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Abstract: Objective To investigate the molecular mechanism of inhibitory effect of Scutellaria baicalensis to uropathogenic
Escherichia coli (UPEC). Methods RNA-seq was used to analyze transcriptome of UPEC NBS effected by water decoction of S.
baicalensis. S. baicalensis group and negative control group were set up. In S. baicalensis group, UPEC NBS8 was disposed by water
decoction of 10 times of MIC of S. baicalensis (62.5 mg/mL) for 30 min. While in negative control group, UPEC NBS8 was disposed by
same amount of normal saline. Then, total RNA of UPEC NB8 was extracted, while rRNA was removed, cDNA was reverse
transcriptional synthesized. Transcriptome sequencing was sequenced on HiSeq2000, transcriptome data were analyzed by BIGpre,
Tophat, and Cufflinks. Expression profile was analyzed for differential expression, GO, COG functional enrichment analysis, and
KEGG metabolic pathway analysis. Results A total of 1665 differentially expressed genes existed between S. baicalensis group and

negative control group. Among them, 1169 genes were up-regulated genes, while 496 genes were down-regulated genes. Under the
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effect of water decoction of S. baicalensis, genes of NB8 down-regulated in glycolysis, Krebs cycle, biosynthesis of fatty acids, and

ribosomal proteins, while genes of NB8 up-regulated chemotaxis and assembly path of flagella, and transportation protein ABC pathway.

Conclusion The molecular mechanism of the inhibitory effect of S. baicalensis to UPEC is explained. Targets of S. baicalensis to UPEC

are glycolysis, Kreb’s cycle, biosynthesis of fatty acids, and translation of proteins. Besides, chemotaxis, the assembly path of flagella, and

transportation protein ABC also play a key role in alarm reaction of S. baicalensis.
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Table1 Drug sensitivity test of 20 kinds of antimicrobials to
uropathogenic E.coli NB8
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Fig. 1 Effect of water decoction of S. baicalensis on growth

curves of uropathogenic E. coli strain NB8
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Fig. 2 Cluster of differential gene in transcriptome of uropathogenic E. coli strain NB8 disposed in water decoction of S.

baicalensis and control group
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Table 3 Effect of water decoction of S. baicalensis to gene expression in pathway of glycolysis of uropathogenic
E.coli NB8

GeneID KO DifeRe Fold change | GeneID KO %5 DifeRe Fold change
ngs2 0127 K00163 NEIERM %M Bl 41, aceE -345 |ngs2 2361 K02777 HAMEEEEE T A, PTS-Gle-EIA  -10.09
ngs2 0128  K00627 NEIERM%A E2 41, pdhC -73.28 |ngs2 2663 KO1689 Kil{LA§, ENO -9.56
ngs2 0129 K00382 —AliEmEIMi%AE, pdhD -2.57 |ngs2 2795 KO01223 6-BER-p-H% B EE, belA -3.03
ngs2 0714 KO1834 W H MBENH, PGAM -496 |ngs2 2817 KO01624 HLfk BEMME4ENE, FBA -5.42
ngs2 1571 KO00873 B, PK -3.24 |ngs2 2818 K00927 WERRH IMERMES, PGK -3.89
ngs2 1671  K00134 3-BEMGHEMENG, GAPDH  —12.97 |ngs2 3345 KO1610 WEMeIem: = AR N, pckA -1.93
ngs2 1628  K01222 - ZME-6-BEMKMREE, celF -1.60 |ngs2 3897 KOI810 HiZiH-6-HiR #H4RE, GPI -1.97
ngs2 2041  KO1623 Jufh —hMREE4EEE, ALDO -1.74 |ngs2 1618 KO00850 6-BAMRAHEMEE, pkA 1.19
ngs2 2337  K00845 THAIMEEE, elk -332 |ngs2 4155 KO03841 1,6— Wi HWHEs, FBP 1.25

“Fold change” JRIRIEEUITEAIZRA 1# NB8 #5240 XA Ly, HAkist (FPKMD B/ ML “+” o b, “=” #m M, F&RIH
Fold change is the expression (FPKM) time in up-regulation/down-regulation when comparing UPEC NBS disposed by S. baicalensis group with negative

“_o

control group. “+” means up-regulation, “—” means down-regulation, same as bellow
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Fig. 3 Differentially expressed genes of TCA cycle and fatty acid biosynthesis pathways of uropathogenic E. coli

