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(FZ) B8 R H @ o e 4 ok B 1R MK % 45 &-1E (chronic fatigue syndrome, CFS) A 8484k , DA Boxd 2 ffy 28 o 2 Fn
ABMRH N, ik R SPF & SD AR 24 R M- h = A48 R EHA 16 R ML F & CFSHEA 21 d, BA H & K
JERAL A AR A ek 4 A 8 R MR T 14 d, B0 37 L0 B A B ik SL e AT A F L0 Ja UK R 7 | 45 AT R Bk .
T B A N o 7% €, 48R (tryptophan, TRP) . £ & £ 8 (kynurenine, KYN) & £ f7%5| "k J# 2,3— % 404 B (indoleamine 2,3—dioxyge-
nase, 1D0), B £ (EH£4T 16 s (RNA M F o AT WAL MR S HH R 52 A4 K R MA LA RS BRE BEE P
W [X B ] AR AR RN KOk B 8 vk R 1) 3 B D (P<0.01) s SR A AU ARt 3R 41K B _E SR A T AR AR e (P<0.05), 7
T, 5= a st EA 4 BEEET AAFE T REME TG TR, ERE ITARFEITRAAE LA, GER A, #%
HEBEITARAE T TR MPFE TR EVETRAA S, £BAKTFLE SEaAMk BA LAY B4 KEE(Rom-
boutsia) T H B UCC-005 # J& (Ruminococcaceae_UCG-005, E # UCG-005) 8y te 7 B & AR, T AT B & (Lactobacillus ) Fa %
W AT H B (Bifidobacterium) Y1) W 536 Ay 5 AL 40 48 He | 4 3% 41 Lactobacillus #94- K 4F ¥ J& (Dubosiella) t ) T ¥, T Romboutsia
F1 UCG-005 H. ] L7+, Alpha 71 Beta % FEM 4, 5 20 & 4140 W AL 40 B T 2 0 & 5 A & B M3 I G AL A A I, 3 41 K
RE#HFEEMSERANE A EAE 2R LHITFEL(P0.05), LESe 247, 52 G A4tk SR AN RHB W EER
EEE BB HALANREIHEEREAHN B, SEALKRMIL, BA A KR IiF TRP 4 & 8 # # K (P<0.01), i1 KYN
Fa 5 DO 4B W B 718 (P<0.01); SR 4148 ., 4 6 41 K B TRP 4 E W & A& (P<0.01), M 3 KYN Fu 4t i DO 4 & 1K
(P<005) A5 P07 & FL, 5 TRP A 2% M8 oA 4 8 BB 4F Lachnospiraceae_NK4A 136_group Lactobacillus Romboutsia % (P<0.05) , 5
KYN #8 2 M8 A B B &% Bifidobacterium05 Lachnospiraceae_NK4A 136_group .UCG-005(P<0.05 5 P<0.01), 5 IDO # % %5
AW B HE Allobaculum Lachnospiraceae_NK4A 136_group .Romboutsia(P<0.05 2 P<0.01), Zit T ootk B ks
CFS K EL#y % 57 DA KB R JE R, 98 3 T BE (R84 TRP KYN R Z5 17 IDO 4 , Xt i W ARG RH S A b — e W3R B L, EL 3D
4 & 5 TRP KYN.IDO £ #%
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(Abstract] Objective To explore the relief of symptoms in rats with chronic fatigue syndrome (CFS) through the Back-Shu
functional area pushing manipulation, and its effects on their gut microbiota and tryptophan metabolism. Methods Twenty —four
SPF—grade SD rats were selected and randomized into blank group (n=8) and modeling group (n=16). The modeling group was used
to prepare the CFS model for 21 d, which, after the successful modeling, was randomly subdivided into model group and pushing
manipulation (PM) group, with eight rats in each group. The intervention of pushing manipulation lasted for 14 d. After conducting
the open—field test and exhaustive swimming experiment, the rat serum and colon were collected. Enzyme-linked immunosorbent
assay (ELISA) was used to examine serum tryptophan (TRP) and kynurenine (KYN), and colonic indoleamine 2, 3-dioxygenase (IDO).
Fecal samples from the intestines were collected and subjected to 16s rRNA sequencing for the analysis of gut microbiota structure
and diversity. Results Compared with the blank group, the model group showed significant reductions in the total distance travelled,
the number of grid crossing, the time and distance travelled in the central area, the number of entries into the central area, and the
swimming time to exhaustion (P<0.01); the PM group showed increases in all the aforementioned parameters compared with the
model group (P<0.05). At the phylum level, compared with the blank group, the model group showed a decrease in the proportions
of Firmicutes, Bacteroidetes and Verrucomicrobia, while a significant increase in those of Proteobacteria and Acidobacteria;
compared with the model group, the PM group showed a decrease in the proportions of Firmicutes and Acidobacteria, while an
increase in those of Bacteroidetes and Proteobacteria. At the genus level, compared with the blank group, the model group showed
a significant decrease in the proportions of Romboutsia and Ruminococcaceae UCG-005 (UCG-005), while a significant increase in
those of Lactobacillus and Bifidobacterium; compared with the model group, the PM group showed a decrease in the proportions of
Lactobacillus and Dubosiella, while an increase in those of Romboutsia and UCG-005. Alpha and Beta diversity analysis showed
that, compared with the blank group, the model group’s microbial richness and diversity were decreased; compared with the model
group, the PM group showed a significant increase in microbial richness and diversity; however, the differences between the groups
were not statistically significant (P>0.05). LEfSe analysis showed that compared with the blank group, the dominant species in the
model group were mainly clustered in the order, family, and genus levels, while the dominant species in the PM group were mainly
clustered in the family and genus levels. Compared with the blank group, the model group had a significant decrease in serum TRP
content (P<0.01) and a significant increase in serum KYN and colonic IDO content (P<0.01); compared with the model group, the PM
group had a significant increase in serum TRP content (P<0.01) and a decrease in serum KYN and colonic IDO content (P<0.05).
Correlation analysis revealed that the bacterial genera with greater correlation with TRP included Lachnospiraceae_NK4A 136_group,
Lactobacillus, and Romboutsia (P<0.05), those with greater correlation with KYN included Bifidobacterium05, Lachnospiraceae _
NK4A 136_group, and UCG-005 (P<005 or P<001), and those with greater correlation with IDO included Allobaculum, Lachnospiraceae_
NK4A 136_group, and Romboutsia (P<0.05 or P<001). Conclusion The Back —Shu functional area pushing manipulation can
significantly relieve fatigue and anxiety symptoms in CFS rats, regulate the content of microbial metabolites TRP, KYN, and colonic
IDO, and has a certain regulating effect on the structure and diversity of the gut microbiota. Moreover, some bacterial genera have
a correlation with TRP, KYN, and IDO content.

