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Define Project
JIh BR RT—5
AF—YREDHI>O—-R

Mew Project
Create a new 'spedes—pecific’ Project to hold Sample data

Import Epi Metadata
Import epi metadata fiom kS Excal and C5Y files into Samples of a Project

Process Aszembled Genome Data
Frocess and import assembled data fiom local files ov from MCE Genomes into Samples of a Project

SR Dovnload FASTG from SRA
Download FASTE and metadata from MCE SRA to be processed by a pipeline

FASTQ files from
sequencer or SRA

Logout & Start Pipeline Mode
Configure and start non—interactive data assembling and processing pipelines

OHCED

E Comparizon Table
= Ciorrpare and visualize Sample data (2, phodogenetic trees, epi curve, maps)

Search Samples
— Search Samples by Project, epidgenotyping data, or last modified date

Assembling
De Novo7t>J)l or
UIPL Y AIYESS PipelineE—R

, - Y2 (FASTQI7AI) CElC. AssemblingETypingz—1&T
Typing E1T
ZE2i&H . PANGOX#R
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%25 Download from Task Template Sphere x

@ Download from Task Template Sphere

Choose the organism you want to analyze to add predefined Task Templates for WGS data
from the Task Template Sphere to your Project.

Wirus w
Oreanism: | S8RE-Co=2 w Show alzo organizms with MLIT only
Application: | — any — v

' SARS-Cov-2 Pangolin @

Application: Typine

i SARS-Cov=2 all ORFs
Application: Typing (11 targets)

Select All Select Mone 2 of 2 Tagk Templates are selected

@ Cancel 5
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Moteable Mutation

5:3131
5:69-T0del
S:W1s2C
SIK41TN
SKATT
S:N440K
S:L452R
S:Y453F
S47TG
S:ATTN
S:E484K
S:E4840
SINGOD1Y
S5:0614G
S:PE81H
S:P6B1R
SATOV
S:FB38L

Example(s)

B.1.429, B.1.427

B.1.1.7, Cluster 5, B.1.525
B 1429 B 1427

B.1.351

P1

EPI_ISL_539744

B 1617, B.1429 B1.427
Cluster 5

EPI_ISL_1061213

B.1.351, P1, P2 P3, B.1525 B.1.1.7 with E484K
B.1.617

B117 B1351, P1 P3

found in B.1 clade

B.1.1.7, B.1.1.207

B 1617

B.1.526

B.1.525

Gene

[T R ¥ R R T ¥ T o R R R T 0 B < R ¥ R B R

Start

Genome Position | Gene Position
21599 37
21765 203
22018 454
2281 1249
2281 1249
22880 1318
22916 1354
22919 1357
22991 1429
22991 1429
23012 1450
23012 1450
23063 1501
23402 1840
23603 2041
23603 2041
23663 2101
24224 2662

Start

AA Number

13
69-70
152
417
47
440
452
453
477
477
484
434
501
614
581
681
701
388

Ref NT

AGT
TACATG
TGG

GAT
CCT
CCT
GCA

Mutation NT

ATT/ATCIATA
TGTITGC

AATIAAC
ACT/ACC/ACAIACG
AAGIAAA

CGGICGTICGCICGA/AGAIAGG

TTTIATC
GGTIGGC/IGGA/GGG
AACIAAT

AAABAG

CAAICAG

TATITAC
GGT/IGGC/GGAIGGG
CATICAC
CGT/ICGCICGAICGG
GTTIGTG/GTC/GTA
CTT/ICTCICTAICTG
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S—=DIVAT—4 DAVTAFIY) 7>
- FastQC - SKESA

I - Mash Screen I - Velvet

FASTQ NJZ> VeSS

- Trimmomatic - BWA
- iVar
5a: SeqSphere+ Pipeline: Lm ACCO demo — O X
|
Whole Pipeline: | [N Sample L 14-10 [1/2)
Current Step: Assembling/Mapping reads... ]
& E {5 Minimize to Tray Icon i

07.06.16 17:10:08 Ridom SegSphere+ 3.2.2-rci14_h_(2016-06) (workshoplivedema)
07.06.16 17:10:08 Start Pipeline Script 'Lm ACCO demo'

