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1 RESULTS SUMMARY

The raw data metrics and assembly results for all samples in this project are summarized in Table 11

Table 1.1: Summary of the assembly results

Scarch
Asscmbly Results

Sample Ref Length Total Reads  Total Bases  Total Reads Assembly Number of Assembly Primary

for Status Contigs Size (bp) Mapped

Assembly Reads

PGEM-1 849 2070325 816 One circular 1 3197 814

RGEM-2 2739 5318439 2661  One crcular 1 3197 2659
‘L% ] »

Figure below shows the read length distribution as a simulated gel image. Mouse over the bands to see the sample name and read length.
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1SAMPLE INFORMATION

Quote  60-1271354445
Sample Demo Sample Data

2 ANALYSIS RESULTS

2.1 Results summary

Preprocessed reads (see “Data quality control” section) were used for assembly. If the assembly is successful, the draft assembly is polished

using the preprocess reads by using Medaka. The preprocessed reads were then aligned to the polished assembly using Minimap2 and small
variants were called using Clair3.

Table 2.1 shows the assembly summary. Note that the Mapped Bases are based on the covered bases on the assembly, soit could be slightly more
than the total bases in the preprocessed reads.

Table 2.1: Summary of the assembly results

Sample Number of Contigs Total Length  Topology Mapped Bases % of Total Bases Average Coverage

Demo Sample Data 1 2,507 - 9,007,521 93.49% 3,593

2.3 Assembly QC
2.3.1 Coverage along the assembly

Figure 2.1 shows the coverage of the assembly when reads are aligned back to the assembly.
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Figure 2.1: Coverage along the assembly
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2.2.2 Annotation Table

Table 2.2 shows the feature annotation details.

Table 2.2: Annotated features in the assembly

Show‘ 10 V‘entries Search:
% %
Contig Feature Type Start End Strand Matched Description
Identity
Length
Demo CMV enhancer 1585 1965 1 100.0 100.0 human cytomegalovirus immediate
Sample enhancer early enhancer
Data
Demo CMV promoter 1965 2,169 1 100.0 100.0 human cytomegalovirus (CMV)
Sample promoter immediate early promoter
Data
Demo NeoR/KanR CDS 2,284 572 1 99.7 100.0 aminoglycoside phosphotransferase
Sample from Tn5; aph(3')-1l (or nptll); confers
Data resistance to neomycin, kanamycin,

and G418 (Geneticin®)
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3 DATA QUALITY CONTROL
3.1 Raw dataQC

Raw reads were trimmed to remove adapter and barcode sequences, and reads less than 100 bp were discarded.

E. coli contamination is estimated based on the percentage of reads mapped to the E. coli reference genome (NC_000913.3). A high percentage
of E. coli contamination may indicate issues during sample preparation. However, this estimation may not be accurate since some plasmid
sequences may share homology with the E. coli genome.

Table 3.1 shows the raw data quality control summary.

Table 3.1: Raw data quality control summary

Sample Total Bases Number of Reads Mean Quality Score Estimated E. coli Sequences

Demo Sample Data 9,719,346 6,919 194 0.87%

Figure 3.1 shows the length and quality distribution of the raw reads after adapter trimming.
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Figure 3.1: Length and quality distribution of the raw reads
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3 DATA QUALITY CONTROL
3.1 Raw data QC

Raw reads were trimmed to remove adapter and barcode sequences, and reads less than 100 bp were discarded.
E. coli contamination is estimated based on the percentage of reads mapped to the E. coli reference genome (NC_000913.3). A high percentage
of E. coli contamination may indicate issues during sample preparation. However, this estimation may not be accurate since some plasmid

sequences may share homology with the E. coll genome.

Table 31 shows the raw data quality control summary.

