
Estimating the locations and the sizes of the effects of quantitative trait loci using
flanking markers

Theoretical and Applied Genetics

85, 480-488

DOI: 10.1007/bf00222330

Citation Report



Citation Report

2

# Article IF Citations

1 Theoretical basis for separation of multiple linked gene effects in mapping quantitative trait loci.
Proceedings of the National Academy of Sciences of the United States of America, 1993, 90, 10972-10976. 3.3 1,038

2 QTL analysis: a simple â€˜marker-regressionâ€™ approach. Theoretical and Applied Genetics, 1994, 89, 698-702. 1.8 135

3 A partial genome assay for quantitative trait loci in wheat (Triticum aestivum) using different
analytical techniques. Theoretical and Applied Genetics, 1994, 89, 735-741. 1.8 25

4 Genetic analysis of the components of winterhardiness in barley (Hordeum vulgare L.). Theoretical
and Applied Genetics, 1994, 89-89, 900-910. 1.8 171

5 Multiple regression for molecular-marker, quantitative trait data from large F2 populations.
Theoretical and Applied Genetics, 1994, 89-89, 305-312. 1.8 23

6 Missing markers when estimating quantitative trait loci using regression mapping. Heredity, 1994, 73,
198-206. 1.2 43

7 Comparing Power of Different Methods for QTL Detection. Biometrics, 1995, 51, 87. 0.8 71

8 Analysis of mosquito genome structure using graphical genotyping. Insect Molecular Biology, 1995, 4,
279-286. 1.0 10

9 QTL analysis: unreliability and bias in estimation procedures. Molecular Breeding, 1995, 1, 273-282. 1.0 85

10 Genetic manipulation in plant breeding â€” prospects and limitations. Euphytica, 1995, 85, 1-12. 0.6 19

11 Genotype-by-environment interaction in genetic mapping of multiple quantitative trait loci.
Theoretical and Applied Genetics, 1995, 91, 33-37. 1.8 214

12 Linkage between loci of quantitative traits and marker loci: multi-trait analysis with a single marker.
Theoretical and Applied Genetics, 1995, 90, 776-786. 1.8 46

13 QTL analysis: further uses of â€˜marker regressionâ€™. Theoretical and Applied Genetics, 1995, 91, 471-476. 1.8 44

14 Detection of quantitative trait loci for agronomic, yield, grain and disease characters in spring barley
(Hordeum vulgare L.). Theoretical and Applied Genetics, 1995, 91-91, 1037-1047. 1.8 150

15 Using marker-maps in marker-assisted selection. Genetical Research, 1995, 66, 255-265. 0.3 60

16 Identification of QTL for drought responses in maize and their use in testing causal relationships
between traits. Journal of Experimental Botany, 1995, 46, 853-865. 2.4 237

17 DNA Markers and Plant Breeding Programs. Advances in Agronomy, 1995, , 265-344. 2.4 234

18 Finding genetic markers for complex phenotypic traits in parasites. International Journal for
Parasitology, 1996, 26, 7-17. 1.3 7



3

Citation Report

# Article IF Citations

19 Complex plant traits: Time for polygenic analysis. Trends in Plant Science, 1996, 1, 89-94. 4.3 53

20 Construction of a genetic linkage map in the wild plant Mimulus using RAPD and isozyme markers.
Genome, 1996, 39, 63-70. 0.9 24

21 Mapping quantitative trait loci using four-way crosses. Genetical Research, 1996, 68, 175-181. 0.3 190

22 Mapping QTLs for binary traits in backcross and F<sub>2</sub>populations. Genetical Research, 1996,
68, 55-63. 0.3 116

23 Identification of Quantitative Trait Loci That Are Affected by Environment. , 1996, , 123-149. 25

24 Spurious linkage between markers in QTL mapping. Molecular Breeding, 1996, 2, 351-358. 1.0 10

25 Model fitting and model testing in the method of joint mapping of quantitative trait loci. Theoretical
and Applied Genetics, 1996, 92-92, 477-482. 1.8 9

26 Methods for multiple-marker mapping of quantitative trait loci in half-sib populations. Theoretical
and Applied Genetics, 1996, 93-93, 71-80. 1.8 345

27 Joint mapping of quantitative trait loci using F2 populations. Theoretical and Applied Genetics, 1996, 93,
1156-1160. 1.8 3

28 Identification of sexâ€“specific quantitative trait loci controlling alcohol preference in C57BL/6 mice.
Nature Genetics, 1996, 13, 147-153. 9.4 196

29 On the mapping of QTL by regression of phenotype on marker-type. Heredity, 1996, 77, 23-32. 1.2 115

30 Marker regression mapping of QTL controlling flowering time and plant height in a spring barley
(Hordeum vulgare L.) cross. Heredity, 1996, 77, 64-73. 1.2 107

31 Power of tests for quantitative trait loci detection using full-sib families in different schemes.
Heredity, 1996, 76, 156-165. 1.2 79

32 Short Communication Comparison between QTL analysis of powdery mildew resistance in barley based
on detached primary leaves and on field data. Plant Breeding, 1996, 115, 419-421. 1.0 31

33 A general algorithm to compute multilocus genotype frequencies under various mating systems.
Bioinformatics, 1996, 12, 455-462. 1.8 18

34 Linkage between Quantitative Trait Loci and Marker Loci: Resolution Power of Three Statistical
Approaches in Single Marker Analysis. Biometrics, 1996, 52, 426. 0.8 7

36 Dissecting complex physiological functions through the use of molecular quantitative genetics.
Journal of Experimental Botany, 1997, 48, 1151-1163. 2.4 125

37 Selective Genotyping for Location and Estimation of the Effect of a Quantitative Trait Locus.
Biometrics, 1997, 53, 629. 0.8 31



4

Citation Report

# Article IF Citations

38 Mapping quantitative trait loci for body weight on the X chromosome in mice. I. Analysis of a
reciprocal F2 population. Genetical Research, 1997, 70, 117-124. 0.3 41

