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g I S AT BR A s DW-86W 102 i I i 7k
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Fig.1 Rarefaction curve (a) and venn diagram (b) on ASV taxonomic level
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Fig.2 Beta diversity analysis on ASV taxonomic level(NMDS)
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Table 1 Differences in alpha diversity index between groups

P! Sobs 14 Chaol 14 Shannon 1& Shannoneven 14 PD 14

d-0 168.80 + 54.51 204.00 + 69.82 3.57£0.56 0.70 £ 0.08 19.60 + 5.22
d-7 163.20 + 49.70 191.20 + 62.26 3.52 +0.67 0.69 +0.10 19.35 +5.52
d-14 168.30 + 66.45 206.60 £ 91.52 3.44 £0.71 0.68 £0.11 21.17 +7.58

22 MERBENSEFKFENARMES T, S5 AR S 7 E & 7E 2
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Fig.3 Species composition of intestinal flora (a) and typing analysis of intestinal flora (b and c)

on phylum taxonomic level
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x2 MEEBESEELBAN
Table 2 The composition of intestinal flora grouping type

£ d-0m A% d-7T@aAZ d-14 BAK
kA 13 7 19
kA2 13 19 7

23 WBHEHBERSXZFAKFLNARMER
S

TEJB 43 224K 1, R X 42 0 i B R
L FEAT R (17.91%) FUFTFTE S (8.53% ) (AUEL
FFIE R (6.86%) E HLHHL I (6.64%) A 55 ¢ [G 1A
& (6.32% ) % B KW & (3.71%) . & KA &
(3.60% ) A S & (3.49% ) 5 WL/ BR1E s
(3.00%) [ M3 B ) (2.38%) S5 40 i, 38 FH bk
153222 K AR TR 9 T3 (wilcoxon £F 45 B ki 3
1B:), A B A [ B 8] T AR i 43 285K Y 25 55

Ph, d-0 A5 d-7 HEA REFZ AR I 26
J& (K 4a);d-0 415 d-14 4 HA 325 7 0 R
A 19 )8 (& 4b);d-7 15 d-14 HBA B#E %
SRR 33 8 (I 4c),

R FH 2R 20 50 43 1 e sZ i Il F- (Linear dis-
criminant analysis Effect Size, LEfSe),#F — 21
INEA W E P2 55 B W AR 1 3 25 LEfSe %5
FE 39 AN IXNERAE (B Sa) , B AR AR = B Y 2
SR RCR S BR  TE R 3 2K F B L d-0 Y
MAEYWHEBEEET 6 MR ,d-7 HEHE Y W
HETTME d-14 AWMAEMEBEEET 24
J& o HE— RN BA W22 S HR 0 B R
FEHE (B Sh), Horr d-0 HAUA R N W AR
T WL EE d-7 AT R e
LS e AN ST B 10 25 S 1 R, 5 d - 14 4R BE
T A1 57 R QTR R % B 4R

®3 BROUOBEEBEREEANEE(FEMN 1%, SPETESHEFRFIFEN 1%NEBENFENEM; B41.%)

Table 3 Core intestinal flora and their relative abundance (top 1% abundance, and the numbers in parentheses below

the grouping represent the sum of the relative abundance of the genera in the top 1% of abundance; Unit: %)

| % d-0(85.89%)  d-7(88.41%) d-14(88.06%)

AL HEATE & (Bifidobacterium) 6.0983 6.6022 7.8665
AT+ 35 B & (Collinsella) 3.5282¢ 1.9401" 1.6852"

WAFH 1T BAF B & (Bacteroides ) 8.0888* 12.5841" 4.9237°
& X4 % (Prevotella) 2.1158° 6.2154" 24715

