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( Collinsella) (7.27% ) \Blautia(7.08% ) | ##F @ /& ( Bacteroides) (5.64%) , il & i@ & M 3

AR IEINEA B0y B A2 AR A AR K 257,

KB, BN mE AR, HEFE, S AR
FE52£S.5852.6 X HERARIRAD : A

WK (Alopex lagopus) , X AR, )& TH R
shi ], WAL, W H, KRB dEaE " R
YR 6 B 3 W A T 503 L DN B R o 1) 77, R R 7Y
FEOH M FE A TR S WAL L AR =
SEHh, AN N A N JE Ve 1 B AR A SR RN
gt AF R IR, X s 28 5 e AR 7 Y 3l 4 42 R
AR R 2 1 0] B3 [ B R 3l v sl
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LR S o) A TRRRE A Il SE g ) 2
O AT BRI O SR AE 3 R AR, R 2
BIRKPIER 1 B,

F1 EIRARARKEFAKFE(KFEH)
Table 1
the diet for blue foxes (air-dry basis) %

Composition and nutrient levels of

i H Items 1 Content

JE Bl Ingredients

4k F K #5 Extruded corn meal 39.84
EFH Soybean meal 20.00

TR 2 KT 54 DDGS 5.00

T KREH B Corn protein meal 11.30
1.8 Fish meal 10.00
X8 A ¥y Chicken meal 2.00
fi#) Limestone 0.86
il Soybean oil 10.00
iR K Premix" 1.00
&1l Total 100.00
E 32K Nutrient levels”

R E ME/ (MJ/kg) 14.07
HLE 15T CP 30.24
HLUIE 7 EE 10.75
5 Ca 0.84
B TP 0.60
R Ca/P 1.40

D IRR B A BT 58 4R MR 42 fit The premix provided the
following per kg of the diet: VA 10 000 IU, VB, 20 mg, VB,
10 mg, VB, 10 mg, VB, 0.1 mg, VC 120 mg, VE 60 mg,
VK, 1.6 mg, =¥ % biotin 0.5 mg, M8 folic acid 1.0 mg,
1Z R pantothenic acid 20 mg, #HP& nicotinic acid 40 mg , JHHH
choline 400 mg,Cu ( as copper sulfate) 10 mg,Fe (as ferrous
sulfate) 80 mg, Mn (as manganese sulfate) 15 mg,Zn (as
zinc sulfate) 60 mg,I (as potassium iodide) 0.50 mg, Se (as
sodium selenite) 0.20 mg,

AR AE AT SE , A S, ME was a calculat-

ed value, while the others were measured values.

1.2 HmitE
1.2.1 A9 5 DNA B9HRE

WA R 5 v (2 ) TR 240 DNA (9 $2
#%2 B8 Fast DNA® SPIN as Kit for Feces ¥ B 45 i#F
7, BRI R 1) BL 0.5 g 28 A 5 it A Lysing
Matrix E % 1, A 825 pL # B2 £k 2% vh W M
275 nL PLS Wi, IR & 3950, 2) 14 000xg B 0>
5 min, 7 B, 3) A 978 wL R £5 22 vl i A

122 pL MT b i, IR A 5, 4) B AR St A
FastPrep® 24 #% & W, L 6.0 m/s i817 40 s, 5)
14 000xg#E.0> 5 min, B 75 LA 2 mL & .08,
6) Bt 250 pL PPS & WIMA R g IR WA )G
BT 4 CTH#1E 10 min, 14 000xg B0 2 min, 7) B
IO 2 mL B0 A 1 mL Binding Ma-
trix Solution A HRBN #5475 3 min, 8) 14 000xg
B0 2 min, 7 EIE, 9)MA 1 mL iHVER 1 IRE
157, B 600 wL 555 %) SPIN Filter 45 71,14 000xg
20 2 min, FERUIEAR, 10) A 500 pL i3
WLIRA ), 14 000 x g B0 2 min, 37 7 5 &8
R, 11) 4842 14 000xg B0 2 min, 57 35 JIK 56
A, 12)# %A SPIN Filter 45 %% 5% 337 Catch 4
W i 100 wL TES %, 14 000xg E§.0> 2 min,
FE48igE A SPIN Filter 45, %% DNA =¥t T--20 C
AL,

