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MGI EVINRFA & =

—EFMGISEQ-200RSFEN S BELEFA AN F

" ERESRR
BRIRBETTAY 8]
FERRR BB TE SR A, RGBT

B Epb RIS HIELIE
BT S BHRAIE, SRIMENEST, IR T A TR,

HEBIERE
DNBFICPASEARIEN RN F X, Rt R ENF MR,

RIERNEITIRI, SN A
IR SRR, IR 2N A NHEYNRRIZIBRAHE,

REHEERE, EEARFARFER

FEENEMEEF, MENEFENFEEFE R,

m = itd

MGIHEMNFAHE ™ mUEXREEB M ANET. BiFERHERR. SBENFT & URHIELE
RO NEM, BEMNFTIZRIENZIER B, JERKLIMEYZERNFHRES SRR IE2RIZEB K. &
HEF mAN R EFAHTRE EWH. EENSRENF, MMTANMEYIRFRESEZERARIEESH
RRGEEF GBS EEE TN RBIELIE RS,

WIFRHTIZEREN. RERAZENSEENF, fBREFAPAR. AR FREFSHHENERFT!
8, #—P RN AR EFERMHENBRAS MU EYRGRERR, AERMUFENBIZIEHSE K
E. RERANF MR ENFS, EBTESE B LRI RAMMEMRERARFTE B I, A S mikaeT
SKIMERARE. LHRBRA DTS RFHLDTFINEE,

MGISEQ-200RSZ2—m/IN\I5. RIEMKHE R H FERNFF &, X RRMEENH ./ (FCS)ia
ITRER, K& F (FCL)BES, TR RIERFR TR R EEZEN RIS MM E S B RIRF TR EENFES.
EIERERERY, ERNAREETRNAZR THEEENFAEER, (K1)
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71 MGISEQ-200RSHFF 4B E

Bi& WEFIFRK WEHR WEFHAEE/Run M FERT*
HMEYIRR! SES0 FCS 4 ~6h
EYE R AR S PE100 FCL 4 ~ 24h

*BEFMGISEQ-200RSEREMFFY (AL & 2) B9t 4R

m 75
=EE AN F

HZASE AR MMEYE BEMIRREZD (2288 : fiEEER RR AR S 1 C2,C3,C15) UK AN 1%A9 %%
S EEEDNARRE RAINAL2878DNAKR R (FE R4S 1 SH) -

fEFMGIEasy FEYIDNAREURFIE (555 :1000027955) iR R 2<3# 1T DNAREX. MGIEasy FASTES]
DNAX &R FI B2 (575 :940-000029-00) #EMGISP-100RS B Bk i 215 4% (900-000070-00) £ 3#1TH
Eh X % . 8 FADNBSEQ— 7 /A DNBH & 1T = (525 :1000026466) 1317 DNBRIHIE.

fEEFAMGISEQ-200RS M E {347 SES0IRN o

FERMEYIRRIZGFE S (PlatformofmicroorganismsFastldentification, @#PFI, 525 :
900-000398-00) , X B HUE#H 1T HRE 53 2 IRF. - H IR ENFI AL IR,
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F FPFIXIMGISEQ-200RSEY FH &R #H 1T uIE T8, R EFEASESON F EHERIQ30>93%, RILHIREHY
N BiE, AIFIARIClean dataZ97999%. 13 4RI £0HE W &R 2,

<2 EFMGISEQ-200RS SESOMIEFRY R B F A FiTss

Total Reads (M) 14997

Q30 (%) 94.50

SplitRate(%) 96.52

Split CV(%) 149

Sample C2_DNA C3_DNA C15_DNA SH_DNA
Reads_Length 50 50 50 50
Raw_Reads 44925953 38,606,855 36949240 29239574
Raw_Base 2,246,297650 1930,342,750 1,847462,000 1,461978,700
Clean_Reads 44,896,683 38,590,339 36927370 29235442
Clean_Base 2,244,834.150 1929516950 1,846,368,500 1,461,772,100
Clean_Base_Rate 9993% 9996% 9994% 9999%
Raw_Base_Q20 98.2% 98.16% 98.22% 97.67%
Raw_Base_Q30 9L.79% 94.68% 94.88% 93.46%
Clean_Base_Q20 98.20% 98.16% 98.22% 97.67%

Clean_Base_Q30 QL.79% 94.69% 94.88% 93.47%
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—RIRBIZSMINEY, KN RBES

- RERARMEMIR
FMAPFIE A R EREASESONF 1S 2 reads# 1T EMIRLIRF, R AR ENFHMEYII R 2800

t, MEMTREEAR. ERF (WKR3) ANERFARNIOFHEY CHAR, 2MER) , IEARRIRFILER
FRRFERTH (R4 , RIEIRFI SRR

#&=3 EFTMGISEQ-200RS SESOMYAREFAHMEMIRFNER

=EEFEHESESONRF
BEARR R =i it EAERNHENES
KMt AReads#k  HEITERE (%)

