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[image: ]Supplementary Figure 1. Related with Figure 2. Antibiotic treatment shifted the microbiota composition of MPF mice towards that of EF mice treated with and without antibiotics



Supplementary Figure 1. Related with Figure 1. Microbiota composition influences infection and antibody response to oral RV inoculation
EF and MPF mice were administered with or without antibiotics (Abx) cocktail in drinking water for one week. Fecal microbiota compositions were analyzed by using 16S-rRNA sequencing. Figure shows detailed 16s reads of different microbiota population.
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Supplementary Figure 2. Related with Figure 2. Combination treatment of Reg3β and Reg3γ inhibits RV infection in WT and Rag1-KO mice
(A) EF and MPF mice that were treated with or without antibiotics for 1-week, then ileum mRNA was extracted, and representative pro-inflammatory and anti-inflammatory cytokine expression levels were analyzed. Data are shown in relative mean and relative minimum to maximum expression levels. Data was analyzed by using T-TEST of MPF mice in comparison with the other 3 groups individually (n=4; *, p < 0.05, **, p < 0.01, ***, p < 0.001, determined by T-test). 
(B) WT mice were intraperitoneally (IP) injected with PBS containing with or without Retnlb (10 µg) or SAA1 (10 µg) on the 0-dpi and 1-dpi (red arrow). The treated mice were challenged with RV orally on 0-dpi. Feces were collected daily for 10 days, and fecal RV antigen shedding was quantified by ELISA.
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Supplementary Figure 3. Related to Figure 4. Host microbiota affect parenteral RV vaccination
EF or MPF mice received IM inoculation of RV (RRV strain 5 μg) on 0 dpi and challenged orally with RV (EC strain) on 30 dpi. Fecal samples were collected on indicated days, and fecal RV antigen shedding was quantified using ELISA. Data shown are means ± SEM, MPF IM RV differed EF IM RV group significantly (n= 4, p< 0.0001, two-way ANOVA)

 [image: ]Supplementary Figure 4. Related to Figure 4. Host microbiota affect parenteral RV vaccination
EF and MPF mice were put on drinking water with or without antibiotics cocktail for 7 days before IM immunization of RV (Wa strain 5 μg) and maintained throughout the experiment. Serum was collected on 21-dpi, and RV neutralization activities were determined by microneutralization assay. The negative neutralization control differed from all the other groups significantly; no significance was found among the positive neutralization control, EF IM RV, EF IM RV Abx, MPF IM RV, and MPF IM RV Abx groups (data shown as GMT, ***, p < 0.001, n=4, determined by T-test).


[image: ] Supplementary Figure 5. Related to Figure 4. Host microbiota affect parenteral RV vaccination
EF and MPF mice were put on drinking water with or without antibiotics cocktail for 7 days before IM immunization of sCal (split vaccine 10 μg) and maintained throughout the experiment. The mice were intranasally challenged with A/Cal (3X LD50) at 3-weeks post IM sCal immunization. Body weight changes were monitored for 21 days and serum sCal specific IgG were measured on day 21 dpi.  
(A) Body weight changes post intranasal challenge of A/Cal. (B) Serum A/Cal H1N1-specific IgG levels. 
Data shown in Fig. S5A are means ± SEM, EF sCal, EF sCal Abx, and MPF sCal Abx groups differed EF naïve, MPF naïve, and MPF sCal groups significantly, MPF sCal group differed all other groups significantly (n = 4, p < 0.0001, two-way ANOVA). Data shown in Fig. S5B are GMT, no significance was found among the four IM sCal immunized groups, but all differed the EF naïve and MPF naïve mice significantly (n = 4, * p<0.05, T-test). Each experiment was performed 2 times and yielded an identical pattern of results.

[image: ] Supplementary Figure 6. Related with Figure 5. Serum cytokine profiles of EF and MPF mice with or without antibiotics treatment
EF and MPF mice that were treated with or without antibiotics for 1-week, serum cytokine levels were analyzed using mice cytokine bio plex assay. Cytokine levels are shown in mean and minimum to maximum levels. Data are analyzed by comparing the cytokine levels of the MPF mice with the other 3 groups individually (n=4; *, p < 0.05, **, p < 0.01, ***, p < 0.001, determined by T-test).