FE 2 DNA (19 % . $R I BL I 41 DNA 28
1% P B HE A B8 B B Uk ( LR 120 V, HLIK 23 min,
Marker &y N\ I DNA Maker ) ¥ ], DNA 7= ¥ 7F
14 000 bpZ-fi,IF H DNA 5575 52 B, 0 ik
Mef L2 i, w4 F—2 K80 B EHM
DNA % 24t 5t R SRR B A R Al 5T
Illumina Miseq Ml J¥ ¥ &, & & %4 X 4 HiSeq
PE250 , Il 74 & 24 250 bp.,
1.2.2  HWEFE WY 8507

DLRE S B2 BCHY 4 DNA R #5504 T %
16S rRNA V3/V4 X & W R 2 519, FI i 338F
(5= ACTCCTACGGGAGGCAGCA - 3') #1 806R
(5'-~GGACTACHVGGGTWTCTAAT-3") 5| ¥ i
7 PCR §" 4, PCR ¥ Hi{K R (50 pL) . U514
(338F)1 pL, T #5149 (806R) 1 pL,DNA FF i
1 pL,Taq B 25 pL,ddH,0 22 pL, PCR ¥4 4
.95 THIZEME: 5 min; 95 CZE1E 30 5,55 TRk
30s,72 C & ¥ 2 min, 25 I E 3, 72 C ZE fif
10 min, P ¥ 7F=Y 4 CHRAF, 4 2% 0 B8 BEEE iR
FL KA
1.2.3  AW1ME B =5t

T 0 IR B AT PR R R AR B
BE R T A A5 RSN fEsf AT &g, XA L
FRFEATRE ST MY F b, ke BA
97% Lk AL E B P 5o 1 AR T
(OTU) , A 53 HIK V- GE i+ 8 A FF i 19 T A 4H
. MRYE OTU RALER #4173 & & | Alpha
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LA, Hirp Ace Ml Chaol 458 %% >k 7
BERY B Simpson F1 Shannon $5 >k /8 1
FE ZREE ETTRE 2 A>3 20K B ST+
S/ EE N iR IE A
1.3 #iEaE

25 B DLV B H + 45 o 12 R R, B A Excel

2013 HEATHETHIF ] SAS 9.4 434743 H7 .
2 # R

2.1 ZHEMEH

nFk 2 piw,8 MHEARILER 654 716 X7

®2 BEXNRE

G| BAREAR FEH G Bl A 57 002 ~95 638 4%, Hip
35 569 930 %A ZFH (A RTFFN4E tags, T
Sl BN REA RS VE B 52 758 ~ 84 112 4%,
XT#ZIKE_E TR AE 9T % AHBUE F B OTU 4=
Vi BgH s , 3545 %) 4 071 4 OTU (REAS YL H
F468~574) , F & EFEE Ace f8 B IME M
559 , 31 2 480 ~ 699 ; Chaol #5547 Y418 H 595,
JWHIA 465 ~ 1036, £ F£ 1435 % . Shannon 8 %1 °F
PIE K 5.27, J5H N 4.05~5.80 ; Simpson #5447
fH )9 0.936, LN 0.847~0.957, D FEA K E
ESHEIE 2,

RS

Table 2 Analysis of sample sequencing data

ARFI Betor

Chaol #6%% Shannon #6%¢  Simpson F5 %%

FEA ) e — ik Ace TEHL .
Valid ZEHIT . Chaol Shannon Simpson

Samples Coverage Ace index . . .

