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EE®R', FA£° BEEWM, EHA, HARHB

(LR MKZ: Mol 5 AR SR, AR A RS B X E AL S, WL AN Y R e A E
FSRESE, WL BUM 311300; 2. IR AR BE KBS, W E 4R 415000)

W Jy 7RI 2T A6 54500 e R AURAIE, TR $R3m I 202 1A B I R AR O 22 7 OB FE N, Dy id i 2 AR 0
Iy T SEHEAT SRR . D@ AR 2104 4 NN (RERTT #528 2-3d, 28 7d A1 20 D BIFENAPRL RAIEnE
FESRIANT . 5K BR AR SR 5 1158 21.57Gb 1) Clean reads, 7EBIMEAN log2 (RFEUEIL) >1 8 log2 (54246
<1 I, FLAGIF] 85 134 4> Unigene (46 872 N LA 38262 N Fif) ZRIEF KA. HT GO. KEGG. Pfram. SwissProt.
eggNOG I NR %5 6 M PEHFAT A LU, KRS 54 33290, 26896, 29515, 26821, 38129 Fil 40433 AN KL K v ERE
Z R GO DIRE ML i R . BRI B s S A I A, A 71367 PRI GO DhRE, FEAAEMIE. DNA
V2. DNA #et, HA BRI E A BB SR, Pifi R, 7E KEGG 7, HMERE S lEh
REFRARH B R E TR RSRZE , 0l 404 DA 313 . 2 JEERITEMA K FRI RIS Bl oy, 7 2k I 22 R R
X454 SPL8. AHP1. SERK2., SAUR67. CXE16, SAUR21. EIN3., TGALA4. ARR6 1 BGLU40. SBEI. TRE1. Os10g0521000-
exgAo
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Differential expression analysis of genes in the reproductive process of
ordinary Camellia oleifera

Long Xueyan', Gu Long , Tan Yushan ?, Li Wanchun !, Hu Yuling?
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Abstract: In order to understand the Transcriptome characteristics of common Camellia oleifera during flowering and pollination,
and to find the differentially expressed genes related to the reproductive process of common Camellia oleifera during this period, it
provides a research basis for the molecular mechanism of common Camellia oleifera reproduction. High throughput Transcriptome
sequencing was used to sequence the flowers of the common Camellia oleifera Xianglin 210 # 4 periods (flowers not blooming, 2-3

days of pollination, 7 days and 20 days of pollination). The results showed that 21.57Gb Clean reads were obtained after removing
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low-quality data. When the threshold value was log2 (multiple change)>1 or log2 (multiple change)<-1, 85134 Unigenes (46872 up-
regulated and 38262 down-regulated) were detected. Based on six databases including GO, KEGG, Pfram, SwissProt, eggNOG, and
NR, similarity comparisons were conducted, and 33290, 26896, 29515, 26821, 38129, and 40433 genes were annotated, respectively.
The differentiation analysis of GO function of different genes shows that genes are largely enriched in biological processes, with 71367
different GO functions, mainly including biological processes, DNA Transcriptional regulation, DNA transcription, protein
phosphorylation, protein phosphorylation, redox process, and defense response; In KEGG analysis, there were 404 and 313 differential
genes in Plant hormone signal transduction, starch and sucrose metabolism enrichment, respectively. The expression level of
differentially expressed genes is highest in Camellia oleifera stigma FR1, and the differentially annotated genes in the two pathways
are SPL8, AHP1, SERK2, SAUR67, CXE16, SAUR21, EIN3, TGAL4, ARR6, BGLU40, SBEI, TREI, Os10g0521000, and exgA,
respectively.

