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Supplementary Table S1 Alpha diversity analyses of samples 

 

Sample ID Chao1 Simpson Shannon OTUs PD
a
 

CTL01 1346  0.97  6.8  459  46  

CTL02 1516  0.98  7.4  531  55  

CTL03 458  0.97  6.3  247  28  

CTL04 1026  0.92  6.3  419  44  

CTL05 1361  0.97  7.3  494  53  

CTL06 907  0.85  5.5  359  39  

CTL07 1116  0.86  5.8  428  45  

CTL08 1131  0.97  6.8  409  41  

CTL09 965  0.97  6.8  419  43  

CTL10 1249  0.97  6.7  406  41  

CTL11 793  0.97  6.8  350  39  

CTL12 793  0.97  6.6  356  36  

CTL13 511  0.71  4.0  244  31  

CCI01 1342  0.98  7.1  457  48  

CCI02 405  0.96  6.0  237  28  

CCI03 472  0.98  6.7  259  29  

CCI04 433  0.97  6.2  240  28  

CCI05 1316  0.99  7.5  478  47  

CCI06 1564  0.98  7.3  509  49  

CCI07 477  0.97  6.5  252  28  

CCI08 470  0.98  6.8  281  31  

CCI09 1322  0.97  7.0  482  50  

ECI01 1540  0.98  7.0  455  47  

ECI02 1997  0.99  7.9  622  60  

ECI03 1114  0.98  7.3  459  48  

ECI04 993  0.98  7.3  485  50  

ECI05 1806  0.99  7.7  575  57  

ECI06 1532  0.98  7.6  547  56  

ECI07 1407  0.98  7.1  465  46  

ECI08 1313  0.98  7.1  465  48  

ECI09 1711  0.98  7.4  558  55  

a. PD is an abbreviation for phylogenetic diversity.  



 

 

 

Supplementary Table S2 Mass transitions and compound parameters 

 

 Q1（m/z） Q3（m/z） DP FP EP CE CXP 

IS 212 81 -25 -150 -4 -33 -10 

hydrochlorothiazide 296 269 -120 -200 -10 -27 -6 

DP, declustering potential; FP, potential; EP, entrance potential; CE, collision energy; CXP, 

collision exit potential. 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 



 

 

 

Supplementary Table S3 Primers and products used in the real-time qPCR 

 

 

 

 

 

 

Targer bacteria Primer Sequence(5
’
-3

’
) Product size(bp) Reference 

Escherichia coli Forward CATGCCGCGTGTATGAAGAA 95 1 

 Reverse CGGGTAACGTCAATGAGCAAA   

Lactobacillus spp. Forward TGGATGCCTTGGCAC TAGGA 92 2 

 Reverse AAATCTCCGGATCAAAGCTTACTTAT   

Bifidbacteria spp. Forward GCGTGCTTAACACATGCAAGTC 124 3 

 Reverse CACCCGTTTCCAGGAGCTATT   

Bacterodides.fragilis Forward GAGAGGAAGGTCCCCCAC 106 4 

 Reverse CGCTACTTGGCTGGTTCAG   

Enteroroccus spp. Forward CCCTTATTGTTAGTTGCCATCATT 144 5 

 Reverse ACTCGTTGTACTTCCCATTGT   

Clostridium perfringens Forward ATGCAAGTCGAGCGATG 120 5 

 Reverse TATGCGGTATTAATCTTCCTTT   

All bacteria Forward TCCTACGGGAGGCAGCAGT 466 6 

 Reverse GGACTACCAGGGTATCTAATCCTGTT   



 

 

 

Table S4 Standard bacterial strains in this study 

 

Organism strain
a 

Escherichia coli ATCC25922 

Bifidobacterium longum ATCC15707 

Enterococcus faecalis  ATCC29212 

Lactobacillus bulgaricus ACCC10638 

Clostridium perfringens  ATCC13124 

Bacteroides fragilis ATCC25283 

a
 ATCC,American Type Culture Collection；ACCC, Agricultural Culture Collection of China 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 



 

 

 

 

Supplementary Figure S1 Venn diagrams of numbers of OTUs common or unique to each group.  

Each circle represents a group. The interior of each circle represents the number of OTUs in each group. 

The overlapping areas represent the set of OTUs commonly present in some counterpart groups. The 

single-layer zone represents the number of OTUs specifically found in a particular group. 

 

 

 

 

 

 

 

 



 

 

 

 

 

Supplementary Figure S2 Rarefaction curves.  Rarefaction measurements of the gut microbiota 

with Chao1, Observed species (OTUs), phylogenetic diversity, Shannon and Simpson show the 

diversities of OTUs in each sample.  
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