39 Mapping quantitative trait loci for body weight on the X chromosome in mice. II. Analysis of congenic
backcrosses. Genetical Research, 1997, 70, 125-133. 0.3 27

40 Statistical issues in the search for genes affecting quantitative traits in experimental populations.
Statistical Science, 1997, 12, 195. 1.6 118

41 Multiple Marker Mapping of Quantitative Trait Loci of Finnish Dairy Cattle by Regression. Journal of
Dairy Science, 1997, 80, 198-204. 1.4 50

42 Detection and mapping of quantitative trait loci in farm animals. Livestock Science, 1997, 52, 135-144. 1.2 22

43 A major gene affecting age-related hearing loss in C57BL/6J mice. Hearing Research, 1997, 114, 83-92. 0.9 349

44 Model diagnostics for fitting QTL models to trait and marker data by interval mapping. Heredity, 1997,
79, 319-328. 1.2 11

45 Title is missing!. Molecular Breeding, 1997, 3, 29-38. 1.0 79

46 Mapping genes controlling root morphology and root distribution in a doubled-haploid population
of rice. Theoretical and Applied Genetics, 1997, 94, 619-632. 1.8 248

47 An extension of the â€˜marker regressionâ€™ method to interactive QTL. Molecular Breeding, 1998, 4, 67-72. 1.0 9

48 Iteratively reweighted least squares mapping of quantitative trait loci. Behavior Genetics, 1998, 28,
341-355. 1.4 61

49 Sib mating designs for mapping quantitative trait loci. Genetica, 1998, 104, 9-19. 0.5 3

50 Estimating QTL location and QTL variance in half-sib families under the random model with missing
parental genotypes. Journal of Animal Breeding and Genetics, 1998, 115, 165-180. 0.8 3

51 Sex-specific modifiers of tail development in mice heterozygous for the brachyury (T) mutation.
Mammalian Genome, 1998, 9, 107-110. 1.0 14

52 A model for marker-assisted selection among single crosses with multiple genetic markers.
Theoretical and Applied Genetics, 1998, 97, 473-478. 1.8 22

53 Selective genotyping to detect quantitative trait loci affecting multiple traits: interval mapping
analysis. Theoretical and Applied Genetics, 1998, 97, 1169-1178. 1.8 34

54 Further investigation on the regression method of mapping quantitative trait loci. Heredity, 1998, 80,
364-373. 1.2 67

55 Reaction norm functions and QTLâ€“environment interactions for flowering time in Arabidopsis
thaliana. Heredity, 1998, 81, 144-155. 1.2 86



5

Citation Report

# Article IF Citations

56 Estimation of Candidate Gene Effects in Dairy Cattle Populations. Journal of Dairy Science, 1998, 81,
1653-1662. 1.4 42

57 Bayesian Analysis of Quantitative Trait Locus Data Using Reversible Jump Markov Chain Monte Carlo.
Biometrics, 1998, 54, 1334. 0.8 73

58 Mapping of Genetic Modulators of Natural Resistance to Infection withSalmonella typhimuriumin
Wild-Derived Mice. Genomics, 1998, 47, 180-186. 1.3 72

59 A strategy for QTL detection in half-sib populations. Animal Science, 1998, 67, 257-268. 1.3 27

60 Multipoint genetic mapping of quantitative trait loci using a variable number of sibs per family.
Genetical Research, 1998, 71, 73-83. 0.3 20

61 Mapping multiple linked quantitative trait loci in non-obese diabetic mice using a stepwise regression
strategy. Genetical Research, 1998, 71, 51-64. 0.3 14

62 A comparison of bootstrap methods to construct confidence intervals in QTL mapping. Genetical
Research, 1998, 71, 171-180. 0.3 30

64 A review of methods for identifying QTLs in experimental crosses. Lecture Notes-monograph Series /
Institute of Mathematical Statistics, 1999, 33, 114-142. 1.0 19

65 LOD significance thresholds for QTL analysis in experimental populations of diploid species. Heredity,
1999, 83, 613-624. 1.2 242

66 Overview of QTL mapping software and introduction to Map Manager QT. Mammalian Genome, 1999, 10,
327-334. 1.0 424

67 Interpreting genotypeâ€…Ã—â€…environment interaction in tropical maize using linked molecular markers and
environmental covariables. Theoretical and Applied Genetics, 1999, 99, 611-625. 1.8 88

68 Genetic analysis of adaptation differences between highland and lowland tropical maize using
molecular markers. Theoretical and Applied Genetics, 1999, 99, 1106-1119. 1.8 109

69 Alternative models for QTL detection in livestock. II. Likelihood approximations and sire marker
genotype estimations. Genetics Selection Evolution, 1999, 31, 1. 1.2 18

70 Coupling estimated effects of QTLs for physiological traits to a crop growth model: predicting yield
variation among recombinant inbred lines in barley. Heredity, 2000, 85, 539-549. 1.2 82

71 Accounting for Variability in the Use of Permutation Testing to Detect Quantitative Trait Loci.
Biometrics, 2000, 56, 52-58. 0.8 69

72 Strategy for uncovering complex determinants of hypertension using animal models. Current
Hypertension Reports, 2000, 2, 217-226. 1.5 8

73 Genetic Analysis of Inherited Hypertension in the Rat. Physiological Reviews, 2000, 80, 135-172. 13.1 375

74 Model selection for quantitative trait locus analysis in polyploids. Proceedings of the National
Academy of Sciences of the United States of America, 2000, 97, 7951-7956. 3.3 36



6

Citation Report

# Article IF Citations

75 Molecular biological tools in cereal breeding. , 2000, , 107-136. 2

76 Financial feasibility of marker-aided selection in Douglas-fir. Canadian Journal of Forest Research,
2000, 30, 1942-1952. 0.8 13

77 The Genetic Architecture of Quantitative Traits. Annual Review of Genetics, 2001, 35, 303-339. 3.2 985

79 Quantitative trait loci on chromosome 4B for coleoptile length and early vigour in wheat (Triticum) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 622 Td (aestivum L.). Australian Journal of Agricultural Research, 2001, 52, 1221.1.5 124

