Supplementary Table 3. Differential abundance of gut microbiota in wild elephants across the five forests.
	
	
	ef_lda
	p.value
	p.adj

	DPM
	g_Clostridium_sensu_stricto_1
	4.278554
	0.00807443
	0.018633

	KARN
	p_Actinobacteriota
	4.515225
	0.00362634
	0.015699

	
	o_Clostridiales
	4.459755
	0.00890173
	0.018633

	
	f_Clostridiaceae
	4.456474
	0.00498118
	0.015699

	
	g_UCG-005
	4.432963
	0.00523271
	0.015699

	
	g_UCG-005_s_metagenome
	4.430032
	0.00436151
	0.015699

	
	c_Actinobacteria
	4.37397
	0.02203159
	0.028862

	
	o_Lactobacillales
	4.329565
	0.00469676
	0.01797

	
	o_Micrococcales
	4.327317
	0.0064178
	0.015699

	
	g_Arthrobacter
	4.186647
	0.00015774
	0.003318

	
	g_Arthrobacter_s_
	4.186617
	0.00015774
	0.003318

	
	f_Micrococcaceae
	4.180531
	0.01259635
	0.021161

	
	f_Carnobacteriaceae
	4.12301
	0.00197923
	0.028862

	
	g_Carnobacterium
	4.114021
	0.000954
	0.028862

	
	g_Carnobacterium_s_
	4.113931
	0.000954
	0.015699

	
	g_Sarcina
	4.060185
	0.02405214
	0.015699

	
	g_Sarcina_s_uncultured_bacterium
	4.059432
	0.02405214
	0.013853

	
	g_Pseudomonas
	4.037592
	0.00252662
	0.013853

	
	f_Pseudomonadaceae
	4.037112
	0.00252662
	0.010017



	
	
	ef_lda
	p.value
	p.adj

	KY
	c_Clostridia
	4.996815
	0.0345125
	0.037167

	
	o_Lachnospirales
	4.813499
	0.03914356
	0.039144

	
	f_Lachnospiraceae
	4.811367
	0.03914356
	0.039144

	
	o_Oscillospirales
	4.614241
	0.01356769
	0.021821

	
	f_Oscillospiraceae
	4.498857
	0.03164678
	0.034978

	PL
	c_Bacilli
	4.838642
	0.0107321
	0.037635

	
	f_Planococcaceae_g_
	4.452692
	0.02653986
	0.018781

	
	f_Planococcaceae_g_s_
	4.452692
	0.02653986
	0.030126

	SLK
	o_Bacteroidales
	4.788654
	0.0038105
	0.030126

	
	c_Bacteroidia
	4.745831
	0.02159227
	0.015699

	
	p_Bacteroidota
	4.745829
	0.02159227
	0.028862

	
	f_Prevotellaceae
	4.265029
	0.01402826
	0.028862

	
	c_Spirochaetia
	4.260894
	0.00994099
	0.018633

	
	o_Spirochaetales
	4.260894
	0.00994099
	0.018633

	
	f_Spirochaetaceae
	4.260894
	0.00994099
	0.018633

	
	g_Treponema
	4.260196
	0.00994099
	0.018633

	
	p_Spirochaetota
	4.25866
	0.0102045
	0.018633

	
	f_Rikenellaceae
	4.228555
	0.01608699
	0.021821

	
	g_Rikenellaceae_RC9_gut_group
	4.196895
	0.02353079
	0.018633

	
	g_Treponema_s_uncultured_bacterium
	4.188598
	0.00959399
	0.024131

	
	g_Rikenellaceae_RC9_gut_group_s_uncultured_bacterium
	4.178111
	0.02081516
	0.028862