Keywords: Ordinary Camellia oleifera; Flowering period; Transcriptome; Differential gene

MZR( Camellia oleifera Abel.)J& LI ZXFH Theaceae )11 Z5JE (Camellia L.), #EERBUNEA, REE
R BIAA IR AR, BRH S & 2 PO R R R, RN E R i, WO “ RO 4 P, AR5
WA RAEVIRESE M EE IR, St Sk, Ty AR VI OCE, a2 — AR s RS
FABE: Rk, EIRE, JFEteRy, 8, RSB R AW, ARSI
o AR R, TN 10 ARIRIEAE 2 A4y, BAEHIZE 11 A4 A A0, AR ARG
Y, BATEETELE RGO, A, HIREA AR AN G H AR LR
FAEIIANIE ZE01, R A o0 A AR BRI o R e P 7E 23 WU AT BIF 7, DAEE A 5 AR IS 1 4630 VR 2
POMMICE . RAGES, A B EEE . B, WMRERFHEIR EBEER AR B L
fiEsl AR TR AER SR e, B BRI, HITAER R 4 12 B ST AR IE D

AR T E 2 58 AR E# RNA (mRNA) FUSRIB], Bl ot A RRA. &
R, B E I LT RN B AT, RHGEM TS HERAR WA, HieEsiY.
VIR A AR B0 T2 R, ABIE SR S AL P B, 43 BRI 1A% 4 A BRI AT e 5%
LI, F DA B 500 85 AT EEX, BT A0 1 5 22 57 R ARG IR UL, 43 Binf i 22 3k
IBEEHHEAT GO Al KEGG VERE, HE— DR TR 42k K & b B vh 22 R is B R M Th g 4328 BTS2 5 (A
DR, NG FEYR IS BRI Sk A2 A3 TR A B DR SR A S, TS 1 A R AR 4 L B Bl SR
JH RS DR LR 3 3 P AL 7 17

1 MRS 71

1.1 SEBp R

W AR RER: 55 M 28 FA R EL A M TE A 1 4 BRI IEA AR, RIS 8 a, AEROIRILR AT,
I3 AR 2020 4 10 H 20 H (FEARTF). 10 H 25 GRF2-3d. 10 H31 H 74, 11 22 H G%
By 20d) 16, EBE GRS ARG BT RE AT BT A EYFE SRR, 2 BN FLi-1, FL-2,
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FL;-3, FRy-1, FR;-2, FR;-3, FRy-1, FRy-2, FRy-3, FRs-1, FR;-2, FR3-3.

1.2 i e A RNA SR I, SCPE il 4% S

KM Trizol B5f & (Invirtrogen, CA, USA)SZEUH i 4 DI HIHIHL S RNA, & RNA FIHCEA

4 FF i@ T RIN $>7.0 f#) Bioanalyzer 2100 A1 RNA 1000 Nano LabChip X7 & CZ24#4e, A& TN, %
ED #4754

JZHE Tlumina 24 ) R SCPE ) 46 SERR IR FR I & SCPE, FEARIRIUME RNA 253 A &8 5, (SR
Oligo(dT) i ¥R & 4E E Y mRNA . 21 mRNA #% F BRI (Fragmentation Buffer) BEHLIT W7
B AR BAEH) mRNA B, FSIZEREHLS1 ) (Random hexamers) &% —%#E cDNA, B JEINIA
ZEMP . ANTPs. RNaseH 1 DNA Polymerase 1 17 % cDNA & . AMPure XP beads Zfifb XU =47,
FIFH TADNA ZEEBEM Klenow DNA GBS K DNA KRG RS Iy AKim, 37 Kimnoks A I
sk, AMPureXP beads #H4T F Brik$%, 2 5] USER B S U ) cDNA 5 —#E3E(T PCR 313545
e 2 S PR o SCPE RS A% J5 R A Tllumina Novaseq™ 6000 #4705, I3 352K X 2*150bp(PE150) .

