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957-963. 17.5 490
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59 The DNA sequence and biology of human chromosome 19. Nature, 2004, 428, 529-535. 27.8 298
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2.6 264
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107 Young inversion with multiple linked QTLs under selection in a hybrid zone. Nature Ecology and
Evolution, 2017, 1, 119. 7.8 94
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QTL Ã— environment interactions underlie adaptive divergence in switchgrass across a large
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