80 Mapping quantitative trait loci associated with variation in grain dormancy in Australian wheat.
Australian Journal of Agricultural Research, 2001, 52, 1257. 1.5 86

81 Multiple blood pressure QTL on rat chromosome 1 defined by Dahl rat congenic strains. Physiological
Genomics, 2001, 4, 201-214. 1.0 48

82 Mapping of multiple quantitative trait loci by simple regression in half-sib designs.. Journal of Animal
Science, 2001, 79, 616. 0.2 51

83 Multi-trait QTL mapping in barley using multivariate regression. Genetical Research, 2001, 77, 95-106. 0.3 79

84 Loci underlying resistance to Race 3 of soybean cyst nematode in Glycine soja plant introduction
468916. Theoretical and Applied Genetics, 2001, 103, 561-566. 1.8 90

85 Bayesian versus frequentist analysis of multiple quantitative trait loci with an application to an
outbred apple cross. Theoretical and Applied Genetics, 2001, 103, 1243-1253. 1.8 38

86 Map Manager QTX, cross-platform software for genetic mapping. Mammalian Genome, 2001, 12, 930-932. 1.0 1,114

87 TESTING LIFE-HISTORY PLEIOTROPY IN CAENORHABDITIS ELEGANS. Evolution; International Journal of
Organic Evolution, 2001, 55, 1795-1804. 1.1 37

88 Quantitative Trait Loci for Component Physiological Traits Determining Salt Tolerance in Rice. Plant
Physiology, 2001, 125, 406-422. 2.3 307

89 Mapping quantitative trait loci. Advances in Cellular and Molecular Biology of Plants, 2001, , 59-99. 0.2 5

90 TESTING LIFE-HISTORY PLEIOTROPY IN CAENORHABDITIS ELEGANS. Evolution; International Journal of
Organic Evolution, 2001, 55, 1795. 1.1 5

91 Statistical power of QTL mapping methods applied to bacteria counts. Genetical Research, 2001, 78,
303-316. 0.3 25

92 Efficient Algorithms for Quantitative Trait Loci Mapping Problems. Journal of Computational Biology,
2002, 9, 793-804. 0.8 15

93 A haplotypic approach to founder-origin probabilities and outbred QTL analysis. Genetical Research,
2002, 80, 231-236. 0.3 7



7

Citation Report

# Article IF Citations

95 Approaches to the Analysis of QTL Data in Mice, Using the Nonobese Diabetic Mouse as an Example. ,
2002, 195, 165-198. 0

96 Leaf stomatal and epidermal cell development: identification of putative quantitative trait loci in
relation to elevated carbon dioxide concentration in poplar. Tree Physiology, 2002, 22, 633-640. 1.4 79

97 QTL Conditioning Yield and Fruit Quality Traits in Cucumber(Cucumis sativusL.). Journal of New Seeds,
2002, 4, 1-30. 0.3 30

98 QTL Analysis in Plants. , 2002, 195, 283-310. 11

99 On the mapping of quantitative trait loci at marker and non-marker locations. Genetical Research,
2002, 79, 97-106. 0.3 19

100 Use of randomization testing to detect multiple epistatic QTLs. Genetical Research, 2002, 79, 175-184. 0.3 52

101 Mapping QTLs Regulating Morpho-physiological Traits and Yield: Case Studies, Shortcomings and
Perspectives in Drought-stressed Maize. Annals of Botany, 2002, 89, 941-963. 1.4 331

102 Mathematics-assisted mapping in analysis of medical disease. Annals of Medicine, 2002, 34, 291-298. 1.5 3

103 Estimation of Quantitative Trait Loci Effects in Dairy Cattle Populations. Journal of Dairy Science,
2002, 85, 1285-1297. 1.4 12

104 Mapping and analysis of quantitative trait loci in experimental populations. Nature Reviews Genetics,
2002, 3, 43-52. 7.7 651

105 Statistical methods for QTL mapping in cereals. Plant Molecular Biology, 2002, 48, 585-599. 2.0 51

106 Searching for quantitative trait loci controlling root traits in maize: a critical appraisal. Plant and
Soil, 2003, 255, 35-54. 1.8 104

107 Identification of genetically linked RGAs by BAC screening in maize and implications for gene cloning,
mapping and MAS. Theoretical and Applied Genetics, 2003, 106, 1171-1177. 1.8 25

108 Mapping quantitative trait loci underlying triploid endosperm traits. Heredity, 2003, 90, 228-235. 1.2 24

109 Using the Noninformative Families in Family-Based Association Tests: A Powerful New Testing Strategy.
American Journal of Human Genetics, 2003, 73, 801-811. 2.6 80

110 Doubled Haploid Production in Crop Plants. , 2003, , . 159

111 The analysis of quantitative trait loci in multi-environment trials using a multiplicative mixed model.
Australian Journal of Agricultural Research, 2003, 54, 1395. 1.5 42

112 Genetics of physical wood properties and early growth in a tropical pine hybrid. Canadian Journal of
Forest Research, 2003, 33, 1923-1932. 0.8 6



8

Citation Report

# Article IF Citations

113 Searching for quantitative trait loci controlling root traits in maize: a critical appraisal. , 2003, ,
35-54. 14

114 Non-parametric interval mapping in half-sib designs: use of midranks to account for ties. Genetical
Research, 2003, 81, 221-228. 0.3 6

115 Using Advanced Intercross Lines for High-Resolution Mapping of HDL Cholesterol Quantitative Trait
Loci. Genome Research, 2003, 13, 1654-1664. 2.4 81

116 Quantitative trait loci for growth trajectories in Populus. Genetical Research, 2003, 81, 51-64. 0.3 31

117 Haplotypic QTL mapping in an outbred pedigree. Genetical Research, 2003, 81, 43-50. 0.3 13

118 Tools for Statistical Analysis of Genetic Data. , 0, , 217-245. 0

120 A Quantitative Trait Locus Mixture Model That Avoids Spurious LOD Score Peaks. Genetics, 2004, 167,
959-965. 1.2 11

121 Genetic mapping of quantitative trait loci affecting body weight, egg character and egg production in
F2 intercross chickens. Animal Genetics, 2004, 35, 188-194. 0.6 107

122 Mapping multiple QTL using linkage disequilibrium and linkage analysis information and multitrait
data. Genetics Selection Evolution, 2004, 36, 261-79. 1.2 127

123
QTL Mapping for a Tradeâ€•Off between Leaf and Bud Production in a Recombinant Inbred Population of
Microseris douglasii and M. bigelovii (Asteraceae, Lactuceae): A Potential Preadaptation for the
Colonization of Serpentine Soils. Plant Biology, 2004, 6, 440-446.

