundaries, PCR
with end trimming and cassette li-
gation, 19-25
Coefficients, genetic similarity, compu-
tation for use with RAPD data, 31—
37, 38-43
Colinearity, between large cloned DNA
fragments and genomic DNA,
129-132
Colorimetric technique, for the detec-
tion of p53 gene mutation in can-
cer tissues, 76-79
Competitive PCR
deletion mutant quantitative PCR as-
say for angiotensin-converting
enzyme mRNA, 167-171
evaluation of competitor type and size
for use in the determination of
mRNA, 219-226
transcription-based system, 363-367
Contamination
cell cultures,
199-208
PCR, 117-123
Coupled amplification and oligonucle-
otide ligation (CAL), for multiplex
genetic typing, 337-345
Curvature, DNA, 4445
Cytochrome b gene, species identifica-
tion of highly processed meats,
241-243

detected by PCR,

ddF. See Dideoxy fingerprinting

Decontamination systems, reliability in
PCR, 117-123

Degenerate oligonucleotide-primed PCR
(DOP—PCR), to generate probes
from vyeast artificial chromo-
somes, 209-211

Degenerate RAPD primers (D-RAPD), in
DNA fingerprinting of bacterial ly-
sates, 265-268

Deletion mutants, quantitative PCR as-
say for angiotensin-converting
enzyme mRNA, 167-171
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Deoxyinosine, use of primers contain-
ing, with DNA polymerases and
proofreading activity, 239-240

Detection

allele loss in hematopoietic neo-
plasms, 6-12
allele loss in myeloid disorders, 6-12
chemiluminescence in diagnostic test
for Gaucher disease, 1-5
contamination in cell cultures by PCR,
199-208
electrochemiluminescence, in com-
petitive PCR assay, 327-330
genetic polymorphisms in eukaryotic
taxa, by PCR, 249-255
HCV RNA by the asymmetric gap li-
gase chain reaction, 80-84
mollicutes, contamination of cell cul-
tures, 199-208
mycoplasmas by PCR-based method,
199-208
nonradioative
competitive PCR assay, 327-330
direct seqeuncing, detection of p53
gene mutation in cancer tissues,
76-79
multiplex PCR screening, 352-356
single-strand conformation poly-
morphism protocol, for genetic
screening, 52-55
pS3 gene mutation in cancer tissues,
76-79
polymorphisms, 227-233
quantitation of revertants of oral po-
liovirus vaccine, 62-65
reverse transcriptase—PCR products,
234-238
single-base substitutions in PCR-am-
plified DNA, 188-190

Diabetes-associated gene,
154-159

Diagnostic test, Gaucher disease, 1-5

Dideoxy fingerprinting (ddF) and SSCP,
97-108

Direct blotting electrophoresis, for ge-
netic screening, 52-55

Disease, genetic, diagnosis, 188-190

DNA

allele frequencies in pooled samples,
13-18

amplification with arbitrary primers,
and buffer components, 59-61

-based markers in genome regions by
two-primer RAPD reactions, 346—
351

bending locus, PCR mapping, 44-45

buffer components for amplification
with arbitrary primers, 59-61

curvature, 44—45

extraction method for PCR of MLO
DNA from plant host species, 5658

p69(ICAL),
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extraction procedure, 368-370
fingerprint profiles, gel matrices for re-
solving PCR-amplified, 50-51
fingerprinting, crude bacterial lysates

