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8 HTMERENEDLAFHAENG DA 2R, A%LKAE llumina MiSeq Il 7 F & 7|
Ji 168 rDNA 72 & F M 7 (V3~V4 [X) 3 Wl 7- 78 T DU By otk B 98 AR B RE &, Sh
ERE. MRARET AR TR E MR MBEAT N, SRR B e S A
Zf. HRET, 20 MEARTFH T £ 36860 &5 i E/F 5. mikEIiA 1237 MEEL £

0 (OTU), H k& AR (1014 /> OTU) A0 | fiE (1015 A~ OTU), M fR& D> (UH 553 4
OTU). R& kB OTU % &, ERH 9 MAH OTU. HRE# A& % 172 A OTU,

HAURRZ (144 M E OTU)e IR AR FHURBEIT BAEITHERE I EER
Bfo 1t Bray-Curtis A1 (U [, Mk, UMK FREMEMAERKR— L, W ER
TSN B REW AT AE B YA 0L Alpha £ M BT B R, Mtk E /#Mhﬁ%?’rﬁ‘“ﬂ& &
MEHMERE. XL, BRI ENFE - SHARZRE, XEALSFRNEE
J& 7 Mo DU 5 i A i 2 18] o AR TR R R AL R AR ALEE B E A

KBRIF: BRI, MAEMBE, AR %
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TERAESIIRE, AREEERIHE ™ T . ARELR
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TEMEFEAE S ARG A HE R A B0, bt
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16S rDNA
CERFRFERS: A

—U 5HEMEZ YA, HAFIE R R G
Mot N R H A LRI B R WA, ik
i K (1~8 °C) T B9 K 4L Wi (Crassostrea gigas)
Hh I K L T R A 1.4%10°~5.6x10° CFU/mL,
HALH T E N RSB E S (Pseudomonas) ., 385 .
MiTE & (Alteromonas). NI & (Vibrio) P H ML T
J& (Aeromonas)®, RIGTIHERFPE, Venier 50K
MEEAEY > =R AT (commensal orga-
nisms). HL< T BE (opportunistic organisms) Fl 75 &
T #¥ (pathogenic organisms), B Af1eiS 515 F M4
Iﬁﬁﬁiﬁﬂﬁiﬁ S 54 YR AE R, TREE
Yerg £ IR VUERES RS N2, WREMNGE
\5'3'431%2”\7}1%}%% H BB P18 b M 1Y
DUZEE, H RO A A P T A SE e i D) A 334
WG, Fnns DR E T, X R UIE D5k
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2422 KopE OE R 46 45

YVZ I ER MM EE . /M REN, A
SRV Sk rh SRR A 0k AR T LA R SR e T DL AE
DUREE ™, [A A R ST G D1 B B 19 i 18 G4 ) T i
i AT S HE DR E S BeAh, 5 R EI G DR
BV DL BT R RGERRE, RS TR
HEMEZemEAEERARY, Wik, WAMHE
UEE M DUZE O A AR A A 2R
SR

JESEMG D (Mytilus coruscus) B FR“IRZFE”, F
PO AR T . BB AR R IR X, 7RI ESR
BT AR, JLHEAEWLAE ST e B, % B
IR Z 7, TR HEFREF, Bk
EEERMHEANT Z 8. BiECAHRE", &
Selh DL AT LA 52 KR Z2H0K = 80m i, anhl 22 on
W (V. splendidus)™ . ¥ ¥ INE (V. alginolyticus)"
Ao MR DX 1T SZ PEAEAE R I HAR N &5
R HZEIRE R R TR BT A2 1
Tt DL R B X & RO RS R, R e . Eh B
pHE, DLRA TS G a5 B 58 R 3 1 5 V. RE ] o
SR, b FERFOE 2 A T AE G DUAS B i) e ek I
5] G0 == AT R KR A e B R T T DL i K Y
GLPET A2 PR TS J5 A N ZERILH] B 10 v A B, el
2 DR P s 45 109 25 Fh sl A 2 5 5 L IR B i 52
P B SRR S 7 AN A AR B R A g 25 1] . FK
VT e DT AR PN A 0 Bl A B T RE A S Y
AN PR A 0 B IR A AT S22 M, AR AIE L
YA FRNAETEY S—Jr i, XA
A B S 3k ket 52 e B 15 3 B PR L g

