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Supplemental Data Table 1: Mean bacterial FLOW-FISH populations across the four interventions at Day 0 and Day 10

Intervention Group

Pure inulin (n =24) Shortbread (n =24) Milk Chocolate (n =24) Rice Drink (n =24) P (b)
Probe Day 0 Day 10 P (a) Day 0 Day 10 P (a) Day 0 Day 10 P (a) Day 0 Day 10 P (a)

E“tl’l'l" I 9.79 (004) 9.83(0.04) 0.002 9.78(0.05) 9.82(0.05) 0.01  9.62(0.06) 9.69(0.06) <0.001 9.73(0.04) 9.82(0.04)  0.00 0.315
Bifl64  8.49(0.13) 9.12(0.11) <0.001 8.37(0.11) 8.96(0.11) <0.001 8.24(0.13) 8.89(0.12) <0.001 8.34(0.12) 9.05(0.07) <0.001 0.641
Bac303  8.07(0.09) 8.17(0.10) 0.243 8.06(0.03) 8.31(0.04) 0.001 8.09(0.06) 8.13(0.08) 057 8.13(0.05) 8.16(0.09) 0.64 0.201
Erec482 9.20(0.07) 9.13(0.08) 0582 9.18(0.09) 9.27(0.07) 025 9.11(0.08) 9.2(0.07)  0.35 9.18(0.08) 9.23(0.08)  0.53 0.291
Rrec584 8.32(0.08) 8.33(0.10) 0923 8.39(0.07) 8.61(0.07) 0.005 8.18(0.12) 8.16(0.12) 0.82 8.29(0.10) 8.4(0.09)  0.17 0.022
Pro853  8.25(0.08) 8.32(0.07) 050 8.38(0.09) 8.39(0.09) 094 818(0.13) 811(0.11) 050 8.26(0.11) 8.36(0.12) 0.32 0.272

Fprau655 8.6 (0.10) 8.69(0.10) 0.58  8.73(0.07) 8.93(0.07) 0.004 8.62(0.10) 8.62(0.10) 0.35 8.77(0.08) 8.94(0.08) 0.012 0.029

FLOW-FISH results for probes total bacteria (Eub338 I-11-111), Bifidobacterium spp. (Bif164), most Bacteroidacae and Prevotellaceae (Bac303), Clostridium coccoides-Eubacterium

rectale group (Erec452), Roseburia (Rrec584), Clostridial cluster 1X (Prop853) and Faecalibacterium prausnitzii (Fprau655). Reported as log10 Cells/gram wet faeces. Mean and standard
error (SE). (a) P values are as a result of planned Day 0 vs Day 10 comparisons (grey columns). (b) P values are as a result of Day 10 group comparisons utilising Day 0 values as a
baseline covariate (orange column)



Supplemental Data Table 2: Relative microbiome profiling (RMP) abundances recorded across all four interventions at Day 0 and Day 10

Intervention

Pure inulin (n =24)

Shortbread (n =24)

Milk Chocolate (n =24)

Rice Drink (n =24)

