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1 Control of rice grain-filling and yield by a gene with a potential signature of domestication. Nature
Genetics, 2008, 40, 1370-1374. 21.4 706

2 Phylogeny of rice genomes with emphasis on origins of allotetraploid species. Proceedings of the
National Academy of Sciences of the United States of America, 1999, 96, 14400-14405. 7.1 452

3 Draft genome of the kiwifruit Actinidia chinensis. Nature Communications, 2013, 4, 2640. 12.8 423

4 The evolving story of rice evolution. Plant Science, 2008, 174, 394-408. 3.6 356

5 Gene Flow from Cultivated Rice (Oryza sativa) to its Weedy and Wild Relatives. Annals of Botany, 2004,
93, 67-73. 2.9 299

6 Phenotypic plasticity rather than locally adapted ecotypes allows the invasive alligator weed to
colonize a wide range of habitats. Biological Invasions, 2007, 9, 245-256. 2.4 212

7 Crop Wild Relativesâ€”Undervalued, Underutilized and under Threat?. BioScience, 2011, 61, 559-565. 4.9 202

8 Gene Flow from Genetically Modified Rice and Its Environmental Consequences. BioScience, 2005, 55,
669. 4.9 183

9 Introgression of Crop Alleles into Wild or Weedy Populations. Annual Review of Ecology, Evolution,
and Systematics, 2013, 44, 325-345. 8.3 169

10
Genetic Diversity and Origin of Weedy Rice (Oryza sativa f. spontanea) Populations Found in
North-eastern China Revealed by Simple Sequence Repeat (SSR) Markers. Annals of Botany, 2006, 98,
1241-1252.

2.9 159

11 Gene flow from cultivated rice to the wild species Oryza rufipogon under experimental field
conditions. New Phytologist, 2003, 157, 657-665. 7.3 152

12 Phylogenetic relationships in Elymus (Poaceae: Triticeae) based on the nuclear ribosomal internal
transcribed spacer and chloroplast trnLâ€•F sequences. New Phytologist, 2006, 170, 411-420. 7.3 148

13 Genetic diversity in the northernmost Oryza rufipogon populations estimated by SSR markers.
Theoretical and Applied Genetics, 2003, 107, 1492-1499. 3.6 118

14 Pollen competition between cultivated and wild rice species (Oryza sativa and O. rufipogon). New
Phytologist, 2002, 153, 289-296. 7.3 111

15 A comparative study of genetic relationships among the AA-genome Oryza species using RAPD and SSR
markers. Theoretical and Applied Genetics, 2003, 108, 113-120. 3.6 103

16 RNAi-directed downregulation of OsBADH2 results in aroma (2-acetyl-1-pyrroline) production in rice
(Oryza sativa L.). BMC Plant Biology, 2008, 8, 100. 3.6 98

17 Gene flow from genetically modified rice to its wild relatives: Assessing potential ecological
consequences. Biotechnology Advances, 2009, 27, 1083-1091. 11.7 96

18 Genetic diversity of alligator weed in China by RAPD analysis. Biodiversity and Conservation, 2003, 12,
637-645. 2.6 91
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19 Dramatic reduction of crop-to-crop gene flow within a short distance from transgenic rice fields.
New Phytologist, 2007, 173, 346-353. 7.3 80

20 Fitness Estimation through Performance Comparison of F1 Hybrids with their Parental Species Oryza
rufipogon and O. sativa. Annals of Botany, 2004, 93, 311-316. 2.9 72

21 Low frequency of transgene flow from Bt/CpTI rice to its nontransgenic counterparts planted at
close spacing. New Phytologist, 2005, 168, 559-566. 7.3 69

22 Genetic differentiation of wild relatives of rice as assessed by RFLP analysis. Theoretical and Applied
Genetics, 2002, 106, 101-106. 3.6 68

23
Efficient indica and japonica rice identification based on the InDel molecular method: Its implication
in rice breeding and evolutionary research. Progress in Natural Science: Materials International,
2009, 19, 1241-1252.

4.4 66

24
A novel 5â€•enolpyruvoylshikimateâ€•3â€•phosphate (<scp>EPSP</scp>) synthase transgene for glyphosate
resistance stimulates growth and fecundity in weedy rice (<i><scp>O</scp>ryza sativa</i>) without
herbicide. New Phytologist, 2014, 202, 679-688.

7.3 66

25
Evidences of introgression from cultivated rice to OryzaÂ rufipogon (Poaceae) populations based on
SSR fingerprinting: implications for wild rice differentiation and conservation. Evolutionary
Ecology, 2006, 20, 501-522.

