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1.Zhao Q†, Feng Q†, Lu HY, Li Y, Wang AH,Tian QL, Zhan QL, Lu YQ, Zhang L, Huang T, Wang YC, Fan
DL, Zhao Y, Wang ZQ,Zhou CC, Chen JY, Zhu CR, Li WJ, Weng QJ, Xu Q, Wang ZX, Wei XH, Han B,

Huang XH*(2018). Pan-genome analysis highlights the extent of genomic variation incultivated and wild
rice. Nature Genetics, 50(2):278-284. (IF=27.125)                                                                                      
                                                                                                                                                                       
2.Wang Q, Nian JQ, Xie XZ, Yu H, Zhang J, Bai JT, Dong GJ, Hu J, Bai B, Chen LC, Xie QJ,Feng J, Yang

XL, Peng JL, Chen F, Qian Q*, Li JY*, Zuo JR*(2018). Genetic variations in ARE1 mediate grain yield
bymodulating nitrogen utilization in rice. Nat Commun, 9:735. (IF=12.353)

3.Yang YJ†, Chen JM†, Huang QN, Tang SQ, Wang JL,Hu PS*, Shao GS*(2018). Can liming reduce
cadmium (Cd)accumulation in rice (Oryza sativa) in slightly  acidic soils? Acontradictory  dynamic
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equilibrium between  Cd uptake capacity of roots and Cdimmobilisation in soils. Chemosphere, 193:547-
556. (IF=4.427)

4.Qi JF, Zhang M, Lu CK, C.Hettenhausen, Tan Q, Cao GY, Zhu XD, Wu GX, Wu JQ*(2018). Ultraviolet-B
enhances the resistance of multiple plant species to lepidopteraninsect herbivory  through the jasmonic
acid pathway.  Sci Rep-UK, 8:277.(IF=4.122)

5.Chen JY, Zhang HW, Zhang HL, Ying JZ, Ma LY*, Zhuang JY* (2018).Natural variation at qHd1 affects
heading date acceleration at hightemperatures with pleiotropism for yield traits in rice. BMC Plant
Biol,18:112. (IF=3.930)

6.Qiu ZN†, Kang SJ†, He L, Zhao J, Zhang S, HuJ, Zeng DL, Zhang GH, Dong GJ, Gao ZY, Ren DY,

Chen G, Guo LB, Qian Q*,Zhu L* (2018). The newly identified heat-stress sensitive albino1  gene affects  
chloroplast   development in rice. Plant Sci, 267:168-179.(IF=3.712)

7.He Y, Li LJ, Zhang ZH, Wu JL* (2018). Identification and ComparativeAnalysis of Premature
Senescence Leaf Mutants in Rice (Oryza sativa L.). Int J Mol Sci, 19(1):140. (IF=3.687)

8.Chen G*, Liu CL, Gao ZY, Zhang Y, Zhang AP, Zhu L, Hu J, Ren DY, Yu L, XuGH*, Qian Q* (2018).
Variation in the Abundance of OsHAK1Transcript Underlies the Differential Salinity Tolerance of an indica
and a japonica Rice  Cultivar. Front Plant Sci, 8:2216. (IF=3.678)

9.Zhu CQ, Zhang JH, Sun LM, Zhu LF, B.Abliz, Hu WJ, Zhong C, Bai ZG., H.Sajid, Cao XC*,Jin QY*

(2018). Hydrogen Sulfide Alleviates Aluminum Toxicity viaDecreasing Apoplast and Symplast Al Contents
in Rice.  Front  Plant  Sci, 9:294. (IF=3.678)

10.Ye J†, Niu XJ†, Yang YL, Wang S, Xu Q,Yuan XP, Yu HY, Wang YP, Wang S*, Feng Y*, Wei XH*

(2018).Divergent Hd1, Ghd7, and DTH7 Alleles Control Heading Dateand Yield Potential of Japonica Rice
in Northeast China.  Front Plant Sci, 9:35. (IF=3.678)

11.Lu Q†, Niu XJ†, Zhang MC, Wang CH, Xu Q,Feng Y, Yang YL, Wang S, Yuan XP, Yu HY, Wang YP,

Chen XP, Liang XQ, Wei XH*(2018). Genome-Wide Association Study of Seed Dormancy and the
Genomic Consequences  of Improvement Footprints in Rice (Oryza sativa L.). Front Plant Sci, 8:2213.
(IF=3.678)

