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BEAATEN  BEEEEEaBEMRT  SEZERTHESE S
BIRFENR B SESEIVEERERIE - 2RO CBEFEFH S5
EE NBRR T - Bt - SRARRASE R EE B AR TR T B SR IR T YA Hod
S HLAE ST AT s R T M S B MR ALY R A
ARWEFE HABILRGSEHTEAT (NTID) Arit P T &0Ym s —ah

e R s BB E (Virology 1 Arboviral laboratory)HBim FAe B NG A
FeHuly(Pathogen Genomics Center) » T2 H 1Y Ry ER 35 4 ar i FH - AUE PRl
(next generation sequencing, NGS)ZR{EZEERHHMMABG - HRAE
S TS RN M R GG E - RS 1ibrary 86 - FY15)
1 seEEf# (annotation) - DURAHRARVERE 3R E -
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=~ HE

KIAEFESIT (next generation sequencing, NGS)EEES > CE—(E
A IE PRty - EHIESE R A EII T TR S B 5 DNA HYEFr » R E
IESER - I HACEERNESER - 2 EEAWRE - =3#{E (reads) ~ {6
BT cloning FERINE PR H AR ILRZSEHZERT (NIID) HYKH
FEHEGEEERZE (Virology T Arboviral laboratory)Bi gL N4H
TIHTFE T (Pathogen Genomics Center)HYBIFE AR » EEERRIEHIH NGS #5¢il
ETERIRBENER WO S SR EEI TR K EEN NGS i a
VirusTAP

FetRT MR T ORI 5 SO L KA E R A 5 5 5 NGS AR ERbT
FUKAE > LIS 12 B Y R 220 NGS SRRl - BFE « A U5 5w
BEES T ETRESERSEESE - B EES Library ~ 3T REEE
(annotation) JF¥1 » DURAERBHEVRSG 25 - F bR ls e 4BiATE R EE A+
FATEEIRERTY » AT R E R E R S 20w B ALy A e A
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12 A1 BIRERT % 1F 12 A 2 HEASH AR EGYEV SR TE
By - LR ERFENERE MRES HHafUNEERE > TR i
BORERE  FEAE H AR R - FHIRERREL - SR A R RIS - Flak
BRBEN D TR TIREATE » DUR B AR SR i ~ SR e A SR SUE I e 4%
- B = B A A S H AR R IS SE8iE  ERE /AR
Dr. Tomohiko Takasaki - fEEEBWEAVIEIES - MR EER =1 M
B Dr. Shigeru Tajima BAKAAZEE Dr. Eri Nakayama 5 & 5aHRARVE R - If
EEEEIRERERE - 12 H 3 HAERFEREERA AT e T ORISR EEE kato
MBI Z T » 1T PCR AV K S BRS R BE ol » 12 A 4 HEEIET MiSeq &
Fr ERERITAVEIHRAR Y - W5eRl EHAERE - 12 H 7 HEFPESR5ERL - Bt H &
TTRFHIGAT » BEEhSE S S FE AR LR TS RS SRl e kAR
LUK AU H iy B ENfeissMe AR S A g itk £ RERFY HnsE i
wo b A R IE RS AR THIR IR - DURGS e S R B E R R SRl 2 &
BRI - 1212 H 9 HEET 5 - TENRNS GBS TS ERENT T
TATIREREN » TFF AN Reda it i s B =M= & Dr. Tomohiko Takasaki » Bil#r
N E e 5 B 5w SR IF RS AR e O ZE A B > i i
b FIREEAE T Sm A E—(E/ NRF - ISR - S IREBINH - 7Y 12 H 14 H 5 EREE
AL » R a0 -