07.06.16 17:10:08 Connecting server localhost

07.06.16 17:10:08 Login user: livedemo (host: LenovoZ70)

07.06.16 17:10:08 Found files for 2 Samples

07.06.16 17:10:08 Initialize Sample L14-10

07.06.16 17:10:08 Start processing files L14-10_1.fastq.gz, L14-10_2.fastqg.qz

07.06.16 17:10:08 Mo Project acronym found

07.06.16 17:10:08 Using default Project for import: ACCO

07.06.16 17:10:09 Found existing Sample L 14-10 in database

07.06.16 17:10:09 Start assembling with Velvet...

07.068.16 17:10:09 Velvet params: downsample to 120x coverage, trim-qual: 30, trim-wsize: 20 bp
07.06.16 17:10:09 Trimming at 5 and 3' end until average quality is 30 in a window of 20 bases,
07.06.16 17:10:10 Trimmed 105277 bases.

07.06.16 17:10:10 Merging to interleaved read file.

07.06.16 17:10:10 Merging 2 files,

07.06.16 17:10:10 After processing, read files contain 2,220,847 bases in 3,900 reads (avg. read
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‘ p Ridom SeqSphere+ Pipeline Mode ‘

Pipeline Script: | SARS-Col-2 Pipeline w 0 Start Script

I Create Mew Script I Manage Scripts

h 4

B JAUT(FIvI- NZDTETE
Perform read data quality and adapter control (FastGC) | Zau; I\a){,Fﬁg

Perform Ilumina adapter trimming (Trimmomatic) | if adapters found by FastQ . -

Perfarm contamination check (Mash Screen) = Pl pel | ne:E_ Ft“(j:\ ZOUj h%’f’ﬁﬁiqéc—_’t(:
[]Store read data and/or baze qualities for tareets with QG errors/warnings if available J:DT\ Assem bl | ngtTypl ngd)miiwgo)grﬂb

] Gontinuous Mode: Run pipeline as continuous process that monitors the input sources for new files IE"%&?—_T—B

m 7 II-RYESTERTE - FEALDEER YINIIT ETHERRT
170\ IRBZ#IR T BTV CERTE BIRER T,
FAERIRIFTITOTENTED

Perfarm fizzembling/Mapping for read files

For Tlumina’ | Tiled amplicon BWaA+Mar (reference mappin... « Settings...

Seed Genome: | MC_ 0460122 8b [ Alternative Seed Genome... _ 4’EEELJEZOU7|\(1\ }DJU'U'\/DOJI/ODﬁg*FI'H%(:E
Expected Genome Size: 299 kbp %IJ}EH LJ;—:D\ EQEW%@%E%BEJE\E

B Iy IIEETE

Azzembly Fesult Files

(® Do not keep aliened read files (AGE/BAM) in SeqSphere+
() Copy aligned read files (AGESBAM) files to folder: =
Create sub—falder for each Project

Export contig fileg (FASTA) ta the folder 8
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=

