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Sexual dimorphism in hormone-gut microbiome associations across reproductive states in wild giant pandas.
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Sample ID Individual Released individuals Sex Sample ID Individual Released individuals Sex
1Mar(4 I1 HY Female 13Mav04 I13 Male
2Mar01 I2 TT Male 14Tum04 114 |
2Mar02 I2 TT Male 15Tun05 I15 Male
2Mar03 I2 TT Male 16Jun03 I16 | |
2MarD3 I2 TT Male 16JTum06 116 |
2Mar(7 12 TT Male 17Thmll 117 Male
2Mar08 I2 TT Male 18Junl3 I18 Female
2Mar(9 12 TT Male 18Tun18 I1s Male
2Marll I2 TT Male 20Im1é 120 | Miale
2Marl2 I2 TT Male 20Jul01 120 Male
2Marls 12 TT Male 21TulD3 121 Miale
2Marlé I2 TT Male 22Marl7 122 Miale
2Mar3l 12 TT Male 22Mav02 122 Male
INov3s I2 TT Male 22Tm01 122 Miale
3MarlD I3 Male 22Tun02 122 Male
4AMarl3 I4 Female 22Tun09 122 Miale
ANovls I4 Female 227unl2 122 Male
4Novl9 I4 Female 22Juld2 122 Male
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10Mard0 I10 Male 29Nowv5s5 128 Miale
11Mar24 I11 Male 0N ov36 128 \ Female
11Mar28 I11 Male 31 Nov40 130 Female
11Apr02 I11 Male 32Novd3 131 Female
11Apr08 I11 Male I2Novdd I31 Female

12May01 112 Male 2Marl4 132 T Male
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Qinlong Dai, Xinyuan Cui, Chenyi Gao, Xiaoxiao Tang, Kaizhi Wen, Minhui Shi, Chen Zhang, et al. 2026.
Sexual dimorphism in hormone-gut microbiome associations across reproductive states in wild giant pandas.
iMetaOmics 3: ¢70108. https://doi.org/10.1002/1imo2.70108
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