EMERR Legionella pneumophila 485 8930
C2 By EE & HEREHITE — Achetobacter baumannii 18 0.331
FEAEKE  Prevotella melaninogenica 6 010
EEEZFEFEBE Stenotrophomonas maltophilia 9953 66.531
i = Klebsiella pneumoniae 489 3.068
el Tl EAE Klebsiella variicola 401 2747

c3 WA I 4
LR AR Pseudomonas aeruginosa 4M 2.680
BREREEMATE Haemophilus parainfluenzae 62 0.414
HERITE Acinetobacter baumannii 9 0.060
ALEZHE58 Human betaherpesvirus 5 50 0.334
C15 RR A BEIK R Streptococcus pneumoniae 381 9568
Lactobacillus fermentum 35977 1986
Bacillus subtilis 24372 8.240
Salmonella enterica 26543 8.813

y Listeria monocytogenes
1% B g ' 25890 8.625
DNAVTE S Enterococcus faecalis 29122 9702
H
S +99% NA12878 Staphylococcus aureus 22729 7572
DNATR & chi -

Escherichia coli 34 1.037
Pseudomonas aeruginosa 3273 1.090
Cryptococcus neoformans 6936 2.31
Saccharomyces cerevisiae L1y 1.407
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* 4 ETFTMGISEQ-200RS SES0REF AR, 1+
ASHRYAE, ERIRAIER (57112 7(110)

FS i Reads¥X $T§ij/o) Fs Ypih Reads#k $T§tj/o)
1 Limosilactobacillus fermentum 35977 11986 1 Cryptococcus neoformans 6936 2.31

2 Enterococcus faecalis 29122 9702 2 Saccharomyces cerevisiae 4,224 1.407

3 Salmonella enterica 26,453 8.813 3 Saccharomyces paradoxus 33 0.0M

4 Listeria monocytogenes 25,890 8.625 4 Lachnellula hyalina 13 0.004
5 Bacillus subtilis 244732 8.24 5 Cryptococcus gattii VG! 10 0.003
6 Staphylococcus aureus 22729 7572 b Botrytis cinerea 7 0.002
7 Pseudomonas aeruginosa 3,273 1.09 7 Amorphotheca resinae 6 2.00E-03
8 Escherichia coli S T4 1.037 8 Aspergillus sclerotioniger 4 1.00E-03
9 Ralstonia solanacearum 192 0.064 9 Marssonina brunnea 4 1.00E-03
10 Chondromyces crocatus 54 0.018 10 Parastagonospora nodorum A 1.00E-03
BASHIAEIRBIZER (H&#110) BASHIEREIRFIZR (H&#110)

W AR THEMRERESBEENF, RS ATAE. AR ASNFEREFSMHUENE
EFFE R, MTRETSXTF AR ER SME S EHITIR, AR SHBISIRMSE KB ETEX
BiEB EMERAIIAF. MGISP-100RS B eh b B AN & R 45 MGISEQ-200RSHRENIFF &, HH B EFH LR
EWIRFIRF SEEMRET & BIMGI HEDNFAST M, EBRESHE B RENHEYIRG B, EFE
FEMIRR. ZFAQN . HE IR IERER, P HEBEEIRE. BERMCIERIHZR BT,
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MGITEYIDNANIF A S ™=

MR BRI A HIE RS

A

ERMFEYMGISEQ-200RS FRE2 900-000350-00
MGISP-100RS B &k AHIlEE R4t IR E 900-000070-00
= (S LR

MGIEasy i IDNAYREIR & 96 Preps 1000027955
X E A

MGIEasy FASTESEIDNAX FESI & IR FIELR 16 RXN 940-000029-00
MGIEasy FASTESTIDNAS EFIFIRFIELE 96 RXN 940-000027-00
DNBSEQ—#ADNB#I &7z (0S-DB) 4RXN 1000026466
M5

MGISEQ-200RS =@ E NI 7 B FCL SE50 1000019855
MGISEQ-200RS @& 1T B % FCL PE100 1000019844
HiRDIRRS

WEMPSRIRGITE & / 900-000398-00

= BXFR T

RINERSERERDBRAT
ik SRYIHEHBEX LTI X ERE1, 518083
HR%E : MGl-service@genomics.cn

WL : mgi-tech.com F8i%:4000-966-988
KRAR:20224 58 4% | MGPB011810102-04 g https://twitter.com/MGI_BCI Q*Q

AFEMRIETRYIEALERRDBRAE . REARNDPEIF, EEUEMNAFERTELMHIFEAFRHSRATHITES . BN, REIBEFNEMES . 54
FREETSANRIE TR IR S ER RN BIRAB R R ERS .

m https://www.linkedin.com/company/mgi-bgi