1.8 18

124 Mapping Multiple Quantitative Trait Loci for Ordinal Traits. Behavior Genetics, 2004, 34, 3-15. 1.4 18

125 Duplicate marker loci can result in incorrect locus orders on linkage maps. Theoretical and Applied
Genetics, 2004, 109, 305-316. 1.8 9

126 Genetic control of myeloproliferation in BXH-2 mice. Blood, 2004, 103, 2343-2350. 0.6 33

127 Marker-Assisted Selection and Introgression. , 2004, , . 2

128 Quantitative Trait Loci in Inbred Lines. , 2004, , . 17

129 An entropy-based measure of founder informativeness. Genetical Research, 2005, 85, 81-88. 0.3 17

130 Methods and Software for Genetic Mapping. , 2005, , 53-74. 5

131 A comparison of interval mapping procedures including the QTL-cluster mapping. Genes and Genetic
Systems, 2005, 80, 71-77. 0.2 0



9

Citation Report

# Article IF Citations

132 Effect of the porcine IGF2-intron3-G3072A substitution in an outbred Large White population and in an
Iberian Ã— Landrace cross1. Journal of Animal Science, 2005, 83, 2723-2728. 0.2 42

134 Regression-based quantitative trait loci mapping: robust, efficient and effective. Philosophical
Transactions of the Royal Society B: Biological Sciences, 2005, 360, 1435-1442. 1.8 24

135 An application of Bayesian QTL mapping to early development in double haploid lines of rainbow trout
including environmental effects. Genetical Research, 2005, 86, 209-221. 0.3 20

136 Mapping Multiple Quantitative Trait Loci by Bayesian Classification. Genetics, 2005, 169, 2305-2318. 1.2 41

137 A Comprehensive Expressed Sequence Tag Linkage Map for Tiger Salamander and Mexican Axolotl:
Enabling Gene Mapping and Comparative Genomics in Ambystoma. Genetics, 2005, 171, 1161-1171. 1.2 54

139 QTL mapping of grain length in rice (Oryza sativa L.) using chromosome segment substitution lines.
Genetical Research, 2006, 88, 93-104. 0.3 99

140 Genetical metabolomics of flavonoid biosynthesis inPopulus: a case study. Plant Journal, 2006, 47,
224-237. 2.8 140

141 Boxâ€“Cox transformation for QTL mapping. Genetica, 2006, 128, 133-143. 0.5 18

142
Mapping QTLs and QTLÂ Ã—Â environment interaction for CIMMYT maize drought stress program using
factorial regression and partial least squares methods. Theoretical and Applied Genetics, 2006, 112,
1009-1023.

1.8 114

143 QTL methodology for response curves on the basis of non-linear mixed models, with an illustration
to senescence in potato. Theoretical and Applied Genetics, 2006, 113, 288-300. 1.8 60

144 A region of maize chromosome 2 affects response to downy mildew pathogens. Theoretical and
Applied Genetics, 2006, 113, 321-330. 1.8 21

145 Advances on methods for mapping QTL in plant. Science Bulletin, 2006, 51, 2809-2818. 1.7 12

146 QTL Analysis. , 2006, 323, 79-100. 19

147 Relaxed Significance Criteria for Linkage Analysis. Genetics, 2006, 173, 2371-2381. 1.2 87

148 Simultaneous Fine Mapping of Multiple Closely Linked Quantitative Trait Loci Using Combined Linkage
Disequilibrium and Linkage With a General Pedigree. Genetics, 2006, 173, 2329-2337. 1.2 16

149 Mapping Quantitative Trait Loci by an Extension of the Haleyâ€“Knott Regression Method Using
Estimating Equations. Genetics, 2006, 173, 2269-2282. 1.2 78

150
A Mixed-Model Quantitative Trait Loci (QTL) Analysis for Multiple-Environment Trial Data Using
Environmental Covariables for QTL-by-Environment Interactions, With an Example in Maize. Genetics,
2007, 177, 1801-1813.

1.2 201

151 A Modified Algorithm for the Improvement of Composite Interval Mapping. Genetics, 2007, 175, 361-374. 1.2 738



10

Citation Report

# Article IF Citations

152 Linked and pleiotropic QTLs influencing carcass composition traits detected on porcine chromosome
7. Genetical Research, 2007, 89, 65-72. 0.3 16

153 Grid-Enabling an Efficient Algorithm for Demanding Global Optimization Problems in Genetic Analysis.
, 2007, , . 3

154 Tools for Statistical Genetics. , 0, , 217-246. 1

155 Using Quantitative Trait Loci Analysis to Select Plants for Altered Radionuclide Accumulation.
Methods in Biotechnology, 2007, , 27-47. 0.2 1

156 Quantitative trait locus analysis of hybrid pedigrees: variance-components model, inbreeding
parameter, and power. BMC Genetics, 2007, 8, 50. 2.7 1

157 Methods for the detection of multiple linked QTL applied to a mixture of full and half sib families.
Genetics Selection Evolution, 2007, 39, 139. 1.2 21

158 Fine mapping of multiple QTL using combined linkage and linkage disequilibrium mapping â€“ A
comparison of single QTL and multi QTL methods. Genetics Selection Evolution, 2007, 39, 285-99. 1.2 16

159 Analysis of quantitative trait loci using hybrid pedigrees: Quantitative traits of animals. Russian
Journal of Genetics, 2007, 43, 200-209. 0.2 1