1.3 WSRASE ., BBV REA T BE 73 36

oG, AL PSR Cutadapt!" VAT perl FIA KM B (0 5 38 MO 3895 Yy o R0 50 Ak A0 A% 2 B 1) 132 o
SRJE A4 ] FastQC 3&:iiE F# 51 5 & (http://www.bioinformatics.babraham.ac.uk/projects/fastqc/) » 35175 Vit K 4f8 1)
Q20. Q30 F1 GC W%. T Tl 55 T U T4 8l . 37 Trinity 2.4.0 BEAT % 2 Sk 4H 3%
(1, Trinity #4535 751 P 284G 6 W o SN R o SR (¥ 3 S el WA BUH R Ry B TR o i vh e K 1 %
S R R P 51 (L4 D

F T E 2H3E 1) Unigenes 5AETUAR (N 8 H B8 2 1247 LEX (http:/www.nebinlm.nih. gov/), FEPEA
18 (GO (http://www.geneontology.org), SwissProt(http://www.expasy.ch/sprot/), 5t #i3E K FIFE K41 7 Rl 42
45 (KEGG) (http://www.genome. jp/kegg/) Ml egeNOG(http://eggnogdb.embl.de/) s I Bt 9 Evalue<0.00001 [f]
DIAMONDU! I £ 45 2 o

1.4 72 5335 B R 3 A

Salmon! 31 T3 i 115 TPMIMBKHAT Unigenes [IFRIE K. @il R package edgeRISHEFE log2 (f5%
B >1 5 log2 (M) <-1 HREAGTH R L (p {H<0.05) (1% 7L IL M Unigenes.

2 SR 50

2.1 B LRI e J 51 4

K F Mlumina 771 5 A He il i 26 FEACEAT e s 4/, 364981 25.72 Gb (R IABE (raw data);
B A GRS L3 H) 21.57 Gb HAEIE . 5 IRIEIE N 83.86%, HAEE GC & &K Al
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K 1~E 2 For, FAEdE RE LR 1. SFEATS 3098 J5 20 clearn reads 5 R 4R EHE 1) 89.87%- 93.98%-
85.94%. 90.05%, A QC20 F1 QC30 it
90%, 1 B % I 7 50 ey, T R S AE M E B .
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(BEsD URaEHE) 68 R/NG)  Reads CREL CHREHE %) 0%
) KNG
FLI 43 794 206 6.57G 39 285 087 5.49G 89.87 9830  94.51 45.62
FRI 40 486 891 6.07G 38 048 351 5.32G 93.98 9834  94.62 45.75
FR2 46 891 663 7.03G 40391 519 5.65G 85.94 9836  94.65 45.48
FR3 40 540 441 6.05G 36 539 157 511G 90.05 9838  94.68 45.48

HE: Q20: FIEAE>20 MIBRFEFT & Ll Q30: FiEAE>30 AIBHIE I i Efl; GC%: GC & &t it

2.2 Unigene ZhfgTER:

# Unigene /77 %15 NCBI 1) GO ¥ . KEGG ##f/%. KOG (euKaryotic Ortholog Groups) %14
J&E Pfam 2 A5 B4  Swiss-Prot 2% (A5 $dE 1  eggNOG (evolutionary genealogy of genes: Non-supervised
Orthologous Groups ) #% Al NR  AETUAR 8 A 0 808 FEdEAT LUXT, &3R5 R(E 2 Unigene A 86602
% (K 2). A 40433 % Unigene 7EREE] NR i, Hrlr, 48.14%[ Unigene #7ER 2 AR5 bk
(Actinidia_chinensis) 1 (B 3: A). FIH eggNOG Hii i 17 DIy B, 43 B2 Unigene 34 38129
S, P AIERER 23 AN Hoh BRI BM. EATE. S TEE, EEHRSIE], B, SH. =54
MBS, BVE. IR SRR E BUR BRI 5 AR R BN ISEE (B13: B). W @EmAc
Unigenes #1T GO Thae'E £, JLIFEREE] 191767 MAF K GO Tige, A4S i 5 F14r 1 1)
RE 3 K250 DIhREA (B 3:0). HAM2aid#E (Biological Process) (HELEZ, A 71367 MASHEI GO
TheE, FEAAEYEFE. DNA B, DNA #3t, & AR IE OB, AieFERE . B
R HIEH S 63232 FIANEE GO Thig, FERAMME, HIOCGEMMT. Bk, 727 Ihaef 57158
FAEIY) GO Thik, FEHE AL &MY T IRE.