sequences OTU index index index
F1 84 112 481 0.998 531 577 5.55 0.957
F2 73 724 574 0.998 585 569 5.80 0.955
F3 74 322 523 0.998 567 526 5.56 0.956
F4 61 386 502 0.998 494 492 4.95 0.927
F5 79 921 565 0.998 551 531 5.67 0.952
F6 82 272 484 0.998 564 568 5.41 0.951
F7 61 435 474 0.998 480 465 5.15 0.940
F8 52 758 468 0.997 699 1 036 4.05 0.847
F-Y{H Mean 71 2414 038 509+14 0.997 9£0.000 1 55924 59564 5.27+0.20 0.936+0.013

FIF mothur XF 97% F{LLEE 1Y) OTU f40H % il
LR (B 1-A) , RTAL, Y0 R 1 40 000 B 4%

[==E1

— S L L e —

)
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Fig.1 Analysis of rarefaction curves (A) and Shannon curves (B)

2.2 O EKFEFTEHEEN

FET 100 JEAR o0 B, 3K 26 B R AE 7 262

HJEF 16 A1, HH JEEE R ] ( Firmicutes ) 7€ % K
BB B B R 2, b 62.97% ; LT 5
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I"]( Bacteroidetes) 55 — AL #E 1T, B i He
22.05% ; B J5 MUK A i 28 B 1] ( Actinobacteria ) |
8.89% ; AZF i '] ( Proteobacteria) , 5 5.15% ; #R T
'] ( Fusobacteria) , 15 0.88% ., A F5 IR
WA WA AT, 25 99.94% , B4k
I 2K A DL 2, 8 HE I F4 5 HA
WK 1Y i 18 R HEAE DL PE B AIK, FA4 7 3B T Bacte-
roidetes JUT (7 b 5] f ey, 1 HE A A% 3B H Firmi-
cutes HIAMCH T,
23 BHEKETEEEN

TEJ& 53 K B o3 B X SE R AR 40 25 % |

l{ F7

Unweighted Unifracf 25

HJE T 209 ANJE , Hod A 30 A4S A9 AR XS B2 o
KR 85.95% ., iX 30 4~ )& TP EEBR F & ( Streptococ-
cus) JIT 5 e, R 11.75% ; Bt e B4 v A AR
W NFLFTF I & ( Lactobacillus) , /5 9.86% ; &% T Ik
& (Prevotella) , 5 9.28% ; B R ER 14 J& ( Megas-
phaera) , 5 8.21% ; f] Mk i B J& ( Collinsella) , 15
7.27% ; Blautia, 5 7. 08% ; #l #T # J& ( Bacte-
roides) , i 5.64% ; U 75 IK W J& (Alloprevotella) ,
55.50% s Peptoclostridium , 5.07% ; B R
(Megamonas) , 15 3.55% . FAKJE 732K F- AR
FREILIA 3,

M Firmicutes
il! W Bacteroidetes
il @ Proteobacteria
. [ Actinobacteria
| . O Verrucomicrobia
| M Spirochaetes
—#  Tenericutes
| M Fibrobacteres
I O0Others

Unweighted Unifrac distance 0 0:25
0 0,05 010 0.15

0.50 0.75 1.00

TEITACF L% 318 Relative abundance in phylum level

Firmicutes ; JEBEFH |] ; Bacteroidetes ; 0 #T B ] ; Actinobaeteria ; il 28 B ] ; Proteobacteria ; Z5 J& B | ] ; Fusobacteria ; #2 FT F
["]; Cyanobacteria ; 15 ¥ [# [ ] ; Verrucomicrobia ; JLi#{ i ] ; Spirochaetes ; 12 i€ /4[] ; Tenericutes ; ZZ &% [ | ] ; Fibrobacteres ;: £F 4k T