[image: ] Supplementary Figure 7. Primer sequences
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Supplementary Figure 6. Related to Figure 5. Serum cytokine
profiles of EF and MPF mice with or without antibiotics treatment

EF EF Abx MPF MPF Abx
Cytokines (pg/ml)
IL-3 1.48 (1.18-2.07) 4.39(0.28-7.29) 13.86 (0.28-28.45) 2.24(0.83-3.82)
IL-1B 0.29(0.29-0.29) 1.13(0.29-2.83) 0.72(0.29-1.59) 1.76 (0.86-2.83)
TNF-A 139.69 (99.76-179.34) 242.40(179.34-368.52) 202.75(99.76-368.52) 184.84 (42.01-256.25)
IL-9 4.22(3.01-4.83) 7.44(3.01-12.05) 2.79(2.34-4.83) 6.58 (2.34-14.40)
IFN-R 12.54 (10.30-13.66) 15.34 (13.66-17.03) 7.31(1.33-11.97) 15.89 (11.05-20.43)
IL-2 1.51(1.51-1.51) 1.51(1.51-1.51) 1.51(1.51-1.51) 3.13(1.51-5.95)
IL-13 30.72(30.72-30.72) 47.17 (9.60-101.19) 17.61(9.60-30.72) 48.63 (28.81-67.45)
IL-6 0.88(0.88-0.88) 0.88(0.88-0.88) 0.88(0.88-0.88) 0.88(0.88-0.88)
IL-4 0.58 (0.09-0.98) 2.28(0.09-4.45) 0.29 (0.09-0.67) 1.17 (0.67-1.85)
MCP-1 233.84 (203.93-293.66) 330.96 (203.93-495.30) 201.88(18.32-293.66) 251.81(18.32-368.55)
IL-5 1.27 (1.02-1.78) 4.33(1.02-10.94) 2.08 (1.02-4.20) 1.02 (1.02-1.02)
IL-1A 58.11(30.18-79.66) 32.33(1.51-87.40) 3.59(0.59-7.01) 80.04 (3.18-222.23)
G-CSF 69.72 (41.62-95.99) 34.49 (22.04-48.69) 107.42(61.02-161.77) 53.84 (16.64-76.85)
RANTES 125.19 (120.97-129.39) 124.27 (82.40-165.21) 73.26 (69.85-98.92) * 110.13 (85.78-145.69)
IL-10 21.40(17.17-25.59) 30.73(19.32-47.28) 11.42(4.31-17.17) 22.90(9.67-51.52)
KC 33.34(33.34-33.34) 42.92 (36.26-50.49) 44.86 (39.15-47.68) 63.77 (44.86-82.20)
IL-17A 31.24 (24.44-40.36) 53.08 (48.29-60.17) 42.15(23.94-61.15) 48.70(31.21-66.09)
GM-CSF 10.40 (5.22-20.75) 45.24 (5.22-125.26) 5.22(5.22-5.22) 40.48 (5.22-73.06)
EOTAXIN 1931.27 (1893.44-1969.94) 1675.35(1263.58-2260.31) 950.72(770.43-1340.61)* 2251.66(1807.96-2624.37)
MIP-1B 78.19(73.70-80.44) 110.20 (80.44-131.21) 56.15 (45.27-100.06) 85.31(36.64-125.10)
IL-12P40 839.55 (740.78-894.70) 459.68 (355.13-574.27) 312.97 (303.70-445.51) * 240.94 (184.87-291.84)
MIP-1A 1.42 (1.20-1.63) 3.67 (1.63-6.47) 0.89(0.28-6.86) 2.21(0.84-3.30)

IL-12P70 8.55(4.64-18.56) 29.10(10.55-50.23) 9.28 (4.64-18.56) 11.20(2.44-26.52)
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Supplementary Figure 7. Primer sequences