12.Chen G*, Liu CL, Gao ZY, Zhang Y, Zhu L, Hu J, Ren DY, Xu GH*,Qian Q* (2018). Driving the
expression of RAA1 with adrought-responsive promoter enhances root growth in rice, its accumulation of
potassium and its tolerance to moisture stress. Enviro Exp Bot, 147:147-156. (IF=3.666)
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13.Shen L†, Wang C†, Fu YP, Wang JJ, Liu Q, Zhang XM, Yan CJ*, Qian Q*, Wang KJ* (2018). QTL
editing confers opposing yield performance in different rice varieties. JIntegr Plant Biol, 60(2):89-93.
(IF=3.129)

14.Zhang XB†, Feng BH†, Wang HM, Xu X, Shi YF, HeY, Chen Z, A.P.Sathe, Shi L, Wu JL* (2018). A
substitution mutationin OsPELOTA confers bacterial blight resistance by activating thesalicylic acid
pathway.  J Integr  Plant  Biol, 60(2):160-172. (IF=3.129)

15.He L†, Zhang S†, Qiu ZN, Zhao J, Nie WD,Lin HY, Zhu ZG, Zeng DL, Qian Q*, Zhu L* (2018).
FRUCTOKINASE-LIKEPROTEIN 1 interacts with TRXz to regulate chloroplast development in rice. J
Integr Plant Biol, 60(2):94-111. (IF=3.129)

16.Qian Q (2018). Genomics-assisted germplasm improvement. J Integr Plant Biol,60(2):82-84.
(IF=3.129)

17.Meng XB†, Hu XX†, Liu Q, Song XG, Gao CX,Li JY*, Wang KJ* (2018). Robust genome editing of
CRISPR-Cas9 at NAG PAMs in rice. Sci China Life Sci,61(1):122-125. (IF=3.085)

18. Zhang CX, Li GY, Chen TT, Feng BH, Fu WM, Yan JX, M.R.Islam, Jin QY, Tao LX*,Fu GF* (2018).
Heat stress induces spikelet sterility in rice atanthesis through inhibition of pollen tube elongation
interfering  with auxin homeostasis in pollinated pistils. Rice, 11:14. (IF=3.039)

19.Zhang MC, Ye J, Xu Q, Feng Y, Yuan XP, Yu HY, Wang YP, Wei XH*, Yang YL*(2018). Genome-wide
association study of cold tolerance of Chinese indicarice varieties at the bud burst stage. Plant Cell Rep,
37(3):529-539.(IF=2.989)

20.Zhong C†, Cao XC†, Bai ZG, Zhang JH, Zhu LF,Huang JL, Jin QY* (2018). Nitrogen metabolism
correlates with theacclimation of photosynthesis to short-term water stress in rice (Oryzasativa L.). Plant
Physiol Bioch, 125:52-62. (IF=2.718)

21.Wu WX, Zhang YX, Zhang M, Zhan XD, Shen XH, Yu P, Chen DB, Liu QE, S.Sinumporn,

K.Hussain,Cheng SH*, Cao LY* (2018). The rice CONSTANS-like protein OsCOL15 suppresses flowering
by promoting Ghd7 and repressing RID1. Biochem Bioph Res Co, 495(1):1349-1355. (IF=2.559)

22.Huang DR, Fan YY, Hu BL, Xiao YQ, Chen DZ, Zhuang JY* (2018). Assessment and genetic analysis
of heavy metal content in rice grain using an Oryzasativa × O. rufipogon backcross inbred line
 population.  J Sci Food Agr,  98(4):1339-1345. (IF=2.379)

23.Y.M.N.Adedze,Feng BB, Shi L, Sheng ZH, Tang SQ, Wei XJ*, Hu PS* (2018). Further insight into the
role of KAN1, a member of KANADI transcriptionfactor family in rice. Plant Growth Regul, 84(2):237-248.
(IF=2.081)
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24.Wang ZW, Lv J, Xie SZ, Zhang Y, Qiu ZN, Chen P, Cui YT, Niu YF, Hu SK, Jiang HZ, Ge SZ,H.Trinh,

Lei KR, Bai WQ, Zhang Y*, Guo LB*, Ren DY* (2018).OsSLA4 encodes a pentatricopeptide repeat
protein essential for  early chloroplast development and seedling growth in rice. Plant Growth Regul,
84(2):249-260. (IF=2.081)

