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Abstract: [Background] The Taklimakan Desert is a special geographical location with less human
interference and extreme living environment, and it has uniquely bacteria resources. [Objective] To assess
the community structure, diversity and factors influencing of bacteria in the eastern margin of the
Taklimakan Desert. [Methods] Analysis the physicochemical properties of sand samples collected from
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the eastern margin of the Taklimakan Desert, and high-throughput sequencing of environmental 16S rRNA
genes based on Illumina MiSeq was used to analyze the diversity and factors influencing of bacteria from
the eastern margin of the Taklimakan Desert. [Results] The bacteria of eastern margin of the Taklimakan
Desert belonged to definite taxonomic bacteria of 21 phylum 42 classes 304 genera, the dominant bacterial
phyla were Bacteroidetes (31.26%), Proteobacteria (29.47%), Actinobacteria (15.71%) and Firmicutes
(15.69%). At genus level of taxonomic, the dominant genus was Salinimicrobium (10.06%), followed by
Halomonas (7.39%), Bacillus (3.25%), Pontibacter (3.14%), Aliifodinibius (2.76%) and Kocuria (1.76%).
TP, SO4* and HCO;~ were significant effects on the microbial community structure of the eastern margin
of the Taklimakan Desert. [Conclusion] This study revealed the community structure and the species
diversity of bacteria in the eastern margin of the Taklimakan Desert. This study provides significant
theoretical references for the investigation of microbial resource in the Taklimakan Desert.

Keywords: Taklimakan Desert, [llumina MiSeq, diversity of bacteria
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Table 1 Sampling information of different habitats in the eastern margin of the Taklimakan Desert

FEam X FE FEARZEHY 2254 R
Sampling areas Sample Sample type Latitude and longitude data Altitude (m)
%% Luntai (LT) A, PE-RS 84.215°E, 41.454°N 922 .4
A, TR-RS
As WBS
$4H Tazhong (TZ) B, WBS 83.628°E, 39.037°N 1095.3
B p- R 3 Tazhong-Minfeng (TZ-MF) C WBS 82.906°E, 37.663°N 1292.6
F-F M Minfeng-Yutian (MF-YT) D, WBS 82.553°E, 36.888°N 1 664.8
R #- FK Minfeng-Qiemo (MF-QM) E; TR-RS 83.959°E, 37.688°N 1341.1
E» WBS
E; RE-RS 84.029°E, 37.719°N 1303.1
E4EiE £ Tatirang (TTR) F, TR-RS 85.824°E, 38.485°N 1112.1
F, WBS
A G, TR-RS 87.743°E, 38.819°N 885.2
Washixiaxiang (WSX) Gs WBS
# 95K Ruogiang-Kuerle (RQ-KEL) H, PE-RS 88.399°E, 39.889°N 814.3
H, TR-RS
H, WBS
TaHi7K 2 Qialashuiku (QL) I, PE-RS 86.839°E, 40.922°N 851.9
I, WBS
TbHE Shaya (SY) i TR-RS 82.446°E, 41.137°N 957.8
1) PE-RS
T3 WBS

F: PE-RS: #I#MRFr+; TR-RS: RMIRFRL; WBS: FshX1b
Note: PE-RS: Populus euphratica rhizosphere soil; TR-RS: Tamarix ramosissima ledeb rhizosphere soil; WBS: Wind-blow sand
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fribext, B ENES &4 PCR ), ff
F SanPrep #1:20 DNA i [R5 5 [m1ii PCR IR A
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Table 2 Sequencing data statistics of 21 soil samples in
the eastern margin of the Taklimakan Desert

SALIBERA (Vitrospirae) . Candidatus Eremiobacterota
(WPS-2) ., JEMEA ] (Verrucomicrobia) . B2 JjE &