%% 2 WIBMAHFE K Unigene [1T)REVERE7E #4804 FE 3 it 00 (Unigene ThRBIERE ST

DB B Num ERE S HE Ratio(%)
All 86602 100.00
GO 33290 38.44
KEGG 26896 31.06
Pfam 29515 34.08
swissprot 26821 30.97
eggNOG 38129 44.03
NR 40433 46.69

7E: DB: HEEAFK; Num: Unigene fEEUHE FE P AR ERE 2 H s Ratio: VEREEIM Unigene FA A
Unigene I 5 ELA71

3344



EVANE RN LN S S56 7k 7 =

(A

Species Distribution

48.1%

w Actinidia_chinensis (48.14%)
w Vitis_vinifera (7.02%)

® Quercus_suber (3.69%)

® Camellia_sinensis (3 32%)
= Jugians_regia (1.38%)

= Coflea_arabica (1.13%)

» Others (35.28%)

(B)

eggNOG functional categories

5 T : RNA processing and modification

- Chromatin structure and dynamics

: Energy preduction and conversion

: Cell cycle control, cell division, chromosome partitioning
: Amino acid transport and metabolism

: Nucleotide transport and metabolism

: Ce transport and I

- Coenzyme transport and metabolism

: Lipid transport and metabolism

: Translation, ribosomal structure and biogenesis

: Transcription

: Replication, recombination and repair

: Cell walllmembrane/envelope biogenesis

: Cell motility

: Postiranslational modification, protein turnover, chaperones
: Inorganic ion transport and metabolism

: Secondary it i is, transport and

< Function unknown

: Signal transduction mechanisms

: Intracellular trafficking, secretion, and vesicular transport

15000
1

: Defense mechanisms
: Nuclear structure
: Cytoskeleton

Number of genes
10000
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EEEEEEEEEEEEEEEEEEEEEGETR
N<X<CHA0UPDVOZErX--IOTMOO®>

o __.-._l--lll-flI- Il-f-

A BCDEFGHI JKLMNOPQSTUWVYZ

Category
K B AR A-Z 7351380, A: RNA L 58M; B: Retufkiigimands; C. gem™A 5%
fe; D g AER. AR, Rtk E, E: RERAEHACE: F ZHER SR
G: WKW EMRIEm S5 H: FlgrEmaNE; L ERsmmRt: 1. B, kg im
MGG K ek L &l BAMBE: M: IR/ R/RAMEI: N 43 0. BEE
Wi EwAfE. T H#E: P EHLEERERANE: Q: WAEMMMIAENMGHG: S: TEeARA: T: {5
SEHSHUH U Apish. rmmmEtis; v, BIENE; Y. E Z: diE L.
©
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. biological process cellular_component molecular_function

Number of genes

| S—

GO terms

e 125 AV 26~40: 4L 5741~50: 43 TR LAEWEAE: 2. DNA ¥ 30if4%: 3.DNA ¥
S 4. EABERAE QBRI SENIEEIERE: 6. DR 7.8 8 ERNE R R 9. (F5
S 100 MBERRI R B 11, R BS R TR 12, EEBZEM: 13 EEBUKH: 14, X8EE
THIRRML: 15.2HRAERE: 16, EskmE ik, 17. BERik: 18, XWAIER RN 19. A
GEES 20 HATTE: 21 MUKGERZ MR 22, XTANEE IR R N 23, M VA BRI IS 8
24. FAMHAA G HZ FRBE R AR AR 255 A EARBEER 1L 26. 400 27. 4NARE; 28.
Bl 29. BERIHR Sy 30. HgRfk: 310 4EMIBT: 32, ZokifA; 33 34, MUSRIX: 35. EURIEE: 36.
WAl 22 37, MBI 38. WL 39. WHERAIERT: 40. BRIV : 41 EAML G 42. 7 FUIEE:
43. ATPZi5; 44 DNA 454, 45 DNA ZiEEFHIENE: 46. SEETE G 47 HARLE
W/ HATRBEEYE: 48 RN A 454 49 WIS IE: SO 454

