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Table S1. Changes in the proportion of mobile phase
	Time (min)
	Water (%)
	Methanol (%)

	0.00
	67
	33

	0.00
	67
	33

	3.00
	67
	33

	3.50
	50
	50

	7.50
	50
	50

	8.00
	20
	80

	13.00
	20
	80

	13.50
	67
	33


[bookmark: OLE_LINK1]The column was an Agilent ZORBAX SB-C18 (3.0 × 100 mm, 1.8-Micron). The mobile phase comprised methanol and water with a flow rate of 0.3 mL/min. Changes in the proportion of the mobile phase are shown in Table S1. Puerarin, daidzin, and daidzein were detected at a UV wavelength of 250 nm, 270nm and 260nm, respectively. Testosterone (240 nm) acted as the internal standard. The retention times of puerarin, daidzin, and daidzein were 3.82, 5.19, and 9.55 min, respectively. 

Table S2. Primer sequences for qPCR.
	Gene
	Forward primers (5’-3’)
	Reverse primers (5’-3’)

	Col1a1
	CGGAGAAGAAGGAAAACGAGGAG
	CACCATCAGCACCAGGGAAAC

	Col3a1
	GCACAGCAGTCCAACGTAGA
	TCTCCAAATGGGATCTCTGG

	TIMP-1
	GCAACTCGGACCTGGTCATAA
	CGGCCCGTGATGAGAAACT

	Fibronectin
	GTGGCTGCCTTCAACTTCTC
	TGAATGCCAGTCCTTTAGGG

	Kim-1
	ACATATCGTGGAATCACAACGAC
	ACTGCTCTTCTGATAGGTGACA

	Ngal
	GCAGGTGGTACGTTGTGGG
	CTCTTGTAGCTCATAGATGGTGC

	IL-6
	GAGCCCACCAAGAACGATAG
	TCCACGATTTCCCAGAGAAC

	TNF-α
	AGGGTCTGGGCCATAGAACT
	CCACCACGCTCTTCTGTCTAC

	CCL2
	TTAAAAACCTGGATCGGAACCAA
	GCATTAGCTTCAGATTTACGGGT

	CCL3
	CAGCCAGGTGTCATTTTCCT 
	CTCAAGCCCCTGCTCTACAC 

	Wnt1
	TCAGAACCGCAGCACAGAAC
	TTCACGATGCCCCACCATC

	Wnt3
	GGGGCGTATTCAAGTAGCTG
	GTAGGGACCTCCCATTGGAT

	Wnt4
	CGAGCAATTGGCTGTACCTGG
		CAGGCCTTTGAGTTTCTCG

	β-catenin
	GTGCAATTCCTGAGCTGACA
	CTTAAAGATGGCCAGCAAGC

	IL-10
	TGCTATGCTGCCTGCTCTTA
	TCATTTCCGATAAGGCTTGG

	CXCL1
	GCTGGGATTCACCTCAAGAA
	AGGTGCCATCAGAGCAGTCT

	Claudin-1
	GCCATCTACGAGGGACTGTG
	CCCCAGCAGGATGCCAATTA

	Claudin-7
	TGTACAAGGGGCTCTGGATG
	GGACACCACCATTAAGGCTC

	Occludin
	ACTCCTCCAATGGCAAAGTG
	CCCCACCTGTCGTGTAGTCT

	Tjp-1
	AGAGACAAGATGTCCGCCAG
	TGCAATTCCAAATCCAAACC

	Tjp-2
	GTGATTTTCTTCAACCCGGA
	TTTTTGAGCTTGTTGGCTTG

	IL-1β
	CAGGCAGGCAGTATCACTCA
	AGCTCATATGGGTCCGACAG

	CXCL2
	TCCAGAGCTTGAGTGTGACG
	CTTTGGTTCTTCCGTTGAGG

	F4/80
	TCTGGGGAGCTTACGATGGA
	GAATCCCGCAATGATGGCAC

	[bookmark: _Hlk104229848]Gapdh
	AGGTCGGTGTGAACGGATTTG
	TGTAGACCATGTAGTTGAGGTCA
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[bookmark: OLE_LINK25]Figure. S1 Chromatographic peaks of PLR samples analyzed for composition by ultra performance liquid chromatography.