1.2 64

26 Role of sexual reproduction in the spread of an invasive clonal plant Solidago canadensis revealed
using intersimple sequence repeat markers. Plant Species Biology, 2006, 21, 13-18. 1.0 63

27 Genetic diversity and conservation of common wild rice (<i>Oryza rufipogon</i>) in China. Plant
Species Biology, 2005, 20, 83-92. 1.0 60

28 Identification and genetic relationships of kenaf (Hibiscus cannabinus L.) germplasm revealed by AFLP
analysis. Genetic Resources and Crop Evolution, 2004, 51, 393-401. 1.6 56

29 Was Asian Rice (Oryza sativa) Domesticated More Than Once?. Rice, 2008, 1, 16-24. 4.0 55

30 Yield benefit and underlying cost of insect-resistance transgenic rice: Implication in breeding and
deploying transgenic crops. Field Crops Research, 2010, 118, 215-220. 5.1 54

31 Conspecific Crop-Weed Introgression Influences Evolution of Weedy Rice (Oryza sativa f. spontanea)
across a Geographical Range. PLoS ONE, 2011, 6, e16189. 2.5 54

32 Sequence polymorphisms in wild, weedy, and cultivated rice suggest seedâ€•shattering locus <i>sh4</i>
played a minor role in <scp>A</scp>sian rice domestication. Ecology and Evolution, 2012, 2, 2106-2113. 1.9 54

33 A phylogeny of the rice tribe Oryzeae (Poaceae) based on <i>mat</i><i>K</i> sequence data. American
Journal of Botany, 2002, 89, 1967-1972. 1.7 53

34 Pollen flow of cultivated rice measured under experimental conditions. Biodiversity and
Conservation, 2004, 13, 579-590. 2.6 53

35
Association between chemical and genetic variation ofVitex rotundifolia populations from different
locations in China: its implication for quality control of medicinal plants. Biomedical
Chromatography, 2007, 21, 967-975.

1.7 53

36 Transgenes for insect resistance reduce herbivory and enhance fecundity in advanced generations of
cropâ€“weed hybrids of rice. Evolutionary Applications, 2011, 4, 672-684. 3.1 51
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37 Rapid evolutionary divergence and ecotypic diversification of germination behavior in weedy rice
populations. New Phytologist, 2011, 191, 1119-1127. 7.3 50

38 Biosystematics and evolutionary relationships of perennial Triticeae species revealed by genomic
analyses. Journal of Systematics and Evolution, 2014, 52, 697-705. 3.1 49

39 Fine scale genetic structure in a wild soybean ( Glycine soja ) population and the implications for
conservation. New Phytologist, 2003, 159, 513-519. 7.3 48

40 Effects of insectâ€•resistance transgenes on fecundity in rice (<i>Oryza sativa</i>, Poaceae): a test for
underlying costs. American Journal of Botany, 2006, 93, 94-101. 1.7 46

41 Conserving Traditional Rice Varieties through Management for Crop Diversity. BioScience, 2003, 53,
158. 4.9 45

42
Performance of Hybrids between Weedy Rice and Insectâ€•resistant Transgenic Rice under Field
Experiments: Implication for Environmental Biosafety Assessment. Journal of Integrative Plant
Biology, 2009, 51, 1138-1148.

8.5 44

43 Duplication and independent selection of cell-wall invertase genes GIF1 and OsCIN1 during rice
evolution and domestication. BMC Evolutionary Biology, 2010, 10, 108. 3.2 44

44
Rice choline monooxygenase (OsCMO) protein functions in enhancing glycine betaine biosynthesis in
transgenic tobacco but does not accumulate in rice (Oryza sativa L. ssp. japonica). Plant Cell Reports,
2012, 31, 1625-1635.

5.6 44

45 Genomic Clues for Cropâ€“Weed Interactions and Evolution. Trends in Plant Science, 2018, 23, 1102-1115. 8.8 44

46 Editorial: Crop Breeding for Drought Resistance. Frontiers in Plant Science, 2019, 10, 314. 3.6 44

47 Genomic groups, morphology, and sectional delimitation in EurasianElymus (Poaceae, Triticeae). Plant
Systematics and Evolution, 1992, 180, 1-13. 0.9 42

48
An Unusual Posttranscriptional Processing in Two Betaine Aldehyde Dehydrogenase Loci of Cereal
Crops Directed by Short, Direct Repeats in Response to Stress Conditions. Plant Physiology, 2007, 143,
1929-1942.

4.8 42

49
RNAi-directed downregulation of betaine aldehyde dehydrogenase 1 (OsBADH1) results in decreased
stress tolerance and increased oxidative markers without affecting glycine betaine biosynthesis in
rice (Oryza sativa). Plant Molecular Biology, 2014, 86, 443-454.