using degenerate RAPD primers,
265-268
flanking genomic, method of amplify-
ing, 19-25
fragments and genomic DNA, assess-
ment of colinearity, 129-132
genomic, quantitation of methylation
differences, 26-30
library screening, 46—49
mitochondrial, sequences used to
identify the species origin of
highly processed meats, 241-243
nonspecific synthesis during in situ PCR
and solution-phase PCR, 89-96
PCR-amplified, detection of single-
base substitutions, 188—190
PCR-based method to map the bend-
ing locus of, 4445
polymerase UITma, PCR with deoxyi-
nosine-containing primers using,
239-240
polymerases with proofreading activ-
ity, used with deoxyinosine-con-
taining primers, 239-240
pooling, and determination of micro-
satellite allele frequencies, 13-18
segments isolated using vectorette and
subvectorette PCR, 71-75
sequences, repeated, effect on PCR,
109-116
single-stranded
conformational polymorphism
analysis results in enhanced poly-
morphism detection, 227-233
conformation polymorphism and
dideoxy fingerprinting, 97-108
conformation polymorphism proto-
col, nonisotopic protocol, 52-55
purified by magnetic M-280—
strepavidin beads, 227-233
tails, length requirement, for liga-
tion-independent cloning of PCR
products, 172-177
stain, SYBR Green I, 234-238
synthesis, nonspecific, during in situ
PCR and solution-phase PCR, 89~
96
DOP—PCR. See Degenerate oligonucle-
otide-primed PCR
D-RAPD. See Degenerate RAPD primers
Dyes, fluorescent, in quenched probe
system, 357-362

ECL. See Electrochemiluminescence

Electrochemiluminescence (ECL) detec-
tion in competitive PCR assay,
327-330

Electrophoresis, direct blotting in non-
isotopic SSCP protocol, 52-55
End trimming, and cassette ligation with

PCR to clone exon—intron
boundaries, 19-25
Enzyme, multisubstrate, structure—

function relationships, 212-218
Errata, 65
ETCL—PCR. See PCR with end trimming
and cassette ligation
Evaluation, competitor type and size for,
in competitive PCR, 219-226
Exon—intron boundaries, cloning, and
PCR with end trimming and cas-
sette ligation, 19-25

Familial hypercholesterolemia (FH),
screening, 352-356
Ferritin multigene family, analyzed by
PCR, 85-88
FH. See Familial hypercholesterolemia
FISH. See Fluorescence in situ hybridiza-
tion
Fluorescence
-based PCR—SSCP analysis, 275-282
in situ hybridization (FISH) probes,
method for generating, from yeast
artificial chromosomes, 209-211
RT—PCR, analysis of gene expression
in tissues, 154-159
Fluorescent dyes, oligonucleotides in
quenched probe system, 357-362

G/C-rich sequences and PCR amplifica-
tion, 124-125
Gap ligase chain reaction (gLCR), 80-84
GAS. See Group A streptococci
Gaucher disease (GD), diagnostic test, 1-5
GD. See Gaucher disease
Gel matrices, resolving PCR-amplified
DNA fingerprint profiles, 50-51
Gene
amplification from archival material,
method for semiquantification,
178-184
cytochrome b, for species identifica-
tion of highly processed meats,
241-243
expression in tissues analyzed by RT—
PCR and laser-induced fluores-
cence, 154-159
fragments with very high G/C content
and amplification, 124-125
mutation in cancer tissues, p53 detec-
tion by nonradioactive direct se-
quencing, 76-79
mutation, screening, low-density li-
poprotein receptor, 352-356
NF1 total coding sequence amplifica-
tion, 311-313



quantitation by PCR reveals differen-
tial accumulation of ectopic en-
zyme in cell lines, 145-153
quantitation of methylation status, by
solid-phase primer extension, 26—
30
synthesis by Klenow assembly/exten-
sion—Pfu polymerase amplifica-
tion (KAPPA), 299-302
Genetic screening
for disorders, 1-5, 6-12, 52-55
and single-strand conformation poly-
morphism, 52-55
Genetic similarity coefficients computed
from RAPD data
correcting for PCR artifacts, 38-43
effects of PCR artifacts, 31-37
Genetic typing, 331-336, 337-345
Genomic DNA
amplification of long sequences, 294—
298
and DNA fragments, assessment of
colinearity, 129-132
Genomic fingerprinting, microsatellite-
primed PCR, 249-255
Genomic regions, quantitation of meth-
ylation of, 26-30
Genotypes, batched analysis, 331-336
gLCR. See Gap ligase chain reaction
Group A streptococci (GAS), typing, by
PCR method, 288-293