p
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= ERUTERE

(—) - MR RREE U5 [ FERE SRR EEER
PR HEHE S [ 42 H Dr. Shigeru Tajima Aradat > ATLAGEFTH
PR ERHEAVER - JFTUHE T4 - Hpy A S H AR B0 (B —) Ay
7~ > KA PrimeScript 1T HiFi One-step RT-PCR #{#14H (Takara Corp. Japan)
HEFT R BRI N SRR E K8 95 3 RNA RBEEREY cDNA » ROES RIS
FEA(E =) B 0 BERIEA 22 F RNA 1248 > RILECE 24 2RV E BB
A LT3 4E > B tube 73%E 28ul » FEZTHINIA 2ul RNA fade - BEE (TR
BER s AR IE - REREE (B =) PR » ROFESEH % » & HL 10ul AIRCTE
A~B~C- DWEVERESE > ZREHL 4ul 12 0.8% agarose gel HETTHEESE K -
Tl PCR VIR R B AV/IN - 4540 (B B - KER ST AR ES B A BHEEY PCR
V) 55 14 71 19 SREY RER/D - (HEE AT LIESIERGE - M 20 5tieds - H
WIREEEAEE] PCR ZEY) - WTHER R Riaia N & 5i 5 RNA IV E RIS -

([E—)

Primer sets to amplify whole dengue virus genome of all four serotype

Structural genes Non-structural genes
: = NS4A ‘
DENV genome EW{ [oh [ns1[[] Ns3 [ saf NS5 m
NS2B .
A = » C
B —.
D
Primer Sequence Next (NGS) ‘
o | _Di4stermi | AGTWGT TAG TCT RYG TGG AC GAC ‘ pr—— [ ‘
D1-4.5769r TTK GCH CCCATTTCD GADATG TC ‘ RNAe)lmcﬁon ‘
D1-4.5369f ATG GAT GAR GCV CATTTC AC I I
B I RT-PCR | [ RNAfragmentation |
D1-4.9999r AG CAT RTC TTC WGT WGT CAT CCA I
| Tagmentation | ‘ cDNA synthesis ‘
c D1-4.9398f AAY ACW TTC ACC AACATG GAAG
Di-43termr | AGAACC TGT TGR WTC AAC ARCACC T [_ddton ofinder ] | _Licarypropersion ]
o | D1-48579f | AT GGT SAC WCARWT RGC HAT GAC | LD ‘
D1-4.3termr | AGAACC TGT TGRWTC AACARCACCT | NGS ‘
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Reaction mix:

x1 X 24 (22 samples)
2xOne step Buffer (3) 15 360
PrimeScript II RT Enzyme mix (1) 0.6 14.4
PrimeSTAR GXL (2) 2.4 57.6
Forward primer (10pmole/uL) 1 24
Reverse primer (10pmole/ul) 1 24
Template RNA* 2 48
Nuclease—free D.W. (7)%* 8 192
(uL)
*variable (1-10 uL)
#xfill up to 30 uL with D.W.
([&=)
45C, 15 min
94°C, 2 min 1 cycle
98°C, 10 sec
55C, 15 sec
68°C, 3 min 35 cycles
68°C, 1 min 1 cycle
([& )
<~
3 -
: 3
X 3
3 5
(23 T62FAwn g bmelt oA
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(2) ~ @B EREPCREY)

FIFH Wizard SV Gel and PCR Clean-Up System (Promega)st4H 2 755
A PCR Y& B0 EE » I AZERSFERY Membrane Binding Solution %2 PCR
EYH REIIE®RSE Minicolumn > BHZ0R 1 4788 0 DL 16,000xg By 1 5788
B flowthrough = > A 700ul Membrane Wash Solution ’ LL 16,000xg &
Oy 1578 > B flowthrough ZF > FAIA 500ul Membrane Wash Solution > LA
16,000xg BfELr 5 778 » #F flowthrough £ > FHLL16,000xg By 1 7788 >
EEFERA ARG 4% > B Minicolumn A —#Z)F07 1.5m] EFROES > DA
50ul @y Buffer EB (Qiagen) » It buffer ASEAMNEE » AR kit NFRHTEY
Nuclease-Free Water 65°C SZJE 5 438> L 16,000xg By 1 7788 B Minicolumn
25 6 DNA JFiY 4°C 20-20°C -
(=) ~ HIEDNARE