3.9 42

50 Cytogenetic studies of progeny from the intergeneric crosses <i>Elymus</i> Ã— <i>Hordeun</i> and
<i>Elymus</i> Ã— <i>Secale</i>. Genome, 1990, 33, 425-432. 2.0 41

51 Enhanced yield performance of Bt rice under target-insect attacks: implications for field insect
management. Transgenic Research, 2011, 20, 655-664. 2.4 41

52 Title is missing!. Genetic Resources and Crop Evolution, 1997, 44, 175-183. 1.6 39

53 Intergeneric hybridization between Hordeum and Asiatic Elymus. Hereditas, 1990, 112, 109-116. 1.4 39

54 Conserving biodiversity of soybean gene pool in the biotechnology era. Plant Species Biology, 2004, 19,
115-125. 1.0 38
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55 Introgression from cultivated rice influences genetic differentiation of weedy rice populations at a
local spatial scale. Theoretical and Applied Genetics, 2012, 124, 309-322. 3.6 38

56 Genetic Differentiation Revealed by Selective Loci of Drought-Responding EST-SSRs between Upland
and Lowland Rice in China. PLoS ONE, 2014, 9, e106352. 2.5 38

57 Fitness correlates of crop transgene flow into weedy populations: a case study of weedy rice in China
and other examples. Evolutionary Applications, 2016, 9, 857-870. 3.1 38

58
Meiotic studies ofElymus nutans andE. jacquemontii (Poaceae, Triticeae) and their hybrids
withPseudoroegneria spicata and seventeenElymus species. Plant Systematics and Evolution, 1993, 186,
193-212.

0.9 35

59 Phylogenetic Analysis of AA-genome Oryza Species (Poaceae) Based on Chloroplast, Mitochondrial, and
Nuclear DNA Sequences. Biochemical Genetics, 2007, 45, 113-129. 1.7 35

60 A comparative study of competitiveness between different genotypes of weedy rice (<i>Oryza sativa</i>) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 542 Td () and cultivated rice. Pest Management Science, 2014, 70, 113-122.3.4 35

61 Title is missing!. Genetic Resources and Crop Evolution, 1997, 44, 17-23. 1.6 34

62
Differentiation and inter-genomic relationships among C, E and D genomes in the Oryzaofficinalis
complex (Poaceae) as revealed by multicolor genomic in situ hybridization. Theoretical and Applied
Genetics, 2001, 103, 197-203.

3.6 33

63 Identification of genome constitution of Oryza malampuzhaensis, O. minuta,and O. punctata by
multicolor genomic in situ hybridization. Theoretical and Applied Genetics, 2001, 103, 204-211. 3.6 33

64 Comparative studies of genetic diversity in kenaf (Hibiscus cannabinus L.) varieties based on analysis of
agronomic and RAPD data. Hereditas, 2002, 136, 231-239. 1.4 33

65 Short, direct repeats (SDRs)-mediated post-transcriptional processing of a transcription factor gene
OsVP1 in rice (Oryza sativa). Journal of Experimental Botany, 2007, 58, 3811-3817. 4.8 32

66 Abundant Within-varietal Genetic Diversity in Rice Germplasm from Yunnan Province of China Revealed
by SSR Fingerprints. Biochemical Genetics, 2007, 45, 789-801. 1.7 32

67
Asymmetric gene flow between traditional and hybrid rice varieties ( Oryza sativa ) indicated by
nuclear simple sequence repeats and implications for germplasm conservation. New Phytologist, 2004,
163, 439-445.

7.3 31

68 Rapid and reliable identification of rice genomes by RFLP analysis of PCR-amplified <i>Adh</i> genes.
Genome, 2001, 44, 1136-1142. 2.0 30

69 Title is missing!. Genetic Resources and Crop Evolution, 1998, 45, 205-214. 1.6 29

70 Modelling pollen-mediated gene flow in rice: risk assessment and management of transgene escape.
Plant Biotechnology Journal, 2010, 8, 452-464. 8.3 29

71 Antioxidant activity of oligosaccharide ester extracted from<i>Polygala tenuifolia</i>roots in
senescence-accelerated mice. Pharmaceutical Biology, 2010, 48, 828-833. 2.9 29

72
Fine-scale genetic structure enhances biparental inbreeding by promoting mating events between more
related individuals in wild soybean (Glycine soja; Fabaceae) populations. American Journal of Botany,
2009, 96, 1138-1147.