BB EAE B (Faecaibacterium) 16.6148 17.8724 19.2337
E 3 J8 1 /% (Megamonas ) 5.7166 6.8482 7.3440
T 57 4% IKH & (Blautia) 7.1224° 4.4264" 7.4018°
F A KA /% (Roseburia) 3.4971 3.9506 3.6898
7 #h #F 8 % (A gathobacter) 3.5660 3.8654 3.0376
Z I3 & (Subdoligranulum) 4.0210° 2.0313" 2.9257¢
N AF # /% (Dialister) 1.6696 2.4863 2.4863
FE K AAF R B (Eubacterium_hallii_group ) 2.1676% 1.1635° 2.8153b
Romboutsia 1.7408 1.5970 1.8408
i B 3 1A & (Ruminococcus) 2.3188 1.2872 1.1642
unclassified_f__Lachnospiraceae 1.6667 1.5273 1.4288
T 8 IKH & (Anaerostipes ) 1.1894¢ 1.3161* 2.0424"
Fusicatenibacter 1.2643 1.3680 1.7015
Streptococcus 1.3376 1.2354 1.6630
Phascolarctobacterium 0.7989* 1.9712" 1.2161*
Ruminococcus_torques_group 1.5311 1.3072 0.9678
% R K H & (Dorea) 1.0405¢ 0.7759* 1.7541*
UCG-002 1.0909 0.9538 0.6684
norank_f__Eubacterium_coprostanoligenes_group 1.2761* 0.6596" 0.7426"
3 KA K F AT (Lachnoclostridium ) Lachnoclostridium 0.8960° 1.1953¢ 0.3913"
CAG-352 1.2976° 0.3490" 0.8211"
Veillonella 1.5140 0.1393 0.5595
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I1 J d-0(85.89%)  d-7(88.41%) d-14(88.06%)
Megasphaera 0.1564 0.7011 1.3369
Clostridium_sensu_stricto_1 0.1919 0.2527 1.0953

EHHEA 1T Escherichia-Shigella 1.6541* 1.2368* 0.6381"
Klebsiella 0.6581 0.1304 1.3554
Haemophilus 0.0622 0.0748 1.1420

T JOhR i N 00 W P22 7 (P>0.05) 52 b 430 368 5 o AR A HE 22 5 35 (P<0.05) ;ab R S RIAY I G B #5122 5% (P>0.05)

95% E {7 XA

BT B (Bacteroides ) ——— —o—H *0.01697 ;::3
A 55 15 1 B 8 (Blautio ) EE——— I—o— #%0.008897
W[ R (Prevotell) E——x |_e_h * 0.03763
L NER T I8 (Subdoligranulum ) —— o #Kk 0. 0006727
[ bk 3 T )& (Collinsellq) H—— @ * 002743
Phascolarctobacterium M= I'G'I: *% 0.0035
norank_f__Eubacterium_coprostanoligenes_group B L gl *0.01304
CAG-352 = fe- *0.03603
Butyricicoccus i [ )] % 0.008512
° Christensenellaceae_R-T_group r b * 0.02137
E Monoglobus ( ] #k0.001583
% : Lachnospiraceae_UCG-004 § d) ¥ 0.03922 °
o 2 Sutterella | ® #9550, 000649 1) =
E® % Erysipelotrichaceae_UCG-003 | o *0.02826 Q ~
il E! Lachnospiraceae_ND3007_group |} q) * 0.01445 =
g Intestinibacter | o * 0.03456
= Desulfovibrio | # * 0.03552
UCG-003 | ® *0.03179
Eggerthella | ¢ *%0.003024
Family_XIII_AD3011_group | (1] k0. 007644
Actinomyces | ‘ *%0.001977
Eisenbergiella | ° *0.04206
Burkholderia—Caballeronia—Paraburkholderia [ $5% 0. 00096
unclassified_k__norank_d__Bacteria | q) * 0.02494
Moryella | o % 0.0316
Granulicatella * * 0.0213
| N T N N Y U N Y O | L 1 1 1 1 1 1 1 1 1 1 1 ]
0 2 4 6 8 10 12 -14-12-10-8 6 -4 -2 0 2 4 6 8 10
Lt i) [UEENER
Proportion/% Difference between the proportions
(a)d=0 41F1 d-7 41 of two groups/%
95% EEX A
3 -
TR B & (Collinsella ) | —————— b—.—| *0.01577 g4
T RN & (Anaerostipes ) — e *0.01817
Z IR IR R (Doreq) m—__ e *0.04978
Escherichia—Shigellq |NE—m—"5"5ww e % 0.009052
CAG-352 [—— —ro— *0.03603
L ECHR IR 2E MU AT B (Lachnoclostridium ) [Hm— '—.—I * 0.02012
Lachnospiraceae_NK4A136_group [ o * 0.01695
Parabacteroides [ :b[ *0.02465
g Lachnospira ] * 0.0101 @
g UcG-005 ¥ o £ 000874 T =
ii g Eubacterium_eligens_group ’ * 0.03123 ~ {Z
1= g Tyzzerella [} s 0,006339
" Bilophila ® *0.02701
£t unclassified_c__Clostridia h ® % 0,008763
= Negativibacillus | ° % 0.007842
Paraprevotella ° % 0.009889
UCcG-003 I o #%0.00964
norank_f__UCG-010 | [ *0.04967
norank_{__ Saccharimonadaceae | (1 * 0.03689

L 1 1 1 1 1 1 I}

L 1 1 1 1 1 1 1 1 1 ]

