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WE. AW BEEAERELERFEPREFEE BN ER. ZTDNAFMRNAGHAEN FHAFLT
BEZVEERAENBHEENRABRNG . EREAA: (1) Z D2 ER P ERNzaHE
1476 ML K20 (OTUs) , EF p-Z B 0-Z HH LB EMUFE N £ M &G WX,
(2) T DNA M RNAFREEN 7 & A YK X 4 Fp LB F 022088 0 W B % P i th % £ 7,
EERAFELATARNRS, TEZXFLE LA LHAM TV BRERENEE; (3) ZH7E
WEBEEMEZONRE LW R GEZ R, RN N MIEMLE b AR T 08 X 3240 1 2 0% 2 A i AR
Blo PHBERA-—FSHNAN, D BELAEBREN PR EEZIN P HARNEE, KAFXER
THRENERBEZ DB ER TP AHHFEENREL RAH R EERRE.

KEBE: AEAHAEEN; R EN T REE M BER RN =73

FES%ES: Q938 XERERL: A

1 5%

VDV M A A AR AR AL R I (26.5°~26.96°N,
119.43°~120.17°F), & & [ H 7Y {355 165 5 b AU Vg9
SV AR R CEIIREMAR B, &
W (P T . R P R0 5 T 35 ) 45 Uk — S0 ) T VS 2R
iR, T AR 24 R 714 k2, 75 1158 BEAUA 3 kml™, =
U VIS ZAT J, - v S A T 2 XU, T K v PR
F5, KBAK, &3 E T A K5 M ( Pseudosciaena
crocea) FEHH B4,

M B EE SN, AT TARAEDS
ARG, ARG PR ) A 25 R G 08 20 % e
Bl Al H G HE A VR FHS, — 5 N2 T T LKA AL
YAk TR WA AT R ) TCHLE SRR, ) — v 4l
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TR A R 22 BRI | Eh B | T AR RS
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BES KL O PR S W) BE YR S5 R AR Bl . T AE 8 A AN
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S5 K0 55 P T AUV A A AR o A TR R T 2 A B
T BEHL I AE = V078 v Sk A T 5 I i 4520

Tlumina 1= 38 &0 77 3 AR 2 A W73 2w Mas
i, HAR G 2, BRTE 28 12 0 H T A A
BRGEWNMAEYREEDIZE P, 5T rDNA /& i il
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FEAS TR WU RE 0 25 40 A TA R e, (B G 3 BF 5% A TR
A, P& LT DNAMF AU T AL (DE
5 5% B FE R 8 DU 52 ma 05 (2) DNA TE L 40 35 5%
A A2 0% — BET ], 3 F DNA W JF 9 25 52 1) g 2 5]
S RS DNAL FET- 4 A . PR HR 44 248 A 55 14 52 i &
#H Lt F rDNA, rRNA 7¢ il 4} 35 55 v %5 5 B g, B
rRNA J7FI{5 27T 5 Bl 248 A% B A 1 9% BR P i 2 1 o
AR RN, L, H AT P R R A2
FEF DNA W ] J2 1 BB REAS A7 78 i 2 A, i ik
T rRNA 190 745 A (RNA I 75 ) 7] fz e 35 55 R A op
BRI R BEDS A, RNA 5 DNA 9 F 4] 7] 4
Y TR SRR AR TG S A0y, TR ELE R A, Tl
MR AR L SRR DU L A e 25 5, AR
P — AN F 6] — 2B R AR R BT (1 R, AN
[ R (B AN 1 B e

AHFFEHE T DNA F1 RNA =38 50 5 5 R, #7758
T VDV RS AN R RV AR B R, i T
Y B VE AE = U0 B S s ) RUBE o3, DL S AN
Pt 5 A 12 1 30 AR5 T 1 A G 32 Y R s

F o BeAh, AR WG I P A RS (Neutral Com-
munity Model, NCM) 73 Bt T = U0 45 1 3ok 4t 04 7 7% 2
B FEEE PR AL