NBS8 disposed by water decoction of S. baicalensis
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Table 4 Effect of water decoction of S. baicalensis to gene expression in pathway of Kreb’s cycle of uropathogenic
E.coli NB8

GeneID KO'5 DIRerRE Fold change| GeneID KO &5 Dol Fold change
ngs2 0127  K00163 MM E1 41, aceE -165  |ngs2 3174 K00024 SRR, mdh -293
ngs2 0128  K00627 WMNENEE2 41, pdnC —649  |ngs2 3345 KO01610 BAERAREAARIRRAILEE (ATP), pekA -193
ngs2 0129  K00382 —AUBRy-Mliii4A, pdhD =257 |ngs2 0684  K00241 BEHIRRIEAYEHRIALIARE, MEK b L 3.4
ngs2 0131  KO1682 2-HHELFHBMAMUKE, acnB -158 3, sdhC, frdC
ngs2 0683  K01647 FPIFMRAINE, glA =220 |ngs2 0685 KO00242 JEHIRRIi‘AUN AANRRIL IR, R 2 WAL, 2.89
ngs2 0688  K00164 oIk BN EL 41, sucA -1.92 sdhD, fidD
ngs2 0689  K00658 o —FANAMEE2 4l (“AMEMR), suB  -1.54  |ngs2 0731  KO1681 ZKEKARE, acnA 183
ngs2 0690  K01903 HEHIMEHINE AR WHAHM, sucC -150 |ngs2 1504 KO01679 NI KEHMRMKEH, fumC 321
ngs2 0691  K01902 JEHIBEAING Ao WHSH, sucD -1.53  |ngs2 2158 KO0116 “EREMEE, mqo 2.88
ngs2 1066 K00031 SR, IDH -258  |ngs2 4021 KO1676 1XEHMRRYKAE, famA, fumB 349
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x5
Table 5 Effect of water decoction of S. baicalensis to gene

uropathogenic E. coli NB8

BE KR FREBUR K IR A BB T & AUB IR B E RIE R0

expression in pathway of biosynthesis of fatty acids of

GeneID KO% Inei g Foldchange | GeneID KO % Inei g Fold change
ngs2 0922 KO1716 3-RHZEEIE-ACP KR, fabA -221  |ngs2 1293  K00208 J#iME-ACP J&J5iff§, fabl -3.45
ngs2 1016 K03621 3-BEERHMEILEHE, plsX -245  |ngs2 2267  K01963 Z Rty A RN B 4L, accD  -1.67
ngs2 1017 K00648 3-BhH-ACP i, fabH -2.26 | ngs2 2275  K00647 3-BE¥E-ACP A, fabB -3.64
ngs2 1018 K00645 P _MEaliiG A-ACP BiAE46#40, fabD -3.09 |ngs2 3191  K02160 ZBEHiE A RILRFEY Z R 1.23
ngs2_ 1019 K00059 3-FiflgME-ACP ‘L JRRE, fabG -4.70 HIEEA, aceB
ngs2 1020  K02078 ACP, acpF -9.57 |ngs2 3192 KO01961 ZMEHf A BALEEMR R 1.59
ngs2 1021  K09458 3-BEAE-ACP 5 Ak, fabF -4.02 B 2E, accC

ZEEHE-Ri KB (fabA) AL ACP i85 (fabD)
R IXEELE RN, DL IX LRI R AR K
FEPRI AT f A2 B /K ISR A4 FH AT
3.6 EEWREBFHEAGEFEEERMIFE
R RE RN

ZHE A T AT 20 M B 1 A B3 i, A
YIRZHEAR G —A 30 S AMNIEEEFT—A> 50 S KV A,
KA ARZ SR 30 S /NIEIEAT 21 MR, 50 S
KWL 34 NEAS BRE e HE ST 4 it
O 25 1T %) R 1R S B A ) <0 B8 € 2 R AT
Zhang 25 i SDS-PAGE & FILii A S 400561 L fig
Ik, SKIHIRIGIR A B AT, JRIEEL

WP RIS TRAE B B OKRIRIERR, didAzpi A
HATRM 55 DIEK P 54 DNEE TR (- 4 gk
6, AR IEE K BRI T PR IE B0w 1tk K% 45 1R
()2 1 R
3.7 EEFIRIEBUR AR R B AR N IRE
RIFE SRR RN