0.0 1.0 2.0 3.0
He i)
Proportion/%

=5 =4 =32 -1 0 1 5

2 3
PR Ll =z 22

Difference between the proportions

of two groups/%

(b)d-0 41 d-14 4
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95% EsX (A 47
N . . Ed-14
HUHF I & (Bacteroides) g —e— #% 0. 0002308
57 5 [CH B (Blautio) I e #% 0.003635
W [ TE & (Prevotelle) B——— —oe—H *0.0383
W /NER T JE (Subdoligranulum) B HeH *0.04803
7 R EAT T & (Eubacterium_hallii_group) B :I.{ #9540, 0001652
Phascolarctobacterium BE4 I—G:—i * 0.01705
Z RICHE (Dorea) B gl *%0.00325
LR IR ZE T B (Lachnoclostridium) +e| #8k 0. 0006617
Butyricicoccus B Q * 0.01765
Parabacteroides B Q #k0.002255
Monoglobus & @ #% 0. 006696
Veillonella & h *0.02268
© norank_f__Ruminococcaceae ® *0.04704
el Lachnospira P @ 4 0. 0004952
% i Lachnospiraceae_UCG-004 ® k0. 0001341
N E Parasutterella P d) #%50,00942 g
® % Adlercreutzia | |. ¥ 0.04103 @E@
= §,  Ensipelotrichaceae_UCG-003 [} @ * oo0um g
£ Sutterella Q #4540, 000775
= UcG-005 | ® * 0.01568
Intestinibacter § , *0.01592
Ruminococcus_gauvreauii_group | o * 0.04514
Lachnospiraceae_ND3007_group ! ¢ *%0.001652
Butyricimonas | ® *0.04097
Lachnospiraceae_FCS020_group | d) * 0.03828
UCcG-003 | (0) # 0,003271
Negativibacillus | d) * 0.0231
Paraprevotella | (II) #%0.005034
unclassified_c__Clostridia | ) *0.01924
Colidextribacter | q) #% 0. 006044
Actinomyces | o * 0.01205
Rothia | * *0.01591
Burkholderia—Caballeronia—Paraburkholderia (&) #%0.004995
| S 1S S S S N G I | LL 1 1 1 1 1 1 1 1 1 1 1 ]
0 2 4 6 8 10 12 “14-12-10-8 6 4 -2 0 2 4 6 8 10
L] P2 e 2 72
Proportion/% Difference between the proportions

of two groups/%

(c)d=7 Z0F1 d-14 21

TE < 45 A O B 2 22 51K (P<0.05) o

4 BREFAKTELERBENEF
Fig.4 Significantly different flora on genus level
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g JSEEETR 1] (p_Firmicutes)
b PR ZEAT BN (c__Clostridia)
¢: g Lachnospiraceae_UCG_004
o d B (. g FEisenbergiella
ot 7 & "Q‘u-.,;;' @ e: PLICHOIR 28 J T 598 (g Lachnoclostridium)
\ .'("Q,( f: g Lachnospiraceae_ND3007_group
" ///// (PN = . AR (¢ Blautia)
,»‘\ 5 4 // 'fr,, h: BIEE (g Lachnospira)
. \\ : o // 3 "9 i: o__unclassified_c__Clostridia
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Effect of Compound Vegetable Jiaosu on Intestinal Flora of Healthy Young Generation
Li Minhan', Li Hongjun'?, Cheng Chengpeng', Yu Sijie', He Zhifei'*
(‘College of Food Science, Southwest University, Chongqing 400715
*Chongqing Key Laboratory of Special Food Co-Built by Sichuan and Chongging, Chongging 400715)
Abstract This paper aimed to investigate the effects of the vegetable jiaosu complex on the intestinal flora of healthy

youths and provide guidance for the consumption of jiaosu products. 26 healthy youths without exogenous antibiotics or

fecal microbiota transplants consumed the vegetable Jiaosu complex for 14 days. Fecal samples were taken at days 0, 7,

and 14, and the flora in each group was measured by high—throughput sequencing. The results showed that the structure

and abundance of intestinal flora changed in healthy youths with continuous intake of the vegetable jiaosu complex. At

the phylum and genus taxonomic levels, the structure and abundance of the intestinal flora of healthy youths were signif-

icantly different at days 0, 7, and 14 compared to each other; the abundance and structure of the flora gradually re-

turned to that of day O at day 14. The PICRUSt2 and KEGG databases were analyzed, and similar patterns of change

were found in the functional structures corresponding to the abundance and structure of the flora. The results of this

study provide a theoretical reference to clarify the effect of enzymes on human intestinal flora.
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