25.Cao XC†, Zhu CQ†, Zhong C†, S.Hussain, Zhu LF, Wu LH,Jin QY* (2018). Mixed-nitrogen nutrition-
mediated enhancement ofdrought tolerance of rice seedlings associated with  photosynthesis,  hormone
 balance and  carbohydrate partitioning. Plant Growth Regul, 84(3):451-465. (IF=2.081)

26. Huang FL, Wei XJ, He JW, Sheng ZH, Shao GN, Wang JL, Tang SQ, Xia SP, Xiao YH, Hu PS*(2018).
Mapping of Quantitative Trait Loci Associated with Concentrations of Five Trace Metal Elements  in Rice
(Oryza sativa).    Int J Agric Biol, 20(3):554-560. (IF=0.869)

27.WangM†, Li WZ†, Fang C†, Xu F†, Liu YC†, Wang Z, Yang R, Zhang M, LiuSL, Lu SJ, Lin T, Tang JY,
Wang YQ, Wang HR, Lin H, Zhu BG, Chen MS, Kong FJ, LiuBH, Zeng DL, Scott A. Jackson*, Chu CC*,
Tian ZX*.Parallel selection on a dormancy gene during domestication of crops frommultiple families. Nat
Genet, 2018, 50(10):1435-1445. (IF=27.125)

28.ZhanN†, Wang C†, Chen LC, Yang HJ, Feng J, Gong XQ, Ren B, WuR, Mu JY, Li YS, Liu ZH, Zhou Y,
Peng JL, Wang KJ, Huang X, Xiao S and Zuo JR*.S-Nitrosylation Targets GSNO Reductase for Selective
Autophagy during HypoxiaResponses in Plants. Mol Cell, 2018, 71(1),142-154.  (IF=14.248)

29. Guo LB†, Qiu J†, Li LF, Lu BR, Kenneth Olsen, FanLJ*. Genomic Clues for Crop-Weed Interactions
and Evolution. TrendsPlant Sci, 2018, 23(12):1102-1115. (IF=12.149)  

30. Ying JZ†,Ma M†, Bai C†, Huang XH, Liu JL, Fan YY, Song XJ*.TGW3, a major QTL that negatively
modulates grain length and weight in rice. Mol Plant, 2018, 11:750-753. (IF=9.326)

31. Hu SK, Hu XM, Hu J, Shang LG, Dong GJ, Zeng DL, Guo LB, Qian Q*.Xiaowei, a New Rice
Germplasm for Large-Scale Indoor Research. Mol Plant,2018, 11(11):1418-1420. (IF=9.326)

32. JiangPF†, Wang SL†, Zheng H, Li H, Zhang F, Su YH, Xu ZT, Lin HY, QianQ, Ding Y*. SIP1
participates in regulation of flowering time inrice by recruiting OsTrx1 to Ehd1. New Phytol,
2018,219(1):422-435. (IF=7.433)

33.Cai YC†, Li SF†, Jiao GA, Sheng ZH,Wu YW, Shao GN, Xie LH, Peng C, Xu JF, Tang SQ, Wei XJ*, Hu
PS*.OsPK2 encodes a plastidic pyruvate kinase involved in rice endospermstarch synthesis, compound
granule formation and grain filling. Plant Biotechnol J, 2018, 16(11):1878-1891. (IF=6.305)

34.Hong YB†, Zhang YX†, Sittipun Sinumporn†, Yu N, Zhan XD, Shen XH,Chen DB, Yu P, Wu WX, Liu
QE, Cao ZY, Zhao CD, Cheng SH*, Cao LY*.Premature leaf senescence 3, encoding a
methyltransferase,is required for melatoninbiosynthesis in rice. Plant J, 2018, 95(5):877-891. (IF=5.775)
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35. E ZG†, Li T†, Zhang HY†, Liu ZH, Deng H,Sandeep Sharma, Wei XF, Wang L, Niu BX, Chen C*. A
group of nuclearfactor Y transcription factors are sub functionalized during endospermdevelopment in
monocots.  J Exp Bot,  2018, 69(10):2495-2510. (IF=5.354)

36. Ren DY†, Hu J†, Xu QK†, Cui YJ, Zhang Y,Zhou TT, Rao YC, Xue DW, Zeng DL, Zhang GH, Gao ZY,
Zhu L, Shen L, Chen G, Guo LB,Qian Q*. FZP determines grain size and sterile lemma fate inrice. J Exp
Bot, 2018, 69(20):4853-4866. (IF=5.354)  