MR AE —FIRH 2 I SON IS R, B EE
(e DIk IRk E . TEARIFCH, RIMPRESDE TR
TR A DR B 5 20 A0 BB A T FD B A B AR T B R
R B (7)), ABC #H2E T 109 4N
FIERp 97 NEENEIE B (R 8), FRUIXLLIL
TEXT SR 27K BT PR A E rp R E FBEA o
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55 differentially expressed genes were enriched on ribosome pathway; The dark-blue pattern means down-regulated genes and the red pattern means

up-regulated gene
4
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Fig. 4 Differentially expressed genes of ribosome pathway of uropathogenic E. coli NB8 treated with water

decoction of S. baicalensis
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R 6 EZIKRIFIXKERFEXHREEREREREERIEFIT
Table 6 Effect of water decoction of S. baicalensis to gene expression in pathway of ribosome of uropathogenic
E. coli NB8

Gene ID KO 5 Dhhei ke Fold change | Gene ID KO 5 IR RE Fold change
ngs2 0022  KO02968 30 S KiBHAZE S20 —5.86 |[ngs2 3249  K02931 50 S EiliAk®A LS -14.73
ngs2 0187  K02967 30 S Kihik&E S2 -15.51 |ngs2 3250  KO02895 50 S K%Mk H L24 -19.46
ngs2 0885  K02945 30 S HiliAE A SI -20.56 |ngs2 3251  K02874 50S AZMEAEEE L14 -9.05
ngs2 1015 K02911 50 S #HE{AER A 132 -16.43 |ngs2 3252  K02961 30 S #%WEikEE S17 -16.51
ngs2 1611  KO02887 50 S AxMi{AEEH L20 -12.27 |ngs2 3253  K02904 50 S AxME{AEEE L29 -16.43
ngs2 1612 K02916 50 S #HEAE A 135 -16.67 |ngs2 3254  K02878 50 S KZMEAE A L6 -18.45
ngs2 2131 K02897 50 S &ZBEfAR [ L25 -1.93  [ngs2 3255  K02982 30 S Kk H S3 -13.15
ngs2 2523  KO02884 50 S AxME{KEZE LI19 959 Ings2 3256  K02890 50 S KilHAEH L2 -20.05
ngs2 2526  K02959 30 S KibHAZEE S16 —8.18 [ngs2 3257  K02965 30 S KiHAZEE S19 -17.85
ngs2 3016  K02970 30 S #ZHEMRE T S21 —-377 |ngs2 3258  K02886 50 S KxBE{ARH L2 -17.77
ngs2 3111  K02956 30 S #%¥iAmE A S15 -390 [ngs2 3259  K02892 50 S KBk H L23 -24.69
ngs2 3130  KO02899 50 S KMk H L27 =70.10 |ngs2 3260  K02926 50 S AZWEAEE L4 -23.80
ngs2 3131  K02888 50 S AR L21 -16.85 |ngs2 3261  K02906 50 S KBk H L3 —24.14
ngs2 3168  K02996 30 S #%BEAE I S9 -12.14 | ngs2 3262  K02946 30 S &Z¥E{AH S10 —66.80
ngs2 3169  KO02871 50 S Kk L13 -10.42 |ngs2 3283  K02992 30 S #ZWEikEH S7 -10.70
ngs2 3235  KO02879 50 S KxME{AEEE L17 —8.26 [ngs2 3284  K02950 30 S KA E S12 -7.62
ngs2 3237  K02986 30 S HikiA®EH S4 -14.74 |ngs2 3602  K02913 50 S AZWEkHEH L33 -9.06
ngs2 3238  K02948 30 S KxME{AEEH S11 -1230 |ngs2 3603  K02902 50 S KBk L28 -8.27
ngs2 3239  KO02952 30 S KBE{AEH S13 —6.86 [ngs2 3634  K02914 50 S KiHAEH L34 247
ngs2 3240  K02919 50 S ExHEAE A L36 -15.66 |ngs2 3850  KO02867 50 S #%HHAZ A L11 -1.76
ngs2 3242  KO02876 50 S &ZBEfA A L15 —-14.48 |ngs2 3851  KO02863 50S AZ¥E{AEH LI -11.81
ngs2 3243 K02907 50 S KxMEAEEE L30 -13.41 |ngs2 3852  KO02864 50 S AZME{AEE LIO —7.54
ngs2 3244  K02988 30 S AxMEAEH S5 -18.17 |ngs2 3853  KO02935 50 S KBk L7/L12 -20.19
ngs2 3245  K02881 50 S #HEAE I L18 -12.80 |ngs2 4117  K02990 30 S #ZWiAEH S6 -8.10
ngs2 3246 KO02933 50 S KxME{AEEH L6 -17.17 |ngs2 4119  K02963 30 S AWk H S18 -11.21
ngs2 3247  KO02994 30 S kA& E S8 -15.03 |ngs2 4120  K02939 50 S AxME{AEH L9 -11.93
ngs2 3248  K02954 30 S AR S14 -19.11 |ngs2 0285  K02909 50 S Bk A L31 5.34