2 MRS

2.1 KEERE

ABFFERAESER T 2021 4E 6 H 16 H, 2 13 4%
BEVEOL, WL 1 BEASREESG R ERIZWAK S L, B
Al 57 K RE I 5 SRR ST R [ S8, AR X K5
BLAKFE 3 08 o /KRR B S8 38 5 200 pm i 28 A 8
FBRAK R B 2% 5 K KR A AR . T O T K 2
BEE A — L B F] 0.2 pm LA AL FR LT 4615 1 (B
&4 142 mm, Milipore, 3% [# ). H F RNA 7£ §g 4h 3
BEh R G R, IR TR RNA 1 £, AR
il ACRE B 3 3 9 0.5~ 1 L/min, JEREWCEE 58 UGS
SE RPN -80°C KA R AR A . B R AR, T
WTW F- 45 7K 5 23 Hr AL (Multi3620, 2 &) 08 I i 5%
TR IR BE AR

119°40' 119°50° 120°00' W
1 1 1
N
T A
26°50' D et
N

26°45" 1

26°40"

26°35" 4

I w7 PIFSREE KAk
L Rosiil C #k 0 Wk
R O ERKX

{
-
&Y /

o

® Rk

&1

USSR L

Fig. 1 Sampling stations at Sansha Bay

22 EFHRMNIWESN

JKFE (0.5 L) 2 0.45 pum L 72 1) BY 55 2F 4k €
(Whatman, 3% [ ) i %, U4 2 38 (9 7K FE AR AE F—20°C
BT, IR BUE SRR A . ASHIFFE I A 1 SR
AR BA (TN, A (NH-N) | SR
(NO;-N), W filf & (NIT), B (TP) FlIE#EFRE: (SRP).
BRI A S SR [17].

2.3 #AH DNA/RNA #£$ZBL . PCR # & % Illumina &5
BENF
i@ 13 AllPrep DNA/RNA Mini Kit( Qiagen, 7 [ ) i,
G0 XE AR AT 1 U8 WL AE AN JE 4T DNA/RNA L2, A
WX R SR BRI AT 138 A, LA R 3k
7515 0T it (1) DNA FTRNA. 3R753 19 RNA $2 500 & 5
i i3 gDNA wipeout buffer ( Qiagen, 78 [F ) 4b #f1, 2= &
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FE A b 1] BB A7 7E 19 3L [ 41 DNA. 4l fk () RNA
4k £ 22 33 QuantiTect Reverse Transcription Kit( Qiagen,
) a0 & & % 5k 4 cDNA. DNA/cDNA ¥ £
1 4 43 9 38 11 Nanodrop 2000 4356 5% i1 ( Thermo
Scientific, 3¢ [ ) F1 1% Bl b BE K o Dk Al . ASBIF 5
P B 168 V3-V4 R B, BTS00k FIES 1
341F(5'-CCTACGGGNGGCWGCAG-3") il F i 51
¥ 805R(5'-GACTACHVGGGTATCTAATCC-3")19,
PCR & %4 25 uL, HHr: 12.5 uL 2xTaq PCR mix(Takara,
i ED, A2 F 1 ug DNA 5% cDNA £t 0.1 pmol/L |
WES190 1 ug, 0.1 pmol/L #5149 1 pg, ddH,0 #h 78 &
25 uL, PCR ¥4 FE ¥ Jy: 95°C HiAE £ 2 min; 95°C A%
Pk 30 s, 55°C 3R k30 s, 72°C %E A 30 s, % B HE 42
25 MEX; feJm 72°C ZEMf S min, 3 YRE T 2% W
JEE B AR O Fe Hh DK AU, 5 A% 1 7 ) R A T W R AL T
K B bR 2 i . A6 PCR 7™ W)k B2 A7 55 f IR A,
TR AT J5 3 3 2% W B2 Bl o B e e AT I Uk A 0 0 &
¥ 09 B 1Y 4% % i 18 QIAquick Gel Extraction Kit( Qia-
gen, T ) {0 & I, WU PCR =) % 1% 2 ik
K 2R (Novogene) #F 17 M ¥, A 58 W )7 F- & 4
NovaSeq 6000,
24 FIINBREES A E