(Keywords) chronic fatigue syndrome; pushing manipulation; Back—Shu functional area; gut microbiota; tryptophan;

kynurenine; correlation analysis
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A TR 2 AR BEAIG | €8 2R (tryptophan, TRP)
AR5 H R PR R (kynurenine, KYN) 48 i P
REAIRE, i TR T 3 e e s R 0 AR
T2 TEWE NS | 5 B e P pn 5 M4 RG0N
VP 2PN T R E AR . TEAMTE AR 1 Mt
EZE BN 5 4 BOHEBRSE T 2, 5 5 E h 55T 3511
R XA RR A T AT AR, RS A oY
W, T 008 AT D RE II A 2R CFS FRE % 95 5E
RO, HEEAE GG E T2 — TR IEIRTT
CFS FY7RC i 350, L Ay Sl Re i #i ik T fdi 4 55 e
SAFENECKE , HES T REAT LAY . ASHE TR A
Jo i R R LA AT R I AT D e I
PTG AR CFS AERAVEFBLE]

1 M5

1.1 34

VEEL 24 F{aHE ALAE SD KRR (SPF 4% ) , e i 4%
o IR T EA R RS Y S g b BRI BT
180~200 g, 338 Mm5% T- WM th = 25 K 2= sl e 5
B WFREE 24~26 C 1RJE 50%~70%, A5
A e P R 2 KRR R B BR (1R H L4 5
LLBH-202209170001)

12 EERXFIRME

TRP KYN 5| i 2,3—BUfiN 4 (indoleamine
2,3-dioxygenase, 1DO ) I oy W FRH 2 1455 &5 ()5
I'1C B A YRHE A BRA R, 525535128 YD34609
YD36947 . YD34620) .,