R7 EZKRIFINRKEBFEXBIRF RGN EBRERREIZMN
Table 7 Effect of water decoction of S. baicalensis to gene expression in chemotaxis and pathway of flagella of
uropathogenic E. coli NB8

GeneID KO DhRer R Fold change | GeneID KO hRe R Fold change
ngs2_0207  K02400 #iFE4 HE | FlhA 8.38 ngs2_1774  KO03516 #iFEH [ FIhE pifk 143.78
ngs2 0254  K02557 Fa{LEE [ MotB 11.07 ngs2_1775  K02400 HIE&HE A FlhA 4.04
ngs2 0955 K07772 #{LE[A CheY 423 ngs2_1776 ~ K02401 HiE& pE A FlhB 14.20
ngs2_0994  K02399 HiEA MK TAARE I FlgN 8.46 ngs2 1777  K03414 #4{LEE [ CheZ 6.23
ngs2 0995  K02398 #i-sigma28 [AF FigM 13.75 ngs2 1778  KO03413 JafbE [ CheY 8.28
ngs2 0996  K02386 HEEHLAk P El& 1 1 FlgA 26.49 ngs2 1779  K03412 F4a{LE 11 CheB 10.69
ngs2 0998  K02387 HiEFALFT A FigB 17.59 ngs2 1780  KO00575 fafbE [ CheR 31.61
ngs2 0999  K02388 HEEILIAF & FlgC 12.61 ngs2 1781  K05877 HIL{biEtb&E A IV 320.61
ngs2_1000  K02389 #EEFAFTEMIEH A 3.56 ngs2 1782  KO05875 HIEAL#{bE A I 17.21
ngs2_1001  K02390 ##EL HF [ FigE 19.52 ngs2 1783  K03408 #afbE[d CheW 9.12
ngs2_1002  K02391 HEEHAHTHEH FlgF 9.72 ngs2 1784  K03407 F&fLEE[ CheA 15.88
ngs2_1003  K02392 HEEHAMATHEE FlgG 7.35 ngs2 1785  K02557 HiE Dk A MotB 11.50
ngs2 1004 K02393 HiEFIKL HEAH 7.23 ngs2 1786  K02556 i Dk MotA 7.77
ngs2 1005  K02394 HiEHEAK P EEH 10.43 ngs2 1787  K02402 HEEMF T FIhC 4.18
ngs2 1006  K02395 HFEFIERCA A Flgd 12.04 ngs2 1788  K02403 HFEMH T FIhD 8.31
ngs2_1007  K02396 HiEEAHICHE A Flgk 9.32 ngs2 2273 — HEE A5 R 2.48
ngs2_1008  K02397 #iEEMHICE 1 FigL 2.94 ngs2 3022  K03776 HASNMESZ AL 222
ngs2 1164 — HEE P AR 2 T YegR 529.49 ngs2 4316  K05874 HIEALHAILE A 1 11.55
ngs2 1375  KO05876 HIAL#{LE A 1T 7.00
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R8 HEZKAFIXIKEHFERFIRAEE ABC HiZERBIRERERIAMFIT
Table 8 Effect of water decoction of S. baicalensis to gene expression in transport protein ABC of uropathogenic
E. coli NB8