JEU A 51 T HLG K 4 Barcode #1514 15 371 95 43
& FE AR B4, 25 4 Barcode Fl 51 9 41 A B R 4
FLASH( V1.2.7, http://ccb.jhu.edu/ software /FLASH/) [
AT DR . PFERJE W7 51 5T 5 45 1 7E Qiime( V1.9.1
http://qiime.org/scripts/split_libraries_fastq.html) 3% & I
HEATE, AR S A5 B B A 3 — Al it Git-
Hub(https:/github.com/torognes/vsearch/) & Ml 3+ 2 [ 1k
BReY, AR AP HiE id Uparse(V7.01001, http:/
www.driveS.com/uparse/) ® L 0.97 B9 AH LI R Z89E A
2 1F 43 25 28 5T ( Operational Taxonomic Units, OTUs) .,
OTUs H 1 BT IR 55 e 1 P 91 o HAR R P 91, AR Y
1) i 1 Mothur 77 % H X} SILVA138( http://www.arb-
silva.de/) 7 1) SSUrRNA ¥ 42 AT 4 b 432 T e,
BIMEB N 0.8~ 1, FE—LorHrh, KB TAXE—
A B OTUs, H & — 467 91 ) OTUs Fl 28 3 ¢
JE RAEH AR OTUs, Ay sk G il 5 % B AN [ 2l o A it
72, DNA H1 RNA FEA ) DIAEAS o e /N Fp 51 itk 47 1
— AL Ak ], A B 58 R A REAS Y 51 4 59 006 4% .

AT o 2 FE 1 45 50 (Shannon $5 54l Chaol $5%%)
BT Qiime VB IFAMS R . AR P AYEE ¥
M ¥ 3 F R A4 (version 4.0.2) SERL . B2 IR 7% A 56 v
(Pearson’s correlation) 4387 FJ T [ BH 21 18 & k£ 1 5 3

BEH 18] W AH G . F2 4845 43 #1 ( Principal Coordinate
Analysis, PCoA) 3£ F Bray-Curtis [ 2 4[4 5 #8240
RV G e 23 [ RS Y 22 57, 4 R 4 Vegan 2
SERL, HLRAH G 53 M (Canonical Correlation Analysis,
CCA) FHAR R AR 20 w1 S HEA G M 5 PREE DA - 8] A9 A1
JeME, 5T R 8 Vegan U5 1. 41 & OTUs ARG
¥ (RNA : DNA) %£ T OTUs 7 RNA & DNA il /¥ 4%
SR AR S BE AR AR O, A A ) AR R
(1) 748 Ak 3 ok R s o PR AL T OTUS Y B4R
2 55 FORH X = B 8] (4 5 R 43 A B AL 3k 2 (o vk it 72 )
TE A B RE R I 1 b B T TE BT

3 RS0

31 BHMUKRSBREFEKE

ABIF G RAE XSl B = VDT R T s K B 1] s
AR S AERMOK I R K SR R R K R, 26
PRI . W FRIE S K I, &I K T S HUCE 3R
ARV BE DL 1o LU ) = v A%l 67 U AR AR
Fil Ry 26.2~28.5°C, $h B fLYE I 17.1~31.3, TN ¥
J 75 A6 15 Bl A 0.401~ 1.907 mg/L, NH;-N¥k J& 15 1 15
FEI 0.203~0.766 mg/L, NO; -Nyf B A5 k3 il 4y 0.311~
0.643 mg/L, NIT ¥ B 48 4k 15 [l °4 0.074~ 0.11 mg/L,
TP ¥ J& 754k 75 Bl A 0.047~0.145 mg/L, SRP ¥k J& 7254k,
T M 0.058~0.138 mg/L., = V07 /K dal /K Ji 2 K %
BRI R SR AT N T K AR R A, WS
ORI TR 52 458 v — 0 WK IR R N 7 GV B A
15 AR PR K AR R B i (>31), HL K (AR WV i 20 1 %
i 6 e P8 s v, T UM B AR (R 1),
32 =EEEAESEN