160 Evaluating the performance of a block updating MCMC sampler in a simple genetic application. Journal
of Agricultural, Biological, and Environmental Statistics, 2007, 12, 272-299. 0.7 0

161 The analysis of QTL by simultaneous use of the full linkage map. Theoretical and Applied Genetics, 2007,
116, 95-111. 1.8 82

162 A multi-trait multi-environment QTL mixed model with an application to drought and nitrogen stress
trials in maize (Zea maysÂ L.). Euphytica, 2008, 161, 241-257. 0.6 134

163 Quantitative Trait Loci in Inbred Lines. , 2008, , 587-622. 6

164 Marker-Assisted Selection and Introgression. , 2008, , 718-751. 3

165 Mapping epistatic quantitative trait loci underlying endosperm traits using all markers on the entire
genome in a random hybridization design. Heredity, 2008, 101, 39-47. 1.2 10

166 QTL analysis of leaf morphological characters in a <i>Quercus robur</i> fullâ€•sib family (<i>Q.) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 182 Td (robur</i>â€ƒÃ—â€ƒ<i>Q. robur</i> ssp. <i>slavonica</i>). Plant Biology, 2008, 10, 624-634.1.8 28

167 Quantitative trait loci affecting stomatal density and growth in a <i>Quercus robur</i> progeny:
implications for the adaptation to changing environments. Global Change Biology, 2008, 14, 1934-1946. 4.2 48

168 How To Perform Meaningful Estimates of Genetic Effects. PLoS Genetics, 2008, 4, e1000062. 1.5 32

169 Interactions Between Markers Can Be Caused by the Dominance Effect of Quantitative Trait Loci.
Genetics, 2008, 180, 1177-1190. 1.2 69



11

Citation Report

# Article IF Citations

170 Influence of a Quantitative Trait Locus on Mouse Chromosome 19 to the Light-Adapted
Electroretinogram. , 2008, 49, 4058. 3

171 A Statistical Variance Components Framework for Mapping Imprinted Quantitative Trait Locus in
Experimental Crosses. Journal of Probability and Statistics, 2009, 2009, 1-27. 0.3 4

172 Look before you leap: a new approach to mapping QTL. Theoretical and Applied Genetics, 2009, 119,
899-911. 1.8 5

173 Pig melatonin receptor 1a (MTNR1A) genotype is associated with seasonal variation of sow litter size.
Animal Reproduction Science, 2009, 115, 317-322. 0.5 17

174 A Guide to QTL Mapping with R/qtl. Statistics in the Health Sciences, 2009, , . 0.2 681

176 A General Method for QTL Mapping in Multiple Related Populations Derived from Multiple Parents.
Rice Science, 2009, 16, 45-50. 1.7 2

177 Composite interval mapping to identify quantitative trait loci for point-mass mixture phenotypes.
Genetical Research, 2010, 92, 39-53. 0.3 1

178 Detection and use of QTL for complex traits in multiple environments. Current Opinion in Plant
Biology, 2010, 13, 193-205. 3.5 146

179 Combined detection and introgression of QTL in outbred populations. Genetics Selection Evolution,
2010, 42, 16. 1.2 2

180 Epistasis: Obstacle or Advantage for Mapping Complex Traits?. PLoS ONE, 2010, 5, e12264. 1.1 13

181 Efficient algorithms for multidimensional global optimization in genetic mapping of complex traits.
Advances and Applications in Bioinformatics and Chemistry, 2010, 3, 75. 1.6 2

182 Conditions Under Which Genome-Wide Association Studies Will be Positively Misleading. Genetics,
2010, 186, 1045-1052. 1.2 178

183 Zebrafish Models in Neurobehavioral Research. Neuromethods, 2011, , . 0.2 17

184 Mapping quantitative traits and strategies to find quantitative trait genes. Methods, 2011, 53, 163-174. 1.9 31

185 Mapping of epistatic quantitative trait loci in four-way crosses. Theoretical and Applied Genetics, 2011,
122, 33-48. 1.8 13

186 Fine mapping and replication of QTL in outbred chicken advanced intercross lines. Genetics Selection
Evolution, 2011, 43, 3. 1.2 44

187 QTL mapping in white spruce: gene maps and genomic regions underlying adaptive traits across
pedigrees, years and environments. BMC Genomics, 2011, 12, 145. 1.2 110

188 Detecting Major Genetic Loci Controlling Phenotypic Variability in Experimental Crosses. Genetics,
2011, 188, 435-447. 1.2 129



12

Citation Report

# Article IF Citations

189 Complex Genetic Effects in Quantitative Trait Locus Identification: A Computationally Tractable
Random Model for Use in F2 Populations. Genetics, 2011, 187, 261-270. 1.2 1

190 RWGAIM: an efficient high-dimensional random whole genome average (QTL) interval mapping
approach. Genetical Research, 2012, 94, 291-306. 0.3 31

191 Use of contiguous congenic strains in analyzing compound QTLs. Physiological Genomics, 2012, 44,
117-120. 1.0 14

192 Varying Coefficient Models for Mapping Quantitative Trait Loci Using Recombinant Inbred
Intercrosses. Genetics, 2012, 190, 475-486. 1.2 16

193 Current Applications of Models of Genetic Effects with Interactions Across the Genome. Current
Genomics, 2012, 13, 163-175. 0.7 14

194 Comparing linkage and association analyses in sheep points to a better way of doing GWAS. Genetical
Research, 2012, 94, 191-203. 0.3 22

195 Multivariate whole genome average interval mapping: QTL analysis for multiple traits and/or
environments. Theoretical and Applied Genetics, 2012, 125, 933-953. 1.8 16

196 Detecting epistatic effects associated with cotton traits by a modified MDR approach. Euphytica, 2012,
187, 289-301. 0.6 13

197 iDArTs: increasing the value of genomic resources at no cost. Molecular Breeding, 2012, 30, 927-938. 1.0 5

198
A first-generation linkage map of the Pacific lion-paw scallop (Nodipecten subnodosus): Initial
evidence of QTL for size traits and markers linked to orange shell color. Aquaculture, 2012, 350-353,
200-209.