gg} SARS—CoW-2 Paneolin (SARS-Col-2 . @ Target  WQ A8 Wariant Wariant Tvpe  Position  Abs. Position  Base Change (RefVar) A& Change (RefVar) Codon Mumber  Codon Effect “far. Read Frequency  Total Coverage
ORFlab |~ SHP 45 agc: T 216Silent 100.0 % 72
Linease: B.1.17 ORFlab | » SNP 1,645 2110[G: T §15(Silent 1000 % 2
ORFlab | » SNP 2772 3037(G: T 924 Silent 1000 % 91
ORFlab | » [ORFI%TI001D [SNP 5002 367G T T:1 1.001|Missense 1000 % 154
ORFlab | » [ORFI%TI12400 [SNP 5719 3984[G: T T 1 1.240(Missense 1000 % 151
i1 SARS-CoW=2 all ORFs (SARS-CoW-2 . (&) ORFlab |~ |[ORF1aA1708D [SNP 5123 5,388(C: & &:D 1,708|Missense 1000 % 0
ORFlab | » SNP 5721 BB6[C: T 1,907 Silent 1000 % 7
ORFlab: @ Tareet [E] Contig ORFlab | ~ |ORF1212230T [SMP 689 £.954/T: G T 2.230(Miszense 1000 % 111
5 @ Torest 5 Gonti ORFlab | » [ORF1=M22531 [SNP 6777 042G T M1 2250 (Missense 1000 % 108
- s — _E. ORFlab | » SNP 9.930 10,1954 : G 3.310[Silent 1000 % 143
o @ Tareet (=] Contie ORFlab | ~ |deletion DF 11,023 11,288/ ———— CTGTGGTTTT In frame deletion 955 % 270
E: D Tarest [ Conti ORFlab | » [ORFIEP218L  |SNP 13,855 141200G: T 218|Mizsense 1000 % 144
" ® e Blom orie |- pRsbriid o | i ip T I S—
al v Y Y N Her R
- TCH| H
ORF6: @ Tarzet [ Contie ORFiab | » SNP 15,014 15279 T 604 /Silent 1000 % 17
ORF?a @ Tareet [Z Contie ORFlab | » SNP 15411 16176[T: G 903 Silent 1000 % 152
) ORFlab | » SNP 19516 19881)G: T 2138[Silent 1000 % 7
ORF7b: i . . .
© Tareet [ Gontie s ~ |deletion DP 203 21.765-———— . TAGATG In frame dele... 9.1 % 128
N 3 TCH| H
ORF& = Tareet (£ Contig s ©|deletion DP 129 21991 TTA I frame deletion 923 % 7
N @ Tarect [ Contie S v [S:N501Y SNP 1.501 23.063(A: T N:Y 501|Missense 100.0 %I 55
5 v [5:A570D SNP 1,709 23.271[G - & 4D 570(Missense 1000 % 50
ORF1D: TEA i : -
© Tareet [ Contie s - |s:D614G [SNP 1.841 23.403/A: G D:G 614|Missense 100.0 %| 63
Noteahle Mutations: S v [S:P6SIH SNP 2.042 23.604G: A P:H 681/Missense 1000 & 116
ST GO SO Sl T homr T T S A 2icsens 008 4
v o L . H N IEEEnse R
S v [5D1118H SNP 5352 waG: G D:H 1.118|Mizsense 1000 % 150
—_
B QC—4
Reads Statistics . . “ ,—
FaztQC Per Base Sequence Gluality (Forward Reads) . PI pel I neE— b;”ﬁi
FaztQC Per Base Sequence Gluality (Reverze Feads)
FaztQl Adapter Content
five. Coverage (Unazsembled) 208 . . w NTS < —_ —_
Ave. Read Length (Unassembled) 163 - Pipelinet— ROFEATHERE. HOTIBIICERRENDS
Fead Count (Unaszembled) 35,040
Fead Baze Count (Unazsembled) 6,234,028
Aszembly Statistics ~ 7 IR — \ —_
— N — —
Genome Status SRA - %‘ﬂ-/j) 1/0) PAN GO%%) \ *ﬁll:ljé'l U:..&E@T j)l/\ QCT 9
SRA Submigzion Center TR-SARS-CoW-2 W, =
N =53 I ok
SRA Fun Acesszion SRR 14590433 Et%ﬁﬁﬁlﬁ\ A Hb

5R4A Fun Publighed

2021-05-19 181209

Go-Content (Azzembled)

Perc. Covered Genome

Consensus Bages Below Coverage Threshald (Mg)

Conzensuz Bazes with Non—M Ambiguity

Low Frequency “ariants

Yariants (genome wide)

five. Coverage (Agsembled)