Genes [Forward (5'-3") primer [Reverse (5'-3") primer

36B4 (Housekeeping) [TCCAGGCTTTGGGCATCA ICTTTATTCAGCTGCACATCACTCAGA
IL-22 IGTGCTCAACTTCACCCTGGA TGGATGTTCTGGTCGTCACC

IL-17 TGAGCTTCCCAGATCACAGA TCCAGAAGGCCCTCAGACTA

168 IAGAGTTTGATCCTGGCTCAG ICTGCTGCCTCCCGTAGGAGT
IFN-gamma IGTCTCTTCTTGGATATCTGGAGGAACT IGTAGTAATCAGGTGTGATTCAATGACGC
SFB IGACGCTGAGGCATGAGAGCAT IGACGGCACGGATTGTTATTCA
[Reg3-gamma TTCCTGTCCTCCATGATCAAA ICATCCACCTCTGTTGGGTTC

IL-6 IGTGGCTAAGGACCAAGACC IGGTTTGCCGAGTAGACCTCA
TNF-a ICGAGTGACAAGCCTGTAGCC ICATGCCGTTGGCCAGGA

ICXCL1 TTGTGCGAAAAGAAGTGCAG TACAAACACAGCCTCCCACA
IL-10 IGGTTGCCAAGCCTTATCGGA ICTTCTCACCCAGGGAATTCA
TGF-B TGCGCTTGCAGAGATTAAAA IAGACAGCCACTCAGGCGTAT

Ccl8 ICGCAGTGCTTICTTTGCCTG TCTGGCCCAGTCAGCTTCTC
[Reg3-betta IATGCTGCTCTCCTGCCTGATG ICTAATGCGTGCGGAGGGTATATTC
S100a8 TGAGTGTCCTCAGTTTGTGCAG TGTGAGATGCCACACCCACTTT
[Retnlb ICCTGCACTAGTGTCACGTCT IAGTGACCATGGCTTACCTCC

Saal IGGGCAGAGTCTTTTGGGTCA IAGGGACGTTAGAGTGGCAGA
[Defa34 TTCCAAGTCCAGGCTGATCC IGACACAGCCTGGTCCTCTTC
IL-1betta ICCAGAGCACCCACTTACCTG TTGGGGTCCGTCAACTTCAA
|Abcbla IGGGAGGTAGAGACACGTGAG TCAGCATCATAAGTGGGAGCG
G6pe IAAGATCAGGGCTGGATTGACC ICCAGTCCTGGGAGTCTTGGT

Gml IAAAGGCAGGCCCCAAGATAC ICCAGTACACGTGCTCCTACC
IL-36gamma ICCAAAGTCGGTGGGATTGGA IGTCATTGTGAGGCCTCTGCT
Cyp3a25 ICGTGAACGTCGATTCCCTCA JAGTGACAATGGATTTCCCAGCA
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Group EF EF EF MPF MPF MPF EF_Abx EF_Abx EF_Abx MPF_AbxMPF_AbxMPF_Abx

k__Bacteria;p__Proteobacteria;c__Gammaproteobacteria;o__Enterobacteriales;f__Enterobacteriaceae;__;__ 81 64 95 966 244 24 16037 16836 28916 388 125 830

k__Bacteria;p__Firmicutes;c__Bacilli;o__Lactobacillales;f__Lactobacillaceae;g__Lactobacillus;s__ 8953 18687 20221 1608 116 1676 303 67 220 7457 16083 714

k__Bacteria;p__Firmicutes;c__Clostridia;o__Clostridiales;f__Lachnospiraceae;__;__ 14446 10468 6750 23397 22114 12089 51 46 352 13576 8646 101

k__Bacteria;p__Bacteroidetes;c__Bacteroidia;o__Bacteroidales;f__Porphyromonadaceae;g__Parabacteroides;s__ 3024 2446 4286 139 38 44 114 34 1334 2735 2400 24

k__Bacteria;p__Firmicutes;c__Clostridia;o__Clostridiales;__;__;__ 2411 2663 1747 6703 4840 3945 4 0 109 2878 2269 30