Phylum P (b)
Day 0 Day 10 P (a) Day 0 Day 10 P (a) Day 0 Day 10 P (a) Day 0 Day 10 P (a)
Actinomycetota 23.13 34.55 < 17.57 27.72 O%O 18.51 29.47 < 16.16 28.92 O%O 0.82
(Actinobacteria) (2.84) (4.05) 0.001 (2.63) (3.84) '1 (2.37) (3.39) 0.001 (1.71) (3.37) '1 '
Bacteroidota 4.80 1.97 2.80 3.29 247
(Bacteroidetes) 3.07 (0.97) (1.57) 0.96 (0.70) (0.76) 0.42 2.53(0.56) (0.98) 046 1.97(0.37) (0.62) 0.34 0.62
Pseudomonadota 6.56 1.32 1.09 3.21 5.50
(Proteobacteria) 2.88 (1.42) (3.48) 0.16 (0.48) (0.36) 0.93 1.53(0.74) (1.74) 0.52 4.43(1.94) (2.78) 0.68 0.45
Verrucomicrobiota 2.79 < 1.35 1.06 5.06 7.23
(Verrucomicrobia) 22219 (090) 0001 (053 (031 088 438(120) g4 063 345(131) 555 001 009
0.90 1.63 0.84 0.32 1.37
Euryarchaeota 0.89 (0.33) (0.43) 0.97 (0.61) (0.40) 0.02 1.05(0.51) (0.17) 0.03 1.30(0.51) (0.57) 0.83 0.09
. 0.001 0.03 0.02 0.02 0.05
Cyanobacteria 0.01 (0.01) (0.001) 0.61 (0.01) (0.02) 0.84 0.04 (0.04) (0.02) 0.38 0.02(0.01) (0.04) 0.37 0.54
Mycoplasmatota 0.24 1.08 1.26 0.09 0.38
(Tenericutes) 0.25 (0.08) (0.12) 0.99 (0.76) (1.06) 0.60 1.05(0.62) (0.05) 0.01 0.44(0.16) (0.15) 0.86 0.11
Bacillota 67.09 50.20 < 72.97 59.05 O%O 73.94 62.55 0.002 71.30 56.26 O%O 0.40
(Firmicutes) (3.19) (3.55) 0.001 (3.16) (4.70) '1 (2.14) (3.26) ' (3.26) (4.03) '1 '

Relative Microbiome Profiling 16S rRNA (phylum level) from samples collected at Day 0 and Day 10 of the intervention phase. Mean and standard error (SE). (a) P values are as a result
of planned Day 0 vs Day 10 comparisons (grey columns). (b) P values are as a result of Day 10 group comparisons using Day 0 values as a baseline covariate (orange column)



Intervention

Pure inulin (n =24)

Shortbread (n =24)

Milk Chocolate (n =24)

Rice Drink (n =24)

Genus P (b)
Day 0 Day 10 P (a) Day 0 Day 10 P (a) Day 0 Day 10 P (a) Day 0 Day 10 P (a)
< <
. . 17.96 31.45 < 12.96 24.7 - 13.00 25.43 < 12.19 25.22 -
Bifidobacterium (3.00) @o7) 0001 (253 @9 0 (22 (352) 0001  (1.79) (@21 00 0%
. 3.62 1.20 1.78 1.97 1.37
Bacteroides 1.59 (0.57) (1.34) 0.18 (0.55) (0.55) 0.44 1.48(0.39) (0.71) 0.52 1.06 (0.20) (0.40) 069 0.28
0.22 0.26 0.25 0.73 0.45
Prevotella 0.16 (0.06) (0.08) 0.70 (0.09) (0.07) 096 0.41(0.12) (0.34) 0.04 0.32(0.09) (0.16) 0.40 0.64
- 0.48 0.43 0.42 0.55 0.37
Alistipes 1.12 (073) (0.16) 0.10 (0.18) (0.14) 0.97 0.49(0.12) (0.15) 0.87 0.4(0.08) (0.10) 095 0.82
. 2.10 2.61 3.94 2.57 3.91
Roseburia 2.96 (0.80) (0.41) 0.29 (0.63) (0.92) 0.10 2.80(0.63) (0.42) 0.77 2.48(0.44) (1.32) 0.08 0.64
Clostridium cluster 0.44 0.76 0.65 0.54 0.52
VXA + IVXB 0.77 (0.11) 0.07) 0.04 (0.08) (0.09) 0.46 1.07 (0.29) 0.12) 0.001 0.85(0.12) (0.09) 004 031
Faecalibacterium
prauslnitziciand 3.74 (1.10) (i';g) 0.99 ((2)3471) (iéé) 0.14 7.76 (2.44) (?'g;) 0.38 2.62(0.76) (i';i) 0.38 0.37
relatives ' ' ' ' '