RN A W A G DR 9 5 A
T LR SY IR R et 254 . Musella S5 X
LRI (M. galloprovincialis) RIER . MKE . H1k
PR, BRSSP AU U W RETE SEAT IR SY
G5 W % IR MR E T AR LR N LA B i Y A
SV ARE . HET, XEFRIG AN MY
gL, A Mkt it &5 ei 4
SRR, A e 2 6 L N TE TR IR S5 R Y &R
Gt NR . AR RS RGE , ZEHm AR
ISR DUES | PERR . THARR . ANEERE oy
BB SEN T R B E R (Pseudoalteromo-
nas). NG JE SR 2R 0FT B (Bacillus cereus) %,
{AHEE SRR 4 sl B )P R IE . ik, AL
FECR IR 16S rDNA I8 F B, &%
SAATIEFEIR DL . JHARAR . B 88 SNE
JEE . PERR AR SE 7 PRSP B fUE RV

https://www.china-fishery.cn

SERE, RS B A R R T 0 BT BT
ZEAURAT B T T IR 5 G DUAS R 20 2 b el A= 1)
ZESFEIEMG, PR IEETE VN R SR Z RN
TERIE, TR T AR 4 45 e DL 22 e fY)
FHE AR SR BERE AR

1 MESIHE

1.1 SCIg# Rt

2020 4F= 8 H MHTVT A FF L el B At AL £ 77
B MR AR RS IG DL (2 2 %), B T 5
JKJE SBR[ S . AEE IR KA (25 °C)
Fr 24 h, BERE WO 10 R OK, IR E
FETAMAR S B SR JA B SR 58 i DL AN AR BEA T AR M A
VeI

1.2 SR A5E

Bl NARRE  wESTIEAS, K
JESENG N TF5Ef5 bRk N 21K, FEEIH] 5 mL
TC B T 5 2% B2 06 DS P 5 AL Al BB ok 22
Ik B8 T B0 IR bR IS, 4 °C KR
1000 xg 250> 10 min, BRIV, WEEIMANRL FF
3 HUE 526 DUAY ik 2 58430 1R 6 J5 AR A7 T80 °C
BRI VK AR o RS TR DU AR 5 32647 0 TR A )
STARAFIEAC AR . B . B SRR MR RE
G, FAHLAYK A 3 HIEZR AR,
JiT 4 B 2H 21 22 TG TR K 78 4 B R JE S BT A UE
BEEM AR, BT 1.5 mL RNAse free 5.0 T
Fric, FEJSHE4T DNA #2080, 3 4HEH .,

LHLR A M) % DNA IR, L AEMEF 16S
rDNA LIETRF  BSAZHES, DL TIANamp
Genomic DNA Kit(DP304, TIANGEN, 1) X5
EFREURE L DNA, FIHT 1.2% B i e e i vk
F1 Nanodrop 2000 (THERMO, £ [H) 1% DNA HY
Oy ARERIVRIE . B DNA K5 S )E, K
FH 40 B 38 1 519 B341F(5'-CCTACGGGNGGCWG
CAG-3") il B785R(5'-ACTACHVGGGTATCTAAT
CC-3") #5477 16S rDNA V3 ~ V4 Xl 5 32 #g 2
SCFEFECSR ] 2 6 PCR #E47, &5 1% PCR ik
Z (25uL): & DNA (10 ~ 50 ng/uL) 2 uL, 2xKAPA
HiFi HotStart Ready Mix 12.5 uL, B341F (25
umol/L) 0.25 pL, B785R 0.25 puL, PCR Grade
Water 10 pL, PCR ¥ 3 45: 95°C T2 14 3 min,
25 DN RVAEIS (95 °C A8 30's, 55°CiR K 30s,
72 °C #EAH 30 s), 72 °C KU 4EH 5 min, PCR ;=

R E K224 F 7/ sponsored by China Society of Fisheries
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12 4] AL, 5. S5 DURRIZHRA B i AL R i 4 2423