k__Bacteria;p__Bacteroidetes;c__Bacteroidia;o__Bacteroidales;f__Bacteroidaceae;g__Bacteroides;s__ 0 0 175 671 434 543 1936 2767 895 13 7 9

k__Bacteria;p__Firmicutes;c__Clostridia;o__Clostridiales;f__Ruminococcaceae;g__Oscillospira;s__ 1441 608 464 1974 2136 1133 5 0 20 1230 459 4

k__Bacteria;p__Firmicutes;c__Clostridia;o__Clostridiales;f__Clostridiaceae;g__Clostridium;__ 201 198 6 24 0 387 0 11 53 1188 509 0

k__Bacteria;p__Firmicutes;c__Clostridia;o__Clostridiales;f__Ruminococcaceae;g__Oscillospira;s__guilliermondii 1223 611 510 1243 374 212 0 0 0 1074 410 4

k__Bacteria;p__Firmicutes;c__Bacilli;o__Turicibacterales;f__Turicibacteraceae;g__Turicibacter;s__ 179 408 591 0 0 10 0 0 85 573 772 0

k__Bacteria;p__Firmicutes;c__Clostridia;o__Clostridiales;f__Lachnospiraceae;g__Lachnospira;s__ 1068 734 375 393 239 181 0 0 0 775 509 0

k__Bacteria;p__Firmicutes;c__Clostridia;o__Clostridiales;f__Peptostreptococcaceae;__;__ 248 331 95 0 0 0 11 0 93 656 544 0

k__Bacteria;p__Firmicutes;c__Clostridia;o__Clostridiales;f__Veillonellaceae;g__Phascolarctobacterium;s__ 0 0 38 0 0 0 87 461 2 14 0 17

k__Bacteria;__;__;__;__;__;__ 541 612 327 1354 2195 1125 0 0 6 519 455 2

k__Bacteria;p__Firmicutes;c__Clostridia;o__Clostridiales;f__Clostridiaceae;g__Clostridium;s__perfringens 102 361 0 0 0 0 0 0 23 296 618 0

k__Bacteria;p__Actinobacteria;c__Actinobacteria;o__Bifidobacteriales;f__Bifidobacteriaceae;g__Bifidobacterium;__ 4 0 0 0 0 0 0 0 0 418 362 7

k__Bacteria;p__Firmicutes;c__Clostridia;o__Clostridiales;f__Lachnospiraceae;g__Blautia;__ 432 408 542 87 117 42 0 27 48 310 260 0

k__Bacteria;p__Firmicutes;c__Clostridia;o__Clostridiales;f__[Mogibacteriaceae];g__;s__ 485 190 543 109 145 102 0 0 0 497 180 0

k__Bacteria;p__Firmicutes;c__Clostridia;o__Clostridiales;f__Lachnospiraceae;g__Clostridium;__ 493 256 224 192 723 1163 33 64 0 375 208 0

k__Bacteria;p__Firmicutes;c__Erysipelotrichi;o__Erysipelotrichales;f__Erysipelotrichaceae;g__Clostridium;s__cocleatum 325 246 332 13 13 19 0 0 8 351 218 2

k__Bacteria;p__Verrucomicrobia;c__Verrucomicrobiae;o__Verrucomicrobiales;f__Verrucomicrobiaceae;g__Akkermansia;s__muciniphila 0 0 17 80 22 2298 2 3 14 78 347 0

k__Bacteria;p__Firmicutes;c__Clostridia;o__Clostridiales;f__Ruminococcaceae;g__Ruminococcus;s__ 367 240 324 285 191 64 0 0 0 337 158 0

k__Bacteria;p__Firmicutes;c__Bacilli;o__Lactobacillales;f__Enterococcaceae;__;__ 7 11 6 0 0 0 3 0 28 364 76 26

k__Bacteria;p__Actinobacteria;c__Coriobacteriia;o__Coriobacteriales;f__Coriobacteriaceae;g__Collinsella;s__aerofaciens 0 0 139 0 21 0 10 0 43 0 0 10