. <
Ruminococcaceae 12.04 8.59 14.02 10.73 13.89 11.21 18.01 11.86 -
(excluding Fprau)  (1.66) wory 902 18y @ws5 0% 11y ©09a) 908 (o3 as) 0 O

. 1.86 2.83 241 2.19 1.90
Ruminococcus 2 2.06 (0.40) 052) 0.66 0.61) 0.63) 0.35 3.20(0.39) 0.42) 0.03 2.68(0.32) ©0.27) 009 041

1.02 151 1.30 1.15 1.67
Coprococcus 1.45 (0.29) (0.20) 0.15 (0.22) (0.25) 049 1.29(0.19) (0.18) 0.65 1.99(0.35) (0.27) 0.28 0.42
. 16.33 9.36 < 17.54 10.92 0.00 18.37 14.85 16.21 11.70

Blautia (2.03) (173) 0001 (182  (157) 1 (2.28) oy 908 (195 157 R
Lactobacillus/Enter 1.03 3.24 3.64 1.38

0C0CCUS 1.24 (0.51) 0.70) 0.89 (1.25) 54(2.13) 0.16 1.19(0.51) (1.23) 011 2.54(1.18) ©.77) 0.45 0.09

Relative Microbiome Profiling 16S rRNA (genus level) from samples collected at Day 0 and Day 10 of the intervention phase. Mean and standard error (SE). (a) P values are as a result of

planned Day 0 vs Day 10 comparisons (grey columns). (b) P values are as a result of Day 10 group comparisons using Day 0 values as a baseline covariate (orange column)



Intervention

Pure inulin (n =24) Shortbread (n =24) Milk Chocolate (n =24) Rice Drink (n =24)
Genus (continued) P (b)
Day 0 Day 10 P (a) Day 0 Day 10 P (a) Day 0 Day 10 P (a) Day 0 Day 10 P (a)
0.15 0.17 0.01 0.04 0.03
Lactococcus 0.18 (0.10) (0.06) 0.66 (0.09) (0.01) 0.04 0.03(0.02) (0.03) 0.89 0.10(0.03) (0.02) 0.38 0.35
<
2.08 3.88 2.61 0.00 3.14 3.09 -
Dorea 2.51 (0.37) (0.36) 0.32 (0.67) (0.47) 3 3.75 (0.57) (0.53) 0.16 4.54(0.79) (0.54) 0.100 0.57
. 4.68 4.23 3.85 3.25 2.99
Anaerostipes 454 (1.17) (1.54) 0.85 (0.88) (0.96) 0.61 2.73(0.62) (0.83) 0.50 2.75(0.52) (0.70) 0.75 0.90
<
Lachnospiraceae 3.89 5.21 3.10 - 2.95
incertae sedi 5.77 (0.59) (0.70) 0.001 (0.75) (0.58) O.fO 3.91(0.48) 3.6(0.49) 0.60 4.00(0.52) (0.40) 0.07 0.42
Collinsella 3.00(0.70) 1.61(051) 005 2.11(0.37 1.23(0.25) 0.22 252(0.61) 2.25(0.53) 0.70 1.60(0.27) 2.11(1.02) 047 0.80

Relative Microbiome Profiling 16S rRNA (genus level) from samples collected at Day 0 and Day 10 of the intervention phase. Mean and standard error (SE). (a) P values are as a result of
planned Day 0 vs Day 10 comparisons (grey columns). (b) P values are as a result of Day 10 group comparisons using Day 0 values as a baseline covariate (orange column)



Supplemental Data Table 3: a-diversity measures recorded across all four interventions at Day 0 and Day 10