A ST L AT I T EHE 1 654 049 2%, S 4 o
i Bt 5 AR B, RS 5 R 81 1534 156 2%, LA 97%
(R DL SR 2 R4S 1 476 4> OTUs. p-BIEH | a7
TE VAL 20 TR RN LR BR Dy = v T el 2 R R T 2 A
PE(OTU ) i i (1 2B (1] 2a, [E] 2b). JEF DNA I
FE4k B, -8 T T Sl 429 OTUs, (5 41 18 7E V& i 2 kR
() 33.20%. o7 T N 224 OTUs( 17.34%) . 5 40
9 108 OTUs(8.36%) . 8L #F 1 24 132 OTUs( 10.22%)
(¥ 2a). 5T RNA T 77 A0 21 p-B TR 0 L a2
BB . W 4 T FAELRT B 43 0 Dy 433 OTUs(33.21%) .
227 OTUs( 17.41%) . 87 OTUs( 6.67%) 1 169 OTUs
(12.96%)( & 2b), H:T DNA Il FF 45 AR S AF #0200 1 B
#% OTUs £t H 78 R AF 0l 457 W] 1) 22 Ak 3 Fil o4 465~ 656,
Forpr SS3 3 7 2 M M d i, T 22 RE MR E B AR
SS11 #5437 (&l 2¢)., Shannon $& %75 1k 35 [l Ay 3.22~
6.20, H: v SS8 3l 3 22 A% 1 fie i, SS11 3 o7 2 R I
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Table 1 Temperature, salinity and nutrient concentrations at each sampling station

S REE/C EhEE TNWRE/(mgL)  NH[-NUE/(mgL™)

NO;-NVFE/(mgL ™)

NIT % /(mg'L™") TP ¥/ (mgL™") SRPHE/(mgL™")

SS1 26.7 29.1 1.165 0.306
SS2 271 30 1.136 0.203
SS3 269 212 1.432 0.203
SS4 277 225 1.907 0.227
SS5 272 278 1.363 0.766
SS6 285 235 1.103 0.211
SS7 268 17.1 1.706 0.274
SS8  27.1 22 1.218 0.243
SS9 272 19.6 1.515 0.258
SS10 274 299 1.304 0.227
SS11 27.8 31.1 1.492 0.227
SS12 26.8 313 0.546 0.227
SS13 262 313 0.401 0.243

0.393 0.089 0.111 0.073
0.410 0.089 0.090 0.081
0.548 0.087 0.103 0.062
0.501 0.094 0.111 0.058
0.371 0.099 0.094 0.085
0.522 0.093 0.137 0.096
0.643 0.074 0.120 0.104
0.541 0.087 0.103 0.096
0.558 0.082 0.107 0.092
0.366 0.089 0.098 0.104
0.387 0.110 0.145 0.138
0.399 0.104 0.090 0.134
0.311 0.096 0.047 0.107
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Fig. 2 The numbers of bacterial OTUs (class level) at all sampling stations (a, b) and at each sampling site (c, d) based on DNA and RNA

sequencing approaches

ik . Chaol 5 075 1k 76 6] 2 458.17~943.55, Hh 7
SS4 Fl SS11 3l A3 A5 ) 3| 22 A P 19 o v 1 5 e IR
(£ 2)o T RNA M 7 £ AR SRAE (19 40 7 #F % OTUs
B H AE R A 3 7 18] (4 A8 Ak R 547~ 703, Ho
SS12 ¥ A3 Sk Z2 A5 M fie v Rl 67, T SS8 i v 2 K 1

%% (/& 2d), Shannon F& 2% 1k 75 Bl 2 5.07~ 6.38,
Zo MM B R (B 5 SR AR E 43 1) 8 PR AE SS6 AT SS11 3
fii. Chaol $5%25 k3L N 579.31~792.89, £ SS13 Fil
SS8 3t {57 43 Sl A W 38 22 A A v 1 S B IR (32 2).
SR, B IR ARAH SCHE ST 0 R ke B =V IS T A 2
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FEHE (56T DNA HI RNA W7 ) 5 PR 7 0] 7 75 12
F A (18] 3),

3% 2 E-T DNA 70 RNA iUl 5 8147 A B9 240 B B & 72 R A uh
LM o-ZFEEREHE
Table 2 Bacterial alpha diversity at sampling stations based on
DNA and RNA sequencing data

DNA RNA

i

Shannon Chaol Shannon Chaol
SS1 5.41 641.01 6.16 690.22
SS2 5.74 626.41 6.03 669.75
SS3 5.44 688.15 6.24 620.27
SS4 5.35 943.55 591 653.27
SS5 5.56 586.33 6.07 584.51
SS6 5.94 564.28 6.38 615.13
SS7 5.74 637.28 5.78 606.78
SS8 6.20 623.26 5.83 579.31
SS9 5.86 589.08 5.86 608.98
SS10 5.92 615.96 6.03 606.22
SS11 3.22 458.17 5.07 649.07
SS12 4.64 464.09 6.19 731.50
SS13 5.51 608.15 5.93 792.89