k__Bacteria;p__Bacteroidetes;c__Bacteroidia;o__Bacteroidales;f__S24-7;g__;s__ 0 10 14 4499 3492 6619 0 5 0 68 343 0

k__Bacteria;p__Bacteroidetes;c__Bacteroidia;o__Bacteroidales;f__Bacteroidaceae;g__Bacteroides;s__fragilis 0 0 0 0 0 0 1560 2385 484 0 3 0

k__Bacteria;p__Bacteroidetes;c__Bacteroidia;o__Bacteroidales;f__Bacteroidaceae;g__Bacteroides;s__ovatus 0 6 0 4 30 0 418 772 27 7 40 0

k__Bacteria;p__Firmicutes;c__Clostridia;o__Clostridiales;f__Ruminococcaceae;g__Anaerotruncus;s__ 177 174 63 228 186 151 0 0 0 162 113 0

k__Bacteria;p__Bacteroidetes;c__Bacteroidia;o__Bacteroidales;f__Bacteroidaceae;g__Bacteroides;__ 0 0 25 26 0 0 5 15 11 0 0 7

k__Bacteria;p__Proteobacteria;c__Gammaproteobacteria;o__Enterobacteriales;f__Enterobacteriaceae;g__Klebsiella;s__ 0 0 15 0 0 0 5377 5858 283 9 16 112

k__Bacteria;p__Actinobacteria;c__Coriobacteriia;o__Coriobacteriales;f__Coriobacteriaceae;__;__ 0 0 0 97 62 26 0 0 0 75 120 10

k__Bacteria;p__Bacteroidetes;c__Bacteroidia;o__Bacteroidales;f__Bacteroidaceae;g__Bacteroides;s__caccae 0 0 11 0 19 0 0 0 9 0 0 0

k__Bacteria;p__Bacteroidetes;c__Bacteroidia;o__Bacteroidales;f__Porphyromonadaceae;g__Parabacteroides;s__distasonis 0 0 10 0 0 0 20 32 2 0 0 0

k__Bacteria;p__Firmicutes;c__Erysipelotrichi;o__Erysipelotrichales;f__Erysipelotrichaceae;__;__ 0 0 0 0 2 14 0 0 0 82 85 0

k__Bacteria;p__Proteobacteria;c__Gammaproteobacteria;o__Enterobacteriales;f__Enterobacteriaceae;g__Klebsiella;__ 0 0 0 0 0 9 3615 3891 238 0 0 108

k__Bacteria;p__Firmicutes;c__Clostridia;o__Clostridiales;f__Ruminococcaceae;g__Ruminococcus;__ 33 50 0 10 13 4 0 0 7 72 82 0

k__Bacteria;p__Firmicutes;c__Bacilli;o__Lactobacillales;f__Lactobacillaceae;g__Lactobacillus;__ 12 19 25 226 0 716 0 0 0 0 96 48

k__Bacteria;p__Bacteroidetes;c__Bacteroidia;o__Bacteroidales;f__Bacteroidaceae;g__Bacteroides;s__uniformis 0 0 25 41 13 28 150 325 17 0 0 0

k__Bacteria;p__Firmicutes;c__Clostridia;o__Clostridiales;f__Lachnospiraceae;g__Epulopiscium;s__ 14 27 0 0 0 0 0 0 0 54 62 0

k__Bacteria;p__Firmicutes;c__Clostridia;o__Clostridiales;f__Veillonellaceae;g__Veillonella;s__dispar 0 0 0 0 0 0 38 12 0 0 0 0

k__Bacteria;p__Firmicutes;c__Erysipelotrichi;o__Erysipelotrichales;f__Erysipelotrichaceae;g__Clostridium;s__ramosum 6 5 6 2 0 0 0 10 5 27 20 14

k__Bacteria;p__Firmicutes;c__Clostridia;o__Clostridiales;f__Lachnospiraceae;g__Anaerostipes;s__ 77 46 90 6 10 0 0 0 0 54 46 0

k__Bacteria;p__Firmicutes;c__Clostridia;o__Clostridiales;f__Lachnospiraceae;g__Clostridium;s__hathewayi 82 38 79 0 0 0 0 14 0 55 41 0