W2 2% B Re WG e v Dk RS I AN a4 5 AT 5 2
# PCR Lo 25 uL RV IRZR . %5 1 % PCR 7 ¥)
2.5 uL, 2xKAPA HiFi HotStart Ready Mix 12.5 pL,
B341F (25umol/L) 0.25 uL, B785R 0.25 uL, PCR
Grade Water 9.5 uL, PCR #3455 1: 95 °C gtk
3min, 8 MMAEER (95 °C 281k 30s, 55°C iRk
30's, 72 °CHEAH 30 s), 72 °C K Ui 4E /1 5 min,
PCR 7= W) 28 2% Byl W e I vl VKA DU i %o E A
Bt AT DI i, J7 12 I8 QlAquick Gel Extrac-
tion Kit i 7] A& (QIAGEN, f#[E) i -Fidkfr. X
JE DNA Jii £ & £ & F Qubit Fluorometer(35 [E) #;
W, R B B 93 A6 R H Qseq100 DNA Analyzer
(BIOptic, JtAAH], HE G M) R, EEI/RWEE
H KAPA Library Quantification Kit(KAPA Biosys-
tems, SEE) T E R, EL LRI A S F]
H Tlumina MiSeq #ll 7~ & (32 ) #F47 = 38 15 7
Ui JEA TN (PE250),  SCIE 4 oy 1t I 70 it
TEATM I Z& AR MR A RS vl 4T o 3R
Vsearch v2.13.6"" (1) fastq mergepairs #& £t X} [ 4
AT P S, R4 Cutadapt v2.4%7 5[5
JF 5 RERES Barcode, [RIAY>R A Vsearch AY fastq
filter BIH L BRACTT & 791 . ik & AR )7 51 L S A B
/NF 100 bp [T F), XA 2 Y 5 & 3 8 R AT
it

AW EF A FIH MOTHUR™ X I+
R IR Y 504 97% AR BE AT 4R AR A 28 T
(operational taxonomic unit, OTU) IH 3, MR
BEAHLUEARR OTU AL . H5 OTU %k
H e 19 P S0 AR 9 AR P51, R RDP(Ribosomal
database project)™ ¥4 2 #E 4T OTU (1) 4 Fh i3 ¢
B8 reads <2 WK OTU Je #E AT 401, k1%
OTU_TAX . WUEW A AU AT 70 4 32 2R
nVennR 47, .0 B & IAT /34T (Prevalence
of core taxa)™ 3 L R H microbiome I microbio-
meutilities f 4T . Alpha Z M50 AT 12T
Observed OTU(Obs), Chaol 5% . Inverse Simpson
FEHL (InS) A1 Shannon 840, Fr A /- HTH7E R v4.0.3
M35 I FH ggplot2. phyloseq™ . amplicon, ggal-
luvial 11 vegan™” A1 174347 .

gt AT Alpha ZFEVEFE Y W 2 1k 25
SO Hr R R A 2t B0W B A (Linear mixed
effect model, LMEM), ZHZIAE MR f [ 2 5000,
ARE G AR BRI BENLON , IR 2 fe
BAE R BEL, MM L&A ZREPEFR B0 24 {722

[ 7K 72 5 22 3275 sponsored by China Society of Fisheries

1. LMEM 43#H77E R v4.0.3 R85 R 84 ImerTest™
T, P<0.05 FRn BB REFEES,

2 4R

21 ERMRIAEELS OTU FEEER T

7 RS R DUZH SURE A PP AR A5 187 s i
B # (raw reads) A (141 949 + 5 916) % [(range =
124 908~165 502, #1fE 2= ( standard deviation, SD) =
15652, # 1], F¥r=A @Byl (110 581 + 4
400) 4% (range =99 950~128 003, SD =11 643, # 1),
21 MREAT- Y77 1 36 860 4% Bi & /T %1 (range =
20 104~70 703, SD =16 846, # 1), Lk H &
1 7 HI K E B OTU JG A3 i F o0, AR GA
FIPERRAS, AT — 2D AT 2R T (8] 1-a),