H ferritin multigene family, analyzed by
PCR, 85-88

Hairpin ribozyme, alteration of specific-
ity using PCR, 139-144

Hapten-labeled DNA fragments, gener-
ated from a trace amount of YAC,
209-211

HCV. See Hepatitis C virus

Heart tissue, archival, mitochondrial
DNA analysis, 309-310

Hematologic malignancy, quantitation
of gene methylation alterations
for diagnosis or prognosis, 26-30

Hematopoietic neoplasm, detection of
allele loss, 6-12

Hepatitis C virus (HCV) RNA, detection
by the asymmetric gap ligase
chain reaction, 80-84

Heteroduplex detection, of single-base
substitutions in PCR-amplified
DNA, 188-190

Hpall-digested template, quantitation of,
to monitor methylation alter-
ations in hematologic malignan-
cies, 26-30

Hybridization analysis, of PCR products
by capillary electrophoresis, 303—
304

Hybridoma cells, mouse, immunoglobu-

lin genes from, amplified by PCR,
256-264

Immunoglobulin genes, mouse hybri-
doma, amplified by PCR, 256-264

Inhibition, of PCR, and stimulation of
primer—dimer formation by re-
verse transcriptase, 62—-65

In situ PCR analysis, of nonspecific DNA
synthesis, 89-96

Jumping reaction, in PCR, 109-116

KAPPA. See Klenow assembly/extension—
Pfu polymerase amplification

Klenow assembly/extension—Pfu poly-
merase amplification (KAPPA),
299-302

Laser-induced fluorescence (LIF), and
RT—PCR, analysis of gene expres-
sion in tissues, 154-159

LCR. See Ligase chain reaction

LDLR gene mutations. See Low-density li-
poprotein receptor gene mutations

Length, requirement for single-stranded
tails for ligation-independent
cloning of PCR products, 172-177

Libraries, cDNA screening, by PCR, 46—
49, 126-128

LIC. See Ligation-independent cloning

LIF. See Laser-induced fluorescence

Ligase chain reaction (LCR), 80-84

Ligation-independent cloning (LIC) of
PCR products, length requirement
of single-stranded tails, 172-177

Lipoprotein receptor gene mutations,
screening, 352-356

Low-density lipoprotein receptor (LDLR)
gene mutations, screening,
352-356

Lymphocytes, RNA extraction for RT—
PCR, comparison of methods,
185-187

Magnetic M-280—strepavidin beads, pu-
rification of single-stranded DNA,
227-233

Manual Supplement, contents, 69, 137,
197, 248, 316, 382

Mapping, bending locus of DNA mole-
cules, 4445

MAPREC. See Mutant analysis by PCR
and restriction enzyme cleavage

Meat products, highly processed, identi-
fied by mitochondrial DNA se-
quences, 241-243

Metastable single-strand DNA conforma-
tional polymorphism (mSSCP)
analysis enhanced polymorphism
detection, 227-233