17 ; Others ; FAth

2 E-TF Unweighted Unifrac 25 2 #) UPGMA B Z &Kt
Fig.2 UPGMA clustering tree based on Unweighted Unifrac distance

TEJ& /K- b HO A 18 v R v HE 44 5 iRy
10 A Ja Jor o5 e W3R 3, F1 iz R A v e i 34
& N Collinsella, 55 17.45% ; F2 F3 FA Jigi8 # £f
i L T B A Prevotella, 43 5 /i 14 52%
13.06% ,22.16% ; F5 \F7 7 18 i s L350 R
Lactobacillus , 735 5 17.56% .21.55% ;F6 .F8 JifiA
WA & R T 8 A Streptococcus, 43 B
15.80% .25.72% , -5 H A ARAH L, F8 7 if I A
H Streptococcus , Lactobacillus . Megasphaera JIi 5
el s, 3 g At 71.00%

303 i
3.1 ZHMERSH

— il i Alpha 22 FEVE 53 H S BRAEAS 19 F
BEANZ AR, A b, BT A R AR Y B A R

(coverage) HI7E 0.997 L |-, v5d B 5 4% S % 5 K
FEMRE b B 40 T AT S R MR A R G T
JE I T AR A T R Y A
1140 000 I, & FEA (F8 B4 ) ih £k 3% i k17
%, F W B0 d A B Bl A R 3 L
SFAFEAEH Y OTUM A, Shannon i £k .4
TV 3 BT R RO AR 8 DR, AT RE A% S i
P4 ZH0 B R, Shannon 8 208K I 3%
INIREA A W) Z R, B 38 2 P Shan-
non 5 5 HE 1T 1, F8 7 38 v v 2 R R R AIR,
M 1-A s, BOH AR T 5, F8 A4 i 7 B
M2 A AE— o IR AT R HORE IR JE AR 6%, A
M2 F8 AR N7 18 e 2 FEPE RN, IR
F, G ERE T OTU SE3(E 4 509, Chaol $8
BOFI{E R 595, Shannon 8 80 (H M 5.27, &



10 34 A BUBLAS: « 1o 38 20 DU 45 R 43 BT i AN 18 P A 2 A 1 4075
RS R, KSR R R OTU S b, 5B sh Wk SR AR e, s 1 38 3 R B A A0 v
294, Chaol #5%k Jy 350, Shannon F5 %t Ny 3.74, ENEESE A =3

wm Others

HI#T P Relative Abundance

0.25 t--

F1

F2

F3 F4

F6

F4

w Fusicatenibacter

m Oribacterium

W Fusobacterium
Parabacteroides
Parasutterella

W Roseburia
Dialister
Faecalibacterium

B Enterococeus

W Escherichia-Shigella

Anaerotruncus
u Holdemanella

Ruminococcus]_gnavus_group
L] hasmigmtom clerium

Anaero
l Bifidobacterium
B Succinivibrio
® Desulfovibrio

W Catenibacterium

Sutterella
B Megamonas
» Bacteroides
W Blautia
W Peptoclostridium
AHF prevotella
B Collinsella
= Prevotella 9
B Megasphaera
B Lactobacillus
W Sireptococeus

:ospm Tum

Others ; Foflll ; Fusobacterium . 12 ¥1 % J& ; Roseburia . % ¥ IR W )& ; Dialister ; #T 1 J& ; Enterococcus ; 9 B3R B J& ; Ruminococ-
cus ;J& B R & ; Phascolarctobacterium . % Fi ¥ W J& ; Anaerobiospirillum . IR 8 B2 7 J& ; Bifidobacterium ; X I ¥T 18 J& ; Succini-
vibrio ; 32 FAFRINE )& ; Desulfovibrio : B R IR & ; Sutterella . 5245 IS B ; Megamonas . BB U J& ; Bacteroides . 0T )& ; Al-

loprevotella ; )3 55 ¥k W )& ; Collinsella . W] M & J& ; Prevotella .
J& ; Streptococcus . BEFRH & .

i oS g
=]

3 BENMpERRESRXNEXFE

Fig.3 Relative abundance of intestinal bacterial communities at genus level of blue foxes

®3 HEIRFEREEEAT &S]