FIFH Qubit dsDNA HS Assay (Invitrogen)sEIAHMIE 4L DNA B
£ 0.5 ml BVBECVEHIA 197ul #Y Qubit dsDNA HS buffer > FAIA 2ul #Y DNA
sample » ZR7& NI 1ul A9 Qubit dsDNA HS reagent » EBELUREHE » 28 2
5y#EE{% > WA Qubit® 2.0 Fluorometer F2s » 2E1% dsDNA B=UETREHIE
22 {Ep A RISV AE R (R —) s -

(FE)

Sample No. ng/ul Sample No. ng/ul
T1 13.1 T12 56
T2 22.9 T13 25.8
T3 21.2 T14 2.53
T4 27.4 T15 33.7
TS 40.1 T16 29.9
T6 20.1 T17 37.9
T7 20.9 T18 21.5
T8 18.9 T19 4.26
T9 8.78 T20 0.629
T10 21.1 T21 51
T11 29.9 122 20.2




(F9) ~ library®UfH

FIF NexteraXT DNA Library Preparation Kit(I1lumina)®if# library
JEEEAT ([ 75 e > FIIF RN TAZEE AT transposome 7EF DNA A& HIR4Y 300bp
K/NEIR B - G FEIRFAERIR 0L tag(tagment ) —Fd@HHY adapter 51 - FIIH
WA adapter 5 TATRAGERAY PCR FZFE - 7 DNA #E7THE3Y - I [EIHRFAE DNA
W P2 T index P31 > FTf@ASHYA € index FPFIIHY DNA library BEAE(E AR

[1lumina EEF AL °

(& 1)

¥ N v
- '
Y [
L 2
B = B ——————
T
“
C
-
N
4
= IE

ng-F
A Nextera XT transposome with adapters is combined with template DNA
B Tagmentation to fragment and add adapters
C Limited cycle PCR to add sequencing primer sequences and indexes

TagmentationsHEE :

B distilled water %% PCR EPJIVE £ 0. 2ng/ul  #E T FA(FE )
Fm > HcdE (R ) RIAUAT AR A8 f distilled water FURSHE @ JE&IISE - 15
F10.2ng/ul FRIEHRY PCR FEY) - 28&AF )/ EBRSFEE T H0A Sul #Y TD 4&ER
(Tagment DNA Buffer) ~ 2.5ul B9 0.2ng/ul JEEERY PCR ZEY) ~ 2. 5ul AY ATM



(Amplicon Tagment Mix) » JES¥IEE - SSCKIE 5 738% > A24al2 10T » A

2.5ul BYNT 48#® (Neutralize Tagment Buffer) » ZEJ)RIE 10 478 -

)
Sample Distilled water ,
Sample No. ng/ul Final volume
volume volume

Tl 13.1 1 64.5 65.5
T2 22.9 1 113.5 114.5
T3 21.2 1 105 106
T4 27.4 1 136 137
TS 40.1 1 199.5 200.5
T6 20.1 1 99.5 100.5
T7 20.9 1 103.5 104.5
T8 18.9 1 93.5 94.5
T9 8.78 1 42.9 439
T10 21.1 1 104.5 105.5
T11 29.9 1 148.5 149.5
T12 56 1 279 280
T13 25.8 1 128 129
T14 2.53 10 116.5 126.5
T15 33.7 1 167.5 168.5
T16 29.9 1 148.5 149.5
T17 37.9 1 188.5 189.5
T18 21.5 1 106.5 107.5
T19 4.26 1 20.3 21.3
T20 0.629 10 21.45 31.45
T21 51 1 254 255
T22 20.2 1 100 101

PCRAVER -

BETIAREAIA 7.5ul BYNPM (Nextera PCR Master Mix) » PAK 2.5ul /Y
Index primer 1 (f&E2E T )F1 Index primer 2 (HEET) » {HHAY Index primer

SATI4H B Nextera XT DNA Library Preparation Index Kit v2 Set B



(FC-131-2002) » HFIDTEAN(EIN) AR - BERIEA 22 {lighs - 4Rok R T1~T22 -
Fii A Index primer 1 HFE @ N724 ~ N726 fIN727 » A Index primer 2 HFE :
S502 ~ S503 ~ S505 ~ S506 ~ S507 ~ S508 ~ S510 1 S511 » HEF A (F =) Ao »
sE2t& » REHEE - BT PCR K€ » SUEMRAA TR -