Methylation, quantitation of, in specific
genomic regions, 26-30
MF—PCR—SSCP. See Multiple fluores-
cence-based PCR single-strand
conformation polymorphism
Microsatellite
allele separation, with PhastSystem,
380-381
determining allele frequencies in
pooled DNA samples, 13-18
markers, 331-336
primed PCR, genomic fingerprinting,
249-255
Minisatellite variant repeat PCR (MVR—
PCR), 71-75
Mitochondrial DNA
analysis, archival heart tissue, 309-310
sequences used to identify the species
origin of highly processed meats,
241-243
MLOs. See Mycoplasma-like organisms
Mollicutes, contamination of cell cul-
tures, PCR-based detection, 199-
208
Mouse hybridoma cells, immunoglobu-
lin genes from, amplified by PCR,
256-264
mRNA
angiotensin-converting enzyme,
quantitation by PCR, 167-171
determination by competitive PCR,
219-226
polyadenylation states, PCR analysis,
317-321
species quantitation, by RT—PCR, on
total mRNA population, 160-166
mSSCP. See Metastable single-strand DNA
conformational polymorphism
Multigene family, H ferritin, PCR analy-
sis, 85-88
Multiple fluorescence-based PCR single-
strand conformation polymor-
phism (MF—PCR—SSCP), 275-282
Multiplex PCR
approach, in nonisotopic SSCP proto-
col, 52-55
bcr—abl in fusion transcripts in Phila-
delphia-positive acute lympho-
blastic leukemia, 283-287
genetic typing, 337-345
screening, nonradioactive, 352-356
Multisubstrate enzyme, structure—func-
tion relationships, 212-218
Mutagenesis,  background-minimized
cassette, PCR, 212-218
Mutant analysis by PCR and restriction
enzyme cleavage (MAPREC), 62—
65
Mutations, detection, 188-190
MVR—PCR. See Minisatellite variant re-
peat PCR
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Mycoplasma
contamination of cell cultures, PCR-
based detection of, 199-208
-like organisms (MLOs), plant patho-
genic, DNA extraction method,
56-58
Myelodysplasia, preleukemic, detection
of allele loss, 6-12
Myeloid disorders, detection of allele
loss, 6-12

Neoplasm, hematopoietic, detection of
allele loss, 6-12
Neurofibromatosis type 1 gene. See
NFIgene
NF1 gene, total coding sequence ampli-
fication, 311-313
Nonradioactive detection
competitive PCR assay, 327-330
direct sequencing, detection of p53
gene mutation in cancer tissues,
76-79
multiplex PCR screening, 352-356
single-strand conformation polymor-
phism protocol, for genetic
screening, 52—-55

OLA. See Oligonucleotide ligation assay

Oligonucleotide ligation assay (OLA),
amplification for multiplex ge-
netic typing, 337-345

Oligonucleotides, and fluorescent dyes
in quenched probe system, 357—
362

pS3 gene, detection of mutation in can-
cer tissues using nonradioactive
direct sequencing, 76-79
Paraffin wax-embedded samples
archival heart tissue, mitochondrial
DNA analysis, 309-310
archival material and a method for
semiquantification of gene ampli-
fication, 178-184
and PCR reagents, 191-194
Parameters affecting the sensitivities of
dideoxy fingerprinting and SSCP,
97-108
PCR
amplification of immunoglobulin
genes from mouse hybridoma
cells, 256-264
amplification of gene fragments with
very high G/C content, 124-125
amplification of genomic DNA, 294
298
amplification refractory mutation sys-
tem, low-density lipoprotein re-
ceptor gene screening, 352-356
amplified DNA fingerprint profiles, re-
solving by comparison of gel ma-
trices, 50-51
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analysis of the H ferritin multigene
family, 85-88
artifacts
formation, 109-116
correcting for, and computation of
genetic similarity coefficients, 38—
43
effects of, and computation of ge-
netic similarity coefficients, 31-37
background-minimized cassette mu-
tagenesis, using cassette-specific
selection markers, 212-218
of bcr—abl in fusion transcripts in
Ph+ ALL, 283-287
competitive
evaluation of competitor type and
size for use in the determination
of mRNA, 219-226
transcription-based system, 363-367
decontamination systems, reliability,
117-123
degenerate oligonucleotide-primed, to
generate probes from yeast artifi-
cial chromosomes, 209-211
detection of mycoplasmas, 199-208
effect of internal direct and inverted
Alu repeat sequences, 109-116
electrochemiluminescence detection
in competitive assay, 327-330
group A streptococci typing, 288-293
in direct gene quantitation, 145-153
in situ and solution-phase analysis, of
nonspecific DNA, 89-96
inhibition and primer—dimer stimu-
lation by reverse transcriptase,
62-65
jumping reaction in, 109-116
mapping the bending locus of DNA
molecules, 44—45
microsatellite-primed, genomic fin-
gerprinting, 249-255
minisatellite variant repeat, 71-75
mRNA polyadenylation states,
317-321
nested, with room-temperature-stable
reagents, 376-379
products
analyzed by capillary hybridization,
303-304
detected by quenched probe system,
357-362
ligation-independent cloning of,
length requirement of singled-
stranded tails, 172-177
rapid isolation of cDNA clones, 126—
128
rapid quantitative, in tissue speci-
mens, 305-308
reactants on magnetic M-280—strepa-
vidin beads, purification of single-
stranded DNA, 227-233

