FigS1

A
Community barplot analysis at phylum level
M Bacteroidetes
Nor YM M Firmicutes
- W Epsilonbacteraeota
M Proteobacteria
M Verrucomicrobia
Nor_MM W others
HS_YM
HS_MM
Nor_OM
HS_OM
' : v B 3 X
= N o o o
B
mm Nor—YM
EE HS_YM
95% confidence intervals
[
Ruminococcaceae [ — e, * o003z
Bactercidacese [T — e #F 0004586
[
Ackermansiacese [ — | —e— *  poL40z
Burkholderiaceae [ '@ # 0002202
Clostridiales_vadinBEGO_group L @ * 002113
i
Lactobacillaceae ! & 001133
Moraxellaceas | . 003498 g
| at
Bifidobacteriaceae | ] *% 0005972 5
Defluvitaleaceae | ® * 002464
Corynebacteriaceae | @ *% pp05972
norank_ﬁ_GastranaemleaJ&;l * * 001493
Aerococcaceae | ? Bk 0.005972
norank_o_0OTUO0L4 | L ] 0005972
Rhizobiaceae | ’ * 003498
TN T Y Y T Y Y O 1 [T T T T T Y O Y B |
0 2 4 6 8 4 2 0 2 4 6 8 10 12 14

Proportions(%) Difference between proportions{ %)



= MNor_MM
- HS_MM
95% confidence intervals

Murbaculaceoe [— —e—i * oo

Lachnospiraceae [— ! —&—  # ppo13ss
Helicobacteracese [y e, * 002654
Desulfovibrionaceae [ (-] 00221
Erysipelotrichaceae [ =] 0003474
Akkermansiaceae | =] W5 0006706
Peptococcaceas , @ * omn -
Aopobiacese | B #k 00001242 E_J
unclassified_k_nerank_d_Bacteria | @ % ggolose "
Moraxellaceae | ) #4% 00006116
Erterabacteriaceae | ® 4k 00001035
Bifidobacteriaceae | [ ] 4 000007916
Sphingomonadaceae | . * 00138
Aerococcaceas | . *% 0008821
Flavobacteriaceae | [ ] * 001095
L & 1 1 1 ¥ ¥ 1 131 3] L 1 1 1 1 1 1 1
o 10 20 30 40 50 45 0 5 0 5 10 15 20
Proportions(%) Difference between proportions(%e)
mm Nor_OM
m HS_OM
95% confidence intervals
Muibaculaceae [ — —e—i | * 002474
Lachnospiraceae [ — I F—&— ## ooos233
Helicobacteraceae [iamm e, + 003049
Burkholderiaceae [} L] * 00127
unclassified_o_ Bacteroidales l (1] * 002474
Clostridiales_vadinBB60_group i ¢ *  omon
Atopobiaceae | o #4£00003804
unclassified_o_Clostridiates | ‘ * 004545 §
unclassified_k_norank d_Bacteria | @ * 00160 .
Deferribacteraceae | (] * 001942
Enterobacteriaceae | ® #4£ 00002702
Bifidobacteriaceae | 1] #4 0.0002467
Moraxellaceae | ® 4% 00005111
Marinifilaceae | ® * 003260
Staphylococcaceae | ] * 004251
L 1 L 1 1 1 L 1 1 1 ] L L 1 1 1 1 1 1 1 i
o 10 20 M 40 50 20 45 10 5 0 5 10 15 20 25
Proportions( %) Difference between proportions(%)

FigS1. Long-time high sucrose intake effected the composition of gut microbiota. A: community
barplot analysis at phlyum level. B: different relative abudance of gut microbes between Nor and
HS groups. YM: yong mice group; MM: middle age mice group; OM: old age mice group.