72°C for 3 minutes
95°C for 30 seconds
12 cycles of:
95°C for 10 seconds
55°C for 30 seconds
72°C for 30 seconds
72°C for 5 minutes
Hold at 10°C

([E75)

TruSeq Index Plate Fixture Arrangement (24 libraries)

A Index primer 1 (i7) (orange caps)
B Index primer 2 (i5) (white caps)
C NTA plate



(&R=)

Sample 1o. Index primer 1
N724 N726 N727

S502 T1 T9 T17
S503 T2 T10 T18
Index S505 T3 T11 T19
- S506 T4 T12 T20
) S507 T5 T13 T21
S508 T6 T14 T22

S510 T7 T15

S511 T8 T16

() ~ BIKEDNAR B

7 PCR ZEYILAN 2 Gel Red Dye Y 1% agarose BEEE > DL 100V EEE > 30 47
8 o AETTEEVKTHE DNA | B 0 BEUKSERI 0 agarose BEAGHUENIRMH AN
B - B KEER A (BT PR > &K T —HHBHEERY bands £ primer dimer -
HEITEFFATERII R BRIV RS 500-750bp » MM Er fRE 250-500bp HYH E% i
TAMHF o M&F agarose FBESIEN Safe Imager™ 2.0 Blue Light
Transilluminator ([&/\) > #E{TUIRBEUL > FERFARE B HEt - THE 55 A HE
17 DUEREE TR 43 5IY1H 500-750bp 1 250-500bp F FEAY DNA fEEs - &
215 ml BEOEN » VseieBiE—iRi - #EEE S - J(EIL) AR -

(Et)

T T2 T3 T™4 Ts Te T7 T8 T9 TIO Til T12 T13 T14 T15 T16 T17 TI8 T19 T20 T21 T22

S—




(/0

([E7L1)

TI T2 T3 T4 T5 T6 T7 T8 T9 TIO Ti1 T12 T13 T14 T15 T16 T17 TI8 TI9 T20 T21 T22

(7N) ~ SAEEEIKEIKEIDNAF B

FIF Wizard SV Gel and PCR Clean-Up System (Promega)sEIaH TR K
[S[UHY DNA 1 B4 B2P R - e dURIE DI N RAVIZEGE & » 500-750bp F B
HY DNA BBRGEE & Fy 5.034g> 250-500bp J7 EZHY DNA FEAGEE & /% 13.3892 > & 10mg

AYBEEEZEAIA 10ul AY Membrane Binding Solution » (R 500-750bp F EXHY DNA
RSN A 5034ul HY Membrane Binding Solution > 250-500bp J5 E&HY DNA 2
BEEAIA 13389ul &Y Membrane Binding Solution » ISEBEEESIES » B
50-65CHIZKAHYE » BFIBRET2IAM - NSRBI EGRE 2

Minicolumn » BZE 1 4788 » DL 16,000xg B0y 1 908% » & flowthrough £ »

10



HEIPER - ERIFTARIRESE &R EN M Minicolumn - BEZAIA 700ul
Membrane Wash Solution > DL 16,000xg B0y 1 578% - & flowthrough %3 - H
A 500ul Membrane Wash Solution> BA 16,000xg B0y 5 4788 & flowthrough
ZH > HPL16,000xg Bl 1 708 > (EETEEAERF 2% - & Minicolumn #2
—EZIFAY 1.5m] HEEECVE S > JIA S0ul #Y Buffer EB (Qiagen) » It buffer

BSINEE > MR H kit RATHTAY Nuclease-Free Water » 65C K 5 4388 » DL
16,000xg #E0r 1 738 > /K Minicolumn ZZ » fiF DNA JFFERA 4°C or - 207°C e
(t) ~ HIEDNARE