3 WE I AL KL SR ThRETERE (A: NR BURPEERYIFI 40 B: egeNOG Hudli FE 43 i 4t

Tt C: GO WyReiER)

2.3 ZE RIS T

R AEARTT (FLD. $28 )5 2-3d (FRD. #4835 7d (FR2). #&¥3)5 20d (FR3) PYANIHIFERISC
JEHE PRI FRIE A IR LE AL, FR3_VS FL1 _EIRZEECN 10369 55, T HEER £y 9087 % FR2_VS FRI1 |
PHIERECN 11748 2%, TAFEFECN 8825 4¢: FR3 VS FRI iAFREKECN 13937 4, T iEZEEECHN 10496
%: FR3_VS_FR2 FUREERHCH 222 %, TIHEEREECN 419 % (B 5). M EREARS w15, BEE R
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FMRH, EHEEREEZGEL, WYRELRRE, BORE2 NERYUR3, EE2E, ZREiX
LW, BRITESE R E ol T AR

Differentially expressed genes in different groups

. up-reg . down:

10000
0
Q
c
Q
o
—
o
13
[+1]
E
s 5000
=

0 “ il it

Y A ) o Py o
qe,(' qsf RS b3 ,,55‘ 455' qsf
?@‘\ - ?@‘L, (_9'3 - ?q,‘?. - Q«b - ?@‘3 -

MARBAE 4 KR F N2 7 R L R H
FR1 VS FL1: #2¥y 2-3 dfE£JF; FR2 VS FLI1: %815 7d/AeARHF; FR3 VS FL1: &5 20 d/
T AIF; FR2 VS FR1: #3857 d/#H 2-3d; FR3 VS FR1: ###)5 20 d/4%#) 2-3 d; FR3 VS FR2:
BH G 20 AR 7 do
2.4 KEGG Pathway ZhAEER: [ 7y 2
SXof HF B H A B KD W FI 2R J5 1 Unigene /74115 KEGG 4l FEREATLEXT (B 6), 13 2 RRIAM
20 ZARETE R, J3 Tz B AN A i SRR I AR 1 T S R AT s S AR AR B T R AN RERE A4S
HEYWHERESHS. RNRNEMERHR. e tEH-R&EH.
TR AN % BRI R A LA AFRIVROR S i . iR G R, HEL B E . MAPK 5 5 IE -1
WS E IR A A BEREAR TR I E . DNA B, TERAEME M. FEERERA, M. Kk
RS LA R BEEVIBRIEE . RO T ACRE T ) AGE-RAGE {55l . A EMEERE S 3.
VE R ARERE AR5 S 421K Unigene [ %
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)\ s EMO AR K & S56 MR
Statistics of Pathway Enrichmenti% {3 & 4511
2 B AN LAt G SR ) A= A R
LR
SRR |
ENHEEEES | @ i o
wEENEmER ] o 100
FAER-REEA - 200
5. AT 4 BN AT T HE e | ® 200
gg AE R P A - @ 400
Tw BRI AR
i HiER 1 o pvalue
2 ™ MAPKAZ 538 B%—HE 4 4 0.0125
= 8 NG W R 2 2 PR 0.0100
o P AR /i A b ggg;g
DNA # :
“HRAENAR ] 0 |
BAEEERICH e
T AKE AN A A5 7 A [
WERUIBREE { e
il PRI 1 RE HF FJAGE-RAGEAS Sl % 4 °
0.70.8091.0
Rich factors £ X 1