Pure inulin (n =24) Shortbread (n =24) Milk Chocolate (n =24) Rice Drink (n =24) P values
Measure Interven
Day 0 Day 10 P (a) Day 0 Day 10 P (a) Day 0 Day 10 P (a) Day 0 Day 10 P(a) tion (b)
Shannon 3.23 2.86 3.28 3.06 3.35 3.14 332 3.06
Index (0.08) o014y 9903 g1y ©013) 9% 0o (o7 o (0.12) 013 | %08 0547
R(irfgngfs 102.70 86.46 oor 11010 10140 o 10250 9758 043 120.90 10670 005 0173
o) (6.58) (7.33) ' (8.12) (7.37) ' (6.80)  (4.07) ' (7.63) (6.92) ' '
Simpson 0.08 0.14 0.08 0.11 0.07 0.10 0.09 0.12
Index (0.01) (0.03) 001 o1 ©002) 92 0oy (o1 i) (0.02) ©002) o e

a-diversity measures across the four interventions from samples collected at Day 0 and Day 10. Mean and Standard Error (SE). (a) P values are as a result of planned Day 0 vs Day 10
comparisons (grey columns). (b) P values are as a result of Day 10 group comparisons utilising Day 0 values as a baseline covariate (orange column)



Supplemental Data Table 4: Quantitative microbiome profiling (QMP) data recorded across all four interventions at Day 0 and Day 10

Intervention

Pure inulin (n =24)

Shortbread (n =24)

Milk Chocolate (n =24)

Rice Drink (n =24)

Phylum p P
Day 0 D10 P (a) Day 0 D 10 P (a) Day 0 D10 P (a) Day 0 Day 10 @
9 9 9
Actinomycetota 183x10°  288x10° o0 1'(2233)‘71)(0 2'(%68’;1)(0 ool L05x10° 1'2229"11)(0 oo 105X10°  210x10° 000 o
(Actinobacteria) (3.82x10%) (6.15x108) 109 109 : (1.83 x 109) 1) : (1.80x10%)  (2.41x 108 3 :
8 8 8
Bacteroidota 300x10°  451x10° . 1'&35)81)(0 1'(5473"21)(0 0gs  L27x10° 1'(%60)21)(0 054 124X10°  208x10° o o
(Bacteroidetes) (1.42x10% (2.31x108) 1o 107 : (3.00 x 107) 10) : (2.54x107)  (5.75 x107) - :
7 7 8
Pseudomonadota 163x10°  392x10° o, 8'(1351’;1)(0 5'(5118"71)(0 gy  6:39x107 1'?700)51)(0 07 231x10°  449x10° oo
(Proteobacteria) (7780 x 107)  (2.15x107) - 1o 1) : (2.77 x 107) 107 : (117x10%)  (2.69 x 108) - :
8 8 7
Verrucomicrobiota 135x10°  137x10° oo 2'(0765);1)(0 4'(2126’251)(0 003 6:56x107 6'(225321)(0 0g7  258X10°  412x10° o o
(Verrucomicrobia)  (5.38x 107)  (4.60x 10) 1o 10) : (2.69 x 107) 107 : (7.18x107)  (L.79x 108 - :
790x 107 5.70 x 107 1.49 x 107
397x107  3.94x 107 3.97 x 107 6.90x107  1.35x 108
Euryarchaeota (L31x10) (Lesx10) 0% (21.871) X (31.3;1) X 046 g 100 (71.(7)61) X 040 10 (Gaoxion 003 013
1.62x10° 9.57 x 10° 9.50 x 10°
. 9.25x10°  4.52 x 10° 1.54 x 10 209 x106  1.73x10°
Cyanobacteria (4.84x10%  (4.52 x 109 0.46 (81.856)x (Yi(l)g)x 0.57 (1.49 x 10°) (81.(7)52)x 0.62 (138X 109 (130 x 109) 0.76  0.59
9 9 8
Mycoplasmatota 136x10°  945x10° (oo 3'(203’;1)(0 4'(2363’(21)(0 0g7  582x10° 5'(2381’51)(0 ooy 263X10°  387X10° o oo
(Tenericutes) (5.00x 10%)  (4.17 x 108) : 1'09) 1'09) : (4.03 x 109 1'08) : (8.04x10% (1.71x10% '
526x10° 3.97 x 10° 4.44 x 10°
. o 464x10°  3.78x 10° 4.26 x 10° 478x10°  4.55x10°
Bacillota (Firmicutes) (5.87x10°  (5.69 x 10) 0.02 (Yig%x (4l.g?)x §0i00 (6.41 x 10°) (61.(2)%x 0.61 (6.51x10°9  (5.87 x 10°) 051 0.74