37. Guo F, Zhang HD, Liu W, Hu XM, Han N, Qian Q, Xu L*, Bian HW*. Callus initiationfrom root explants
employs different strategies in rice and Arabidopsis. Plant Cell Physiol, 2018, 59(9):1782-1789.
(IF=4.760)

38. Chen GQ, Yan Q, Fang Y, Wu LJ, Krell PJ, and Feng GZ*. The N terminus of  Autographa  californica
 multiple  nucleopoly hedrovirus  DNA  polymerase  is required for efficient  viral DNA  replication  and
virus  and occlusion  body production. J Virol, 2018, 92: JVI-00398. (IF=4.368)

39. Wu H, Xiang J*, Zhang YP, Zhang YK, Peng SB, Chen HZ* & ZhuDF*. Effects of Post-Anthesis
Nitrogen Uptake and Translocation on Photosynthetic Production and Rice Yield. Sci Rep-UK，2018,
8(1):12891. (IF=4.122)  

40. Niu YF†, Chen P†, Zhang Y†, Wang ZW, Hu SK, Jin GL,Tang CX, Guo LB*. Natural variation among
Arabidopsis thalianaaccessions in tolerance to high magnesium supply. Sci Rep-UK,2018, 8(1):13640.
(IF=4.122)

41. Feng BH†,Zhang CX†, Chen TT, Zhang XF, Tao LX* and Fu GF*.Salicylic acid reverses pollen
abortion of rice caused by heat stress. BMC Plant Biol. 2018, 18: 245. (IF=3.930)  

42. Xu X,  Chen Z, Shi YF, WangHM, He Y, Shi L, Chen T, Wu JL*, Zhang XB*.  Functionalinactivation of
OsGCNT induces enhanced disease resistance to Xanthomonasoryzae pv. oryzae in rice.  BMC  Plant
 Biol.  2018,  18:  264. (IF=3.930)

43. Chen G†*, Zhang Y†, Ruan BP, Guo LB, Zeng DL,Gao ZY, Zhu L, Hu J, Ren DY, Yu L, Xu GH*, Qian
Q*.OsHAK1 controls the vegetative growth and panicle fertility of rice by itseffect on potassium-mediated
sugar  metabolism. Plant Sci, 2018,274:261-270.  (IF=3.712) 

44. GalalBakr Anis, Zhang YX, Wang HM, Li ZH, Wu WX, Sun LP, Aamir Riaz, Cao LY*,Cheng SH*.
Genomic regions analysis of seedling root traits andtheir regulation in responses to phosphorus
 deficiency  tolerance  in CSSL  population of elite super hybrid rice. Int J Mol Sci, 2018, 19(5):1460.
(IF=3.687)

45. He Y, Zhang ZH, Li LJ, Tang SQ, Wu JL*. Genetic and physio-biochemicalcharacterization of a novel
premature senescence leaf mutant in rice (Oryzasativa L.). Int J Mol Sci, 2018, 19(8):2339. (IF=3.687)
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46. ChenG, Wu C, He L, Qiu ZN, Zhang S, Zhang Y, Guo LB, Zeng DL, Hu J, Ren DY, Qian Q*,Zhu L*.
Knocking Out the Gene RLS1 Induces Hypersensitivity toOxidative Stress and Premature Leaf
Senescence in Rice. Int J Mol Sci, 2018, 19(10):2853. (IF=3.687)

47. ZhangY†, Lv Y†, Noushin Jahan, Chen G, Ren DY, Guo LB*.Sensing of Abiotic Stress and Ionic
Stress Responses in Plants. Int J Mol Sci, 2018, 19(11):3298. (IF=3.687)  

48. Chen Z, Chen T, Atul Prakash Sathe, He YQ, Zhang XB*, Wu JL*  Identification of a novel rice semi-
dominantmutant with enhanced resistance to Xanthomonas oryzae pv. oryzae. Int J Mol Sci, 2018,
19(12):3766.  (IF=3.687)

49. Nanda S, Wan PJ*, Yuan SY, Lai FX, Wang WX and Fu Q*.Differential responses of OsMPKs in IR56
rice to two BPH populations of different virulence levels. Int J Mol Sci, 2018, 19(12):4030. (IF=3.687)

50. Tong XH,Wang YF, Sun AQ, BelloBK, Ni S, Zhang J*. Notched Belly Grain 4, a Novel Allele of
Dwarf11, Regulates Grain Shape and Seed Germination in Rice (Oryza sativaL.). Int J Mol Sci, 2018,
19(12):4069. (IF=3.687)  