£1 FAgGitE

Tab.1 The information for sequencing reads

. B FE R
AR WS g RIRU% %

tissues 1D .
raw reads  clean reads ratio

il gill S 1 61 946 52131 84.16
S 2 40 835 28 738 70.38

S 3 34409 24 380 70.85
MR gonad X_1 75003 60 344 80.46
X2 29017 20 104 69.28
X3 29277 20306 69.36
WALHR  digestivegland D 1 77 109 63 231 82.00
D2 40038 30 032 75.01
D3 48355 34 740 71.84
HSMERE mantle W_1 57232 48 608 84.93
W2 34282 25945 75.68
W3 37302 28 068 75.25
MHkE hemolymph C 1 77070 62 039 80.50
C2 33481 25 569 76.37
C3 32632 25 009 76.64
/& foot Z1 65727 55402 84.29
Z2 28842 21618 74.95
Z3 30339 22930 75.58
BEHE  kidney N_1 85733 70 703 82.47
N2 31588 23503 74.40
N3 43426 30671 70.63

R TR ST DA [R) 20 S B o A R R
P, B XS R 2H 21 unique OTU 22 S k470
(E 1-b, ¢). £HBEE OTU )G, 4R ER, Bt
53 DX i 98 B4 P B 4352 ) unique OTU % 5 (1 237
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3 [M#HREL  hemolymph
L Akl digestive gland
B E  kidney
J&  foot
O gill
HMERE mantle
3 PEIE gonad

E1 EXERITFEHLHLOTUFEERER
(@) FEARFR ML (b) B LU unique OTU %, 1. Mk ES, 2. VHALMR, 3. 80, 4.2, 5. 68, 6. 4088, 7.4 (o) HEERRARA

21 OTU HyHL A FEA i

Fig. 1 The richness of OTU in different tissues of M. coruscus

(a) rarefaction curves of subsampled OTU in individual sample; (b) the total number of unique OTU in different tissues, 1. hemolymph, 2. digestive

gland, 3. kidney, 4. foot, 5. gill, 6. mantle, 7. gonad; (c) Venn diagram indicates the common and unique OTU in different tissues

), HUCRHACHATE IE (1014 F1 1015 1), &%
R AR (XA 553 ). Venn & &7 I ik B
OTU 2 K&/ 5 AW 2T, A5 19 OTU (LA
9™ (2915 0.72%), SRIHALARFNE IE P OTU %k
B (O30 144 FL172 4, 15 14.10% F117.05%).
A AT WL, JESE A D1 4% 20 4Lk W T REAFAE — E
Z5E
22 ERMENARHEAMEIMEZEN ST
¥ Bray-Curtis AH{PUEE B3 4H M HEf TREAR R 2
FFAET TR L X4 LR VE 25 M 4T ) /s o Bray-
Curtis B R KRBT MME . WAL . B BEA 2
() 2 DA RV 2L B B AR, B R AR RSN
FIBE %) 240 DR R 7 2L I A B AR . RS TR DL 21
WIS SE I BLE ROk 20 1], HRHEBSOER
R T AETTAKE LA = B TR T 10 09 B 75 4544
(E2). Z5HRExR, EFRIRITHE AR LIASE
B ] (Proteobacteria, 5 76.32%). #IFFE ] (Bac-
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teroidetes, 57 13.65%) FIPEHH E ] (Verrucomicro-
bia, 5§ 4.71%) K I, MR ] (Actinobacteria) .
JEBETE ] (Firmicutes), X B2 ] (Tenericutes) 4¢
MIXTFERERAL, 505 2.41%. 0.84% 1 0.79%.
JEFETG A AU & B 471 AN . #IE R
7R T FEJ@ KT _ AR TR T 50 B9 OTUSs (& 3-a).
FEUFEZIEE T OTU6 Gl )& Halo-
monas). OTUT7 (Kistimonas #J&). OTU1384 (L ¥
¥ % J& Pelagibacterium). OTUI1385 (M #F B F}
Phyllobacteriaceae, J&43r2A ). OTU1400 (ZLFF
T #l Rhodobacteraceae, J& 73 25K £ ). OTUI2
(Gamma ZBIEH A, JB/THEAE). OTUS (H HLif
i F} Xanthomonadaceae, J&4M2AKE) 55 T HE
[T A OTUS24 (FL AT # #) Flavobacteriaceae, J& 47
BKARE); TEMETTHE OTULL (Rubritalea J& ).
XIA% O W B AT AT AT, SRR, JESEIG L
WA 40 MO E (core genus), TE AR
it I 0.01% B, I AT A% T @ I A 2tk =2