AR AT A 3 Y R B HL (LS . RT-6100
ST8R, I T At A Rl e A FRA T ) s KW 5
WIS HT R B8 (F5 : Labmaze 3.0, L 5ARSERHG A
BRAW]) 5 /INE A RREEL (2455 . VMR, SE[H Ma-
trx 23 F)) s EERNEAL (L)% . 21.202121852010.X,

W T R 2 KA R SRR A 2B A ) o
2 Fik
2.1 HDEREBEEAE

24 HORERBHPLA A2 4 8 H i 16 1,
25 IR TRERE IE R RS RS4RI Z R E
B ORI T CFS BRI RBEARY ] £5 i) fe
BEAIL 53 A A LA AR 4, PRI 15 A5 T J5 P 42
A 8 HREAL, AN 21 d, B4R,
2,11 sRIEUEEIK BOAYLH K ORI i)
g, BRI B B AR 3% KRB 22, oK (25+
2) C KWL 40 em PY7KAR P (B PR K R 58 2 i
KA i KA IS ) st 38 ek 22 0%, B H 1
W FELE 21 d, JisE bR RER DU BRI, ok ks
UK, SHARSERUIAIK Tl 10 s, TTIRIFER,
2,12 RYEROECINE ERIE A H BEPLR T
T 7 SR R, e R s o A K BRORT R AZ BRI
RO S AEE 12 h 258 12 h Bk GEE IR
KR 1 min MEFETHE( DA 110 dB FFZE 1 h),
JERHL T R EEREHITZE 1 mA,30 V, BIRERLE 30 s,
SO F R 1 min $EAT R YR, E3 AT SR,
RH 1R, R 21 d,
213 EBNIIbRE AR SCER[11-12] T S5 K
B — M e e PP AR 3R (3R 1), %R BURS #if
RAS FEEMR R B OB LH RS T, A
Wor=4 5 NIRRT
22 TS

WA, 25 LA AR T LA DE 1R 3% 4
A FH AN B A A S e KRR B A )
Bt (EREE 1 PR 2050 4 SOHEBR M &,
TRIE R ZESETT 3 S R X BRI . FEFTA
R 58 R AL b W Mk S 80 AR v [

*1 IRAR—BEREEETS

TiH 04> 143 25 35
KPR PSR RSN, A ik &y s LR NI WS =, IR TCOG, S KPR ZEEE 46 JE bR Sk
fpf Bl vasieal s XFHUHEAT s
B AR FEET, BB FEREAIE ARG  EAF FEEPER , TG R
KEAE Bk 5 Ba 1 e B JIR B At | T A B B RAR S T, 36 % Al B SRS , B SRk TCRR T , M itk
ETHRETT Tt TG, Ok B, 2R BLE T M
HEH® EAREDIRES TRET P REDE B H AT A
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20 min S 15 Wimin 1 500 ¢, KEURBES ,
B2 TEEAE S b FHAURPLZERR R, DK B 5
AR BTy [l FRAE , B S DK RS PR A 1 3
BERE, AEH 1R ESE 14 d,

2.3 fTAZEE

23.1 Wik R EKE T W46 (100
emx100 emx40 cm)@H 9 1EH [ R 6 min,
KERAERE F N BTG G B0 B B sh A (5 BoR 4 &
Hric sk, KRRz 3 SR B AR K BUE 3h Sz shfig
J3, KB T g B D | B[] R | B R

N IR, e R KRS REg)E
BITETBR , FH 75% & B 422 F0R0 Jic AN B | 375 B 15 B4 A
SUSEICH

2,32 NugliEvk  BREUICE FAKIR (25+2) C.

KRB IL 40 em IZKAR PN (B AR K B2 2 ik A K
HTAS A AR ISR ), DASRARUTAIKH 10 s R
REVF KT AR |10 5% T B DK s ]

2.4 WRARESLE

2.4.1 % TRP KYN, i IDO & &AM 474
RS S, AR R 10%7K 6 S0 IE
SRR, FIJTRE R TIE B shicRIn, EEEHE 30
min 7,4 °C 1 000xg &[> 15 min, 4MEIE,4 C
PRAE, BN KB ZSE W 7 BICE WA 5 A-80 C
OKFR DRAT o TR 0 58 WA o A 1) % 2L A s I 37
TRP KYN Al IDO & 5, J™# g Fet il % f 75 I o
P AR S v AT