FIFH Qubit dsDNA HS Assay (Invitrogen) IR E &L LIRAY K ([E]UHY
DNA 7 EZHIRIE > £ 0.5 ml BB LETHIA 197ul #YQubit dsDNA HS buffer >
FEAIA 2ul A9 DNA sample » ZREEANA 1ul B Qubit dsDNA HS reagent » LA
REE > BER 2 8% 0 A Qubit®2.0Fluorometer GRS - #BEFE dsDNA
R FCETTREHIE > 500-750bp 7 BEAY DNA HISHYREE s 24 1ng/ul > 250-500bp
J71 EHT DNA JIFSHYRIE Ry 14, 2ng/ul
(J\) ~ MiSeqEFr EAERTHVEFEIZ P

TEFPEE A ERES B 11 lumina A E]HY MiSeq EFFEE ([E1) » 57514H B MiSeq
Reagent Kit v3 > {8/ 500-750bp F Bz DNA HETTIE? > 1RF DNA JRIEFRTERK
Ing/ul > 500-750bp F5 BZHY DNA ISR R 24 . Ing/ul > PRIFEHT Tul &Y DNA fI
A 23.1ul #yBuffer EB (Qiagen) » Mif#Z1%FFH Qubit dsDNA HS Assay i
B4 K Qubit® 2.0 Fluorometer HEesffEse DNA JRE » FTHIRGHYIRE £
1.09ng/ul - SFEEFFRFTFRN DNA & > 51 E 7R AR o #7055
¥ AR RS E R > 43 BIH 10ul DNA 82 10ul 0.2N NaOH @ SE&H A EE
i 5 GrE o (HEERS DNA FTRER R EERS DNA > FRA0A 980ul BY HT1 buffer JE
JKE > ARG EL EAATR AR 7T0ul (sample 1)#1 130ul (sample 2)fIA 800ul
HY HT1 buffer J&E&HI4E) » 4851 1000ul HEERET AT HZRIMUE T « RS

11



DNA JE & EA FlowCell » Flow Cell (Al EE 1R EZ T 0 IR1B1EF Flow

Cell MAERFET > W(E+—)DFT7R > £ Reagent Cartridge NAYEARITEE
B IAERFET A1(E-+—)B®FT~ B PR2 Bot tle ILAE R 4(
+—)OFTR » FTLLE I M A BE i B Se R & BRI B4Rl T E PR T »

([&+)

(=)

2015.12.04 MiSeq 300+8+8+300 mer, MiSeq IDX

2 step dilution
HIL putative
. buffer 4c 2nd input <
Sample Adaptor Primer 2:2‘ f;(;eln::r:1 MW Sample mol conc. DNA 0.2N |total|Ist diluted conc| andall | diluted |diluted bz—fl;ir final cone (M) final conc fi:;?::):c“:f both
o P e o fmol/ul (nM) NaOH | (ul) [final 20ul (n\M) | diluted |conc final | sample P (ng/ul) surface
(nghul) | size 4¢ pM (top
sample | Iml (pM) | (ul)
surface only)
20ul
10 | 10 | 20| 132121212 980 26424 | 40 | 960 | 1.056969697 [0.000436| 889,189 | 1,778,379

3.469090909 |0.001431| 2,501,490 | 5,002,980
6,781,359

15

3;:”";:822 Nextera XT [illumina HP6,8 | 109 | 625 [326700| 2.642424242
Nakayama S1 |\ era XT [ilumina HP6.8 | 159 | 625 | 326700 3854545455 | 10 | 10 |20 | 192727273 | 980 | 38545 | 90 | o1