TE: RAHLREUE & b 2R RO i S (5 (R

33 =iEEEAEEE AR

Sy | A N S8 N o R E Y S R T R
T 3 40 T A P S BE (] 4a, [ 4b) o o-AE B TR AE
DNA ] J7- 25 5 v 8 45 SR AR il 437 18] 35 3 265 388 1 1) I 31
F B (9.77%~ 47.59%), 1€ SS9 3 {37 o 5 51 A XF =+ i
ik 47.59%. HEF RNA B 77 45 3%, a8 T8 1 7F 45
il {57 [ B4 AR 3= B8 B AR, BTG A DL 35 2, AR X =
FE A5 AL I Bl A 12.61%~ 35.61%. y-78 JE T 76 3 T
DNA ] Fy 45 5 v 75 25 w37 (8] A 46 B8 i 10 7 91 2 2
(6.15%~ 78.04%), H:rfr SST1 3l {37 H: AH XF =F JiE w5 1k
78.04%. AH LT DNA ¥ 45 21, p-28 8 18 )7 91 F B
TE RNA W25 Rvp it — 2542 T, 22 A R 25.38%~
75.33%, Hor SST1 3l v A X6 3= B = 1k 75.33%. 5 4
B 51 =F B A DNA T P 45 3% op 28 A v B 4 K, #E
SS11 3 i Ho 5 51 = BE AL R 0.2%, 11 7€ SS3 uhi i H ¥
SIEFEH 36.25%. #H LT DNA W7 45 5, 5 4 7 78
RNA 77 45 5 rfoAH e =F B B b 7, JLAR A ol
3.61%~42.41%, FLFTF T 76 DNA I 45 5 A % 3=
FEAS AL N 3.96%~20.94%, 1 HifE RNA 751 4%

HRE AT 32 BE A 0.65%~ 5.87%.  Jilt 28 T IR 4 74 49
TE DNA I 77 45 5 bR 6 =2 B2 43 510 1.37%~12.35%
F1 1.14%~9.3%, T 2F RNA T J5 25 5% v, 53¢ 79 b 25 1
1) 7 5 3 B /N T 1%, %5 Ml 7 ( Campylobacteria) |
PER T 29 (Verrucomicrobiae) . 1% 5 & (Bdellovibrionia).,
Rhodothermia %5 2& Hf X (5 2 & )57 51 3= B 1 /N3 43
( 4),

2T #T & #F . Marinobacteraceae. & #T & £ 1 Nitrin-
colaceae Ay = Vb V5 TAF 3ok A1 BT A R 2 KT 19 pE A S R
(K 4c, [ 4d). T DNA I FE &5 55, 20 4T B RH S R
J7 9 = B2 A 2R A 3l 457 8] A2 46 7 L 7.55%~ 38.12%,
o e SS5 i FE % 5 . Marinobacteraceae 25 B 1E
5 A7 [BD A AR 3 BE AR AR AR, DA 0.32%(SS12 3 7))
3| 32.87%(SS1 i ), B AT 1R B 2 B 76 SR A 0l o7 [1]
(AR X = BE A8 4k N 2.67%~19.47%. Nitrincolaceae J$
HETE SS11 RN SS12 i v A 45 A o WA X =F B2, 43331
K 67.57% K1 43.31%( &l 4c). AH LT DNA ¢ 25
RNA 5 25 5% v £1 AT B RE R8T DA RE S B A ol 407 7]
R AH X 2 BE B AR, 43 51N 6.72%~27.59% Al 0.34%~
4.6%, T Marinobacteraceae £l Nitrincolaceae 2 Jf #H Xt
FEEN T, 390N 3.2%~ 28.44% F1 7.88%~ 51.5%
(& 4d).
34 SHEEEHAEBETESH

55T Bray-Curtis P 25 5 [ (19 25 #F 7 20 0 B v 25
F4 (%) 32 A8 45 43 B (PCoA) & BHL, 55 T DNA Fll RNA
Tl I 7 5 58 AT (4 4 TR R 9 E X Bl 4 S PSR 3
(#'5). YHlhiJ7m SS1, SS2. SS5 Al SS10 ¥k fi7, SS3.
SS4. SS6. SS7. SS8 Tl SSO o7 £ B k745 &% #a #5  +H
. HLFEA E E, SS1. SS2. SS4. SS5. SS9 Fil SS10
7 J& T = ARk IR, SS3. SS7 1 SS8 3 43 o7 T[]
WK, SS6 w57 Tk I s /K 3k, SS11 1 SS12 3 {7
BT AR E K SS13 B T 5 Mk ek
35 ZEHEEBERHERFEEEREZENRE