242 JHEEBEESEENY  CRIME, 55 KR
S f  BUEE i N 2O 1~2 1, 5 A ORI N, 3T
ZIM AR B AL B -80 CIKFEIRAT % K %
fERF 16 s tRNA ¥ 38 W5 2647 I 18 0 A Ao
M, FESL 16 s tRNA A Hﬂﬁ%&(\%iﬁﬁi%,ﬁiﬁ
BRI SERL, XHANEE 16 s V3-V4 X 4T PCR ¥

8PS ¥k 341F(5-CCTACGGGNGGCWGCAG—
3) 806R (5° ~GGACTACHVGGGTWTCTAAT -3°),
PCR i 7544:95 CHIAEE 3 miny95 °C 30 s,55
°C 30 5,72 C 15 5,72 CHEMH 5 min, FLPHE 25

ANIEER, 1S S8 S BEAT RLUKAS 56, B S5 G I 5 A%
BYSCEEfE A Mumina MiSeq ~F & 3547 &8 = ¥ .

243 JHEEEFEUE BT RIS B BE AT 05

15 204 %08, SRS 1 Overlap Ff Reads $f
F2 W Tags, JFAEREE BIABUEE K Tags R i
43 2 BT (operational taxonomic units OTU)EH"
HEFESI AR (amplicon sequence variants, ASV), %

TRILIR AT Z R Z RN B P TR FE A 5
i B P L, BEAT r 2R A Rstats 0
Kruskal 757k HCEREAS TR sl 2 )T 440 H B s 4%
KIS
25 ZHFEFE

JIT A ST 25 R R SPSS 26.0 B A AT 48

T TR PO “xas " RN R R T 22504,
J5 ZERNFEIE AR P LU R FHXR S i T3 e, 7
FEFEIT, AL IR] P LA SR T LSD A6r 50 5 B RF ARG
F B R H Kruskal Wallis Bk RV 5 1 Wilcoxon %
RS 56 5 FHOCHE 73 AT R Pearson 1, #L) P<0.05
NESAGITFEL,

&R

3.1 EAIHREH AU 35 LI K 1 i& i vk B i)
B2 e

SRS EER AR LN WSSy N
FCs DI B] R AR (R A RO DX 3 Tk o 1]
Py 2E D (P<0.01) 3 SHERIAAA LE , 475 4R
RIS AR W 34N (P<0.05) , TEWLER 2,

®2 3AKRRYIHRILLERK NIRFFKES B LB (v2s,n=8)

A5 AR om oL X B /om HL X ]/ HEA L KRB i Ho A T35 VK 1] /min
ZEA4L 2 431.512926.91 438.54x202.52 69.52£15.73 24.88+11.70 83.50+20.21 24.88+10.49
BRI 845.555484.26%* 69.68+26.947 9.55+3.47%% 7.50+3.34%% 26.86+17.28%* 7.00+2.45%*
k4l 1 672.67475.73% 188.85+95.84%4  18.30£7.72%%4 16.13£6.10%~ 49.38+23.31++4 12.13+3.64%"

L 525 4L, #P<0.05, ##P<0.01 ; SRR [1 4, 2P<0.05,
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3.2 EHIDIEETHHEIEXT B R A SRR 75 35 BT ; Shannon Fl Simpson Y2 4 PEALBEE £

321 3HRMBEREBYFANR EITKF, &
HARRUREER ] (Firmicutes) JUFTTAT ] (Bacteroidota) |
W2 FT i | ] (Actinobacteriota) F17E8 JE B | ] (Proteobac-
teria) 7 Fie 22, 5725 FUALMI HE BRI R BE B 1] 401
FFE T I RIPERE 1] (Verrucomicrobiota ) HL ] R [ | 7%
TEBT VRBRATTET T I f]  Eot; SRR AR L 1
A EED T VRIRRAT TR 1 T L9 [ 4D B T 1 RD
I T R . FEE K b, SRR BR
YR KEARE, 525 AU BRI 2 i A
P JE (Romboutsia) FIPER R UCC-005 T )& (Ru-
minococcaceae_UCG-005, & FR UCG-005) i Lt 51 B
AR, 0 FLAT 5 8 (Lactobacillus ) AU AT H &
(Bifidobacterium) LW 38N ; SRIRILHAR L | HEvE
21 Lactobacillus F1 Dubosiella L) T [, i Rombout-
sia Fl UCG-005 LB L7, TEILE 1,