Quantitative Microbiome Profiling 16S rRNA (phylum level) from samples collected at Day 0 and Day 10 of the intervention phase. Mean and standard error (SE). Numbers are expressed

as cells per gram of faeces. (a) P values are as a result of planned Day 0 vs Day 10 comparisons (grey columns). (b) P values are as a result of Day 10 group comparisons using Day 0

counts as a baseline covariate (orange column)



Intervention

ure mnulin (n = ortbrea n= | ocolate (n = ICe Drin n=
Pure inuli 24 Shortbread (n =24 Milk Chocol 24 Rice Drink (n =24
Genus P(b
Day 0 Day 10 P (a) Day 0 Day 10 P (a) Day 0 Day 10 P (a) Day 0 Day 10 P (a) t
9.48 x 10° 1.64 x 10° 1.81x 10°
. . 148x10°  2.68 x 10° 241x10° < 7.86 x 108 7.76 x 108
Bifidobacterium 38ex 105 (61610 0004  (227x S ox10% 0001 (167 x 10° (92x 004 i eo 0 (207x 001 047
109) 109) 109)
115x10° 1.08x 108 1.08 x 108 1.10 x 108
: 142x 108 3.63x 107 7.63 x 107 6.41 x 107
Bacteroides , o 0.38 (7.54 (310x  0.93 , (306x  0.69 , (324x 056 0.9
(7.57x107)  (1.92 x 109) 1) 1) (2.13 x 107) 10) (1.46 x 107) 1)
128x107 1.41x 10 5.65 x 107 4.51 x 107
9.85x 106  1.99 x 107 1.84 x 107 2.83 x 107
Prevotella ) . 054 (4.62 x (4.44x 093 5 (2.99x  0.02 , (2.08x 031 036
(4.04x 10  (1.18 x 107) 107 10 (3.80 x 10%) 107 (1.33 x 107) 107
293x107 258x 107 3.32 x 107 3.03 x 107
- 138x 108 4.65x 107 2.40 x 107 243 x 107
Alistipes . L 012 (1.27 x (9.39x  0.95 5 (7.80x 087 5 (884x 092 080
(1.12x 108  (2.66 x 107) 107 109 (5.88 x 10°) 109 (5.82 x 105 10
188x 10] 3.12x 10° 2.16 x 10° 2.46 x 10°
. 1.89x 108 2.02 x 108 2.24 x 108 1.54 x 108
Roseburia , . 089 (6.40 x (9.37x  0.03 , (511x 088 , (6.23x 010 068
(5.00 x 107)  (6.15 x 107) 107) 1) (6.51 x 107) 10 (3.09 x 107) 107
7 7 7 7
Clostridium cluster ~ 588x107  371x10" o 5'(3833’(71)(0 4'(6796’%1)(0 o4p 540X 107 3'(200’;1)(0 003 543x107 3'2501’:51)(0 s B
7 6 . . . . 7 . . 6 . . .
IVXA + IVXB (1.15x 107)  (8.45 x 10°) 109 109 (1.13 x 107) 109 (8.70 x 10%) 19
Faecalibacterium . . 136x 108  2.54x 108 s 4.94x10° s 3.00x 10°
prausnitzii and 2.73x10° - 383x10° ) 57 (3.50 x 596x 023 F61x10 (144x o074 203x10° (804x 023 042
: (7.37x107)  (1.18 x 107) ; ; (1.20 x 109) . (5.69 x 107) ’
relatives 10°) 10°) 10°) 10)
9 8 8 8
Ruminococcaceae  7.78x10°  6.64x10° 1'(0225)‘11)(0 7'(1160);1)(0 ooa T74x10° 7'(7132)‘71)(0 g9 128x10° 1'(0106’;1)(0 w e
(excluding Fprau)  (1.25x10%) (1.34x107) = e o : (1.19 x 109) - : (2.28 x 109) 0% : :
109) 109) 109) 107)
253x 108 1.97x 10° 157 x 10° 1.41x 10°
. 160x 108 1.61x 108 2.03 x 108 1.67 x 108
Ruminococeus 2 e 10 574x 107 -0 (91.89)x (sl.g%x 025 37 107) (31.(8)§)x 034 531 3 107 (11.89)x 059 0.85