reagents, wax-embedded, 191-194
reverse transcriptase
generation of standard molecules
for, 371-375
and laser-induced fluorescence, anal-
ysis of gene expression, 154-159
products detected by means of a
novel, sensitive DNA stain, 234—
238
quantitation of mRNA species, 160—
166
screening
of cDNA libraries, 46—49
nonradioactive, 352-356
semiquantitation of gene amplification
from archival material, 178-184
single-strand DNA conformational
polymorphism (PCR-SSCP) analy-
sis enhances polymorphism de-
tection, 227--233
single-tube nested, 376-379
site-directed mutagenesis, 269-274
SSCP analysis, fluorescence based,
275-282
used to alter hairpin ribozyme speci-
ficity, 139-144
used to identify the species origin of
highly processed meats, 241-243
vectorette and subvectorette, used to
isolate transgene flanking DNA,
71-75
with deoxyinosine-containing primers
using DNA polymerases with
proofreading activity, 239-240
with end trimming and cassette liga-
tion (ETCL—PCR), to clone
exon—intron boundaries, 19-25
PCR—SSCP. See PCR—single-strand DNA
conformational polymorphism
PhastSystem, separation of microsatel-
lite alleles, 380-381
Philadelphia-positive acute lymphoblas-
tic leukemia, PCR of bcr—abl in
fusion transcripts in, 283-287
Plants, DNA extraction and PCR amplifi-
cation of MLO DNA from, 56-58
Poliovirus vaccine, oral, detection and
quantitation of revertants, 62—65
Polyadenylation analysis by PCR, 317—
321
Polymorphic
331-336
Polymorphisms, detection enhanced by
using metastable single-strand
DNA conformational polymor-
phism, 227-233
Polyphenolics, and DNA extraction, 56—
58
Primer—dimer formation, stimulation
by reverse transcriptase, 62—-65
Primer extension, solid-phase, to quanti-

microsatellite markers,



tate methylation of specific ge-
nome regions, 26-30

Primers, arbitrary, buffer components tai-
lor DNA amplification with, 59-61

Product news, 133-134, 244-245

Proofreading activity, polymerases with
and PCR with deoxyinosine-con-
taining primers, 239-240

Proteinase K and SDS, DNA extraction
procedure, 368-370

Pseudogenes, revealed by PCR analysis
of the H ferritin multigene family,
85-88

QPCR system 5000. See Quantitative PCR
system 5000
Quantitation
and detection of revertants of oral po-
liovirus vaccine, 62-65
gene, by PCR, 145-153
of methylation of specific genomic re-
gions, 26-30
of mRNA species by RT—PCR on total
mRNA population, 160-166
of RNA extracted from lymphocytes,
by RT—PCR, 185-187
Quantitative analysis
gene expression in tissues by RT—PCR
and laser-induced fluorescence,
154-159
PCR determination in tissue speci-
mens, 305-308
RT—-PCR products by means of a
novel, sensitive DNA stain, 234—
238
Quantitative PCR (QPCR) system 5000,
and competitive PCR, transcrip-
tion-based system, 363-367
Quenched probe system, for detecting
PCR product, 357-362

Random amplified polymorphic DNA
(RAPD) markers

genetic  polymorphism  screening,
346-351
genetic similarity coefficients, 31-37,
3843
RAPD. See Random amplified polymor-
phic DNA

Rat-1 cells, v-fos transformants, and re-
vertants, and PCR direct gene
quantitation, 145-153