374

=

BT —H& Exce>FASTA. PDFLAR—MRETIPAILEE B

BJHE
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(=] Gontie: & (SARS-Cov-2 USA TH-DSHS-6425 2021 .. B 7§ IR AR AR MEYNZIEAL B
E Editing Mode, locked for other users
Refsea || e [ BB U LYR- QRO R § 8 FE et
[[7a50 [1455  [1460  [1465 (1470  [1415  [1480  [1485  [1480  [1495 Il_::i'IJ_J [1605  [1510 1518|1520  [152% (1530  [1535  [1540  [1545  [1530  [1555 1500 [0
Consensus: | . L L L L e T e o
Ref-seq. FGﬁ\ﬁ\GGTTTTAJ’\TTGTTﬁ\CTTTCCTTTACJﬂ\ﬁ\TCATﬁ\TGGTTTCCﬁ\ACCCﬁ\CT)’-‘«ﬁ\TGGTGTTGGTTACCAACCATACﬁ\GAGTﬁ\GTﬁ\GTACTTTCTTTTGﬁ\ﬁ\CTTCTACﬁ\TGCﬁ\CE :I_NL
Consensus AP.*__________-_-_____________-_________T_&_-_____;_______________________________-_ &
Ref-seq. AA: | Glu  Gly Phe Asn Cys Tyr Phe Pro Leu Gin Ser Tyr Gly Phe Gin Pre The Asn Gly  Val Gly Tyr  Gin  Pro Arg Mal Val Wal Leu Ser Phe Glu Leu Leu His Ala Pr——
I T TR i N I | > | &
Conti |<::H:>| HE M| |80 ¥ WY A& o
liass s laes  laso liass laso s liase fiass  lisoo lisos liso lisis liszo liszs lisso lisas liseo lisas lisso [isss i
Consensus: ﬂ.GGTTTT&ATTGTTﬁ«CTTTCCTTTﬁ«CAATCATﬁ«TGGTTTCCﬁ«ﬁ«CCCﬁ«CTD"ATGGTGTTGGTTACCﬁ«ﬁ.CCﬁ«TACﬁ«GAGTﬁ«GTAGTACTTTCTTTTGF«ﬁ«CTTCT&CF«TGCA
s 4 v
< >
Wariants | {? e’ 3 | mip ®
Wi Known War,  Wariant Tvpe  Pozition Abz. Pozition  Area Position  Base Chanee (RefVar)  AA Change (RefVar) Godon Mumber  Godon Effect  ar. Read Frequency Total Goversee B
v 5:69-70del [DP 203 21765 208—— : TAGATG In frame d__. 961 ¥ 128 A
23.063 1.501A:T 3 501 Missense
v S:D614G SNP 1,841 23,403 1Le41[A - G D:G 614|Mizsense 1000 & 63
v S:PGE1H SNP 2,042 23604 2042(C: A P:H 681|Missense 1000 % 116
v LP 429 21,991 429)--- TTA In frame dele.. 923 % I
v SMNP 1,704 23271 1.7090C: A 8D 570|Mizzenze 100 % a0
v SHP 2,147 23709 2C:T T:1 716 Mizzenze 1000 % "y
v SMNP 2044 24 506 2044T: G S:A 982 |Mizzenze 100 % 123
v SHP 1,352 24014 38525 L:H 1. 118[Mizzenze 1000 % a0

m fd

5

F— 50D

=Gy NEBILFIEIC YIPLI AT ) LEEFIE B2 TV T —A0T Y RECH 2 LB
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%25 Comparison Table: SARS-CoV-2 Test Project [unstored]