K 6 ik KEGG & #0#r

2.6 WE I AT AL 25 Rk R Rk B ik

fE KEGG I Hrdksli b, it — DR G 55 S U Gem MR ARRe, I LH AR
R EHEVBEGESTHFEBETRIE 404 N2FEEEEE, b — DM 5 E ) %5 5 HORR ik & 53 )
T AE SR HIAIERD 5 25 2H AT 10 AT B m 1 22 e B I (3R 3D AR S ih 45 R R, 72 7w &E K] SPLS.
AHP1. SERK2. SAUR67. CXE16. SAUR21. EIN3. TGAL4. ARR6 7E##} 2-3d (FR1) i, RiLkEHK
B, RSB N, 2R TGA2.2 FEMARTF (FLD B, Rk winm, BEJE W2 s . HE
TEMMZRAEB R I Rk, I S8 DRAR LA FH U8 15 R R SR I A AR R BRI 52 2 I A8 4K,

FEVER FE ARG AR T 313 A2 S B DR B 4, MR i D 1) 20 £l ORI 3% a2k 8 08 7E 452 00 i A5y
JE B HFRT 10 MRIEBRR AP ZER IR R 4. RIEGIHERER, ZR3EH BGLU40. SBEL. TREI.
051020521000 exgA TEFZH} 2-3 d (FR1) I, RIEEWEZET &, 8 7d (FR2) EREESRI TR,
28 20 d (FR3) RikETHE; Z7HEE GLCI M HXK2 E88 7 d (FR2) WELERE, ERH 20d
(FR20) JaRIEESUM NP 2 R A CEL3 M1 BGS fE/EARI (FLD M RIEEm, )5 TR, B#EH 20
d (FR3) IR ik B A . 22 73K UGPL 78 2-3d (FR1) FFRIA RS, 2 )5 FMH, 2324 20d (FR3)
it 2% 1 B

el
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R 3 EEM RSOk 2 R IAE N (MRS S 3R

HH 1D R A FK DhRe iR KILE (TPM)
FLI FRI1 FR2 FR3
TRINITY DN SPL8 RS TH AR 9892.86  21790.9  909.63  1241.66
20136 _c0 g3
TRINITY DN AHP1 THARNBRE R E D 3580.48  5920.87  691.46 724.34
24743 c0 g2
TRINITY DN SERK2 FE O S A BUR | MO ARBEE 1 2955.88 310736 592.4 567.34
20402 c0 gl MEZY X2[/NRImHE]
TRINITY DN SAUR67 AKRFIARNEE SAURGS 172029 276293  581.41 541.78
27434 cl g3
TRINITY DN CXE16 LTl 1381.46  1599.93  453.82 443.12
21192 ¢0 gl
TRINITY DN SAUR21 A KRR N H 1354.88 146543  444.24 443.12
23658 c0_gb6
TRINITY DN EIN3 CIFAGUR) 3 1 R H [ ] 1202.89  1299.08  435.31 426.89
24791 c0_g2

TRINITY DN TGAL4 RN T TGA9 FESFHIfR X3[/MRilN  1062.48  1276.05  426.28 417.38
20569 c0_gb 1]

TRINITY DN ARR6 KU A3 I SRS, AR AR 1031.03 119201 42628  396.58
20647 c0 g2 #E]