1.7 30

200 Model selection for quantitative trait loci mapping in a full-sib family. Genetics and Molecular
Biology, 2012, 35, 622-631. 0.6 6

201 Estimation and Interpretation of Genetic Effects with Epistasis Using the NOIA Model. Methods in
Molecular Biology, 2012, 871, 191-204. 0.4 8

202 Estimation of statistical power and false discovery rate of QTL mapping methods through computer
simulation. Science Bulletin, 2012, 57, 2701-2710. 1.7 15

203 QTL mapping under truncation selection in homozygous lines derived from biparental crosses.
Theoretical and Applied Genetics, 2012, 124, 543-553. 1.8 5

204 A mixed model QTL analysis for sugarcane multiple-harvest-location trial data. Theoretical and Applied
Genetics, 2012, 124, 835-849. 1.8 73

205 Empirical Bayesian LASSO-logistic regression for multiple binary trait locus mapping. BMC Genetics,
2013, 14, 5. 2.7 18

206 Targeted linkage map densification to improve cell wall related QTL detection and interpretation in
maize. Theoretical and Applied Genetics, 2013, 126, 1151-1165. 1.8 24

207 Multi-environment analysis and improved mapping of a yield-related QTL on chromosome 3B of wheat.
Theoretical and Applied Genetics, 2013, 126, 747-761. 1.8 77



13

Citation Report

# Article IF Citations

208 Medicinal Plants medicinal plant , Engineering of Secondary Metabolites cell/cellular cultures
secondary metabolites in Cell Cultures cell/cellular cultures. , 2013, , 1182-1200. 3

209 Marker-Assisted breeding/breed, see also animal breeding marker-assisted Breeding breeding/breed, see
also animal breeding in Crops. , 2013, , 1158-1181. 1

210 QTL Mapping: Methodology and Applications in Cereal Breeding. , 2013, , 275-318. 18

211 The statistical analysis of multi-environment data: modeling genotype-by-environment interaction and
its genetic basis. Frontiers in Physiology, 2013, 4, 44. 1.3 349

212 Whole-Genome Mapping of Agronomic and Metabolic Traits to Identify Novel Quantitative Trait Loci in
Bread Wheat Grown in a Water-Limited Environment. Plant Physiology, 2013, 162, 1266-1281. 2.3 115

213 A Major Locus for Chloride Accumulation on Chromosome 5A in Bread Wheat. PLoS ONE, 2014, 9,
e98845. 1.1 32

214 Complex Craniofacial Changes in Blind Cave-Dwelling Fish Are Mediated by Genetically Symmetric and
Asymmetric Loci. Genetics, 2014, 196, 1303-1319. 1.2 53

215 Whole-genome QTL analysis for MAGIC. Theoretical and Applied Genetics, 2014, 127, 1753-1770. 1.8 49

216 Detection of QTL for metabolic and agronomic traits in wheat with adjustments for variation at
genetic loci that affect plant phenology. Plant Science, 2015, 233, 143-154. 1.7 72

217 Natural variants of ELF3 affect thermomorphogenesis by transcriptionally modulating PIF4-dependent
auxin response genes. BMC Plant Biology, 2015, 15, 197. 1.6 104

218 A multi-marker association method for genome-wide association studies without the need for
population structure correction. Nature Communications, 2016, 7, 13299. 5.8 35

220 High resolution mapping of traits related to whole-plant transpiration under increasing evaporative
demand in wheat. Journal of Experimental Botany, 2016, 67, 2847-2860. 2.4 54

221 Loci on chromosomes 1A and 2A affect resistance to tan (yellow) spot in wheat populations not
segregating for tsn1. Theoretical and Applied Genetics, 2017, 130, 2637-2654. 1.8 14

222 Identifying and exploring significant genomic regions associated with soybean yield, seed fatty acids,
protein and oil. Journal of Crop Science and Biotechnology, 2017, 20, 243-253. 0.7 9

223 Eggplant Resistance to the Ralstonia solanacearum Species Complex Involves Both Broad-Spectrum
and Strain-Specific Quantitative Trait Loci. Frontiers in Plant Science, 2017, 8, 828. 1.7 55

224 Capturing pair-wise epistatic effects associated with three agronomic traits in barley. Genetica, 2018,
146, 161-170. 0.5 4

225 Mean-Variance QTL Mapping Identifies Novel QTL for Circadian Activity and Exploratory Behavior in
Mice. G3: Genes, Genomes, Genetics, 2018, 8, 3783-3790. 0.8 10

226 Linkage fine-mapping and QTLs affecting morpho-agronomic traits of a Mesoamericanâ€‰Ã—â€‰Andean RIL
common bean population. Euphytica, 2018, 214, 1. 0.6 7



14

Citation Report

# Article IF Citations

227 vqtl: An R Package for Mean-Variance QTL Mapping. G3: Genes, Genomes, Genetics, 2018, 8, 3757-3766. 0.8 8

228 QTL Mapping on a Background of Variance Heterogeneity. G3: Genes, Genomes, Genetics, 2018, 8,
3767-3782. 0.8 13

229 Determination of quantitative trait nucleotides by concordance analysis between quantitative trait
loci and marker genotypes of US Holsteins. Journal of Dairy Science, 2018, 101, 9089-9107. 1.4 25

230 QTL mapping in salad tomatoes. Euphytica, 2019, 215, 1. 0.6 10

231 Dissecting Epistatic <scp>QTL</scp> for Blood Pressure in Rats: Congenic Strains versus
Heterogeneous Stocks, a Reality Check. , 2019, 9, 1305-1337. 4

232 A Comparison on Some Interval Mapping Approaches for QTL Detection. Bioinformation, 2019, 15, 90-94. 0.2 10

233 Determinants of QTL Mapping Power in the Realized Collaborative Cross. G3: Genes, Genomes, Genetics,
2019, 9, 1707-1727. 0.8 45

234
Unravelling the Complex Genetics of Karnal Bunt (<i>Tilletia indica</i>) Resistance in Common Wheat
(<i>Triticum aestivum</i>) by Genetic Linkage and Genome-Wide Association Analyses. G3: Genes,
Genomes, Genetics, 2019, 9, 1437-1447.