KESL  JRlA Tags A% Tags ARL Tags ¥  OTU I'] (Spirochaetes) . V%% W | ] (Planctomycetes) .
Samples Raw tags Effective i oY1 Btk KR ] (Tenericutes) . Dependentiae . %W 7
tags Percentage of Numbers R )
effective tags (%) of OTU [T (drmatimonadetes) .  Hydrogenedentes — #l
A 69363 47459  68.42 717 Entotheonellaeota , VA K 1% B B T BT
A 72523 46676 6436 648 (Euryarchaeota) M4 B[ ] (Nanoarchaeota)
As 74948 54740  73.04 618 I3RS RAE R YR TR G54 AR, 35 v h S
B T esist s60s V4 TSR EERT 4 AT 1 5
Ci 73 175 65 866 90.01 1085 %]J j‘j j;y\ 1;1: r—] (Bacteroideles) . ,E ﬂ:ﬁ I‘—J
D, 75601 68602 90.74 996 (Proteobacteria) . W | ] (Actinobacteria)F1JERE
E 95 371 86 193 90.38 878 TN .. N NUTISGITINN s
! & [ 1 (Firmicutes)o JAK L, FFE T TRIE ehi s+
E 93 890 83 672 89.12 1183 ol s TN TN N TN
E2 s e s » VEARGAESE NIRRT, ASTERT ] R
3 . . . NN N
FERER T D&z AN BRI, 4 DAY
F, 91 350 75 280 82.41 727 EF‘iﬁ;FHXTHErLthK%”Uﬂg 31.26% .29 47% 15.71%
A S e
F, 04016 72144  76.74 850 Xﬁ 7 e O ETITONES T
0 —H Ay —H- [ 0
o 20540 66118 82.09 102 Fl15.69%, FHATET ]S AR ZETT T b7 LG AR X
AN \Z A 3 iss A [}
G, 81 103 67 696 83.47 1103 ijL/ ’ q:i’éﬂ‘ﬁﬁ$§£lrljﬂjﬁﬂ: 1%
H, 88632 77225 8713 692 TEW KT, et 42 D EBERRIC,
H, 77365 66592  86.08 742 ACBLAH WA T 10 UAT 18 2 (Bacteroidia, 19.57%)
Hs 71619 60619  84.64 963 v-" I B A (Gammaproteobacteria, 18.32%). #{f
I 78186 62976  80.55 530 MR A (Bacilli, 15.29%) . Rhodothermia (11.69%) .
L 70746 64042 90.52 858 T £k T W (Actinobacteria , 11.11%) . o-78 TE B 44
i 88707 78760  88.79 695 (Alphaproteobacteria , 9.03%) . Mg 3t % fif 1 0
I 77535 67630  87.23 911 (Nitriliruptoria , 320%) . &- & JE W 2
I3 73795 61996 84.01 926 (Deltaproteobacteria, 2.12%) . RIS ZN(Acidimicrobiia,
A E G,y = Ji
1000 - A, E_, Gy, *"hj]*?
g A B Gos - J]_3
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Figure 1

Rarefaction curve of samples from different habitats in the eastern margin of the Taklimakan Desert
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Figure 2 The relative abundance of samples from different habitats in the eastern margin of the Taklimakan Desert at

the phylum level
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E\. H, il Hy FEA TR A ; i A 492 Dy Ml
G FERIR S E N ; v IEENIE Fio G A1 I FE
R -

TEJB Kb, 85 e 30 T VD I AR b DX R A
rn AN HETE 304 A, oA R s Y
30 MR 4), 4390R Salinimicrobium (10.06%)
h FUM T B (Halomonas , 7.39%) . #F ML AT I &
(Bacillus, 3.25%) . SEFEIT# )& (Pontibacter, 3.14%)
Aliifodinibius (2.76%) . 7% v [ & (Kocuria, 1.76%).
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(Arthrobacter, 1.67%). Truepera (1.66%). MEFF
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0.95%). Gillisia (0.83%). Devosia (0.79%). &

M B & (Pseudomonas, 0.74%) . Egibacter (0.73%).
Tunicatimonas (0.67%) . 3l Bk & J& (Planococcus ,
0.60%) . Marinimicrobium (0.59%) . Halofilum
(0.54%) . Rubellimicrobium (0.45%). Domibacillus
(0.44%) . Sphingomonas (0.43%) . Maribius (0.39%) .
Actinopolyspora (0.36%) . Pseudohongiella (0.34%) .
(0.30%) ml BR J&
(Paracoccus, 0.29%)F1 Tumebacillus (0.29%). H:H
Salinimicrobium . Halomonas . Bacillus . Pontibacter .
Aliifodinibiusr Fll Kocuria TE45FE &5 R 9546 3 H=F
JERRE , FRWIX 6 AN Jm S B w3 F U R AR G AL
P
2.3 BRuBTFIRREREMS HEES R
fFH R B (Vegan ()X 85 L3S 05 AR 5
Wt W 1k 4T 2 A P 45 B (Alpha-Diversity) 73 #r
(3 3), KB F45 R 5] 99.2%L) |,
TP B A A B T 5E . INBEIR R, R TRIRE A
(LR PRI Z R S I AP 22 5 W
JETTTH, G HL(PLAlk S)RE iRl F 8 fe i, C 4l
FEh-RFHHES . E HRF-HARER . B HOE
HOFER . D AR F-THOFEA . THIPHEFE A
H 4 (45 JE-FE R EFE AL F A (B 1L £)FF AL