&+

21 B A = V0 ¥ i U T DNA Al RNA I 7 7 6
FAE A TE I 45 K0 5 A [R) sl 67 ) A7 AR 3K 22 5 (181 4)
RNA : DNA i 0] £ 2 # 38 41 0 #F 7% A1 OTU 4R 1
PEM TR . =D L B IR - BRI | o2 E
BT 0 TR RADURT B (3 3) 7 4% o7 4 I I 1 R ] L
Kl 6o AR PRI E W] DL A 5830 ) =00 15
b o AR T | p-AE I T AN 40 T 2280 OTUSs 4k FAR
I B AR, T AT B 2 80 OTUSs b TR AN i BR
RS o BORUAH OC 23 BT it — 25 43 R B = 10 ¥4 g
P LIS BE ARG M B A7 AR L B AN
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Fig.3 Pearson correlations between the numbers of OTUs of bacteria and temperature, salinity, total nitrogen (TN) concentration, ammo-

nia nitrogen (NH;-N) concentration, nitrate nitrogen (NO;-N) concentration, nitrous nitrogen (NIT) concentration, total phosphorus (TP)

concentration and soluble reactive phosphate (SRP) concentration based on the DNA and RNA sequencing data
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Table3 The OTUs classification information of a-proteobacteria, y-proteobacteria, Cyanobacteriia and Bacteroidia

2 OTUs VeS| £l OTUs AR
Alphaproteobacteria ~ OTU_1 Rhodobacteraceae bacterium HIMB11 || Gammaproteobacteria ~ OTU_2 Marinobacterium marisflavi
OTU_5 Ascidiaceihabitans OTU 3 Marinobacter
OTU_7 SAR11_clade Ia OTU_4 Alteromonas mediterranea
OTU 9 Sulfitobacter OTU_15 Neptuniibacter
OTU 14 Pseudooceanicola OTU_16 Limnobacter thiooxidans
OTU_28 Marivivens OTU_18 Nitrincolaceae
OTU_29 SARI11_clade_III OTU_20 Ketobacter alkanivorans
OTU 30 alpha proteobacterium HIMB59 OTU 23 Litoricola
OTU_39 Flavimaricola OTU_24 Alteromonadaceae
OTU_41 Sphingomonadaceae OTU_26 Corallomonas stylophorae
OTU_47 Puniceispirillales OTU_27 Marinobacter sp. CP1
OTU_48 Hoeflea OTU_31 Marinobacterium jannaschii
OTU 52 alpha proteobacterium SCGC AAAO015- oTU 32 Methylophilaceae
- No04

OTU_53 Marivita OTU_42 SARS86_clade
OTU_71 SAR11_clade OTU_43 Aestuariibacter
OTU_77 SARI11_clade_IIT OTU_49 Nitrincolaceae
OTU_78 SARI116_clade OTU_50 Pseudohongiella
OTU_82 Kordiimonadales OTU_S55 Glaciecola
OTU_85 SAR116_clade OTU_56 OMG60(NORS)_clade
OTU_86 SARI11_clade_II OTU_57 Gammaproteobacteria
OTU_88 SARI116_clade OTU_59 Neptuniibacter