TRINITY DN TGA2.2 e S R RE R AR R 1031.03  963.42 424.01  396.58
28221 c0_gl

R4 MBSOk 25 22 S R IR SR e A AR i 42D

HEH_ID LR 44 FR UiRe i Rk
FL1 FRI FR2 FR3
TRINITY DNI15737 ¢0 gl GLCl1 BREN-13-B- R 313.01  371.31 1214.44 595.11
TRINITY_DN17068 c0 g2 HXK2 OB 22431  267.79 583.98 321.91
TRINITY DN17744 c0 gl UGP1 UTP— i &jHE-1-B5RR K 197.34  219.61 198.62 227.82
TR
TRINITY_DNI18130_c0_gl ~ BGLU40 B-HIATHELINY 6 GHI ik 162.10 21476 178.20 186.19
TRINITY_DN18298 c0 gl SBEI L4-o- M BHE OB 138 151,02 204.11 161.79 171.42
K RE PSR B
TRINITY DNI18336 c0 gl TRE1 V5 141.65  189.68 159.29 170.89
TRINITY DNI18354 ¢0 gl Os10g0521000 V5 136.36  176.49 128.08 155.20
TRINITY DN18484 c0 gl exgA HRPE 1L,3-B-EMEERE A 13411 170.89 124.15 153.79
B, H o[ Rk
TRINITY DNI18557 c0 gl CEL3 WD) HISENERG 9-FF 132.84  112.20 112.15 146.72
TRINITY DNI18585 c0 g2 BG5 HRBEN-1,3-p- A LG 124.95 111.09 109.24 146.70

BG4 Hi R[55SR
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3 giv5iie

A Mlumina JF7 S AE ASBEAT e LM Fe LA RAED 245 B o0 Hr, L3RG 154264114 5% clean
reads, 412 i, 86602 4™ Unigene, J38 i 1 3@ Il 4% Unigenes 741 5 2 AN FE 34T EL X, X 33 7l 7% Unigenes
BEATHBETERE, RMTIEA7(E 2 Unigenes |3 IV MR BIMOE B, XA RES5HT K131 Unigenes B
24, R DRI P 5 v R A S5 IR S5 LA N5 08 ol 5 e 2 A T R S5 IR 3 ORIk

WId GO Hudfs P 5%l A Unigenes J3° 51 HEAT D RRIARE LA EE R AR M) 22 R AE IR 23 26, 205 191767
/™ Unigenes [FHNERBBIEM I FE . /0 FIhRE. 4IAR4L0 S = KEMAKMEE . Hp A dfE (Biological
Process) (5% FEA LY. DNA B35, DNA ¥t & ARBRILE A RBRIL . SH0iE)R
SRR A0 L, ASTE SRR ) 2 e A R TR ¥ GO T e 43 2845 A 55w Al SEEOK) 5 A1 SO AR AT,
PR e AL TN () & SEAE M A AR I AR e T B A . IR RE A, IEME IR, Kk
s, KRR EE), 2 58K G WM ARG IA B B d I, SR AtRe 0, ACH
FOBI X 28 FARIA B R TRl A, Ko 22 ReRIA R N R E R EMYMERE S H S, UG IEh A
st

TASAESAD BT, 75 2 — Se LK Sk 5 3, A F 45 RB YR 15 5 5 S0 % 7 35 5L K SPL8. AHP1.
SERK2. SAUR67. CXE16. SAUR21. EIN3. TGAL4. ARRG {E4#%F) 2-3 d B RIEE LT, EFH 7 d i
IR E SRR, Ul B IX LY R 2 5 SR R 2 IR . A PR TCR ISR TS 2 d Rk
201, JFAESE 6 d A SRITFUARE RN, IXAANE F 45 R — 3. SPL8. SERK2 1EAEZ K & it &k # EE 1{E
FICAEMINR, R0 A4 B3 BRESE, A, G BRI SPLS JEIR L1624 P A e 7 B 1E
B BT T BRI i, (A T BRI A R S N o 2404, FERLRS TR, AU RER (CKD 55
F B A R B AHK ), 1R BRIIREE 15 5 (1 (AHPs) M 253 15 8 T (ARRs) A F 250, I H M £ 2 5
FRE FERRRAERBIF R E HE520, Rk, A 7C & H R I BERR H B B B Kl AHP1 7EM % 4%
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