File Edit Data Columns Analysis Tools

ALK X=% 7|0 0% & v 0= 8. o6
Mizsing valuss Ave. Coverag| Perc. Covered|| Sample ID Epi Info | Gluster /Outb|| Gollection Date || Gountry of | Gity of Isal| ZIP of Izolad Moteable Mutations
PFrocedure Detail| Procedure Detaild[ Sample Source Sourcs Sample Sourcs Source Sourcs SARS—Cow-2 all ORF=wariant Results
9920 % SARS-CoV-2 USA TX-DSH5-6398 . 202104428 Ush Texas B.1.1519 S:PESTH, S:DE14G 17 12 1
99.20 % SARS—CoVW-2 USA TH-DSHS-6406 . 2021704726 Usa Texas E.1.1519 S:PEETH, S:D614G 19 13 9
96.07 % SARS—CoVW-2 USA TH-DSH5-6424 . 2021404725 Usa Texas E.1.1519 S:PEETH, S:D614G 27 ? (N} 1
9913 % S5ARS-CoV-2 USA TH-DSH5-6338 .~ ? 2021404722 Usa Texas ? E117 5:69-70del, S:INGOTY, S:PASTH, 5:D614G 2 2 1
99.16 % SAR5-CoV-2 USA TX-DSH5-6357 . |© ? 2021504420 UséA Texas ? B.117 5:69-70del, S:NE01Y, S:PESTH, S:D614G § 2 1
9913 % SARS-CoV-2 USA TH-DSH5-6350 . |~ ? 2021404722 Usa Texas ? E.117 5:69-70del, S:INGOTY, S:PASTH, 5:D614G 4 4 1
99.16 % S5ARS-CoV-2 USA TH-DSH5-6378 . |~ ? 2021404723 Usa Texas ? E117 5:69-70del, S:INGOTY, S:PASTH, 5:D614G 11 9 1
9903 % SARS-CoV-2 USA TX-DSHS-6367 . |~ 5 20210415 Ush Texas 5 B.117 5:69-70del, S:ME01Y, S:PES1H, S:DE14G q 2 1
99.14 % S5AR5—CoV-2 USA TH-DSH5-6386 ... |© 7 202104724 Ush Texas 7 B.117 5:69-70del, S:NE01Y, S:PESTH, S:DE614G 9 2 1
99.03 % S5ARS—CoVW-2 USA TH-DSH5-6385 . |~ ? 2021404724 Usa Texas ? E117 5:69-70del, S:INGOTY, S:PASTH, 5:D614G 12 2 1
99.14 % S5ARS—CoV-2 USA TX-DSH5-6388 .~ ? 2021704726 Usa Texas ? E117 5:69-70del, S:INGOTY, S:PASTH, 5:D614G 13 2 1
9902 % SAR5-CoV-2 USA TX-DSH5-6391 . |© ? 202104426 Ush Texas ? B.117 5:69-70del, S:ME01Y, S:P6ES1TH, S:DE14G 14 2 i
99.14 ¥ S5ARS-CoV-2 USA TX-DSH5-6393 . |~ ? 2021704726 Usa Texas ? E.117 5:69-70del, S:INGOTY, S:PASTH, 5:D614G 15 10 7
99.03 % S5ARS—CoVW-2 USA TH-DSH5-6394 .~ ? 2021404723 Usa Texas ? E117 5:69-70del, S:INGOTY, S:PASTH, 5:D614G 16 2 1
9903 % SARS-CoV-2 USA TX-DSH5-6410 . |© ? 202104427 Ush Texas ? B117 5:69-70del, S:M501Y, S:PEE1H, S:D614G 21 2 1
99.14 % S5AR5-CoV-2 USA TH-DSH5-6408 . |© 2 202104727 Ush Texas 2 B.117 5:69-70del, S:NG01Y, S:PEETH, S:D614G 20 14 1
9917 % S5ARS—CoV-2 USA TH-DSH5-6411 . |~ ? 2021704726 Usa Texas ? E117 5:69-70del, S:INGOTY, S:PASTH, 5:D614G 22 2 1
99.03 % S5ARS—CoVW-2 USA TH-DSH5-6415 . |~ ? 2021704726 Usa Texas ? E117 5:69-70del, S:INGOTY, S:PASTH, 5:D614G 24 15 10
9903 % S5AR5-CoV-2 USA TX-DSH5-6412 _ |© ? 202104426 Ush Texas ? B.117 5:69-70del, S:ME01Y, S:P6ES1TH, S:DE14G 23 2 1
99.14 ¥ SARS—CoV-2 USA TH-DSH5-6425 . |~ ? 2021704726 Usa Texas ? E.117 5:69-70del, S:INGOTY, S:PASTH, 5:D614G 28 2 1
99.09 % S5ARS—CoV-2 USA TH-DSHS5-6363 . 2021704714 Usa Texas E.12 S:D614G 7 7 5
9920 % SARS5-CoV-2 USA TX-DSH5-6366 . 20210415 US4 Texas B.12 S:DE14G [ [ 5
9903 % S5AR5—CoV-2 USA TH-DSH5-6346 . 202104722 Ush Texas B.1.351 SEA1TN, SE484K, SNE0TY, S:D614G, 5:A7.. |3 3 2
96.07 % SARS—CoVW-2 USA TH-DSHS-6418 . 2021404727 Usa Texas E.1427 S:DA14G, 55131 S:L462R 25 ? (N} 11
9917 % SARS—CoV-2 USA TH-DSHS5-6356 .. 2021404720 Usa Texas E.1526 SE4B4K, SD614G, S:AT01W ? (N} ] 3
96.14 % SAR5-CoV-2 USA TX-DSH5-6399 _ |© ? 202104528 Ush Texas ? B.1526.3 SEABAK, S:DE 4G, S:AT01Y 18 TN 3
99.09 % SARS—CoV-2 USA TH-DSH5-6421 .~ ? 2021404720 Usa Texas ? E.1596 S:D614G 26 16 12
99.04 ¥ S5ARS-CoV-2 USA TH-DSH5-6362 .~ ? 2021704724 Usa Texas ? B.1617.2 S:PERTR, S:D614G, S:L452R i} i} 4
98.99 % S5ARS—CoV-2 USA TX-DSH5-6372 . |~ ? 2021704524 Usa Texas ? Ga7 5:69-70del, 5:D614G 10 ? (failed) 1
96.24 % S5AR5-CoV-2 USA TH-DSH5-6396 . |© 2 202150426 Ush Texas 2 F.1 SRATTT, S:E484K, S:NBOTY, S:DE14G 7N 11 3