Saccharomonospora
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Figure 3 The relative abundance of samples from different habitats in the eastern margin of the Taklimakan Desert at

the class level
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Figure 4 The relative abundance of samples from different habitats in the eastern margin of the Taklimakan Desert at

the genus level
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Table 3 Statistical analysis of microbial diversity of samples from different habitats in the eastern margin of the
Taklimakan Desert

i ACE 5% Chaol 54X AR P ARIE A B
Sample ACE index Chaol index Shannon index Simpson index Goods-coverage (%)
A, 676.193 709.225 6.363 0.973 99.5
A 611.692 619.934 6.536 0.963 99.7
As 567.446 563.325 5.384 0.940 99.5
B 953.794 955.567 7.518 0.988 99.3
C 1 021.006 1019.476 7.550 0.987 99.3
D 942.430 983.570 6.799 0.960 99.4
Ej 813.319 827.241 6.476 0.962 99.5
E, 1 140.422 1165.591 7.491 0.984 99.2
Es 931.256 960.010 7.027 0.978 99.3
F, 677.184 689.347 7.001 0.982 99.6
F, 805.496 811.788 7.068 0.974 99.5
G, 1 049.600 1088.399 6.491 0.959 99.2
G, 1 033.998 1 037.852 5.641 0.861 99.2
H,; 663.853 691.385 5.536 0.946 99.4
H» 720.094 711.370 5.685 0.948 99.4
Hs 940.013 947.123 6.737 0.970 99.3
I 521.611 520.186 5.125 0.929 99.6
I, 814.238 843.745 7.141 0.983 99.4
| 662.550 676.614 6.854 0.977 99.6
3 844.996 846.794 6.971 0.979 99.4
I3 866.394 873.616 7.441 0.988 99.4
SR VbR 21 T R LR K L TR R X b O b
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Figure 5 Venn diagram of OTUs number of samples
from different habitats in the eastern margin of the
Taklimakan Desert
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Figure 6 Beta diversity index heat map of samples from different habitats in the eastern margin of the Taklimakan Desert
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Figure 7 NMDS of samples from different habitats in the
eastern margin of the Taklimakan Desert
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P& SO 3 T VDU AR S AR B DN 45 R ) AR P ST 2
SEECR, UTEVD AR S R R B R .
{1 FH SPSS A X3 S h I TV AR A R A=
BN FRAL R 201 7 25 R oA SR BRI R
Z43H1(One Way ANOVA)H £ 8 i k4722
S EMRL, ARWEK S, & ESMESH
(1) F R4 SR nT UE I ZEAS FAE S 25 | N [F] 3
A FEPI ] 25 5 0 S v L AR 2RI 2ZE S
10 AHFE S R sh IV g 18 Fh 1= e H Ak K 7 1)
()22 S B4R B B K-, RIS e 3 T bl

A 5% PN R DX S5 T Ak b BN 1 25 S R B R T
ISR o SRR RLERAE XN (AL EL HL T 4),
ANFEAE SRR AR B £ . BRMIARBR 1= . TSl X
ikt 22 5 B E MR EIL, 4 4ME 5 TOC,
TN.TP 5 15 FhEEAL R 7% & 22 5 08 B 8 5K
-, e B R A R 11 <R R AR B AR B Xt JE] 1 B
B SR IR B B ., R A R P 6 B R 1
MR, FEAR SO CO> S RERAR
B, FWIER AR R ) R R A s A A
XFHEIIN

x4 BRAUBTOERREFRLXEERD L EUEFHERMSE@=S5, FHEHREE)

Table 4 Multiple comparisons of the environmental factors for different types of samples from the eastern margin of the

Taklimakan Desert (n=5, mean%SE)