Quantitative Microbiome Profiling 16S rRNA (genus level) from samples collected at Day 0 and Day 10 of the intervention phase. Mean and standard error (SE). Numbers are expressed as
cells per gram of faeces. (a) P values are as a result of planned Day 0 vs Day 10 comparisons (grey columns). (b) P values are as a result of Day 10 group comparisons using Day 0 as a
baseline covariate (orange column)



Intervention

Pure inulin (n =24) Shortbread (n =24) Milk Chocolate (n =24) Rice Drink (n =24)
Genus (continued) P (b)
Day 0 Day 10 P (a) Day 0 Day 10 P (a) Day 0 Day 10 P (a) Day 0 Day 10 P (a)
8.76 x 107 8.69 x 107 8.12 x 107 1.56 x 108
1.10 x 108 6.74 x 107 6.72 x 107 1.16 x 108
Coprococcus A 011 (1.27 x (.71 x 0.98 7 (1.76 x 0.60 7 (3.65x 0.13 0.36
(3.17x107) (1.25x 10" 107) 107) (1.25x 107) 107) (2.18x107) 107)
1.39x10° 8.93x107 1.11x10° 9.35 x 108
. 1.15x 10° 7.08 x 108 1.11x10° 1.00 x 10°
Blautia o 0.01 (2.83x (1.72 x 0.003 8 (2.33x 0.98 5 (1.62 x 0.83 0.50
(2.04x108)  (1.65 x 1089) 109) 109) (2.57 x 108) 109) (1.41 x 108) 109)
8 8 8 8
Lactobacillus/Enteroc  1.00 x 108 4,77 x 107 071 2'(5100)(21)(0 4'(526121)(0 0.15 6.87 x 107 2'(7101)(21)(0 0.16 2.41 x 108 1'&04)(11)(0 032 010
7 7 . . . . 7 . . 8 . . .
occus (5.37x107) (2.60x 10%) 109) 109) (3.21x 107 107) (1.46 x 108%) 107)
1.18x 10" 8.13x10° 2.74 x 10° 1.72 x 108
1.29 x 107 1.29 x 107 1.03 x 108 7.27 x 10°
Lactococcus 6 o 1.00 (7.14 x (3.82x 0.09 s (1.75x 0.80 6 (8.50 x 039 0.21
(7.92x 10%  (5.91 x 109 10%) 109) (6.61 x 10° 109) (3.18 x 109 109)
2.89x 108 2.25x 108 2.06 x 108 2.40 x 108
2.11x 108 1.70 x 108 2.03 x 108 2.57 x 108
Dorea . ~ 018 (6.85x (5.28 x 0.05 . (4.46 x 0.95 7 (4.15x 0.44 0.68
(6.31x107) (3.58x10%) 107) 107) (4.52x107) 107) (4.32x 107 107)
2.90x 108  3.16x 108 2.05x 108 2.46 x 108
. 3.20 x 108 2.86 x 108 1.47 x 108 1.84 x 108
Anaerostipes . ~ 0.59 (5.92 x (9.73 x 0.67 . (5.46 x 0.34 7 (7.32 x 031 0.80
(8.06 x107)  (7.38x 10%) 107) 107) (3.90x 107) 107) (5.19x 107 107)
8 8 8 8
Lachnospiraceae 419x10°  276x10°  <0.00 3'(52368’(71)(0 2.{4520><11X0 ool 213x10° 2.&15x71xo 049 253x10° 2'(2366’;1)(0 os:
- . . 7 . . . . . : 7 : : .
incertae sedi (8.89x107) (6.58 x 10%) 1 107) 107) (3.90x 107) 107) (4.27 x 107) 107)
1.25x 108  8.52x107 1.52 x 108 1.60 x 108
. 1.99 x 108 1.00 x 108 1.22 x 108 1.18 x 108
Collinsella (5.77x107) (350 x 107) 0.04 (Zié%x (11.8%x 0.41 (2.75 x 107) (4ig$3)x 0.53 (3.06 x 107) (Gi(?;?)x 039 054