HE K25 2: 3276 sponsored by China Society of Fisheries
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i Mk hemolymph
LR digestive gland
BHE kidney
il gill
M mantle
T gonad
& foot
[T phylum
PERIAT]  Verrucomicrobia
A JMHI]  Proteobacteria
MFFE]  Bacteroidetes
. JEHER ] Firmicutes
|| Bacteria_unclassified

JHZEH ] Actinobacteria

AKJFEAETT  Chlamydiae
BEEG ] Tenericutes

VFBEIAI] Planctomycetes
HAFE]  Fusobacteria

0 5 10
RS ES A

relative abundance

15 20

El2 ERMEIEAAMENTKPRELEER
35T Bray-Curtis AU BEHEAT BE A, 6 €00 B A4 T BT AT 10 BBV 41

Fig.2 Bacterial community composition at Phylum level for each tissue of M. coruscus

Bray-Curtis similarity-based dendrogram was used to cluster the samples, for each sample, community composition of top-10 abundence at phylum level

is described with stacked barplot

B K R R 15 (0.29%), BBAM %O T B I Ok,
Hodrmg £ va i o &8 i A TR e (B 3-b). X ULE
FEE UL R R oA M e B B A — 5 I D fe e

23 ERMBIAREHARMEYE Alpha S
Rl

ZAEMEFE RN LMEM K 56 25 1 B, AR
T PE B B A 2 ) Observed OTU(Obs, LMEM:
Yobs =269+ 62, Kl 4), MKEPRHEY OTU %k
5 (Yobs = 465 + 88, P<0.01), HUCHEHE (yops =
290 + 88, P <0.01) FIIHILHR (yops = 268 + 88, P<
0.01) FIE (Yobs = 229 + 88, P <0.05), {HHE (yops =
143 £ 88, P> 0.05) FIZMENE (vos = 84 + 89, P>
0.05) H1 % OTU %A & ML i 25 5% . M Chaol 4§
BORE , HE TR Yoo =350+79, Kl 4), Il
I B T B TR ) 2 RE R SR (Yenaor = 499 + 112,
P<0.01), HICHHELIE (vopao =303 £ 112, P<
0.05), B (Yopao1 =287£112, P<0.05). /& (Ycnao! =
251+ 112, P <0.05) A (Yopao =239 £ 112, P <
0.05), TXANERR (Yopao = 104 = 112, P> 0.05) £
BB 2R LT HERMEY R Shan-
non 78 0 (Yshanmon = 1.44 = 0.48, 4y, Il Wk E
(Yshannon = 3.07 £ 0.58, P < 0.01). B M (Ysnannon =
2,65+ 058, P<001). {HM Yshanon = 2:19
0.58, P < 0.01) Fl /£ (Yshamnon = 1.61 = 0.58, P <
0.05) [AIFERIL M b i 22 57 o A EL T IR e

[ 7K 72 5 22 3275 sponsored by China Society of Fisheries

YK Inverse_Simpson F54L (InSimp, Yyygimp = 2.64 +
7.37, 4y, AUMMKE Yigsimp = 25.93 £9.40, P <
0.05) F'E JIE (Yrngimp = 24.18 £ 9.40, P <0.05) Ty
WUEM RN BE 2. LRSI, JE520
DUBSAE DA bk S L B IE . THARAR . b 2R
FRRE R, XA R R 7 T DLTUAE W A AR 3R W]
WA 2

3 v

3.1 EREIVARMEMEELENDN

JESETE I UL MM EE . BT 168
rDNA(V3 ~ V4 X)) seRE T s, Bl
UL 7 R U E R 5k, AR TR TR TR
FEBTT G X g His OGSOk s, AR TEBA )
SN R PER I — ™, 2T
VR TCEAE Sh i L 20 R 5 174 i 9k £ B
TTils (Modiolus modiolus) BT 1R (Mycale
laxissima)™" 5 8 5 S5 SR HH v ) X A
TRBE A A D REE T 0 b, S5 R, BB
BT R 5 2 77.5%, AR50 Li &0
TE 2018 47 R4 1 JEL 72 1 DU I 199 1 ik 4 Fp (R i 2
Y EEAR SRR, AR [ A 0 DL A
H MGG 20, B, Vezzulli 255 % BN 4 &
VIS AC 5 PR A e 2 AR Ak 5 Ui DL ot 9k 2L
AR B R . AN A SV A MR 4
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OTU1499: g %ﬁ%*m Bacteria_unclassified