Reagents

room-temperature stable, PCR, 376-379
wax-embedded, 191-194

Reliability, of PCR decontamination sys-
tems, 117-123

Reverse transcriptase —PCR

comparison of methods for RNA ex-
traction from lymphocytes, 185-
187

competitive, electrochemilumines-
cence detection in, 327-330
generation of standard molecules for,
371-375
primer—dimer formation, 62-65
products, novel and sensitive DNA
stain, 234-238
quantitation
of angiotensin-converting enzyme
mRNA, 167-171
of mRNA species, 160-166
quantitative analysis of gene expres-
sion, 154-159
YACs, identification of terminal exons,
322-326
Revertants, oral poliovirus vaccine, de-
tection and quantitation of, 62-65
Ribozymes, specificity alteration, using
PCR, 139-144
RNA, extraction from lymphocytes for
RT—PCR, comparison of meth-
ods, 185-187
Room-temperature-stable
nested PCR, 376-379
RT—PCR. See Reverse transcriptase—PCR

reagents,

Sanger dideoxy sequencing, 97-108
Screening
cDNA libraries, 46—49, 126128
Gaucher disease, 1-5
genetic disorders, 1-5, 6-12, 52-55
SDS and proteinase K, DNA extraction
procedure, 368-370
Semiquantification, of gene amplification
from archival material, 178-184
Similarity coefficients, genetic, computed
from RAPD data, 31-37, 38-43
Single-base substitutions, in PCR-ampli-
fied DNA, 188-190
Single-stranded DNA (ssDNA)
conformational polymorphism analy-
sis results in enhanced polymor-
phism detection, 227-233
conformation polymorphism and
dideoxy fingerprinting, 97-108
conformation polymorphism proto-
col, nonisotopic protocol, 52-55
purified by magnetic M-280—strepavi-
din beads, 227-233
tails, length requirement, for ligation-
independent cloning of PCR prod-
ucts, 172-177
Site-directed mutagenesis, PCR method
for high fidelity, 269-274
Solution-phase PCR, analysis of nonspe-
cific DNA synthesis, 89-96
Species, of highly processed meat prod-
ucts identified by mitochondrial
DNA sequences, 241-243
SSCP. See Single-strand . conformation
polymorphism

ssDNA. See Single-stranded DNA

Stain, DNA, SYBR Green I, 234-238

Streptococci, group A, typing, by PCR
method, 288-293

Structure—function relationships of
multisubstrate enzyme, 212-218

Subvectorette and vectorette PCR, to iso-
late transgene flanking DNA, 71—
75

SYBR Green I DNA stain, 234-238

Template integrity, for PCR amplifica-
tion of genomic DNA, 294-298

Template-calibrated RT—PCR, and laser-
induced fluorescence, analysis of
gene expression, 154-159

Tissue specimens, rapid quantitative
PCR in, 305-308

Transcription-based competitive PCR
system, 363-367

Transgene flanking DNA, isolated using
vectorette and subvectorette PCR,
71-75

trans hairpin ribozyme, alteration of
specificity using PCR, 139-144

Transfection assays, transient, 145-153

Tumors, assessment and semiquantifica-
tion of gene amplification from
archival material, 178-184

UlTma DNA polymerase, with proof-
reading activity, PCR with deoxy-
inosine-containing primers using,
239-240

Vaccine, oral poliovirus, detection and
quantitation of revertants, 62—-65

Vectorette and subvectorette PCR, to iso-
late transgene flanking DNA, use
of, 71-75

Vir typing, group A
288-293

streptococci,

Wax-embedded samples
archival heart tissue, mitochondrial
DNA analysis, 309-310
archival material and a method for
semiquantification of gene ampli-
fication, 178-184
PCR reagents, 191-194

YACs. See Yeast artificial chromosomes
Yeast artificial chromosomes (YACs)
identification of terminal exons, 322—
326
simple method to generate hapten-la-
beled DNA fragments from, 209
211
Yeast Genome Sequencing Programme
of the FEuropean Community,
129-132
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