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Items Dry matter
K 7846
16 79.43
MG 7751
HG 8063
SEM 072
pvalue 048

Values were displayed as the mean £ SEM, n=6.

©
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Items Acetic Propionic Butyric Total Isobutyric 2-Methylbutyric Isovaleric Total

acid acid acid SCFA! acid acid acid BCFA?
K 606" 401 084" 1090 0.40° 029 048 117
16 709" 499 091 1299 043 029 058 131
MG 7410 480 113 1335 053" 039 072 164
HG 923 523 149" 15.96" 070" 048 075 193
SEM 037 020 0.09 062 004 003 005 012
Pvalue 0012 0.149 0.048 0.026 0048 0093 0212 0.109

“Total SCEA content =acetate acid + propionate acid + butyrate acid content.
“Total BCEA content =isobutyric acid + 2-methylbutyric acid + isovaleric acid content. Values were displayed as the mean+SEM, n=6.
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Ingredients Content Nutrient Content

levels®

Extrusion corn u Crude protein 2722
Extruded soybean 8 Ether extract 972
Corn germ meal 30 Crudeash 863
Fish meal 5 Carbohydrate 54.43
Meat and bone meal 3 Crude fibre 330
Chicken meal 12 GE/(M/kg) 1965
Duck meal 12 ME/(MJ/kg) 1699
Spray-dried blood 08 DE/(MJrkg) 1671
cells

Chicken oil 2 Ca 0.86
CaHPO, 08 g 0.57
Lys 09 Lys 134
Met 05 Met 0.80
Premix’ 1 s 018
Total 100.00 Arg 0.90

‘One kilogram of premix contained the following: vitamin A 625,0001U, vitamin D,
100,00010 vitamin E 6,000 U, vitamin K, 200 mg, vitamin B, 1,250mg, vitamin B, 900 mg,
vitamin B, 750 mg, vitamin B, 2.25 g, biotin 10mg, folic acid 150 mg, nicotinic acid
2,500 mg, calcium pantothenate 1,750 mg, vitamin C 10,050 mg, choline 240,000 mg, Fe
(FeSO,) 9,600 mg, Cu (CuSO,) 1,800 mg, Zn (ZnSO,) 7.800 mg, Mn (MnSO,) 4,800 mg, KI
144mg, Se (Na:5eO,) 30mg.

'GE, DE, and ME were calculated values, whereas the others were measured values.

‘GE, gross energy; DE, digestive energy; ME, metabolic energy.
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Study Animals Samples Microbiota analysis method
Desai et al. (2009) 9 pet cats Feces Cpn60 gene sequencing
Ganzetal. (2022) 161 pet cats Feces 165 rRNA gene sequencing

Universal Primers 505F/$16R

Handletal. (2011) | 12 petcats Feces 168 rRNA gene pyrosequencing
Universal primers 28F/519R

Ritchie etal. (2008) | 5 colony cats Intestinal 168 rRNA gene sequencing
fragments Primers 342F/786R
Ritchieetal (2010) | 27 pet cats Feces 165 rRNA gene sequencing

Universal primers 341E/786R + Group-specific primers for Bifidobacterium and Lactobacillus spp.

Tun etal. (2012) 5 pet cats Feces Shotgun 454-pyrosequencing
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Alpha-

Diet group and time-point

diversity
Indexes
Chao: richness PLANT! baseline MEAT? baseline
460.53 427.33 0.57
[264.75-1,254.56] [201.26-854.91]
PLANT! exit MEAT? exit
488.81 616.14 0.12
[295.23-1,288.89] [342.52-1,498.64]
PLANT! baseline PLANT! exit
460.53 488.81 0.39
[264.75-1,254.56] [295.23-1,288.89]
MEAT? baseline MEAT? exit
427.33 616.14 0.03*
[201.26-854.91] [342.52-1,498.64]
Shannon: PLANT! baseline MEAT? baseline
evenness
0.54 [0.34-0.63] 0.51 [0.38-0.62] 0.80
PLANT! exit MEAT? exit
0.47 [0.28-0.61] 0.53 [0.36-0.60] 0.012
PLANT! baseline PLANT! exit
0.54 [0.34-0.63] 0.47 [0.28-0.61] 0.04%
MEAT? baseline MEAT? exit
0.51 [0.38-0.62] 0.53 [0.36-0.60] 0.84
Inverse PLANT! baseline MEAT? baseline
Simpson’s:
diversity
11.20 [2.73-22.67) 9.13 [3.12-19.88] 045
PLANT! exit MEAT? exit
8.74 [2.48-19.66] 12.98 [3.41-24.91] 0.06
PLANT! baseline PLANT! exit
11.20 [2.73-22.67] 8.74 [2.48-19.66] 0.37
MEAT? baseline MEAT? exit
9.13 [3.12-19.88] 12.98 [3.41-24.91] 0.08