OTUI1351: Microcella

OTUL W H KA Nestrentonia log,(reads)
OTU1390: 4= MERL JEAE  Hyphomonadaceae_unclassified

OTU149: YNIAE  Vibrio
OTU771: MHE 1], JAARSE  Bacteroidetes_unclassified
OTU1609: & A KA E  Ruegeria 3
OTU1399: H B4 (1 1 Rosenwmus
OTU841: Flaviramulus
H OTUI120: HIOFFHJE  Arenibacter
OTU1395: W fifi kil Sulfitobacter 2
OTU79: #AHTW)E  Tenacibaculum
OTU76: 75 LXK % Shewanella
OTUS861: Marinifilum_unclassified
OTUI610: i Arcobacter I

24 1
OTU1334: BILHI], JEARSE  Proteobacteria_unclassified I4

1

OTU2032: K H, JEASE  Clostridiales_unclassified
OTU1558: Maritalea
OTU3S: JEllHift, JBAIE  Verrucomicrobiaceae_unclassified 0
I OTU40: MR L # & Halobacteriovorax
OTU8S9: i ST )a  Mesoflavibacter

= 1 1 [

OTUI152: #i %)% Marinicella_unclassified

OTU1613: Ahrensia Wikl digestive gland
OTU1650: #iR# KK R  Hoeflea 2 < €
— OTU863: F}, JEAE  Cryomorphaceae unclassified > foot
C OTU971: HiAT )i Polaribacter g gill
C OTU1627: a ZHIEHA, JEAIE  Alphaproteobacteria_unclassified e J
OTU17: YR AL JEASE  Vibrionaceae unclassified gonal
L F OTU25: FEtti#i H, JRASE  Verrucomicrobiales_unclassified 1#FE hemolymph
OTU1641: Ponticoccus | :
= OTU13 FFER  Psychrobacter HIE  kidney
+ OTUIS e [CI R Loktanella HMENE mantle
L

OTU194: WL T Methylophaga

C OTUSS2: W MICHJE  Bizionia prevalence
OTUST1: M FFE % Maribacter
OTU31: gk Mycoplasma 100%

OTUI1381: #lRHT & Corynebacterium

OTUIS51: H & BRIF G Staphylococcus

I OTU1612: #iflF L& Sphingomonas

OTU39: NENTHIR  Acinetobacter 65%

| OTU1400: ZLAFEEFL JEASE  Rhodobacteraceae_unclassified

| OTUI1: Rubritalea

OTU524: ﬁﬁ'ﬁﬂ E*ﬁ’_ Flavobacteriaceae_unclassified

OTUG: I & 1L/ Halomonas

OTUS: ﬁﬁﬂ@ﬁﬂ fﬁﬂi;& Xanthomonadaceae_unclassified
HHFF#E R JBAE  Phyllobacteriaceae_unclassified

FFT#JE  Pelagibacterium

WR2H H, JEARE  Oceanospirillales_unclassified

OTUI12: y WA, J§AE  Gammaproteobacteria_unclassified
OTUT: Kistimonas
oz EAESNEECCZCEEES IS
-~ _ N ) R N S S I )
FEA
samples
(a)
100.0%
R 5 029 NN 80.0%
e 013 60.0%
B ] 0.05 40.0%
= 80.02 0
= 0.01 ' 20.0%
0

OTUI1385: ¥ & Pelagibacterium

OTU1342: JE iR ERHCH B Nesterenkonia

OTUS: ¥R H, JEARSE  Oceanospirillales_unclassified
OTU1384: HAT# K, J&AE  Phyllobacteriaceae_unclassified