0.8 20

235 Inferring the Allelic Series at QTL in Multiparental Populations. Genetics, 2020, 216, 957-983. 1.2 14

236 A new genetic locus for self-compatibility in the outcrossing grass species perennial ryegrass (Lolium) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 382 Td (perenne). Annals of Botany, 2021, 127, 715-722.1.4 6

238 Novel Salinity Tolerance Loci in Chickpea Identified in Glasshouse and Field Environments. Frontiers in
Plant Science, 2021, 12, 667910. 1.7 20

239 Revisiting a GWAS peak in Arabidopsis thaliana reveals possible confounding by genetic heterogeneity.
Heredity, 2021, 127, 245-252. 1.2 8

240 Molecular Marker Assisted Breeding in a Company Environment. , 1996, , 259-272. 14

241 Identifying Links Between Genotype and Phenotype Using Marker Loci and Candidate Genes. , 1996, ,
137-157. 4

242 QTL Mapping in Intercross and Backcross Populations. Methods in Molecular Biology, 2009, 573, 157-173. 0.4 11

243 Using Parallel Computing and Grid Systems for Genetic Mapping of Quantitative Traits. , 2006, , 627-636. 2

244 RFLP Mapping of Plant Nuclear Genomes: Planning of Experiments, Linkage Map Construction, and QTL
Mapping. , 1997, , 334-396. 5

245 Applications of Machine Learning in Breeding for Stress Tolerance in Maize. , 2012, , 163-192. 9



15

Citation Report

# Article IF Citations

246 Mapping quantitative trait loci. Advances in Cellular and Molecular Biology of Plants, 1994, , 58-96. 0.2 43

247 Doubled haploids in genetic mapping and genomics. , 2003, , 367-390. 13

248 QTL Mapping in Crop Plants. , 2002, , 541-562. 2

249 Methods for multiple-marker mapping of quantitative trait loci in half-sib populations. Theoretical
and Applied Genetics, 1996, 93, 71-80. 1.8 46

250 On the mapping of QTL by regression of phenotype on marker-type. , 0, . 21

251 Marker regression mapping of QTL controlling flowering time and plant height in a spring barley
(Hordeum vulgare L.) cross. Heredity, 1996, 77, 64-73. 1.2 17

252 Model diagnostics for fitting QTL models to trait and marker data by interval mapping. Heredity, 1997,
79, 319-328. 1.2 3

253 The analysis of quantitative traits in wheat mapping populations. Australian Journal of Agricultural
Research, 2001, 52, 1195. 1.5 30

254 Interval mapping of multiple quantitative trait loci.. Genetics, 1993, 135, 205-211. 1.2 766

255 Mapping quantitative trait loci in crosses between outbred lines using least squares.. Genetics, 1994,
136, 1195-1207. 1.2 630

256 Precision mapping of quantitative trait loci.. Genetics, 1994, 136, 1457-1468. 1.2 2,825

257 Mapping and analysis of dairy cattle quantitative trait loci by maximum likelihood methodology using
milk protein genes as genetic markers.. Genetics, 1994, 137, 267-280. 1.2 69

258 Approximate thresholds of interval mapping tests for QTL detection.. Genetics, 1994, 138, 235-240. 1.2 113

259 Controlling the type I and type II errors in mapping quantitative trait loci.. Genetics, 1994, 138, 871-881. 1.2 227

260 The contribution of quantitative trait loci and neutral marker loci to the genetic variances and
covariances among quantitative traits in random mating populations.. Genetics, 1995, 139, 445-455. 1.2 7

261 A random model approach to interval mapping of quantitative trait loci.. Genetics, 1995, 141, 1189-1197. 1.2 157

262 Permutation Tests for Multiple Loci Affecting a Quantitative Character. Genetics, 1996, 142, 285-294. 1.2 1,070

263 Confidence Intervals in QTL Mapping by Bootstrapping. Genetics, 1996, 143, 1013-1020. 1.2 540



16

Citation Report

# Article IF Citations

264 A Bayesian Approach to Detect Quantitative Trait Loci Using Markov Chain Monte Carlo. Genetics, 1996,
144, 805-816. 1.2 228

265 Quantitative Trait Loci Analysis for Five Milk Production Traits on Chromosome <i>Six</i> in the
Dutch Holstein-Friesian Population. Genetics, 1996, 144, 1799-1807. 1.2 198

266 Fine-Scale Mapping of Quantitative Trait Loci Using Historical Recombinations. Genetics, 1997, 145,
1201-1218. 1.2 29

267 Mapping-Linked Quantitative Trait Loci Using Bayesian Analysis and Markov Chain Monte Carlo
Algorithms. Genetics, 1997, 146, 735-743. 1.2 86

268 Genetic Mapping of Quantitative Trait Loci Affecting Susceptibility to Marek's Disease Virus Induced
Tumors in F2 Intercross Chickens. Genetics, 1998, 148, 349-360. 1.2 156

269 Least Squares Interval Mapping of Quantitative Trait Loci Under the Infinitesimal Genetic Model in
Outbred Populations. Genetics, 1998, 148, 495-505. 1.2 16

270 Mapping Quantitative Trait Loci Using Multiple Families of Line Crosses. Genetics, 1998, 148, 517-524. 1.2 93

271 Combining Different Line Crosses for Mapping Quantitative Trait Loci Using the Identical by
Descent-Based Variance Component Method. Genetics, 1998, 149, 1139-1146. 1.2 58

272 A Nonparametric Bootstrap Method for Testing Close Linkage vs. Pleiotropy of Coincident
Quantitative Trait Loci. Genetics, 1998, 150, 931-943. 1.2 37

273 A New Approach to the Problem of Multiple Comparisons in the Genetic Dissection of Complex Traits.
Genetics, 1998, 150, 1699-1706. 1.2 165

274 Single- and Multiple-Trait Mapping Analysis of Linked Quantitative Trait Loci: Some Asymptotic
Analytical Approximations. Genetics, 1999, 151, 387-396. 1.2 40

275 Multiple-Trait Mapping of Quantitative Trait Loci After Selective Genotyping Using Logistic Regression.
Genetics, 1999, 151, 885-894. 1.2 88

276
Bias and Sampling Error of the Estimated Proportion of Genotypic Variance Explained by Quantitative
Trait Loci Determined From Experimental Data in Maize Using Cross Validation and Validation With
Independent Samples. Genetics, 2000, 154, 1839-1849.