m ComparisonF—=7J)l

- JOP1IMORBYINOT-ArFEDIT—TI

-  PANGORFIVHRHEEINEEERER. Y-JYMNELRTF OB FET —IREZRIMECHDE
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28¢ Comparison Table: SMV Positions : SARS-CoV-2 Test Project
File Edit Data Columns Analysis Tools

B YW | XEF | ¥ HUVE R EVNEFH|Hb. o H

PMissing o Perc. Gd| Sample ID Epi Ini Gluster| Collection [‘ Count| Sity of | ZIP of | MHoteable Mutations b3 649 a1 10 10} 12 i 16 1
Procadur| Procedurd| Sample Source | Source Sample Source | Source | Source SARS-Cow=2 all ORF=varant Results 1 0ORF1 OF OF OF OF OF OF OF OF OF OF OF OF OF OF OF OF O

1] 99.20 ¥ [SARS-CoV-2 USA TX-DSHS-.. |7 7 202104728 (US| Tewas |7 B.1.1518 [SPGETH, S:D614G

i 9920 % [SARS-CoV-2 USA TX-DSHS-.. |7 5 20210426 (US| Tewas | E.11518 |S:PGE1H, S:D614G . .

274 96.07 ¥ |[SARS-CoV-2 USA TX-DSHS-.. |7 7 202104725 (US| Tewas |7 B.1.1518 [SPGETH, S:D614G

i 9313 ¥ [SARS-CoV-2 USA TX-DSHS-.. |© 5 20210422 Uss Texas | E117 S:69-70del, S:MNE01Y, S:PGETH, S:D61...

1] 9916 ¥ [SARS—CoV-2 USA TX-DSHS-... |© 7 202104720 USA Tewas | B1.1.7 S:69-70del, S:NA01Y, S:PGRIH, S:D61... .

i 9313 ¥ [SARS-CoV-2 USA TX-DSHS-.. |© 5 20210422 Uss Texas | E117 S:69-70del, S:MNE01Y, S:PGETH, S:D61... .

0 9916 ¥ [SARS—CGoV-2 USA TX-DSHS-.. |© ? 0210428 Uss Tewas | BE.1.17 S:69-70del, S:MNA01Y, S:PGRTH, S:D61... .

0 99.03 ¥ [SARS-CoV-2 USA TX-DSHS-.. |© 5 202104515 Uss Texas | E.1.17 S:69-70del, S:MNAO1Y, S:PGETH, S:D61... . .

0 9914 ¥ [SARS—CGoV-2 USA TX-DSHS-.. |© ? 021040 Uss Tewas | BE.1.17 S:69-70del, S:MNA01Y, S:PGRTH, S:D61...

0 99.03 ¥ [SARS-CoV-2 USA TX-DSHS-.. |© 5 202104528 Uss Texas | E.1.17 S:69-70del, S:MA01Y, S:PGETH, S:D61... .

