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Supplementary Fig.1 Chemical structures of major tea polyphenols. A: Catechin;

B: Epigallocatechin gallate (EGCG); C: Epigallocatechin (EGC); D: Epicatechin

gallate (ECG); E: Epicatechin (EC)
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Supplementary Fig. 2 Relative abundance of top 50 bacteria at genus level
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29 Supplementary Fig. 3 Relative abundance of main bacteriophages at the family level

30

100

80 .II

‘Seimanaie_ohage_713
Human_qut_gokushevins
Fascalbacterium_phage_FP_Tarenis
Enterobacteris_phaga_ES13
Alces_aleess_tieces:_assaciate_ierouiris_MP15_6087
Serrafia_phage_2050HN
Swbovidas_sp.
Synechococous_phage Beiamy
‘Saimanaia_phage_SEN22
Tortoise_microw us_13
Capybara_microvings: Capd SP_646
Xarfhomonas_phage_XacN|
wnclassifiedfunidentifed_phege
Escherichia_wrus_INEOS
Streptomyees_pnage_shawty
Staphylococeus_phage_phiSP15-1
Alces_alces_tscces_asseciated_micovirus_MPZ1_4718
Eggarthella_phage_PMBTS
Mycobacterium_phage_Miscmonsiat
Gomushovirus_WZ-2015a
Streptococcus_prage_PHID
1AS_vius

Gordonia_phage_Yaul
‘Saimanaia_phage_Astria
Bacteroides_phage_cAss0C1
Crhssphags_sp.

Podaviridae_sp.

Wicrovindse_sa

80 |

40
20 I I

Percent(%)
sEEEEEEEEEEEN

0
- o o - @ 0 - o o + w ©
a o o a o o a o o a o o
jrd Iy o s sy w a o a e o a
o a [ [ o [ F = = F F F

PFD TPD
31

32 Supplementary Fig. 4 Relative abundance of top 28 caudovirales bacteriophages at the

33 species level
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35 Supplementary Fig. 5 Virome diversity correlates with mirobiome diversity in two

36 groups. (Spearman correlation coefficient = 0.77, p = 0.0053, R?>= 0.5929)



37

38

39

40

41

42

43

44

45

46

47

48

49

50

Supplementary

Relative Aboundance(%)

2.0- PFD
1.5 = TPD
1.0- - %k
0.5= b
0.4} |
0.3+
0.2+
0.1 n"
0.0 I —_T- -
N &
~0‘blc’\\/\ o'é&'
&
w"@ %3
A N
oY
N
¢d
JF
Fig.6 Relative abundance of Lactobacillus

and

Lactobacillus_prophage. The statistical significantly correlations were displayed as

*p<0.05, **p<0.01.
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Supplementary table 1 AIN-93G feed formulation of mice chow food
Ingredient keal/g g/kg keal/g
Com Starch 4 397.5 1590
Casein 4 200 800
Maltodextrin 4 132 528
Sucrose 4 100 400
Soybean Oil 9 70 630
Cellulose 0 50 0
Mineral MixAIN-93G-MX 1.6 35 56
VItamin MixAIN-93-VM 39 10 39
L—Cystine 4 3 12
Choline Bitartrate 0 2.5 0
Total 1000 4055

Supplementary table 2 The result statistics of denovo virus identification

Sample Total base(Mb) Total num Max_len Min_len N50 GC

Novel.viral.contig.final 4.57 2131 112567 300 5666 44.38%
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Supplementary table 3 The statistics of virus category

Sample Phages Other_virus Unclassified
PFD.1 75.97% 10.80% 13.23%
PFD.2 47.46% 38.65% 13.89%
PFD.3 59.52% 1.45% 39.03%
PFD.4 89.43% 1.60% 8.97%
PFD.5 41.76% 0.29% 57.96%
PFD.6 35.81% 2.80% 61.40%
TPD.1 61.83% 0.52% 37.65%
TPD.2 86.96% 2.41% 10.63%
TPD.3 76.62% 0.99% 22.38%
TPD.4 79.10% 8.96% 11.94%
TPD.5 61.61% 0.23% 38.16%
TPD.6 93.15% 0.91% 5.94%
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Supplementary table 4 The statistics of RNA and DNA virus category

Sample DNA RNA Unclassified
PFD.1 86.75% 0.02% 13.23%
PFD.2 86.09% 0.02% 13.89%
PFD.3 60.97% 0.00% 39.03%
PFD.4 91.03% 0.00% 8.97%
PFD.5 42.04% 0.00% 57.96%
PFD.6 38.60% 0.00% 61.40%
TPD.1 62.35% 0.00% 37.65%
TPD.2 89.37% 0.00% 10.63%
TPD.3 77.62% 0.00% 22.38%
TPD.4 88.06% 0.00% 11.94%
TPD.5 61.84% 0.00% 38.16%
TPD.6 94.06% 0.00% 5.94%