51. Zhu AK†, Zhang YX†, Zhang ZH, Wang BF, Xue P,Cao YR, Chen YY, Li ZH, Liu QE, Cheng SH*, Cao
LY*.Genetic Dissection of qPCG1 for a Quantitative Trait Locus for Percentage of Chalky  Grain in Rice
 (Oryza sativa L.).  Front Plant Sci, 2018, 9:1173.  (IF=3.678)  

52. Zhu CQ, Zhang JH, Zhu LF, Abliz B, Zhong C, Bai ZG, Hu WJ, Hussain S,James AB,Cao XC*, and Jin
QY*. NH4+ facilitates iron reutilizationin the cell walls of rice (Oryza sativa) roots under iron-deficiency
 conditions. Enviro  Exp Bot, 2018, 151, 21-31. (IF=3.666)  

53. Chen TT†, Feng BH†, Fu WM, Zhang CX,Tao LX* and Fu GF*. Nodes protect against drought stress
in rice (Oryza sativa) by mediating hydraulic conductance. Enviro Exp Bot. 2018,155: 411-419.
 (IF=3.666)

54. ZhangCX†, Feng BH†, Chen TT, Fu WM, Li HB, Li GY, Jin QY, TaoLX* and Fu GF*.Heatstress-
reduced kernel weight in rice at anthesis is associated with impairedsource-sink  relationship  and sugars
allocation.  Enviro Exp  Bot, 2018, 155, 718-733. (IF=3.666)  

55. Li KL†,Yuan SY†, Nanda S, Wang WX, Lai FX, Fu Q and Wan PJ*. Theroles of E93 and Kr-h1
inmetamorphosis of Nilaparvata lugens. Front Physiol, 2018,9:1677.  (IF=3.394)

56. Wang WX, Wan PJ, Lai FX, Zhu TH, and Fu Q*. Double-stranded RNA targeting calmodulin reveals a
potential target for pest management of Nilaparvata lugens. Pest Manage Sci, 2018, 74(7):1711-1719.
 (IF=3.249)

57. Zhu CQ, Zhu XF, Wang C, Dong XY, Shen RF*. Nitrate inhibitsthe remobilization of cell wall
phosphorus under phosphorus-starvationconditions in rice (Oryza sativa). Planta, 2018, 248(1):185-196.
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 (IF=3.249)

58. Wang DY†, Xu CM†, Ye C, Chen S, Chu G, Zhang XF*. Low recovery efficiency of basal fertilizer-N
inplants does not indicate high basal fertilizer-N loss from split-applied  N intransplanted  rice.  Field
Crops Res,  2018,  229:  8-16.  (IF=3.127)

59. Li ZY,Wang YF, Bello BK, Ajadi AA, Tong XH, Chang YX*, Zhang J*. Constructionof a Quantitative
Acetylomic Tissue Atlas in Rice (Oryza sativa L.). Molecules, 2018, 23(11):2843.  (IF=3.098)  

60. Chen F, Dong GJ, Ma XH,Wang F, Zhang YL, Xiong EH, Wu JH, Wang HZ, Qian Q, Wu LM*, Yu
YC*.UMP kinase activity is involved in proper chloroplast development in rice. Photosynth Res, 2018,
137(1):53-67. (IF=3.091)

61. Qiu ZN†, Chen DD†, He L, Zhang S,Yang ZN, Zhang Y, Wang ZW, Ren DY, Qian Q, Guo LB*, Zhu
L*.The rice white green leaf 2 gene causes  defects in chloroplast development and affects  the plastid
ribosomal protein  S9. Rice, 2018, 11:39. (IF=3.039)  

62. Dong Q†, ZhangZH†, Wang LL, Zhu YJ, Fan YY, Mou TM, Ma LY*, Zhuang JY*.Dissection and fine-
mapping of two QTL for grain size linked in a 460-kb regionon chromosome 1 of rice. Rice, 2018, 11:44.
(IF=3.039)

63. Cao XC†,Zhong C†, Zhu CQ, Zhu LF, Zhang JH, Wu LH, Jin QY*.Ammonium uptake and metabolism
alleviate PEG-induced water stress inriceseedlings. Plant Physiol Bioch, 2018, 132:128-137. (IF=2.718)