5K & ; Megasphaera ; 5 RV BRTE J& ; Lactobacillus : FLFT T

Table 3 Proportion of intestinal flora at different genus of blue foxes %o

Iﬁ M A

NH Fl F2 F3 F4 F5 F6 F7 F8 FHE
Items Mean
B
BERR R 7.05 8.58 12.36 8.78 7.89 15.80 7.81 25.72  11.75%2.25
Streptococcus

?LF%E 0.77 12.51 1.55 1.25 17.56 0.71 21.55 22.96 9.86+3.50
Lactobacillus

B

F AR 8.07 8.74 2.89 0.67 11.99 2.55 8.47 22.32 8.21+2.43
Megasphaera

A

R R 9.95 14.52 13.06 22.16 4.11 6.94 2.33 1.20 9.28+2.51

Prevotella

i MR B

1:7%%&@}% 17.45 3.96 4.85 1.55 10.37 8.76 8.81 2.39 7.27£1.85
Collinsella

ER-=

LR R AR 5.60 6.69 11.18 11.38 1.26 5.92 1.35 0.68 5.51x1.51
Alloprevotella

Peptoclostridium 3.37 2.60 4.56 11.37 2.14 5.75 8.55 2.19 5.07x1.18
Blautia 10.20 7.12 5.20 3.25 11.34 10.56 5.51 3.50 7.08x1.14
U

AT ER 6.25 6.34 9.90 10.98 1.30 4.89 4.93 0.56 5.64+1.29

Bacteroides
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]
Iﬁ M2 N
H Fl F2 F3 F4 F5 F6 F7 F8 TR
Items Mean
FLER ML 5.35 1.55 3.31 1.35 1.74 5.61 7.11 2.37 3.55+0.78
Megamonas
peNE Rl

74.06 72.61 68.86 72.74 69.70 67.49 76.42 83.80  77.22+1.84

Total proportion

32 MAEKEFTHERBELSN
M43 26K BB, WK 18 o B rh 32 22400

S ']~ Firmicutes 1 Bacteroidetes, 8 >FE4s 1
F4 7338 v Bacteroidetes T (5 bb 191 5% /& , 7 G Atk %
M iE b Firmicutes ML ], R EH, B
T 1Y Firmicutes 3= 2202 X i K 4k & 9 S 8 (1 o
K AE H |, Bacteroidetes W J2 XJ 2 [ B | I 71 PR
Ko Z W AR T, DT AR 2 22 5 1% W i L K 2R
O A R i N Firmicutes 5 Bacte-
roidetes [ L 51 X5 2l 49 049 B Jb: 7 B A5 5% W, Turn-
baugh %50 % BIAE JE /I B B 38 B2 0 v Firmi-
cutes A 19 £ & FEHE I, Bacteroidetes 40 1 E &
E[‘%ﬁ,#?’ifﬂ’ﬁk@ﬁﬁEf”ﬁﬁ'éi%/\iigo

TR R 235 | R B W) i T TR R 0 A, Y B )

KB MARNR I o 27 4 28 0k B A8 s e i L
WU E B, 1738 B B P Bacteroidetes 4 B BT i E
Bl R RN T S ECE R, i, P4
TE TR RE T e = BE | SR A AR T e H A
PRI AR XIS S W AR FE K AT S, BRIz
A1, 4 R 18 TR A Y 2H RN B A7 Bh W) B ARG P
B AT R EE AR AR B A s
GRRZm 8 H O INAE A 176 2445 R ) M 4 A AH [
T LT, FA FF8 AMA 1 iz 38 T R 20 A5 H A
A 1) P 1 R 2L A A 25 S b LR R AT R S )
WA A= FDIR AS A G R A G &R Rt Al
[ A5G AN [] A A4 (8] B 38 B4 1 20 Bt A7 A —
) 25 51