Quantitative Microbiome Profiling 16S rRNA (genus level) from samples collected at Day 0 and Day 10 of the intervention phase. Mean and standard error (SE). Numbers are expressed as
cells per gram of faeces. (a) P values are as a result of planned Day 0 vs Day 10 comparisons (grey columns). (b) P values are as a result of Day 10 group comparisons using Day 0 as a
baseline covariate (orange column)



Supplemental Data Table 5: Gastrointestinal sensation and bowel habit scores across the four interventions

Intervention Group

Gl Sensation/ Pure inulin (n =24) Shortbread (n =24) Milk Chocolate (n =24) Rice Drink (n =24) P (b)
bowel habit Day 0 Day 10 P (a) Day 0 Day10 P (a) Day 0 Day10 P (a) Day 0 Day10 P (a)
Flatulence 0.80(0.11) 0.81(0.12) 0.0923 0.88(0.10) 0.88(0.13) 0.99 0.78(0.11) 0.66(0.10) 0.21 0.81(0.12) 0.95(0.14) 0.18 0.262
Intestinal Bloating  0.37 (0.09) 0.32(0.11) 0.625 0.53(0.10) 0.58(0.14) 070 0.44(0.11) 0.39(0.10) 0.62 0.34(0.08) 0.39(0.10) 0.63 0.657
AF?fe‘;rS'l‘J';‘ea' 0.27(0.10) 0.23(0.07) 0657 0.37(0.08) 0.34(0.11) 075 0.21(0.06) 0.18(0.05) 0.69 0.26 (0.07) 0.31(0.08) 0.54 0.655
Abdominal Pain  0.19 (0.08) 0.17(0.05) 0.744 0.26 (0.07) 0.26(0.09) 093 0.08(0.02) 0.10(0.05) 0.79 0.13(0.05) 0.23(0.07) 0.15 0.576
Feeling of Fullness  0.65(0.10) 0.38 (0.07) ~0.002 0.72(0.11) 0.65(0.15) 0.39 0.63(0.12) 058(0.12) 056 0.77(0.10) 0.77 (0.11) 0.96 0.058
Stool Consistency ~ 3.74 (0.22) 4.29(0.21) 0001 3.69 (0.16) 3.76(0.22) 0.0 3.60(0.21) 3.69(0.21) 057 3.18(0.22) 3.35(0.21) 0.31 0.017
Stool Frequency ~ 1.62(0.13) 1.77(0.15) 008 1.58(0.12) 152(0.10) 045 155(0.12) 1.57(0.11) 0.84 1.50(0.15) 1.54(0.15) 0.58 0.759

Mean and Standard Error (SE). (a) P values are as a result of planned Day 0 vs Day 10 comparisons (grey columns). (b) P values are as a result of Day 10 group comparisons using Day 0
as a baseline covariate (orange column)