OTU1611: HAFEFL JBAE  Phyllobacteriaceae_unclassified

OTUS64: WifSHF I JE  Arenibacter
OTU79: F#FHE  Tenacibaculum

OTUN33: FAHNTHEIR  Tenacibaculum

OTUS58: T E1 1, JEAKSE  Bacteroidetes_unclassified

OTU1364: {# HiFEFHRE R Nesterenkonia

OTU1650: ﬁk%ﬁ&ﬁ;ﬁ Hoeflea

OTU863: Ff, JEASE  Cryomorphaceae_unclassified

OTUS856: ¥ L J&ASE  Flavobacteriaceae_unclassified

OTUT: Kistimonas
OTU148: Rubritalea

OTU841: Flaviramulus

OTU2: Rubritalea
OTU1395: WEERHL :FF R Sulfitobacter

OTUS9: il ST 4% Mesoflavibacter

OTUS49: FFFH L JBAE  Flavobacteriaceae unclassified
OTU11: Rubritalea

OTUI10: Rubritalea

OTU1705: ILIKH R Shimia
OTU1390: 4 22 i FL IR AGE  Hyphomonadaceae_unclassified

OTUI1617: ik JE  Tropicibacter

OTU1862: ZLATH# Kl JEARE  Rhodobacteraceae unclassified
OTUL351: (i & Microcella

OTUS852: LFF I J®  Bizionia

OTU1563: ¥ 5¢ [RKE  Loktanella
Rhodobacteraceae_unclassified

OTU1609: G2 KIHE  Ruegeria

OTU1400: ZLAT iR} @A E  Rhodobacteraceae_unclassified
OTU120: HiRbFF A% Arenibacter
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Fig.3 Bacterial community composition at genus level for each tissue of M. coruscus

(a) heatmap shows the community of the top 50 genera with relative abundance, (b) prevalence of core taxa; core taxa at minimum abundance of 1x10™*

and minimum prevalence of 90 %; Bray-Curtis similarity-based dendrogram was used to cluster the samples
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Fig. 4 Alpha diversity analysis in bacterial community composition for each tissue of M. coruscus
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Differential distribution of indigenous microbiome in
tissues of Mytilus coruscus

HE Zhijiang, JIA Mengxue, WANG Jinyi, YAN Xiaojun, LIAO Zhi, HE Jianyu"

(Laboratory of Marine Biology Protein Engineering, College of Marine Science and Technology,
Zhejiang Ocean University, Zhoushan 316022, China)

Abstract: Filter-feeding bivalves provide habitats for microbial colonization. Microbes also affect the growth and
development of host organisms. Mytilus coruscus not only has economic importance in China but also shows
powerful immune tolerance to environmental changes. However, the underlying tissue-specific pattern of micro-
bial communities of M. coruscus is still poorly understood. To fill these knowledge gaps, we collected 7 tissues of
M. coruscus cultured in Shengsi breeding area. These tissues included hemolymph, digestive glands, kidneys, gills,
mantles, gonads and feet. Through the 16S rRNA gene amplicon sequencing targeting the V3-V4 variable region
on the Illumina MiSeq platform, we characterized the community structure and distribution of microbiota. On aver-
age, a total of 36 860 high-quality reads were obtained from 21 samples of M. coruscus. The highest number of
OTU (1 237) was detected in hemolymph, followed by digestive glands and kidneys (1 014 and 1 015 OTUs), and
the gonad had the lowest (only 553 OTUs). Although the number of OTU in hemolymph was the highest, there
was only 9 unique OTUs in hemolymph. The kidney had a maximum of 172 unique OTUs, followed by digestive
glands (144 unique OTUs). Compositional distribution showed that Proteobacteria, Bacteroidetes and Verrucomic-
robia were the main phyla in all tissues. The Bray-Curtis distance results indicated that the bacterial composition of
hemolymph, digestive gland, kidney and foot were clustered and the bacterial community from gills, gonads and
mantle had higher similarity. Analysis of alpha diversity indicated that the microbiota in hemolymph, digestive
glands and kidneys were more diverse than those in other tissues. The variation of indigenous microbiome was
attached to different tissues of M. coruscus. Overall, our results will help improve the knowledge of mussel-associ-
ated microbial community, and provide a better understanding for revealing the interaction between the mussel and

its host-associated microbiota.
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