1.7 28



6

Lu B-R

# Article IF Citations

73
Differentiation and distribution of indica and japonica rice varieties along the altitude gradients in
Yunnan Province of China as revealed by InDel molecular markers. Genetic Resources and Crop
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74 Limited Fitness Advantages of Crop-Weed Hybrid Progeny Containing Insect-Resistant Transgenes
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75 Seed-Mediated Gene Flow Promotes Genetic Diversity of Weedy Rice within Populations: Implications
for Weed Management. PLoS ONE, 2014, 9, e112778. 2.5 26

76 Temporal Trends of Variation in Italian Rice Germplasm over the Past Two Centuries Revealed by AFLP
and SSR Markers. Crop Science, 2008, 48, 1832-1840. 1.8 25

77 Balance between a Higher Degree of Heterosis and Increased Reproductive Isolation: A Strategic
Design for Breeding Inter-Subspecific Hybrid Rice. PLoS ONE, 2014, 9, e93122. 2.5 25

78 Interspecific hybridization between Elymus himalayanus and E. schrenkianus, and other Elymus species
(Triticeae: Poaceae). Genome, 1992, 35, 230-237. 2.0 24

79
Identification of SNPs and development of allelic specific PCR markers for high molecular weight
glutenin subunit Dtx1.5 from Aegilops tauschii through sequence characterization. Journal of Cereal
Science, 2005, 41, 13-18.

3.7 24

80 Estimating genetic diversity and sampling strategy for a wild soybean (Glycine soja) population based
on different molecular markers. Science Bulletin, 2006, 51, 1219-1227. 1.7 24

81 Impact of weedy rice populations on the growth and yield of direct-seeded and transplanted rice.
Weed Biology and Management, 2007, 7, 97-104. 1.4 24

82 Population structure affected by excess gene flow in selfâ€•pollinating <i>Elymus nutans</i> and <i>E.
burchanâ€•buddae</i> (Triticeae: Poaceae). Population Ecology, 2010, 52, 233-241. 1.2 24
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twenty-threeElymus species (Triticeae, Poaceae). Plant Systematics and Evolution, 1993, 185, 35-53. 0.9 23

84
Relationships of Aegilops tauschii revealed by DNA fingerprints: The evidence for agriculture
exchange between China and the West. Progress in Natural Science: Materials International, 2008, 18,
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4.4 23

85 Latitudinal Distribution and Differentiation of Rice Germplasm: Its Implications in Breeding. Crop
Science, 2011, 51, 1050-1058. 1.8 23
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and evolutionary studies. Journal of Systematics and Evolution, 2012, 50, 1-11. 3.1 23
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transgene alters phenology and fitness of crop-wild hybrid offspring. Scientific Reports, 2017, 7, 6834. 3.3 22
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95 Co-expression of ApGSMT and ApDMT promotes biosynthesis of glycine betaine in rice (Oryza sativa L.)
and enhances salt and cold tolerance. Environmental and Experimental Botany, 2014, 104, 16-25. 4.2 21
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Evolution, 1993, 187, 191-211. 0.9 20
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100
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101
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genetically modified rice: its implication in ecological biosafety assessment. Theoretical and Applied
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105 Title is missing!. Genetic Resources and Crop Evolution, 1997, 44, 25-31. 1.6 17

106
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q
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hybrid progeny: Implications for environmental biosafety assessment. Evolutionary Applications, 2016,
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into Weedy Rice Populations. PLoS ONE, 2012, 7, e31625. 2.5 14
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coexisting conspecific crop: Implications on adaptive evolution of agricultural weeds. Journal of
Systematics and Evolution, 2015, 53, 330-338.
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126 Intercropping of rice varieties increases the efficiency of blast control through reduced disease
occurrence and variability. Journal of Integrative Agriculture, 2016, 15, 795-802. 3.5 14
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131 Cytogenetic studies of the intergeneric hybrids between Secale cereale and Elymus caninus, E.
brevipes, and E. tsukushiensis (Triticeae: Poaceae). Theoretical and Applied Genetics, 1991, 81, 524-532. 3.6 11

132 Interspecific hybridizations among species of theElymus semicostatus andElymus tibeticus groups
(Poaceae). Plant Systematics and Evolution, 1994, 189, 1-13. 0.9 11
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transgenes. Transgenic Research, 2017, 26, 465-475. 2.4 11
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140 Biosystematic study of hexaploidsElymus tschimganicus andE. glaucissimus. I. Morphology and
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143 Differentiation of the SY genomes in Asiatic Elymus. Hereditas, 0, 116, 121-126. 1.4 10

144 Genetic Differentiation of Asian Weedy Rice Revealed with InDel Markers. Crop Science, 2014, 54,
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3.1 7

154 Limited ecological risk of insect-resistance transgene flow from cultivated rice to its wild ancestor
based on life-cycle fitness assessment. Science Bulletin, 2016, 61, 1440-1450. 9.0 7

155 The current status and perspectives of on farm conservation of crop genetic diversity. Biodiversity
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