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Table S1. Concentration of total RNA, final library concentration and average library size.

Sample RNA Concentration (ng/uL) Library Concentration (ng/uL) Avg Library size (bp)
GD6-C 15.10 44.00 518
GD18-C0O5 15.00 46.80 528
GD18-TCS100 14.40 49.20 558
GD18-TCS1000 13.60 49.20 494
GD18-CO2 14.50 52.20 548
GD18-C 16.20 42.60 524
PP7-CO5 14.60 46.20 513
PP7-TCS500 7.30 12.70 275
PND28-M CO5 14.90 47.60 544
PND28-F CO5 15.40 44.20 533
PP28-D-CO5 14.00 45.60 539
PP28-D-TCS100 14.60 45.00 491
PND28-M-TCS100 14.50 47.20 542
PND28-F-TCS100 14.40 47.40 470
PND28-D-TCS500 16.30 49.60 485
PND28-F-TCS500 15.10 49.60 456
PND28-M-TCS500 14.00 50.00 484




PP7
(After lactation)

No change (30) l lNo change (20) I

PND28
(After gavage

Ethanoligenens yocola
Candidatus St fich Bifidob
Faecalitalea lfosp i
Anoerotruncus | Staphyl cus
Cellulosilyticum Candidatus Arthromitus
Bacillus | Anaerobacterium
Corynebacterium Odoribacter
Anaer b Candid Jeicultrix
Atopostipes h
Paenirhodob Anaerofilum
Oscillibacter Anaerovorax
Alkalibacter  Anaerosporob
Eggerthelia At m
Natranaerovirga Dethiob:
Cloacibacterium Vallitalea
Gracilibacter | Paraeggerthella
Victivallis Methylob iu
Anoxybacillus Lachnob ium
Pseudoclavibacter Anaerofustis
Ochrobactrum Enterobact
Thermicanus
Collinsella
Papillibacter
Micrococcus

fi ilia

Figure S1. The list of genera with abundance levels in pups (PND28) after exposure to TCS as compared to maternal
(PP7). Several intestinal bacterial genera that were altered (decreased or increased) after TCS exposure at PP7. Perinatal
exposure of pups to TCS resulted in changes in the microbiome pups at PND28; however, there was difference in the
abundance of genera in dam and pups.
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Figure S2. Total OTUs detected using next generation sequencing platform (16S) of rat intestinal microbiota. The
decrease in OTUs detected at PP7 correlated with the decrease excretion of TCS as shown in Figure 5.
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Figure S3. Correlation graphs between total number of OTUs and the level of TCS detected in feces. a) Total OTUs and
TCS in adult control animals; b) Total OTUs and TCS in adult animals exposed to 100 mg/kg/day TCS; c) Total OTUs
and TCS in dam (PP7) and male pups (PND28) exposed to 500 mg/kg/day TCS; d) Total OTUs and TCS in dam (PP7)
and female pups (PND28) exposed to 500 mg/kg/day TCS.



Figure S4. Heat map of the abundance of bacteria at the genus based on OTUs. Each colored cell on the map
corresponds to an OTU value, with genus in rows and samples in columns. Clustering was made with Euclidean
measurement. Blue color means decrease of abundance and red color means increase of abundance. Heat map color
shows the relative abundance of genus as shown in the scale at the right margin.
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Figure S5. Correlation graphs between total number of OTUs and the level of IgA detected in feces. a) Total OTUs and
IgA (unbound) in adult control animals; b) Total OTUs and IgA (unbound) in adult animals exposed to 100 mg/kg/day
TCS; ¢) Total OTUs and IgA (unbound) in dam (PP7) and male pups (PND28) exposed to 500 mg/kg/day TCS; d) Total
OTUs and IgA (unbound) in dam (PP7) and female pups (PND28) exposed to 500 mg/kg/day TCS.