Comparisons were made between the baseline and exit time-points for each diet group. As
data was presented as non-parametric alpha-diversity indices between diet group at each
timepoint are presented as median and interquartile range [minimum and maximum].
IPLANT, plant-based diet.

2MEAT, animal-based diet.

2Coefficient of correlation significant at p < 0.05.
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Phylum PLANT! baseline MEAT? baseline p-Value FDR3
Firmicutes 71.77 [34.16-91.01] 70.31 [27.40-91.92] 0.94 0.94
Actinobacteria 8.33 [0.65-15.97] 6.06 [0.54-23.99] 0.27 0.80
Fusobacteria 6.11 [0.27-60.63] 6.73[0.21-32.09] 0.91 0.94
Bacteroidetes 4.31 [0.23-20.60] 6.87 [0.14-39.08] 0.40 0.84
Proteobacteria 1.06 [0.44-36.22] 1.77 [0.02-15.45] 0.67 0.87
Campilobacterota 0.04 [0-4.58] 0.10 [5e-*-2.69] 0.15 0.69
Deinococcus-Thermus 0 [0-0.01] 0[0-0.01] 0.55 0.84
Cyanobacteria/Chloroplast 0.01 [9e™*-0.48] 6.2¢73 [0-0.06] 0.09 0.69
Verrucomicrobia 2.7¢73 [0-0.08] 2e73 [0-0.07] 0.56 0.84
Phylum PLANT! exit MEAT? exit p-Value FDR3
Firmicutes 78.09 [32.30-96.33] 63.08 [31.16-86.41] 0.01 0.023>
Actinobacteria 10.35 [0.54-67.34] 10.70 [1.19-39.61] 0.64 0.80
Fusobacteria 0.72 [0.02-46.99] 3.93[0.02-64.33] 0.00 0.01*¢
Bacteroidetes 1.72 [0.04-25.98] 6.13 [0.21-38.29] 0.00 0.01%¢
Proteobacteria 0.74 [0.04-4.62] 0.87 [0.05-16.49] 0.36 0.65
Campilobacterota 6.6e73 [0-5.01] 0.16 [3.9e73-4.27] 0.00 0.0013¢
Deinococcus-Thermus 0[0-2.7¢73] 0[0-1.7¢73] 0.55 0.80
Cyanobacteria/Chloroplast 0.01[0-0.92] 9.35¢3 [0-0.26] 0.75 0.80
Verrucomicrobia 0.04 [0-0.49] 7.75¢3 [0-0.12] 0.80 0.80
Phylum PLANT! baseline PLANT! exit p-Value FDR3
Firmicutes 71.77 [34.17-91.02] 78.09 [32.30-96.33] 0.04 0.15
Actinobacteria 8.33 [0.6515-15.9701] 10.35 [0.54-67.34] 0.12 0.21
Fusobacteria 6.11 [0.2737-60.6256] 0.72 [0.02-46.97] 0.001 0.001%4
Bacteroidetes 4.31 [0.23-20.60] 1.72 [0.04-25.98] 0.05 0.15
Proteobacteria 1.06 [0.44-36.22] 0.74 [0.04-4.62] 0.12 0.21
Campilobacterota 0.04 [0-4.58] 0.01 [0-5.01] 0.27 0.35
Deinococcus-Thermus 0[0-0.01] 0[0-2.7e73] 0.41 0.46
Cyanobacteria/Chloroplast 0.01 [9e~%-0.483) 0.01 [0-0.92] 0.68 0.68
Verrucomicrobia 2.7¢73 [0-0.08] 0.04 [0-0.49] 0.19 0.29
Phylum MEAT? baseline MEAT? exit p-Value FDR3
Firmicutes 70.31 [27.40-91.92] 63.08 [31.16-86.41] 0.40 0.72
Actinobacteria 6.06 [0.54-23.99] 10.70 [1.19-39.61] 0.09 0.71
Fusobacteria 6.73 [0.21-32.09] 3.93 [0.02-64.34] 0.62 0.72
Bacteroidetes 6.87 [0.14-39.08] 6.13[0.21-38.29] 0.64 0.72
Proteobacteria 1.77 [0.02-15.45] 0.87 [0.05-16.49] 0.23 0.71
Campilobacterota 0.10 [5e~*-2.69] 0.16 [3.9¢3-4.27] 0.74 0.74
Deinococcus-Thermus 0 [0-0.01] 0[0-1.7e73] 0.47 0.72
Cyanobacteria/Chloroplast 6.2¢73[0-0.06] 0.01 [0-0.26] 0.52 0.72
Verrucomicrobia 2e73 [0-0.07) 0.01 [0-0.12] 0.24 0.71