GeneID KO %5 Dhe R Foldchange | GeneID KO een R Fold change
ngs2 0074  K02063 BifiZHIERGMER, thiP -243  |ngs2 2123 KI3893 fk ABC #iEZ%1, KMEARNA 3.51
ngs2 0075  K02064 Fili% ABC Hiatkd, KM4aEA -144 | ngs2 2124 K13894 /NEZE CABC ¥iZWEM, YeiB 2.68
ngs2 1053 K11069 [ihi/WHse ABC 2% H, RMAAEA  -1.87  |ngs2 2125 KI3895 /Mg % CABC HiZ Wiz 5.00
ngs2 1054 K11070 Jifli/ W ksl ABC Hiz @A R -2.14  |ngs2 2145 K02196 AIMifaE C 444 &N, ComD 359.25
ngs2 1055 K11071 WEKSHEHE R4 0GR -242  |ngs2 2146 K02195 Wikl % ABC #1210 B 9.81
ngs2_1056  K11072 JRMe/ WKkl ABC #iz ATP iliiARg -132 |ngs2 2147 KO02194 Wikl % ABC #1210 EH 2044
ngs2 2126 K13896 /NA% CABCHIZEA, ATP-4AEA, YF 171 | ngs2 2148 K02193 #iutss C EMAHEH, CemA 2.18
ngs2 2555  K02000 HZEM/HEW ABC #IZE M, ATP-4545EA 646 | ngs2 2159  K06159 %25 ABC #iZH M, ATP-4i4&NA 6.15
ngs2 3137 K07323 U ABC #iaiA, K44 kA -1.74 | ngs2 2257 KI0017 #1% M ABC #iatkd, ATP-4a&EA 19.09
ngs2 3138 K02067 i ABC #iz& 1, K¥ISAEA -1.81 | ngs2 2258 K10015 HAMEEUAER, hisM 488
ngs2 3140  K02065 HHLAA ABC Higfk 1, ATP-44EN -1.80 | ngs2 2259  KI10016 4%/ Hiale fs AR/ S % IR ABC 5.61

HIZHER, HisQ
ngs2 3402 K01999 ZUEM ABC Hiz%k, K¥4a&A -6.80  |ngs2 2260 K10014 FEkEIEfE 1.90
ngs2 0350  K15551 ZFMMR ABC #izkA, K44a%EA 3.86  |ngs2 2261 K10013 ZJEM ABC#iEHA, KN4 AEA 3.66
ngs2 0352 KI15552 “FHM ABC HiZ W% 744 |ngs2 2366  K02047 GREREL/GiACIIR iz A TR 8.51
ngs2 0618  K10004 FEZM ABC HiEHkA, ATP-4if&EMA 3.52  |ngs2 2557 K02002 HEM/ =T LN ABC HiziA, 2.28
i/
ngs2 0619  K10002 A%EM/ RAZMLIZHER, GIK 196 | ngs2 3146 K06861 HiZHk ABC #izthH, ATP-AitiA 5.36
ngs2 0620 K10003 %%/ K4% MM ABC HiZliaM, Gly 623 |ngs2 3214 K09969 ZIEM ABCHEHA, KN4 AEA 5091