[image: ]
[bookmark: OLE_LINK3][bookmark: OLE_LINK2]Figure. S2 Baseline measurement and change tendency of mice in the whole process of experiment. (A-C) Basic weight, SBP and MBP of each group were measured noninvasively. (D) MBP change tendency of groups were evaluated noninvasively during experiment. (E) Weight change tendency of groups. aa indicates p<0.01 and aaa indicates p<0.001 for the CON group versus the HS group on the corresponding week. c indicates p<0.05 and cc indicates p<0.01 for the PLR-H group versus the CON group on the corresponding week. (F-G) Liver coefficient and spleen coefficient. (H) Average water intake of each mouse during experiment. (I-J) Serum K+ and Ca2+ concentration. (K) Differential analysis of gene expression between HS and PLR group (n = 3). Results are expressed as the mean ± SEM. n = 6 for each group. ***p<0.001, **p<0.01, *p<0.05 were determined by One-way ANOVA in A-C, G-J, repeated measurement ANOVA in E, F. The differential gene filtration threshold is FDR<0.05, |log2FC|≥1 in K. PLR, Puerariae lobatae Radix; HS, high salt; SBP, systolic blood pressure; MBP, mean blood pressure. 


[image: ]
Figure. S3 PLR affected the composition of gut microbiota in HS mice and reversed intestinal dysbacteriosis. (A) Relative amounts of Bacteroidetes, Firmicutes, Firmicutes / Bacteroidetes ratio and Verrucomicrobia in the cecal content. (B) Relative bacterial abundance at the phylum level in the feces of mice. (C) Alpha diversity indices. (D) Correlation between the mRNA levels of inflammatory factors and tight junction proteins in the colon and the abundance of Akkermansia and Lactobacillus in the feces of mice. Results are expressed as the mean ± SEM. n = 6-10 for each group. ***p<0.001, **p<0.01, *p<0.05 were determined by One-way ANOVA in B, C, Spearman analysis in D. 


[image: ]
Figure. S4 Baseline measurement and change tendency of mice in the whole process of FMT experiment. (A-C) Basic weight, SBP and MBP of each group were measured noninvasively. (D) Liver coefficient and spleen coefficient. (E) RT-qPCR analysis of IL-10 and F4/80 genes in kidney. (F-G) ZO-1, Occludin and Claudin-1 protein levels in the colon (n = 4). Results are expressed as the mean ± SEM. n = 4-8 for each group. ***p<0.001, **p<0.01, *p<0.05 were determined by One-way ANOVA. PLR, Puerariae lobatae Radix; HS, high salt; FMT, fecal microbiota transplantation; SBP, systolic blood pressure; MBP, mean blood pressure. RT-qPCR, real-time quantitative PCR. 


[image: ]
Figure. S5 FMT from mice treated with PLR affected the composition of gut microbiota in HS mice and reversed intestinal dysbacteriosis. (A) Relative bacterial abundance at the phylum level in the feces of mice. (B) Alpha diversity indices. (C) KEGG pathway analysis of function distribution and difference analysis based on Tax4Fun prediction results. Results are expressed as the mean ± SEM. n = 5-8 for each group. ***p<0.001, **p<0.01, *p<0.05 were determined by One-way ANOVA or Kruskal–Wallis test in B, Tukey HSD test in C. KEGG, kyoto encyclopedia of genes and genomes. 


[image: ]Figure S6. FMT from mice treated with PLR affected the composition of gut microbiota. (A) Relative bacterial abundance at the genus level in the feces of mice. (B) Analysis of indicator species at the genus level between groups. (C) Relative abundance of major bacteria at the genus level between groups. n = 6-8 for each group. ***p<0.001, **p<0.01, *p<0.05 were determined by Mann-Whitney test in C.
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