W B, KRB B ) 1 18 TR B A P s S gk o

T FAEER R 22 5 A s AE B AR R4 T A (R AR
( Canis lupus) Y FEAE i i & AT ]2 Firmicutes
(60.0%) , H: ¥k /& Bacteroidetes ( 16. 9% ) . Pro-
teobacteria ( 9. 2% ) . Fusobacteria ( 9.2% ) #l Acti-
nobacteria(4.6% ) '*" ; $4 ( Cuon alpinus) W % i B
W EEN S5 AWM IR KN Firmicutes
(20.97% ~ 44. 01% ) . Bacteroidetes ( 21. 63% ~

38.97% ) . Proteobacteria (9.33% ~ 17.60% ) . Fuso-
bacteria ( 9. 11% ~ 17. 90%) AHl Actinobacteria
(1.22% ~2.87%) " s KR W i 18 A A P o 32 3 B9
B[] Firmicutes (47.7% ) , H:¥X & Proteobacteria
(23.3%) . Fusobacteria ( 16. 6% ) Fll Bacteroidetes
(12.4%) ™ FEWIR A M 18 T RS b e = B A AT
4 Firmicutes ( 64. 17%) , H X J& Bacteroidetes
(19.89% ) . Fusobacteria ( 13. 58% ) . Actinobacteria
(1.5%) F1 Proteobacteria (0.86% ) ">, 5 HAth X
By A0 L, 5 K 1% 38 7 BE P Actinobacteria I
LU 5 R, 2 B 1T R R 43 4 1 A 2185 1R FF ( Cori-
obacteriaceae ) Fl X #T 1 £} ( Bifidobacteriaceae )
(35 Actinobacteria 1 99.99% ) | M 7EJE F154 I i
B BE T Bifidobacteriaceae f¥ % R /0121720 W AR
% & & # Bifidobacteriaceae ' U A M B #F B
( bifidobacteria) , WF5¢ & B ZE M i 2R 5L TT 4 #5
HOSUBCFT T, B 5 A 0 7 38 I BB AT 1 A 28 i
B>, I H R IR AT B 9 27 2L
ZR % HAT Y i pH, I A R
BF, WF 5 A B0 BUIBE AT TR 7 BE % 2+ HL A M7 18 fidt B
FIE 2% o 18 A i B AR A AR
B RUHIEIAFE R (5~06 H#B) B/, K K i rh
Bifidobacteria %% , H5HABSYIHLL , E I
B EBE P Actinobacteria T 5 H % &5, BF X &
R, FE N I R Coriobacteriaceae 2] & 4% BH I 344
IR 0 R A TE 2 5 R s )8 BTk
4k W98 # B, Coriobacteriaceae if 5 = fIH [
WA AE > A 2 ROBE PR YA, 5
ARAFEIN L #, R 1 7 18 1 B Fusobacteria I 5
o f) 4 v 1225 Bacteroidetes BT i FL AR, AR
P (A R R G a6 2= T ) , 7T #8 Bacteroidetes
I3 4 ATE 49 - UFT R 20 ( Bacteroidia ) | BT B 24X
( Flavobacteria ) . I #T & 4¥ ( Sphingobacteria ) . £F
Y% 9 T 49 ( Cytophagia) ™ i I i 3 7 #f
Bacteroidia £ Bacteroidetes EPH? 5 R 99.77%
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F R 18 B Bacteroidetes H 3 45 I Y 35 L iR
IFTRETE TR R IR EZ B T8, i DL
F R 3, AR v B A 15T LSRR K AR B W i 4y
o, 5HEAR B WA LR E TR S ET
Ko B ARIIS 25 0 5 A R B 3l W 1 38 DA 45 1
AT HeAsE, & B N R 3 TR 2 R T R 5 A
RE YR AR F] , {UFE Fusobacteria , Actinobacte-
ria PR b AR TR B R 2200 {5 I 1 TR HE 25 =
XF1E A I 2 PR T AR LRSS b 75 3 — 2P A
5T,