ngs2 0621  K10001 ZAEMHEERA 160 |ngs2 3217 K09972 H§%ER ABC #ih1, ATP-454HEN 16.69
ngs2 0719 K05776 41 ABC #1211, ATP-4i4EA 3.60 | ngs2 3389 K05816 3-BH M ABC HiztkH, ATP-44EH 2031
ngs2 0724 K02017 4HEREL ABC #1251, ATP-H5HN 226 |ngs2 3390 KO85 3-BEER ISR 11.54
ngs2 0771  K10038 A%l ABC #i2HH, ATP-44&NA 187 |ngs2 3391  KO03814 3-BEaH bz Ay 18.16
ngs2 0772 K10037 A%l ABC ¥ i2liE R 219 |ngs2 3392 KO3813 3-BEM(THN ABC Hizthr, R4 Ak 3.92
ngs2 0773 K10036 ZJER ABC #1211, KWEAERNA 246 |ngs23393 K01996 AR ABC#iztkr, ATP-4iaiA 1.74
ngs2 0792 K13892 AMH K ABC#idi i, ATP-44&A 162 |ngs2.3394 KO01995 % JEER ABC #iBih1, ATP-4i4HEN 47
ngs2 0793 K13889 AMHIk ABCHIZEA, EMAS®EA, GiB 213 |ngs2 3395  K01998 SEMR/ Fml/ Mafmechig 541
ngs2 0794  K13890 %Mt H Ak ABC H# 2l R 460 |ngs2 3396 KO01997 HEEARWERTA, LivH 5.36
ngs2 0795 K13891 AN HIk ABC #i2WER, GsiD 9.01 |ngs2 3404 K09811 AIffIHHEA, FtsX 417
ngs2 0817 K11073 JRMe/ WKkl ABC #iafer, K44 AEA 382 |ngs2 3405 K09812 #MfINHEH, FisE 5.18
ngs2 0818  K11076 JiMe/Wkskk ABC #iafkr, ATP-454 kA 404 |ngs2 3420 KI5585 4§ ABC H#iZiliE M 1139
ngs2 0819  K11075 [ERGHIZE RS WER, potH 539 |ngs2 3421 KI5586 HNETR stk 2423
ngs2 0824 K09998 M MALIZEAEMIE, ArM 139 |ngs2 3423 K10824 # ABC #1271, ATP-ZARNA 11.28
ngs2 0825  K09999 M REZMAMTR, ArQ 141 |ngs2 3505 KI2372 ik ABC iz, ATP-4ieikl] 132
ngs2 0827 K10000 K%M ABCH#iafH, ATP-454kNA 174 |ngs2 3507 KI2370 Jik ABC 43z tk 3.55
ngs2 0843 K05685 KIAEEE ABC #idtk, ATP-454EH 6.35 | ngs2 3508 KI12369 [k ABC iz Ay 711
ngs2 0849  K16012 ATP-%4/li%, CydC 3.68  |ngs2 3533 K10545 AMi ABC #iZE [, ATP-4i4&ENA 3.76
ngs2 0908  K15555 JRMiMR ABC #1251, ATP-Z5H M 833 |ngs2 3534 KI10544 AHE ABC H:is By 6.29
ngs2 0909  K15554 [ ABC #iz kA 151.88 | ngs2 3655 K02036 WM ABC ¥iztkH, ATP-4A&A 3.55
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GeneID KO 5 TIRERE Foldchange | GeneID KO 5 AR Fold change
ngs2 1047  K09810 fik ABC #3281, ATP-LiAEH 206 |ngs2 3656 KO02038 WEERKZEEMLA, PsA 6.38
ngs2 1048  K09808 #:izfk 329 | ngs2 3657 K02037 BEMRHEEEMLAL, PstC 9.90
ngs2 1232 KI15581 fik ABC ¥z lliERE 283 |ngs2 3658 KO02040 TER ABC ¥#iz%&M, KWL AEA 3.56
ngs2 1233 K15582 fik ABC 41z il 281 | ngs2 3679 K06726 D-H Mt 3.87
ngs2 1324 KI10112 § ABC #i2%H, ATP-LiAEA 711 {ngs2 3681 K10440 H4E ABC H:ia B 3.01
ngs2 1337 KI15580 Mk ABC#ia&, RMLAEA 453 |ngs2 3682 K10439 D-BiHEEZT4, RbsB 6.56
ngs2 1605 KO06074 4i%:% B12-E:1z ATP BN 971 | ngs2 3906 KI0110 ZiFHikkiaitizng 10.30
ngs2 1607  KO06073 4i/:% B12 ¥iZiliE M 3.04  |ngs2 3907 KI0109 FiHHEERAKEA 13.22
ngs2 1753 KO09817 Hekeistk 288 |ngs2 3909 KIOI1 ABCH#iziEH, ATP-4AEHN 477
ngs2 1754  KO09816 H:HEIEM 462 |ngs2 3988 KI10549 4IWEZEC 11.94
ngs2 1792 K10538 BiHi{fi4 ABC 5105 835 | ngs2 4004 K02042 iR ABC H:is BNy 5.93
ngs2 1793 K10539 Fl4rifihi ABC #iZHH, ATP-44&A 8.88 | ngs2 4006 K02041 WM ABC #iZH M, ATP-4i4&NA 8.83
ngs2 1794  K10537 BlHiifhi ABC & A, KNS EA 3.56 | ngs2 4185 K07091 [JRZWE ABC #iaf& &N, LptF 1.70
ngs2 1869  K10009 ZJEM ABC ¥izilliE 3.00 | ngs2 4186 K11720 [ HE ABC H#i2iHiER 2.82
ngs2 2074 K03847 ATP-454%&NA 3.5 |ngs2 5076 K02016 FrEMRcHMEkIEE, REERA 1.97
ngs2 2075 KO05846 ABC H:ZJHENA 815 | ngs2 5078 K02015 Fe'Mi#M ABC H:is b 6.81
ngs2 2076 KO05845 BEHRIMRMKRRIRNL &R 400 |ngs2 5079 KO02013 #k ABC ¥:i8%&f 447
ngs2 2095  K10540 HIEV-FUMETF ABC¥izi&kr, KM4aER 436
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