322 3 KEMHIBEEHRE Alpha ZHE Chaol 1
Ace SEVPAGTHE = & B 048 £, 78 B0 X 0 1 B

FEVE B 48 %5, Shannon $5 B8 = 6 W] 22 FEPE B
Simpson FEEGE LR VIR ZFEMEB Y, 52514
A EL AU YRR 1 B RN 2 R AR A
AL A KRB & A B 8 BT
{HZR ) 25 I G4 L (P>0.05) . TEILEL 2,
323 3 A KEMEFEBE Beta ZFEME BIRIZIFE
AT] 575 (AL B o oF  RAETEA M, HLA
RIZAREA Z (A1 PR BT, R WTAILRE A e , 2 (Al RE AR
225 0N A A R A A 2 A e Ze ]
FEAREW] o3 TIT, RIS B 451 22 800N
AT 20 5 2 (2l R 2 R 5 4 25 S ek 3
LA 3,

3.24 3 HAKBRIHIERERE LEfSe 78T LEfSe /34T
PAERE 503 H7 (linear discriminant alalysis, LDA)
BT 3 ARIE R RA BE 2R 4R R,
s AL SR RS Fh FEERETEH B
J&  HERA R R A FER AR & LA 4,

A B
1007 [ undlassified 1007
[ other
[ Cyanobacteria
80 [ turyarchaeota 80
[ campilobacterota
Patescibacteria
& 8- [ Desulfobac erota . o
B &
u i
= #
< 40 o 404
z
E
20 20
o e o ||
THE RRE A THE BRE A
1 3EXRBERFMFEN
T AT TR BRI A 22 5 BAL R KPR R
A B C D
500 500 7 1.00
400 400 6 0.95
= (e8] ==
~ 300 300 c 5 c 0.90
< << © E
S 200 200 % 4 ' @ 0.8
100 100 3 0. 80
0 0 2 0.75
=EE REBE A FEE  RBEE  HEEA F=RE  BEA A =EE EBE KA

B2 3HAKR o SHERHILR
1 A.Chaol #8EUFEIRE ; B.ACE F5EUHIRIA ; C.Shannon FEEUHIRIE ; D.Simpson FEEUHEIR A
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A B
40| . 2 s
K35
o T3
T37
20 1 oT36
M20 °
16 o 137 e 2
o o e ®=H4E il e =HA
e T N EET s O o fEA
M9 L
. 7 e ki ¢ . - w 7 |edkm
- K o
oK14 ok oT4 M8
=201 °
mE K29 r: -2 i
K34 .
K34
-20 0 20 40 -1 0 1
PC1-24. 5% NMDS1 (Stress=0. 118)
B3 3AXRBFEEE PcoA F1 NMDS 5347
TE: APcoA FARKRAMHTIEL; B.NMDS EJi i 2 4EHES ]
A Cladogram B HEE zfs E &g'ééﬂ — }&:;zﬂi ‘
o —— ——
p__Desulfobacterota I a: f_Bifidobacteriaceae o
] I b: o__ Bifidobacterialt
. =EsE B <. { Corynenactersceae
I ERE BN d:o_Corynebacteriales
s B e f_B id
B R . 7 1 Tammereinceee
B g: f_Desulfovibrionaceae
AN BB h: o_Desulfovibrionales s—Corynel
Q B i: c_Desulfovibrionia
B j: f_Erysipelatoclostridiac:
BN k: f_Aerococcaceae
BN | f_Enterococcaceae
EEE m:f_Streptococcaceae
Bl n: f_Staphylococcaceae -
B o: f_Lachnospiraceae
B p: o_Lachnospirales Sl
EEE q: f_Monoglobaceae

B r: o_ Monoglobales

B s: f_Ruminococcaceae
B t: f_Peptostreptococcace:
BN u: o_Peptostreptococcale
BN v: f_Enterobacteriaceae
{ I w: o_Enterobacterales
B x: c_ Gammaproteobacter

........