k__Bacteria;p__Actinobacteria;c__Coriobacteriia;o__Coriobacteriales;f__Coriobacteriaceae;g__Eggerthella;s__lenta 9 19 0 0 0 0 4 0 15 24 25 0

k__Bacteria;p__Firmicutes;c__Clostridia;o__Clostridiales;f__Christensenellaceae;g__;s__ 47 19 26 43 64 59 0 0 0 50 19 0

k__Bacteria;p__Firmicutes;c__Erysipelotrichi;o__Erysipelotrichales;f__Erysipelotrichaceae;g__[Eubacterium];s__dolichum 47 44 66 0 0 0 8 26 0 30 26 0

k__Bacteria;p__Deferribacteres;c__Deferribacteres;o__Deferribacterales;f__Deferribacteraceae;g__Mucispirillum;s__schaedleri 32 53 28 147 42 40 0 0 8 19 35 0

k__Bacteria;p__Bacteroidetes;c__Bacteroidia;o__Bacteroidales;f__Bacteroidaceae;g__Bacteroides;s__eggerthii 0 0 0 0 0 0 0 0 0 0 0 0

k__Bacteria;p__Firmicutes;c__Clostridia;o__Clostridiales;f__Lachnospiraceae;g__Clostridium;s__aldenense 41 21 25 0 0 0 0 0 0 44 0 0

k__Bacteria;p__Firmicutes;c__Erysipelotrichi;o__Erysipelotrichales;f__Erysipelotrichaceae;g__Coprobacillus;s__cateniformis 26 9 39 0 0 0 0 0 0 31 11 0

k__Bacteria;p__Firmicutes;c__Clostridia;o__Clostridiales;f__Veillonellaceae;g__Veillonella;__ 0 0 0 0 0 0 24 28 6 0 0 0

k__Bacteria;p__Bacteroidetes;c__Bacteroidia;o__Bacteroidales;f__Rikenellaceae;__;__ 0 0 0 686 313 839 0 0 0 4 32 0

k__Bacteria;p__Actinobacteria;c__Coriobacteriia;o__Coriobacteriales;f__Coriobacteriaceae;g__Adlercreutzia;s__ 0 0 0 76 55 66 0 0 0 0 18 15

k__Bacteria;p__Proteobacteria;c__Deltaproteobacteria;o__Desulfovibrionales;f__Desulfovibrionaceae;g__Bilophila;s__ 0 0 0 0 0 0 0 0 0 0 0 0

k__Bacteria;p__Firmicutes;c__Erysipelotrichi;o__Erysipelotrichales;f__Erysipelotrichaceae;g__Coprobacillus;s__ 16 13 33 12 13 2 37 66 6 21 0 0

k__Bacteria;p__Actinobacteria;c__Actinobacteria;o__Bifidobacteriales;f__Bifidobacteriaceae;g__Bifidobacterium;s__adolescentis 0 0 0 0 0 0 0 0 0 0 0 0

k__Bacteria;p__Actinobacteria;c__Actinobacteria;o__Bifidobacteriales;f__Bifidobacteriaceae;g__Bifidobacterium;s__bifidum 0 0 0 0 0 0 0 0 2 0 0 0

k__Bacteria;p__Bacteroidetes;c__Bacteroidia;o__Bacteroidales;f__Porphyromonadaceae;g__Parabacteroides;__ 2 3 4 0 0 0 0 0 0 3 5 0

k__Bacteria;p__Firmicutes;c__Erysipelotrichi;o__Erysipelotrichales;f__Erysipelotrichaceae;g__[Eubacterium];s__ 0 0 0 0 0 0 0 0 0 0 0 0

k__Bacteria;p__Proteobacteria;c__Gammaproteobacteria;o__Pasteurellales;f__Pasteurellaceae;g__Haemophilus;s__parainfluenzae 0 0 0 0 0 0 0 0 0 0 0 0

k__Bacteria;p__Bacteroidetes;c__Bacteroidia;o__Bacteroidales;f__[Barnesiellaceae];g__Barnesiella;s__intestinihominis 0 0 4 0 0 0 0 0 0 0 0 0