samples
130 870 4.52606

12
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(L) ~ BFFERD

{5 PR IR ASR INRH  AT i 5E .0 (Pa thogen Genomics Center)AYEIER - ELHEE
B RS G VirusTAP - #ETREHI0HT » ot ERA(E ) s &
SBfE 1.Uploading of read file(s)#ZEfEHEZ {# Read 1 A1 Read 2 #Y DNA %1
NZAE 2.Quality trimming and adaptor removal ZEIEFFAY 5 trim length 7
% 20bp > Trimming method ##%#% Skewer > Minimum remaining sequence length
%1% 100bp » £ 3.Read subtraction ZETHFHY Remove host genome. #EfE
Human(Homo sapiens) » i H/ZJ%E Remove non-virus reads. ’ ££ 4.De novo
assembly ZETHHHY Assembly method 5 AS-miseg+quality trimming (>20x
required) » £ 5.Homology search/read mapping ZEYHTHY Search method 7
FEmegablast(legacy) » HAEIARICRATHEE > ZM&I% T Exec f## - B (&
T=E)AER LEER - EEEAE - FHB(E) BRI ER - BT
SERRRIE HER (B 710) A& SR E I > 559MERE T#K Genome Jack —fE B EHY NGS
FEPREHBIEE 259KAE - FHR A NGS BV 9 E RO (Bl 75) s -

13



(E+=)
T — See History ~ VirusTAP Manual  Log out
Total jobs in NTID: 0 [|IIHEENEER Download Sample Result (6. 8MBytes)

J- V ST Citation: not blished
, GPH Developping version RN Ot YSt puIRe -
updated on Nov. 20, 2015.

VirusTAP is recommended to be run on FircFox.

Run ID: T1 [ show || — history — v |
Project name C:\fakepath\T1_S8_L001_R1_001

1. Uploading of read

3. Read subtraction

Chk:en Galus Ius) ;

Dog (Canis lupus familiaris) l
‘Giant panda (Ailuropoda melanoleuca)
Hots uscd:dlus) A

14



4. De novo assemb!

1

If you have any probrem on this site, please contact to the webmaster.

pu—y
(ET=)
Login user: richjoyceyang

eya;
Total jobs m NIID: o [IHHENEEEER

SeeHistory  VirusTAP Manual Log out
Download Sample Result (6.8MBytes.

updated on Nov. 20, 2015.

VirusTAP _
GPH Developping version © (2 aot yet publishes

VirmsTAP is recommended to be run on FireFox

PAB,

%

Uploading your data now...

Do NOT reload!

This page will be when the upload finished.

D

Y

15

If vou have any probrem on this site. please contact to the webmaster.



([E+-0)

updated on Nov, 20, 2015

w§ly  vViusTAP
;ﬁu GPH Developping verston Hation: not yet publishe

VirusTAP 15 recommended to be run on FireFox.

To submission page

Run ID: [151224110401Ke2 || show | (15" 12/24 11:04) C:\fakepath\T1_S8_L001_R1_001 v |

Project name: C:\fakepath\T1_S8 1.001_R1_001
Submutted on 15" 12/24 11:04 (JST)
Source data: T1_S8_LO001_RI1_001.fastq.gz. T1_S8_LO01_R2_001.fastq.gz

1. Trimming Finished!

5" trim length 20 Process Read 1 Read 2

Trimming method skewer Original 119,625 (100.00%) 119.625 (100.00%)
Minimum average quality limit 75 Adapter removal 114241 ( 95.50%) 86.069 ( 71.95%)
Trim lower than this q-value 15 Quality trimming 96.665 ( 80.81%) 39,625 (49.84%)

RNA 96,665 (80.81%)  59.625 (49.84%)

Minmmum remaining sequence length 100
bacteriaGenome 96,664 ( 80,81%) 59,623 { 49.84%)

Maximum sequence length 0
hostGenome 96.505 ( 80.67%) 39.536 (49.77%)
2. Sequence subtraction Processing... Paired (fastq) ~ 37.336 (48.10%)  57.536 (48.10%)
rRNA on
Bacteria genome on Whole process start 12/24-11:04:44
Host senome an Whole process finish
Subtraction Target human
Non-virus filter  on VirusTAP is processing your data now...
This page will automatically be refreshed every 10 seconds.
3, Reads assemblv The analysis may take several hours. Please be patient.
Method ~ a5_miseq You can close this window. The analysis data can be recalled
by following the run history.
4, Homo]ﬂ.g" search An e-mail will be send to thzregistered address after fimish
Database nt analyzing.
E-value le-10
Filter F
Gap T
Number of hits 1
mode megablast (legacy)

16



([E+71)

