
 

Supplemental Table S1. General clinical information of participants. * denotes 

FDR < 0.05. 

 

 

 

 

 

 

 

 

 

 

 

 

 

 



 

Supplemental Table S2. Thyroid related indicators, and coagulation-related 

indicators and urine routine indicators information of participants in different age 

groups. 

 

 

 

 

 

 

 

 

 

 

 

 

 



 

Supplemental Table S3. The associations for each pair of clinical indicator and gut 

microbe in mothers. 



 

Supplemental Figure S1. Number of samples and data size of 16S rRNA gene 

sequencing in this study. A. Number of feces and meconium samples collected in this 

study. Among the samples, paired samples refer to the feces of the parturient and the 

meconium of the newborns delivered by the parturient. B. Goods coverage index of 

maternal gut microbiota in this study. C. Goods coverage index of newborns meconium 

in this study. 

 

 

 

 

 

 

 

 

 

 

 

 



 

Supplemental Figure S2. The correlation between age and alpha diversity in 

maternal gut microbiota. A. Correlation of Chao1 index with age. B. Correlation of 

ACE index with age. C. Correlation of richness index with age. D. Correlation of 

Shannon index with age. E. Correlation of Simpson index with age. F. Correlation of 

Pielou index with age. Correlation was calculated by Spearman method. 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 



 

Supplemental Figure S3. Comparison of α-diversity among different age groups 

in maternal gut microbiota. A. Correlation of ACE index with age. B. Correlation of 

richness index with age. C. Correlation of Simpson index with age. D. Correlation of 

Pielou index with age. * denotes P < 0.05; ** denotes P < 0.01. 

 

 

 

 

 

 

 

 

 

 

 

 

 

 



 

Supplemental Figure S4. The correlation between age and alpha diversity in 

maternal microbiota. A. Correlation of Chao1 index with age. B. Correlation of ACE 

index with age. C. Correlation of richness index with age. D. Correlation of Shannon 

index with age. E. Correlation of Simpson index with age. F. Correlation of Pielou index 

with age. Correlation was calculated by Spearman method. 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 



 

Supplemental Figure S5. The top 5 most abundant phyla in maternal microbiota 

of different age groups. 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 



 

Supplemental Figure S6. The correlation between general clinical data and 

bacteria at the genus level in maternal gut microbiota. A. Bacteria that are 

significantly associated with general clinical data with significant differences in age 

groups, the circle size represents the log10 (average abundance) of the bacteria. B. 

Correlation of Bulleidia with age. C. Correlation of Haemophilus with age. D. 

Correlation of Vibrio with age. E. Correlation of Eubacterium with age. F. Correlation 

of Streptomyces with age. G. Correlation of Anaerostipes with age. H. Correlation of 

Slackia with age. The correlation was calculated by Spearman method. 

 

 

 

 

 

 

 

 

 

 



 

Supplemental Figure S7. All bacteria that have significant different with both 

clinical indicators and age in the mother. A. All bacteria that have significant 

correlation with clinical indicators and have significant different in different age groups. 

B. All bacteria that have significant correlation with clinical indicators and age. 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 



 

Supplemental Figure S8. Comparison of α diversity among different age groups in 

neonatal meconium. A. Comparison of Chao1 index in different age groups. B. 

Comparison of ACE index in different age groups. C. Comparison of richness index in 

different age groups. D. Comparison of Shannon index in different age groups. E. 

Comparison of Simpson index in different age groups. F. Comparison of Pielou index 

in different age groups. 

 

 

 

 

 

 

 

 

 

 

 

 

 

 



 

Supplemental Figure S9. The top 5 most abundant bacterial phyla in newborn 

microbiota in different age groups. 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 



 

Supplemental Figure S10. Comparison of α-diversity of bacterial communities 

among different age groups in paired maternal feces and neonatal meconium 

samples. A. Comparison of ACE index of bacterial communities among different age 

groups in paired maternal feces and neonatal meconium samples. B. Comparison of 

Richness index of bacterial communities among different age groups in paired maternal 

feces and neonatal meconium samples. C. Comparison of Simpson index of bacterial 

communities among different age groups in paired maternal feces and neonatal 

meconium samples. D. Comparison of Pielou index of bacterial communities among 

different age groups in paired maternal feces and neonatal meconium samples. 

 

 

 

 

 

 

 

 



 

Supplemental Figure S11. The clinical physiological and biochemical indices 

related to intestinal microbes of newborns. A. All bacteria that have significant 

correlation with clinical test indicators, total protein, creatinine, platelet distribution 

width, white blood cell count, absolute neutrophil count, absolute value of monocytes 

indicators that are significantly related to age group. Bacteria marked in red text 

represents bacteria with significant differences in maternal microbiota among different 

age groups. B. Identical bacteria that have significant correlation with clinical 

physiological and biochemical indicators in both mother and newborn. 

 