SE| 2R
Item Sample type
AR R 1 FEMIAR B £ XD
Populus euphratica Tamarix ramosissima ledeb Wind-blow sand
rhizosphere soil rhizosphere soil
TOC (g/kg) 16.030+0.192¢ 17.218+0.530b 18.825+0.339a
TN (g/kg) 2.879+0.570c 3.352+0.523a 3.013+£0.807b
TP (g/kg) 1.350+0.350c 1.510+0.386b 1.651+0.395a
TK (g/kg) 0.457+0.122a 0.461+0.125a 0.438+0.127a
amN (mg/kg) 5.452+0.670a 5.458+1.115a 5.223+0.580b
niN (mg/kg) 9.052+1.140c 9.194+1.053b 9.889+1.006a
aP (mg/kg) 5.710£1.254b 5.642+1.533¢ 6.009+1.456a
aK (mg/kg) 8.299+2.005b 8.660+2.450a 7.483+2.054¢
pH 7.762+0.246b 8.186+0.496a 7.782+0.288b
Salinity (g/kg) 4.172+0.370b 4.810+1.002a 4.105+0.829¢

Ca*' content (g/kg)
Mg content (g/kg)
Na' content (g/kg)
Zn®" content (g/kg)
SO4* content (g/kg)

2

CO;~ content (g/kg)

CI content (g/kg)

HCOs content (g/kg)

29.501+2.969a
0.160+0.026a
11.664+0.563a
0.078+0.015a
0.031£0.003a
0.009+0.001a
0.094+0.017a
0.033£0.010a

23.059+7.601¢
0.165%0.026a
9.467+2.002¢
0.079+0.007a
0.031£0.002a
0.008+0.001a
0.106+0.035a
0.035+0.012a

25.800+6.447b
0.144+0.021a
10.287+1.56b
0.078+0.011a
0.031+0.003a
0.009+0.001a
0.094+0.025a
0.041£0.007a

T Al =3 AP R Rl P BEROR TR [ A S BY B (I AR B L . BEMIAR PR A |

Note: Different lowercase letters (Populus euphratica thizosphere soil, Tamarix ramosissima ledeb rhizosphere soil and wind-blow sand)

in the same column mean significant difference at 0.05 level (P<0.05)
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Table 5 F test results for the environmental factors of different samples from the eastern margin of the Taklimakan

Desert
T H B A
Item Sample type
R A <A< B KD
Wind-blow sand Populus euphraticax Tamarix ramosissima ledebxWind-blow sand
A E H J
TOC 168.469" 1254.502" 1527.433" 4 824.407" 6 741.742"
TN 13 425.626" 7004.958" 3885.230" 1760.549" 23.249"
TP 5483.512" 1103.149™ 1743.612" 397.812" 1274.160"
TK 4413.108" 6325517 458.055 2156.963" 1936.835"
amN 2006.349° 260.866" 7390.636 11 478.465" 1938.5917"
niN 251.730" 14.490° 72.763" 3.039 426.593"
aP 40107.185" 5767.710" 459.701° 15 808.048"" 21 408.778""
akK 10 198.069" 18 473.467" 10 832.481" 347.712" 2682.235"
pH 1715.374" 21 588.429" 552.958"" 265.438" 479.811"
Salinity 34 623.364" 46 462.317" 10 846.024" 126 032.954™" 13 397.362"
Ca®* content 882.873" 2387.357 1116.061°" 1156.432" 4019.208"
Mg content 117.305" 160.597"° 38.920° 42.900"" 19.000"
Na" content 2377.584"" 2661.156" 2752.954" 2729.115" 20 604.135™
Zn*" content 807.376" 1024.333" 1138.167" 624.000" 542.167"
SO,* content 42.000™ 1.750 61.000" 28.000 4.200
CO5* content 20.514" 3.500 19.500" 3.500 6.333
Cl content 11 562.863" 11 395.865" 53293.843" 62 723.229" 12 034.545"
HCO5 content 415.143" 33.800" 962.333" 1016.167" 243.500"

TE TR SRR AR A2
*P<0.01)

AR BR - BRAIARER - 8 R A FREE A F7E 0.01 F10.05 Gk F 1922 5 8 4k 43 Hr (P<0.05,

Note: ‘and” represent the significance of difference at 0.01 and 0.05 statistical levels of environmental factors from different sample
types (Populus euphratica rhizosphere soil, Tamarix ramosissima ledeb rhizosphere soil and wind-blow sand), ~ P<0.05, ~"P< 0.01