Project name: T22_S57_L001_R1_001.reduced
Submitted on 15' 12/07 17:08 (JST)
Source data: T22_S57_L001_R1_001 reduced.fastq.gz, T22_S57_L001_R2_001.reduced fastq.gz

1. Trimming Finished!

5" trim length

Trimming method
Minimum average quality limit
Trim lower than this q-value

Minunum remaining sequence length

Maximum sequence length

2. Sequence subtraction Finished!

rRNA
Bacteria genome
Host genome

Subtraction Target

Non-virus filter

on
on
on
human
on

3. Reads assembly Finished!

Method

aS_miseq

4. Homology search Finished!

Database
E-value

Filter

Gap

Number of hits
mode

nt

le-10

F

T

1

megablast (legacy)

Show/Hide non virus

scaffoldl (10686 nt,

128x).

20
skewer
25

15

100

0

Process
Oniginal
Adapter removal
Quality trimming
RNA
bacteriaGenome
hostGenome
Parred (fastq)

Non-virus filter (fastq)

Number of contigs: 1
Contig size: 10,686-10,686 bp
Total: 10,686 bp
N-statistics

Ni1e
N2
N3e
N3O
N50
NEO
N7©
NEoe
NSe

Whole process start
Whole process finish

16,686
10,686
10,686
10,686
10,686
10,686
10,686
10,686
10,686

R SR SR S

10686

10723

Dengue virus 2 1solate MKS-2032. complete genomeKC762675 1

17

Read 1
13.851 (100.00%)
13,130 ( 94.79%)
11.014 ( 79.52%)
11.014 ( 79.52%)
11.014 ( 79.52%)
11,013 ( 79.51%)
6,466 ( 46.68%)
6.466 ( 46.68%)

12,686
19,686
12,686
10,686
12,686
10,686
12,686
10,686
12,686

12/07-17:08:38
12/07-17:12:53

Read 2
13,851 (100.00%)
9.553 ( 68.97%)
6.692 (48.31%)
6.692 (48.31%)
6.692 (48.31%)
6.692 (48.31%)
6.466 ( 46.68%)
6.466 ( 46.68%)



(E-+7%)

e Jeeonomenns RS

Job Lest | Lood SAMBAM file T2 557_LO01_R1_001 _reduced bam sz fmished

18



2 VS REEER

RUEACEFFMT (next generation sequencing, NGS)E{HEIE 7 7ARTAL
REELIET » E4E 77528 B EEEIRAS ) PCR SERUR% » A TH REERAY
TEFF (%Y 1000bp Z245) - 1 NGS RIERAKE FriviZiE R Be btz - PR TRasE &Y
TR MBS ERF G RO FEMg A 22 - ERF-REARE R 35~700
bp °NGS HIESAE T RES RN HETTE T S0k DNA HYEF » R E = B MEFARE R -
BB RN ESER - &—EEADPE - Sl E (reads) ~ IEEERATH
cloning FEBREHYE PR » EHTYRFHVER A MBS TR B A AR Z/ MG
ARG I RS R HETT NGS B » E P FTas & F X as AR (K -
BT RNA 555 - R RNA T &R = MIERE V) - NIEEAE EIR
BHEA S AR — E AR Z R AR K - 1 NGS IR 2 7o R 72
FMERTEL M EEIRGE R E TE - 1F HIV f1HCV SR B AT 2 IER 1B
T NIID Ay 35 55— Bh e s A B B BB (Virology I Arboviral laboratory)
By [ RS L N AR S TSR o0 (Pa thogen Genomics Center) YRR A B > tHE4E
FRAAFIFT NGS F i T B R EHE T - 1 ISR AU h B E N8 SR E T
Bl » NGB ETRIVAE D BEIERE - RES S R S S SRR B YA
afl o AT RS R RG> TR B8 A SRR S [ B R A2 1 ) 5 S Y 25
Bl - FEH L TAAEIE S - Bt B SRES S E NGS EFIVRE - BFEAR LS
BERITIE BRSNS  BREA L RITEE A - AR SF SRR BT
R FIAE DB Ryo RIS R fRARA R - A ARARIEE dm b 4% - 1 —
SRR NGS 3T 4% -

@
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