1.2 305

277 The Use of a Genetic Algorithm for Simultaneous Mapping of Multiple Interacting Quantitative Trait
Loci. Genetics, 2000, 155, 2003-2010. 1.2 123

278 On the Differences Between Maximum Likelihood and Regression Interval Mapping in the Analysis of
Quantitative Trait Loci. Genetics, 2000, 156, 855-865. 1.2 80

279 Deficiency Mapping of Quantitative Trait Loci Affecting Longevity in <i>Drosophila melanogaster</i>.
Genetics, 2000, 156, 1129-1146. 1.2 126

280 A Mixed-Model Approach to Mapping Quantitative Trait Loci in Barley on the Basis of Multiple
Environment Data. Genetics, 2000, 156, 2043-2050. 1.2 91

281 A Quick Method for Computing Approximate Thresholds for Quantitative Trait Loci Detection.
Genetics, 2001, 157, 425-432. 1.2 150



17

Citation Report

# Article IF Citations

282 Marker Pair Selection for Mapping Quantitative Trait Loci. Genetics, 2001, 157, 433-444. 1.2 70

283 Multiple Quantitative Trait Locus Analysis of Bovine Chromosome 6 in the Israeli Holstein Population
by a Daughter Design. Genetics, 2001, 159, 727-735. 1.2 94

284 Mapping Quantitative Trait Loci Using Generalized Estimating Equations. Genetics, 2001, 159, 1325-1337. 1.2 45

285 Improved Confidence Intervals in Quantitative Trait Loci Mapping by Permutation Bootstrapping.
Genetics, 2002, 160, 1673-1686. 1.2 29

286 Multitrait Fine Mapping of Quantitative Trait Loci Using Combined Linkage Disequilibria and Linkage
Analysis. Genetics, 2003, 163, 405-410. 1.2 63

289 Marker-Assisted Selection in Animal Biotechnology. Books in Soils, Plants, and the Environment, 1997, ,
387-406. 0.1 2

290 Integrative QTL analysis of gene expression and chromatin accessibility identifies multi-tissue patterns
of genetic regulation. PLoS Genetics, 2020, 16, e1008537. 1.5 35

291 <i>R</i>Package<b>wgaim</b>: QTL Analysis in Bi-Parental Populations Using Linear Mixed Models.
Journal of Statistical Software, 2011, 40, . 1.8 29

292 Genetic Markers, Map Construction, and Their Application in Plant Breeding. Hortscience: A
Publication of the American Society for Hortcultural Science, 1996, 31, 729-741. 0.5 258

293 The genetic dissection of quantitative traits in crops. Electronic Journal of Biotechnology, 2010, 13,
0-0. 1.2 89

294 Family and/or Friends? Gene Mapping at Crossroads. American Journal of Plant Sciences, 2014, 05,
112-118. 0.3 2

295 Coherent estimates of genetic effects with missing information. Open Journal of Genetics, 2012, 02,
31-38. 0.1 2

297 Multiple regression approach to mapping of quantitative trait loci (QTL) based on sib-pair data: a
theoretical analysis. Annals of Statistics, 2000, 28, . 1.4 0

298 Current Status of Quantitative Trait Locus Mapping in Livestock Species - Review -. Asian-Australasian
Journal of Animal Sciences, 2001, 14, 587-596. 2.4 4

299 A General Likelihood Approach to Trait-Based Multipoint Linkage Analysis in Large Groups of Half-Sibs
and Super Sisters. Genetics, 2002, 162, 413-424. 1.2 2

300 Evaluation of Cofactor Markers for Controlling Genetic Background Noise in QTL Mapping.
Asian-Australasian Journal of Animal Sciences, 2003, 16, 473-480. 2.4 2

301 Genome-wide scanning for QTL: Mapping methodology and detected QTL in cattle. Journal of Animal
Genetics, 2003, 30, 3-16. 0.1 1

302 Fine mapping of multiple QTL using combined linkage and linkage disequilibrium mapping â€“ A
comparison of single QTL and multi QTL methods. Genetics Selection Evolution, 2007, 39, 285-299. 1.2 0



18

Citation Report

# Article IF Citations

303 QTL Mapping of Behaviour in the Zebrafish. Neuromethods, 2011, , 101-141. 0.2 2

304 Molecular Breeding molecular breeding (MB) Platforms molecular breeding (MB) platforms (MBP) in
World Agriculture. , 2013, , 1201-1228. 1

305 Genetic manipulation in plant breeding â€” prospects and limitations. Developments in Plant Breeding,
1995, , 1-12. 0.2 4

306 Gene counting and location. , 1996, , 133-164. 0

314 A QTL on the Ca7 chromosome of chickpea affects resistance to the root-lesion nematode
Pratylenchus thornei. Molecular Breeding, 2021, 41, 1. 1.0 32

315 QTL Mapping for Haploid Inducibility Using Genotyping by Sequencing in Maize. Plants, 2022, 11, 878. 1.6 4

320 Model fitting and model testing in the method of joint mapping of quantitative trait loci. Theoretical
and Applied Genetics, 1996, 92, 477-482. 1.8 3

321 Joint mapping of quantitative trait loci using F 2 populations. Theoretical and Applied Genetics, 1996,
93, 1156-1160. 1.8 0

324 Which mouse multiparental population is right for your study? The Collaborative Cross inbred
strains, their F1 hybrids, or the Diversity Outbred population. G3: Genes, Genomes, Genetics, 2023, 13, . 0.8 7