252 HREFNHEYRE SRR

R A3 AT BRI T VDR AR G ) A 85 N BB
TR CAE W RETR 5 By 52, A BF 5 f
Canoco (V5.0)5 4% & 7K E i dn e BEIE 454 5
AR AR EE R FiE 17538, J&F DCA (Detrended
Correspondence Analysis)Zr 145 - H Lengths of
Gradient K/]M<3)i#%$#& RDA (Redundancy Analysis)
TR (B 8). B 1 MhAT MR AT A (R B
51.9%, % 2 MATARRE 13.2%, SRR 65.1%.
Hrf TK, aK. Ca®" 1 Zn™ ) P KT 0.05, %
Wi TK., aK. Ca” il Zn™ By B e 3 Vbt
IRGAN R A B8 N RE S T D RE VR S R0 S M 38/ o o

HA 14 FELR P T g, S5O 6. AT LA
% TP, SO, HCO; M BEVEAS S I B I 4575
I35 18.5% . 10.0%F0 8.7%, A LIIA Ny HE HE5h
PSR R T

[Fi) S AR 4k A A 108 0 A S 358 IR 7 5 A B R R
[E]F e AT A Y, 3 e b3S U AR AN R A
S5 AR B AR SC G &R (18 8), LR AR I 1T AY
Salinimicrobium W VARINERZS, R Salinimicrobium
HHA 9 MMEDERTREFREKR, §
Salinity, TOC. amN. SO,* . Mg>". niN, pH #
Cl & IFEMER, H5HAe 6 ML 27
MR B Z RN, R RE T Kocuria, 1)
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Figure 8 Redundancy analysis (RDA) of bacterial and
environmental factors for soil samples from different
habitats in the eastern margin of the Taklimakan Desert

*6 BRuBNTPRAEIFRIERERSTEUREF
RITTER R

Table 6 The rate of contribution of the environmental
factors for different types of samples from the eastern
margin of the Taklimakan Desert

BgE| fife R TURRE F K56 P
Item Explains Contribution Pseudo-F
(%) (%)

TP 18.5 23.6 13.9 0.002
S0.2 10.0 12.7 8.3 0.004
HCO; 8.7 11.1 8.2 0.002
TN 6.8 8.6 7.0 0.002
cr 6.1 7.8 7.0 0.004
AP 5.3 6.8 6.7 0.002
niN 3.7 4.7 5.0 0.006
amN 3.7 4.7 5.4 0.002
Salinity 3.3 4.1 5.1 0.006
pH 3.4 4.3 5.8 0.006
Na* 2.9 3.6 5.3 0.004
Mg** 25 3.1 49 0.012
TOC 2.3 2.9 49 0.006
cos* 15 2.0 3.5 0.038

FFH 18 Pontibacter F Tunicatimonas VA AT H
"1 Pseudomonas 5 Na™. TN, TP. CO;* ZiFAHH
KKFR: W= FIRNAERE1W Arthrobacter L%
ASIE T TR Halofilum #1 Halomonas 5 aP Fl HCO; ™
THRBIEMEER; F. “2RNERPHEMN
HNRE, WTLUEWL, AR RRMAEY R E SR
Yy R A — i
3 W54

AR m il W PR, 46 Hlumina
MiSeq MFF-E %] 3 FOAN[FEZEALA 21 DU+
FEA AT 240 TR F B AR S5 H 0B, IF LT AN [6] B
BRIl 22 57 , AR 58 XA PR E v i 52 ) o %
BRI TV AR D A A IR R 43 B 3R T
X R PR I, A% I N TR
BREEGHE . WY, IR RS
Y ZHEVE S 5 AR A R A I SR 2
] TUAR ST (RDAYR B, TP 53 i 40 A VA 45
A 1) i 32 B BRI TR -, S PR3 8] o) 240 TR A 5 1)
PR A B2, RV W) S IR Z AP
WV R . KiEBsE R, +5Erhay TP
TR SEYEEEMCRR, MY T R WEEY
DA A S R, F, SRR T
BEOCR A D AL R BEIR S , I -4 [ . TP
B R P REVR OS2I, HE Sy, ST B A
T IR 2 0 il BE AT 52 B BRI ARE T , 45 G2k W R
VRAHIE 25 5, MR BT R AL IR S
MR T A ) LR AR IR B, (AR T A MR 254
i R A, SO,% . HCOs & XA M i
T SEIA I A B B X T A A A A
M, AT, TR 2, Fhiad, 15
TR R, TR R, EEYA T 2
TG S B P TV B ARG L ALY
ZE5r, WL T AR SR R B R 22 R .