k__Bacteria;p__Bacteroidetes;c__Bacteroidia;o__Bacteroidales;f__Rikenellaceae;g__Alistipes;s__onderdonkii 0 0 0 0 0 0 0 0 0 0 0 0

k__Bacteria;p__Firmicutes;c__Bacilli;__;__;__;__ 0 0 0 0 0 0 0 0 0 0 5 0

k__Bacteria;p__Firmicutes;c__Bacilli;o__Lactobacillales;f__Lactobacillaceae;__;__ 0 0 0 0 0 0 0 0 0 5 0 0

k__Bacteria;p__Firmicutes;c__Clostridia;o__Clostridiales;f__Clostridiaceae;g__Candidatus Arthromitus;s__ 0 0 0 101 55 213 0 0 0 0 0 3

k__Bacteria;p__Tenericutes;c__Mollicutes;o__Anaeroplasmatales;f__Anaeroplasmataceae;g__Anaeroplasma;s__ 0 0 0 0 0 3 0 0 0 0 0 0

k__Bacteria;p__Bacteroidetes;c__Bacteroidia;o__Bacteroidales;__;__;__ 0 0 8 583 355 558 0 0 13 0 0 0

k__Bacteria;p__Bacteroidetes;c__Bacteroidia;o__Bacteroidales;f__Bacteroidaceae;g__Bacteroides;s__acidifaciens 0 0 0 34 24 70 0 0 0 0 0 0

k__Bacteria;p__Bacteroidetes;c__Bacteroidia;o__Bacteroidales;f__Prevotellaceae;g__Prevotella;s__ 0 0 0 2 2 0 0 0 0 0 0 0

k__Bacteria;p__Bacteroidetes;c__Bacteroidia;o__Bacteroidales;f__Rikenellaceae;g__;s__ 0 0 0 172 49 276 0 0 0 0 0 0

k__Bacteria;p__Bacteroidetes;c__Bacteroidia;o__Bacteroidales;f__Rikenellaceae;g__Alistipes;s__finegoldii 0 0 0 6 0 12 0 0 0 0 0 0

k__Bacteria;p__Bacteroidetes;c__Bacteroidia;o__Bacteroidales;f__[Odoribacteraceae];g__Butyricimonas;s__ 0 0 0 65 38 73 0 0 0 0 0 0

k__Bacteria;p__Cyanobacteria;c__4C0d-2;o__YS2;f__;g__;s__ 0 0 0 124 82 181 0 0 0 0 0 0

k__Bacteria;p__Firmicutes;c__Bacilli;o__Lactobacillales;f__Enterococcaceae;g__Enterococcus;__ 0 0 0 0 0 0 0 7 0 0 0 0

k__Bacteria;p__Firmicutes;c__Bacilli;o__Lactobacillales;f__Lactobacillaceae;g__Lactobacillus;s__hamsteri 0 0 0 5 0 296 0 0 0 0 0 0

k__Bacteria;p__Firmicutes;c__Clostridia;__;__;__;__ 0 0 0 22 66 41 0 0 0 0 0 0

k__Bacteria;p__Firmicutes;c__Clostridia;o__Clostridiales;f__;g__;s__ 0 0 0 0 28 23 0 0 0 0 0 0

k__Bacteria;p__Firmicutes;c__Clostridia;o__Clostridiales;f__Clostridiaceae;__;__ 0 0 0 0 0 146 0 0 0 0 0 0

k__Bacteria;p__Firmicutes;c__Clostridia;o__Clostridiales;f__Eubacteriaceae;g__Anaerofustis;s__ 0 0 9 0 0 0 0 0 0 0 0 0

k__Bacteria;p__Firmicutes;c__Clostridia;o__Clostridiales;f__Eubacteriaceae;g__Pseudoramibacter_Eubacterium;s__ 0 0 0 0 0 0 5 0 0 0 0 0