64. Zhu CQ, Cao XC, Zhu LF, Hu WJ, Hu AY, Bai ZG, Zhong C, Sun LM, Liang QD, Huang J,Yang SX,
Zhang JH*, and Jin QY*. Ammonium mitigates Cdtoxicity in rice (Oryza sativa) via putrescine-dependental
terations  of cell  wall composition. Plant Physiol Bioch, 2018,132:189-201. (IF=2.718)  

65. Wang YL,Cui YT, Hu GH, Wang XD, Chen HZ, Shi QH, Xiang J, Zhang YK, Zhu DF*,Zhang YP*.
 Reduced bioactive gibberellin content in rice seeds underlow temperature  leads to decreased  sugar
consumption  and  low  seed germination rates. Plant Physiol Bioch, 2018,133:1-10.  (IF=2.718)

66. Sun ZC, Zhu YJ, Chen JY,Zhang H, Zhang ZH, Niu XJ, Fan YY, Zhuang JY*. Minor-effect QTL
forheading date detected in crosses between indica rice cultivar Teqing and nearisogenic lines of IR24.
Crop J, 2018, 6: 291–298.(IF=2.658)

67. Wu LJ, Xiao W, Chen GQ, Song DW, Khaskheli MA,  Li P, Zhang SY, and Feng GZ*.Identification of
Pseudomonas mosselii BS011 gene  clusters required forsuppression of Rice  Blast Fungus Magnaporthe
oryzae.  J  Biotechnol, 2018, 282: 1-9. (IF= 2.533)

68. Wang JH,Fang YX, Tian B, Zhang XQ, Zeng DL, Guo LB, Hu J*, Xue DW*.New QTLs identified for
leaf correlative traits in rice seedlings under cadmiumstress. Plant Growth Regul, 2018, 85(2):329-335.
(IF=2.081)
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69. Chen P†, Hu HT†, Zhang Y†, Wang ZW, Dong GJ,Cui YT,Qian Q, Ren DY*, Guo LB*. Genetic
analysis andfine-mapping of a new rice mutant, white and lesion mimic leaf1. Plant Growth Regul, 2018,
85(3):425-435.   (IF=2.081)  

70. Luo RJ,Cao RJ, Jiao GA, Lv YS, Zhong M, Tang SQ, Wei XJ*, Hu PS*.The involvement of long non-
coding RNAs in the formation of hightemperature-induced grain chalkiness in rice. Plant Growth
Regul,2018, 86(2):263-271. (IF=2.081)  

71. HussainS, Zhong C, Bai ZG, Cao XC, Zhu LF, Hussain A, Zhu CQ, Fahad S, James, Zhang JH*,Jin
QY*. Effects of 1-methylcyclopropene on rice growthcharacteristics and superior and inferior spikelet
development under saltstress. J Plant Growth Reg, 2018, 37: 1368-1384. (IF=2.047)

72. Luo RJ,Jiang HW, Lv YS, Hu SK, Sheng ZH, Shao GN, Tang SQ, Hu PS, Wei XJ*.Chlorophyll
deficient 3, Encoding a Putative Potassium Efflux Antiporter, AffectsChloroplast Development Under High
Temperature Conditions in Rice (Oryzasativa L.). Plant Mol Bio Rep, 2018, 36(4):675-684. (IF=1.844)

73. Qin YB,Cheng P, Cheng YC, Feng Y, Huang DR, Huang TX, Song XJ*, Ying JZ*.QTL-seq identified a
major QTL for grain length and weight in rice using near isogenicF2 population. Rice Sci, 2018,
25(3):121-131. (IF=1.521)

74. Fu SZ,Yin GK, Xin X, Wu SH, Wei XH*, Lu XX*. Levels ofCrotonaldehyde and 4-hydroxy-(E)-2-
nonenal and Expression of Genes EncodingCarbonyl-Scavenging Enzyme at Critical  Node During  Rice
Seed Aging.  Rice Sci,  2018, 25(3): 152-160. (IF=1.521)

75. E ZG, Li TT, Chen C, Wang L*. Genome-Wide Survey and Expression Analysisof P 1B -ATPases in
Rice. Rice Sci, 2018, 25(4):208-217. (IF=1.521)

76. Islam MR†, Feng BH†, Chen TT, Tao LX*and Fu GF*. Role ofabscisic acid in thermal acclimation of
plants.J Plant Biolo, 2018, 61:255-264. (IF=1.459)

77. Yang YL†, Zhang MC†, Xu Q, Feng Y, Yuan XP, YuHY, Wang YP, Wei XH*. Explorationof genetic
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