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Table S1 Haplotype counts of Schizothorax macropogon among the Sangri (SR), Zangmu (ZM), and Milin (ML) sampling localities.
	Haplotype
	SR
	ZM
	ML
	Total

	Hap_1
	1
	1
	1
	3

	Hap_2
	
	2
	1
	3

	Hap_3
	42
	20
	30
	92

	Hap_4
	9
	4
	5
	18

	Hap_5
	1
	3
	
	4

	Hap_6
	3
	1
	
	4

	Hap_7
	19
	9
	16
	44

	Hap_8
	
	1
	1
	2

	Hap_9
	
	1
	
	1

	Hap_10
	
	3
	1
	4

	Hap_11
	1
	1
	
	2

	Hap_12
	
	2
	1
	3

	Hap_13
	5
	3
	2
	10

	Hap_14
	5
	1
	1
	7

	Hap_15
	2
	1
	
	3

	Hap_16
	
	1
	
	1

	Hap_17
	
	2
	
	2

	Hap_18
	
	1
	
	1

	Hap_19
	2
	1
	
	3

	Hap_20
	
	2
	2
	4

	Hap_21
	
	
	1
	1

	Hap_22
	
	
	1
	1

	Hap_23
	1
	
	2
	3

	Hap_24
	
	
	1
	1

	Hap_25
	
	
	1
	1

	Hap_26
	1
	
	3
	4

	Hap_27
	
	
	1
	1

	Hap_28
	
	
	1
	1

	Hap_29
	
	
	1
	1

	Hap_30
	
	
	3
	3

	Hap_31
	
	
	1
	1

	Hap_32
	
	
	1
	1

	Hap_33
	2
	
	1
	3

	Hap_34
	2
	
	1
	3

	Hap_35
	
	
	1
	1

	Hap_36
	
	
	2
	2

	Hap_37
	
	
	1
	1

	Hap_38
	
	
	1
	1

	Hap_39
	2
	
	1
	3

	Hap_40
	1
	
	
	1

	Hap_41
	3
	
	
	3

	Hap_42
	4
	
	
	4

	Hap_43
	2
	
	
	2

	Hap_44
	1
	
	
	1

	Hap_45
	1
	
	
	1

	Hap_46
	1
	
	
	1

	Hap_47
	1
	
	
	1

	Hap_48
	1
	
	
	1

	Hap_49
	1
	
	
	1

	Hap_50
	1
	
	
	1

	Hap_51
	1
	
	
	1

	Total
	116
	60
	86
	262


Blank cells indicate that the haplotype was not observed at that locality.


Table S2 Haplotype counts of Schizothorax waltoni among the Sangri (SR), Zangmu (ZM), and Milin (ML) sampling localities.
	Haplotype
	SR
	ZM
	ML
	Total

	Hap_1
	24
	15
	27
	66

	Hap_2
	16
	11
	21
	48

	Hap_3
	6
	5
	10
	21

	Hap_4
	
	3
	2
	5

	Hap_5
	7
	
	4
	11

	Hap_6
	26
	7
	29
	62

	Hap_7
	14
	3
	9
	26

	Hap_8
	
	
	2
	2

	Hap_9
	11
	4
	3
	18

	Hap_10
	
	1
	3
	4

	Hap_11
	5
	6
	11
	22

	Hap_12
	
	
	1
	1

	Hap_13
	3
	
	1
	4

	Hap_14
	5
	
	1
	6

	Hap_15
	2
	
	1
	3

	Hap_16
	1
	
	
	1

	Hap_17
	5
	
	
	5

	Hap_18
	1
	
	
	1

	Hap_19
	1
	4
	
	5

	Hap_20
	1
	
	
	1

	Hap_21
	1
	
	
	1

	Hap_22
	
	1
	
	1

	Total
	129
	60
	125
	314


Blank cells indicate that the haplotype was not observed at that locality.
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Fig. S3 All-haplotype Bayesian skyline plot for Schizothorax macropogon mitochondrial cytb. The blue line shows the median effective population-size estimate and the blue shading shows its 95% highest posterior density interval. The time axis is conditional on a strict clock fixed at 1.0 × 10⁻⁸ substitutions site⁻¹ year⁻¹ (1.0% Myr⁻¹). It is a rate-dependent exploratory estimate, not an independently calibrated chronology.
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Fig. S4 All-haplotype Bayesian skyline plot for Schizothorax waltoni mitochondrial cytb. The blue line shows the median effective population-size estimate and the blue shading shows its 95% highest posterior density interval. The time axis is conditional on a strict clock fixed at 1.0 × 10⁻⁸ substitutions site⁻¹ year⁻¹ (1.0% Myr⁻¹). It is a rate-dependent exploratory estimate, not an independently calibrated chronology.
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Fig. S5 Bayesian maximum-clade-credibility tree for Schizothorax macropogon mitochondrial cytb haplotypes. Rare Lineage A haplotypes are shown in red; internal labels are posterior probabilities ≥ 0.70. The horizontal scale shows time before present in Ma. The time axis is conditional on a strict clock fixed at 1.0 × 10⁻⁸ substitutions site⁻¹ year⁻¹ (1.0% Myr⁻¹). It is a rate-dependent exploratory estimate, not an independently calibrated chronology.
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Fig. S6 Bayesian maximum-clade-credibility tree for Schizothorax waltoni mitochondrial cytb haplotypes. Rare Lineage a haplotypes are shown in red; internal labels are posterior probabilities ≥ 0.70. The horizontal scale shows time before present in Ma. The time axis is conditional on a strict clock fixed at 1.0 × 10⁻⁸ substitutions site⁻¹ year⁻¹ (1.0% Myr⁻¹). It is a rate-dependent exploratory estimate, not an independently calibrated chronology.
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Bayesian cytb tree of Schizothorax macropogon [ R et inesoe

Maximum.clade-credibiy ree; labels show posteror probabilfies >= 0.70
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Bayesian cytb tree of Schizothorax waltoni [ R et inesoe

Maximum.clade-credibiy ree; labels show posteror probabilfies >= 0.70
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