MR Z R TR, B e hn U R &)
T HRES VIUATE ] ] (Bacteroidetes , 31.26%) . XX
(Proteobacteria, 29.47%). LA |(Actinobacteria,
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15.71%)FEREE | ] (Firmicutes, 15.69%) 0%, #
ZEA TSRS R TAZRMIEE R, A5
B 15 F5 AT B FR AN ZE A 1 T B B8 e hLE T Vb i
PUSUD AP TGRS R B, VDA S e i 5 AT B
FREMMEFER R IZRIBJE T Actinobacteria
Proteobacteria . Firmicutes H Bacteroidetes ;
Firasat "/ HRST 4 A AR VD B ER BT ik ) 22 Bk
R, W hrm T B R TR R Ny
Actinobacteria . Proteobacteria . Firmicutes H
Bacteroidetes

TEXT 3 SE 4 35 TV BN T 2 AR i 9 b
IR Actinobacteria &3], Fok A Proteobacterid™,
ARG, Actinobacteria TEXE vi i VT 4 %%
b DX ARIR ARGt AEH A2 B S R B A e — E 22
5o AT HIE FEh I TV AR S LA Bacteroidetes
FREARR, TN, SRAE DI Ak i B
AEASIAEE . FE SR RN R i Bl A TR R X UE
KR ], A7 EAR K I 28 8 Stk
Bacteroidetes 1 Proteobacteria =FJ5 % 575 7] fE &
H RS TS Je B0, 5 s b 3 TV T BA K
AT, AR, T A B I R
RS A R F A SR TV AR Gt
DRI KR 2SSl R T AN RIRR B TS G
1M Bacteroidetes F Proteobacteria J&¥53575 Yht i
i) ARG RE), T Alphaproteobacteria .
Betaproteobacteria I Gammaproteobacteria 1 HAT
R S S A6 S Y T EE

HAMA G BE N Actinobacteria F1 Firmicutes .
Actinobacteria TEA VLM . BROCTR WG L2
EEENEH, [ Actinobacteria W2 )
TG T B ZOR IR 2 — , AR A A = P S5 46
LR 2R AR A s 0T, EINAMITIE R
B, VB R MR R R, R AR
PRITEE SR TV b AN T 2 AP I R 3, B
75 1 B A% 5a G 8 (Kocuria) S , B 2688 K i #
AR TR s RIS VR XS BLK 20 1 7

AWERHATIRRON, KT /DR MEE
(Micromonospora) . ¥E2£ 14 J& (Saccharothrix) . B8}
W & (Nonomuraea) . S ¥:Hi 1R & (Actinomadura) .
17 AW J& (Nocardia) . i K K &
(Nocardiopsis) &R A 257 . Arocha 2P S i
LN 2RV R B, BREERE A B AN, MR
J& (Glycomyces) . P& (Verrucosispora). 15k
J& (Arthrobacter) 1k i J& (Microbacterium) %
AT AR IC K ; Essoussi 2 gy G v by
TR, 3815 5 Fl(Arthrobacter . Micromonospora .
Actinoplanes . Kineococcus 1 Nocardia)¥i A7 iUZE TH
M AT DLTE TR A 25 R G5 2 e A TR T AR AT AR TR
HGEIR . Firmicutes TEXE Shr TP B AR & F K
i, X5 ENAMIR AR BN —8, AR R
WUAF RS (Bacillus)FEHLZR T 52 B0 X & i T 42
T 50%04, [, HAT4E kR A PR R AL,
T A L X L R

AR TR 21 AFEER T BRI E
b, A KA B9 AR H A2 (Unclassified), 15 3%
R TR G A RN A AR 28 E M UE 2R
B, HATHIIRE . HEVRRRIE P AR R e 10 A o
— BT R SE . T YA B IR ROR 1Y R BR
P, RZWHELARGENR, B LA B Y
R R AR R 5
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