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Fig.1 Trends in publishing literature in English on mountain landscape genetics
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Fig.2 The distribution and number of mountain landscape genetics research institutions
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Fig.3 Mountain landscape genetics research hotspots
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Fig.4 Literature network map of mountain landscape genetics based on LCS (N=192)
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Fig.6 Research taxa of mountain landscape genetics
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FRARTFSRAPRE Ry — )b 2 B0 B DR | D32 o vl B8 A B O 9 i XS, PRI DR ARG T A R R A B S 52 B
B Ak LA R AN SRR AR R S

WA, Xof v ] 1L U35 A 27 1 31 REIFIE AR S AT 43 W A 3, vl TRU3) Ly S5 300 v g 6 R g 9 A2 i B
B (o A BE 988 SCECEE Y 58.1% ) 5 < 5t A0 PP Al LU Ml 5% UL RF AiF 0 ] 52 e b B 35 A% 45 ) 1 | 25 A8 4k
(45.29 ) >y v T Lyl e 122 B0 f kg ST 9 1)L
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A2 ( Tsuga dumosa) FEEFETHFFE 7 FEZR A ) = ZHF & T 41 % K BES (Ailuropoda melanoleuca) 5 Wi
Ko g T BER R R A 2 Bz R W R R R, 4 B0 KRB T BRI R IE ( Scuwtiger
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