)
-
«
o-

-
s

4
LDA SCORE (log 10)

B4 ETLERSe #H&HMN 3 AXREREE
A ZRYFNZRAEHE ; B.LDA FIRHTE A,

3.3 BEAINAETEHEAXT IME TRPKYN F145R% 1DO
=apA )

525 A K B HE  BERUZH R BRI TRP % 2
i FE AR (P<0.01), IfiL7E KYN F1Z5 1% DO & 2 W
IR (P<0.01) ; SRR LA LE , 4k 41 R B v
TRP & & W B T (P<0.01), I3 KYN Fig5s IDO
BRI (P<0.05), PEILE 3,

£R3 3EAKXRIMTE TRP.KYN K47 IDO &=L (vts,n=8)

AR TRP/(umol/L) KYN/(nmol/L) IDO/(pg/mL)

ZHA 91.69+8.11 910.08+103.34 1 035.89+178.25
R 60.01211.00%% 1 493.49+217.44%% 1 725.97+177.08%*
gl 78.60£11.60%24 1 140.24+237.33*%2 1 279.88+212.82%%

TS24 R, #P<0.05, ##P<0.01 ; SRORIZH H, ~P<0.05, 22P<0.01

3.4 MEEBSITAZIER.ME TRP.KYN K&
B IDO BIHH K5

FEJR A I B th 7 LR R 10 MR
Ja& Bl vt = R (A kkermansia) SFATEE (A lobaculum ) |
Bifidobacterium Dubosiella 35 [X 1 J& - 75 %% IC 1 &
(Escherichia-Shigella) FEMRR)EH NK4A136 41( Lachn-
ospiraceae_NK4A 136_group ) Lactobacillus Rombou-
sia INEAIFT IR (Turicibacter) . UCG-005 , 4 THHOG
PGB &I, 5 I TRP AHSCHER KN R A Lach-
nospiraceae_NK4A 136_group Lactobacillus Romboutsia
5 (P<0.05) ; 5 1ME KYN K E 5K 1) B et 35
Bifidobacterium . Lachnospiraceae_NK4 A 136_group .
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UCG-005(P<0.05 5% P<0.01) ; 545 1DO AHEPES
K& 38 Allobaculum Lachnospiraceae_ NK4A
136_group Romboutsia(P<0.05 5% P<0.01) ; 517 4%
T8 R AH M BRI BB 24T Lachnospiraceae_
NK4A 136_group .Romboutsia Turicibacter 4% (P<0.05
5 P<0.01), TS,

4 +ig

CFS 1E R B rp A M 44 , iR e R 3L
AU HEDT G MRS TR AR SN A
TEEO PR 2 TS, anvp BE AT Ul < 55 -EA 7, R
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IS NARIIE S, S Ah7 SRR T ARRR
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BRI, TSI DI RESS W], PR I 25
WL B e SRR A o Bt A2 EL U B
PRTRE R = A AR A 55 AR, i v =t BEL# 0
BRI R IR HIR A R BRI 5 A AR,
HOR N B2 2% (LA TR 7 A2 TR BB AT
i, (N AYRE BIBAF AL S e 1 & RS
M SFAPIRS

(ER A RIERE ) & P BN IR,
FWFEA o "RIAZ B, RAZ KA, 4w

23450 K M )

B KA ..
shas X ) .

s B 34

H N HEN
H HE
H H=

BIESh R, BRI HELUE T 2121 T B
M s 45 0 3 82 57 IR 75 i Sh B Rk I
e 2838 47 DX, 5 A R R L T DX, 3%
DX Il A S8 A BH A, $HE Sl AR AT I B0 A PR 5l
(R )R I i 2 U T,
RIS DEZE b i G R B BH S A A 2
Jnsi 1K -S5O A K AR e S AR R 0 R i —
A AEE T AT B KA TV, SR OB B
AT/ AL 2 b B K PH U T T e 0t
R RIE RS 22 245 15 242 138 i) 5 fok vy T A1), BT 22
NEREMZ L T st A E s

o, HCA T AE S B E i e R YT, AT Ehae
WL R M T8 1 T AT D Rea X, o) — 207
43l , AT R AT B Sl Tl B R T R, RN T
1BIR GRLZR TR 465, R N BRSO AR S N X, 75
BRI TE CFS B TR XA T4 vk R A B B il
245 R NENS DI RE , dLREAT RO il i 5
AT RGBSR PR,

ABIE TR 22 N 28 52 R HORI 0L 57 CFS
R, G35 500 G R I DRI P LR CFS 2B
B S5 B ER A MO, 38 3 5 B T T O I
PRI SFRAS , RIS PR RS2, , X 57 K
JR A 2 [ BE M M ORI 45 22 b7 ik, il
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