0 2914 ¥ [SARS—-CoV-2 USA TX-DSHS-.. |© ? 0210426 Uss Tewas | B.1.17 S:69-70del, S:MNA01Y, S:PERTH, S:DE1...

0 99.02 ¥ [SARS-CoV-2 USA TX-DSHS-.. |© 5 20210426 Uss Texas | E.1.17 S:69-70del, S:MA01Y, S:PGETH, S:D61... .

0 2914 ¥ [SARS—-CoV-2 USA TX-DSHS-.. |© ? 0210426 Uss Tewas | B.1.17 S:69-70del, S:MNA01Y, S:PERTH, S:DE1... . .

0 99.03 ¥ [SARS-CoV-2 USA TX-DSHS-.. |© 7 2021404523 |USA | Texas | B.1.17 S:69-70del, S:MNEO1Y, S:PEETH, S:DE1... . .

0 99.03 ¥ [SARS-CoV-2 USA TX-DSHS-.. |© ? 020427 Uss Tewas | B.1.17 S:69-70del, S:MNA01Y, S:PERTH, S:DE1... . .

1] 2914 ¥ [SARS-CoV-2 USA TX-DSHS-... |7 7 202104727 Uss Tewas |7 B1.1.7 S69-70del, S:MNA01Y, S:PERTH, S:D61...

i 9317 ¥ [SARS-CoV-2 USA TX-DSHS-.. |© 5 20210426 Uss Tewas | E117 S:69-70del, S:MNE01Y, S:PGETH, S:D61...

1] 99.03 ¥ [SARS-CoV-2 USA TX-DSHS-... |7 7 202104726 Uss Tewas |7 B1.1.7 S69-70del, S:MNA01Y, S:PERTH, S:D61...

i 99.03 ¥ [SARS-CoV-2 USA TX-DSHS-.. |© 5 20210426 Uss Tewas | E117 S:69-70del, S:MNE01Y, S:PGETH, S:D61... .

i} 9914 ¥ [SARS—CGoV-2 USA TX-DSHS-.. |© ? 210426 Ushs Tewas | BE.1.17 Si69-70del, S:MNA01Y, S:PGRIH, S:D61.. . .

i 99.08 ¥ [SARS-CoV-2 USA TX-DSHS- .. 2021044 (US| Texas E.12 SDE14G . .

0 99.20 % [SARS-CoV-2 USA TXH-DSHS- .. 0210445 |USh | Texas B.12 SDE14G .

0 99.03 ¥ [SARS-CoV-2 USA TX-DSHS-.. |7 7 202170422 |Uss | Texas | E.1361 |SK41TN, SE484K, S:NEOTY, S:DE 140G, .

a7 96.07 ¥ [SARS—-CGoV-2 USA TX-DSHS-.. |7 ? 0204507 (Ush | Tewas @ B.1427 |SDE14G, 55131 S:L462R .

1 9917 ¥ [SARS-CoV-2 USA TX-DSHS-.. |7 5 20210420 |Uss | Texas | E.1526 |SE484K, S:D614G, SAT01Y

280 96.14 ¥ [SARS—-CoV-2 USA TX-DSHS-.. |7 ? 0210408 (US| Tewas | B.1526.3 |\SE4B4K, S:DA14G, S:AT0Y . .

0 99.08 ¥ [SARS-CoV-2 USA TX-DSHS-.. |© 5 20210420 Uss Texas E.1536 | S:DE14G . .

12 99.04 ¥ [SARS—-CoV-2 USA TX-DSHS-.. |~ ¥ 0204 Uss Tewas B.1617.2 |SPGRIR, S:DE14G, SL452R

957 98.09 % [SARS-CoV-2 USA TX-DSHS-... |7 7 0210452 Uss Tewas |7 Ga37 S69-70del, S:D614G . .

851 96.24 ¥ |[SARS-CoV-2 USA TX-DSHS-.. |© ? 020426 Uss Tewas | P.1 SKA17T, S:E4B4K, SINBOTY, S:DE14G . .
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[SARS-CoV-2 USA TX-DSHS-6408 2021]
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FAX: 052-624-4389
E-mail: biosupport@filgen.jp
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