OTU 93 Erythrobacter OTU_62 RS62 marine group
OTU 94 Parvibaculaceae OTU_64 Vibrio fortis
OTU_112 Alphaproteobacteria OTU_65 Polycyclovorans
OTU 114 Parvularcula OTU_66 Methylophilaceae
OTU_125 Magnetospiraceae OTU_67 Pseudoalteromonas phenolica
OTU_132 Nisaeaceae OTU_69 Gammaproteobacteria
OTU_133 AEGEAN-169_marine group OTU_73 Halioglobus
OTU_147 Stappiaceae OTU_81 SARS86_clade
OTU_149 NRL2 OTU _83 Luminiphilus
OTU_166 Sulfitobacter OTU_84 SUPOS cluster
OTU_168 Magnetospiraceae OTU 90 OM60(NORS) clade
OTU_175 Planktomarina OTU_96 SARS6 clade
OTU_178 Ruegeria sp. OTU_102 Ga0077536
OTU_190 SAR11_clade_Ib OTU_106 Gammaproteobacteria
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OTU_191 SAR116_clade OTU_155 UBA10353 marine group
OTU_205 Brevundimonas vesicularis OTU_156 Methylophilaceae
OTU_242 Maricaulis maris OTU_169 EPR3968-08a-Bc78
OTU_341 Rhodobacteraceae OTU_171 Bdellovibrionaceae
OTU_429 Candidatus Puniceispirillum OTU_210 unidentified Gammaproteobacteria
OTU_472 Rhodobacteraceae OTU_312 Thiotrichaceae
OTU_588 Rhodobacteraceae OTU_408 Pontibacterium granulatum
OTU_1102 Rhodobacteraceae OTU_642 Marinobacter salarius
OTU_1104 Thalassococcus OTU_681 Neptuniibacter
OTU_1186 SAR11 clade I OTU_804 Marinobacter
OTU_1239 Rhodobacteraceae OTU_1020 Pontibacterium
OTU_1382 Rhodobacteraceae OTU_1070 Halieaceae
OTU_1757 Limimaricola OTU_1597 SAR86_clade
Cyanobacteriia OTU_6 Cyanobium PCC-6 307 OTU_>1689 Neptuniibacter

OTU_8 bacterium WHC4-8 OTU_11 Aureimarina

OTU_10 unidentified Chloroplast OTU_19 NS5 marine group

OTU_17 Virgulinella fragilis OTU_37 Cryomorphaceae

OTU_22 Micromonas commoda OTU_38 NS4 marine group

OTU_25 unidentified Chloroplast OTU_45 Flavobacteriaceae

OTU_33 environmental clone OCS162 OTU_46 Crocinitomicaceae

OTU_58 Minutocellus sp. CCMP1701 OTU_63 Cryomorphaceae

OTU_74 Phalacroma mitra OTU_89 NS5 marine group
OTU_199 unidentified Chloroplast OTU_104 NS4 marine group

OTU_247 unidentified Chloroplast Bacteroidia OTU_142 NS9 marine group

OTU_606 Guillardia theta OTU_151 NS9 marine group

OTU_858 Cyanobium PCC-6 307 OTU_211 NS5 marine group
OTU_1011 Bdellovibrionacea OTU_234 NS9 marine group
OTU_1059 unidentified Chloroplast OTU_933 Cryomorphaceae

OTU_107 Nitrosococcaceae

OTU_110 Nitrosomonadaceae

OTU_111 Marinobacter

OTU_115 bacterium BW3SW2

OTU_118 Oceanobacter kriegii

OTU_123 Nitrosomonadaceae

OTU_131 Amphritea

OTU_134 Pseudohongiella

OTU_145

Marinobacter litoralis
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Bacterial community structure and assembly mechanisms
in Sansha Bay, Fujian
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vincial Marine Environment and Fishery Resources Monitoring Center, Fuzhou 350003, China; 4. Ningde Marine Environmental Mobitor-
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Abstract: Bacteria play an important role in the aquatic ecosystem. In our work, bacterial community structure and
assembly mechanisms were studied in Sansha Bay in Fujian Province based on DNA and RNA high-throughput se-
quencing. Our results revealed that: (1) A total of 1 476 operational taxonomic units (OTUs) were detected, and y-
proteobacteria, a-proteobacteria, cyanobacteriia and bacteroidia were the most diverse bacterial groups. (2) y-pro-
teobacteria, a-proteobacteria, cyanobacteriia and bacteroidia were also the most abundant groups in Sansha Bay
both in the DNA and RNA high-throughput sequencing results. The metabolic activities of these four dominant
groups were different, and their metabolic activities were mainly regulated by salinity, total nitrogen, nitrite nitro-
gen and inorganic phosphate concentrations. (3) The bacterial community structure in Sansha Bay was different in
spatial scale, and the closer the geographical location was, the more similar the bacterial community structure was.
Neutral process was the main assembly mechanism affecting the construction of bacterial community in Sansha
Bay. Our results were useful for the understanding the bacterial community structure and assembly mechanism in

Sansha Bay, Fujian.
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