KIE AR ERFEN FEE LY Z — 1
E R E R, PR R Em R
B9 5 4~ B 1] & Firmicutes ( 60. 0% ) . Bacteroidetes
(16. 2%) . Fusobacteria ( 11. 5% ) . Actinobacteria
(5.9% ) Fl Proteobacteria (5.3% ) " . 5 % I iz i
B AEAH EE , 5% Fusobacteria 78 7K 57 1 8 B BE AP BT 5
e fldse A, FEAB TR T T Ah 2 5 A L, R &
B, AR £ 2 ) B8 i 25 5 30 Fusobacteria 4
BB KSR B sh i, S TR R A
Lb, KSR AR M v 27 4 5 1 AR PT B -5 BOUK SR W i
Y1 P& ' Fusobacteria U35, WF5R 2B, S1EN
TR Y, H 7 18 R A & B Fusobacteria 4fl
W EIAEAE ™ TR, B 9 % PR 18 1 BE P Fuso-
bacteria fT (5 HC 1 5%, A 2 1% 7Y K I, Fuso-
bacteria 2l & ] fig 52 1) KL H A W) 1 4R B2 R Y
R,
33 BEAEKFETEHHEHSWN

NED ey & Gl o = - | BN R e e = N i)
L @ A Streptococcus , 5 55 15 7K 51 1) B 5% 45
—5('"* Streptococcus FE ) i T BERS & I AT
ARRESS AR T, K5 1 AR AR A
WA Lactobacillus & i IR % 18 B 0 10 56
T RWJE . Lactobacillus 1F 9 4 A2 T8 , I 4F- K 52 5|
ok A £ 1) . Lactobacillus W 5 H A 25 4= 7
MEAE 67 I 5 #48 A6E (1BS) S5 ™, I
TEZN Y 7 18 vh e 8% A e o3 fi e K AL & 90, 7 A 3L
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53% , i [ i A BRI L HIAR A i 2 8 5
18 TR ) 2 BN % VD AR O, LA B 1 5 AN sl i 1 g
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I, M KA S o FZE YA, 1718 #
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T R RE B R BERR K AL S Y T AR W R LR L
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PRI, I TR R B 4 R S A A S [ IR
1 e Z WA 1Y) Bacteroidetes , Re W A€ 3F 25 H 5t 43
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4 & it
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Streptococcus It 5 H il e &, 0 11.75% , Hoik Ry
Lactobacillus , 15 9.86%
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Analysis of Intestinal Microbiota Diversity of Blue Foxes by
High-Throughput Sequencing Technology

CHEN Shuangshuang SI Huazhe MU Linlin LI Guangyu LIU Hanlu”
(Institute of Special Animal and Plant Sciences, Chinese Academy of Agricultural Sciences, Changchun 130117, China)

Abstract; The aim of this experiment was to study the composition and diversity of intestinal microbiota of
blue foxes (Alopex lagopus) . Eight healthy growing female blue foxes (5 to 6 months of age) under the stall-
feeding condition were selected to collect fresh faecal samples, and then the composition and diversity of intes-
tinal microbiota were analyzed by the high-throughput sequencing technology. The results showed as follows: a
total of 569 930 valid sequences were identified in faecal samples from 8 healthy blue fox. The numbers of op-
erational taxonomic unit (OUT) ranged from 468 to 574, representing 16 phyla and 209 genera. The dominant
bacterial phyla in turn were Firmicutes (62.97% ), Bacteroidtes (22.05% ), Actinobacteria (8.89% ), Pro-
teobacteri (5.15% ) and Fusobacteria (0.88% ). The dominant bacterial genera in turn were Streptococcus
(11.75%) , Lactobacillus (9.86% ), Prevotella (9.28% ), Megasphaera (8.21%) , Collinsella (7.27% ) ,
Blautia (7.08% ) and Bacteroides (5.64% ). The present study represents that there is a complex intestinal mi-
crobiota structure of blue foxes by the high-throughput sequencing technology, and there were bigger differ-
ences among individuals.[ Chinese Journal of Animal Nutrition, 2018, 30(10) :4071-4080 |

Key words: blue foxes; intestinal microbiota; high-throughput sequencing; diversity
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