Comparisons were made between the baseline and exit time-points for each diet group. As data was presented as non-parametric alpha-diversity indices between diet group at each timepoint

are presented as median and interquartile range [minimum and maximum].

IPLANT, plant-based diet.
2MEAT, animal-based diet.
3EDR, false discovery rate.
Coefficient of correlation significant at p < 0.05.

"Denotes higher relative abundance in the PLANT group compared to the MEAT group.
“Denotes lower relative abundance in the PLANT group compared to the MEAT group.

dDenotes a decrease in relative abundance over time.
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Study Animals Samples Microbiota lysis method
Benvenut 13 pet cats with 1BD; 7 pet cats with LGITL Feces 165 rRNA gene sequencing

etal. (2024) Primers for V3-V4 regions (341F/805R)
Garraway etal. | 14 pet cats with IBD; 14 pet cats with LGITL Intestinal Fluorescence in situ hybridization
(2018) biopsies Universal bacterial probe

Specific probes (Clostridiun spp., Bacteroides/Prevotella group, Fusobacterium
spp.. Enterobacteriaceae, Helicobacter spp., Faecalibacterium spp.)

Inness etal. 11 colony cats with IBD; 34 healthy colony cats Feces Fluorescence in situ hybridization

(2007) Specific probes (Bifidobacterium spp., Bacteroides spp., C. histolyticum subgp.,
Lactobacillus-Enterococcus subgp., Desulfovibrio spp.)

Janeczko etal. | 17 pet cats with IBD; 10 healthy colony cats Intestinal Fluorescence in situ hybridiz
(2008) biopsies Universal bacterial probe
Specific probes (Clostridium spp., Bacteroides/Prevotella group,

Enterobacteriacea, E. coli, treptococcus spp., Helicobacter spp.)

Kathranietal. | 42 pet cats with suspected or confirmed CE; 14 Feces 165 rRNA gene sequencing
(2022) healthy pet cats Primers for V3-V4 regions

Marsilio etal. | 13 pet cats with IBD; 14 pet cats with LGITL; 38 | Feces 165 rRNA gene sequencing

(2019) healthy pet cats Primers for the V4 region (515F/806R)

Milleretal. | 6 petcats with IBD; 6 pet cats with LGITL; 6 pet | Feces 165 rRNA gene sequencing

(2023) cats with uncharacterized CE; 14 healthy pet cats Primers for V3-V4 regions

Ramadan etal. | 15 colony cats with uncharacterized chronic Feces 165 rRNA gene pyrosequencing

(2014) diarthea Primers for the V1-V2 region

Suchodolski | 29 pet cats with uncharacterized chronic diarrheas | Feces 165 rRNA gene sequencing

etal (2015) | 21 healthy petcats Primers for the V4 region (515F/806R)

Sungeetal, 68 pet cats with IBD or LGITL; 80 healthy petcats  Feces Quantitative polymerase chain reaction

(2022) Total bacteria + Specific groups (Bacteroides, Bifidobacterium, E. coli

‘Faccalibacterium, Fusobacterium, Streptococeus, Turicibacter, Blautia, Clostridium

hiranonis)

CE, chronic enteropathy; IBD, histologically confirmed inflammatory bowel disease; LGITL, histologically confirmed low-grade intestinal T-cell lymphoma,