k__Bacteria;p__Firmicutes;c__Clostridia;o__Clostridiales;f__Lachnospiraceae;g__Dorea;__ 0 0 183 0 0 12 0 0 30 0 0 0

k__Bacteria;p__Firmicutes;c__Clostridia;o__Clostridiales;f__Lachnospiraceae;g__Dorea;s__formicigenerans 3 0 0 0 0 0 0 0 0 0 0 0

k__Bacteria;p__Firmicutes;c__Clostridia;o__Clostridiales;f__Lachnospiraceae;g__Moryella;__ 0 0 0 0 93 0 0 0 0 0 0 0

k__Bacteria;p__Firmicutes;c__Clostridia;o__Clostridiales;f__Peptococcaceae;g__;s__ 0 0 0 10 0 0 0 0 0 0 0 0

k__Bacteria;p__Firmicutes;c__Clostridia;o__Clostridiales;f__Peptococcaceae;g__rc4-4;s__ 0 0 0 34 38 75 0 0 0 0 0 0

k__Bacteria;p__Firmicutes;c__Clostridia;o__Clostridiales;f__Ruminococcaceae;__;__ 0 0 10 423 494 607 0 0 0 0 0 0

k__Bacteria;p__Firmicutes;c__Clostridia;o__Clostridiales;f__Ruminococcaceae;g__Clostridium;s__methylpentosum 0 5 0 0 0 0 0 0 0 0 0 0

k__Bacteria;p__Firmicutes;c__Clostridia;o__Clostridiales;f__Ruminococcaceae;g__Faecalibacterium;__ 0 0 2 0 0 0 0 0 0 0 0 0

k__Bacteria;p__Firmicutes;c__Erysipelotrichi;o__Erysipelotrichales;f__Erysipelotrichaceae;g__;s__ 0 0 0 0 0 0 8 20 0 0 0 0

k__Bacteria;p__Firmicutes;c__Erysipelotrichi;o__Erysipelotrichales;f__Erysipelotrichaceae;g__Allobaculum;s__ 0 0 0 0 0 0 0 0 23 0 0 0

k__Bacteria;p__Firmicutes;c__Erysipelotrichi;o__Erysipelotrichales;f__Erysipelotrichaceae;g__Catenibacterium;s__ 0 0 66 0 0 0 0 0 0 0 0 0

k__Bacteria;p__Firmicutes;c__Erysipelotrichi;o__Erysipelotrichales;f__Erysipelotrichaceae;g__[Eubacterium];__ 0 0 0 15 16 0 0 0 0 0 0 0

k__Bacteria;p__Firmicutes;c__Erysipelotrichi;o__Erysipelotrichales;f__Erysipelotrichaceae;g__[Eubacterium];s__biforme 0 0 0 0 0 0 0 0 0 0 0 0

k__Bacteria;p__Proteobacteria;c__Betaproteobacteria;o__Burkholderiales;f__Alcaligenaceae;g__Sutterella;s__ 0 0 0 0 0 2 0 0 0 0 0 0

k__Bacteria;p__Proteobacteria;c__Deltaproteobacteria;o__Desulfovibrionales;f__Desulfovibrionaceae;__;__ 0 0 0 40 18 24 0 0 0 0 0 0

k__Bacteria;p__Proteobacteria;c__Gammaproteobacteria;o__Enterobacteriales;f__Enterobacteriaceae;g__Morganella;__ 0 0 0 0 0 0 236 91 0 0 0 0

k__Bacteria;p__TM7;c__TM7-3;o__CW040;f__F16;g__;s__ 0 0 0 6 0 0 0 0 0 0 0 0

k__Bacteria;p__Tenericutes;c__Mollicutes;o__RF39;f__;g__;s__ 4 0 0 0 12 7 0 0 0 0 0 0
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Supplementary Figure 2. Related with Figure 2. Combination treatment
of Reg3P and Reg3y inhibits RV infection in WT and Rag1-KO mice
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Supplementary Figure 3. Related with Figure 4.
Host microbiota affect parenteral RV vaccination
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Supplementary Figure 4. Related with Figure 4.
Host microbiota affect parenteral RV vaccination
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