Table 31: Raw data quality control summary

Sample Total Bases Number of Reads Mean Quality Score Estimated E. coli Sequences

PL40361-001-1 712 3 167 0.00%

Figure 31 shows the length and quality distribution of the raw reads after adapter trimming.
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Figure 3.1: Length and quality distribution of the raw reads
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% SnapGene Viewer. 71BN FASTA E 2 —THh BB 23,
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Press the Alt key to see all four base values
TAGCTGGEGCATGEGGETCGTACACACCTGTAGTCCCAAGCTACTCTGEGEGEG6G6G6TTCAGGCAGGAGGBGATCGCTTCATCCTGGBAGGCTGEAGGEBCTGECAGTGEBAGY
18,700 18,710 18,720 18,730 18,740 18,750 18,760 18,770 18,780 18,790
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variation 7 # L& — (2|2, EEIA—LDZTEH (NYFTYF) (2

ERA) lﬁﬁ%@’kﬂl@ﬁ/—tf FeHONTWET, ﬂ | Control_pGEM_vc.tsv
{sample_name}_base_count.tsv 7 7 A /LI (3. BEMBEZEDH -

Ny SRATPHAZHINTWET, e Control_pGEM _vc.vefgz
$r CDTIANLTE. Ty IILENFAYT 4 TAICE T E Control_pGEM_vcvcfgzibi

ZREEI-NVOFHERALET TEET, *** | Control_pGEM_vc.vcf

A A B c | D | E | F | 6 | H | I | J | K L

1 |Contig Position Reference Coverage A T G c N Insertions Top Insert Deletions
2 |Control-pGem 16 2573 0 0 2573 0 0 0- 0
3 |Control-pGem 27 2580 0 2580 0 0 0 0- 0
4 |Control-pGem 3T 2587 0 2587 0 0 0 0- 0
5 |Control-pGem 4 A 2595 2592 0 2 1 0 0- 0
6 |Control-pGem 5T 2596 0 2595 0 1 0 0- 0
7 |Control-pGem 6C 2602 0 0 0 2602 0 2 AG(1) 0
8 |Control-pGem 7A 2607 2602 0 4 1 0 26G(1) 0
9 |Control-pGem 8C 2612 0 1 0 2611 0 1TCT(1) 0
10 |Control-pGem 97 2612 0 2610 0 1 0 3C(2) 1
11 |Control-pGem 10C 2617 3 4 10 2600 0 2TTT(1) 0
12 |Control-pGem 11 A 2625 2622 0 2 0 0 1C(1) 1
13 |Control-pGem 127 2631 0 2631 0 0 0 4G(2) 0
14 |Control-pGem 136 2636 0 0 2635 0 0 0- 1
15 |Control-pGem 146 2637 0 0 2637 0 0 1C(1) 0
16 |Control-pGem 157 2637 0 2636 0 0 0 0- 1

BAEE, SHEEORK, F-IiHEDBAN’RONIMNBEZRS ICEBEET 572012,
{sample_name}_vc.tsv 7 7 A L DHERAHE L £3, TOT77ALTIE, TV T FEAAVT 47 &L
TO5% 5B A2EFHNRO ONIIEEMENBRAERTINE T,

A

A | & | ¢ | o | E | F | 66 | H |
| |CHROM  POS REF ALT GT DP AD AF

wWoR | =

BRREOTREUTICSRLEY

&8 B&EE

CHROM Chromosome (sample name) GT Genotype

POS Position DP Total Depth

REF Reference Base AD Allele Depth

ALT Variant Base AF Allele Frequency
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Sample-1 TlE, 597T0NHIES L U BE56MEBICERAZOL LN TWET, WINDOMNETH., FIEEILGT,
REIEEIZFATT, BITOMETIZ. GOANL vy A L4AA D HNL v IH46L T ->THY, ZORNET
DEBNE (L 22% TT, 6556FIE CTld. GDHANL Y IA130A DANL v IABATHY | TDRMBETHE
BEILH26% £HY E£ET,

y | A | BE | C | D | E | F | G | H

1 |CHROM POS REF ALT GT DP AD AF

2 |sample-1 2970 G A 071 205 144 4% 0.2244
3 |sample-1 6556 G A 0/1 202 130,54 0.2673

BEREOBKRZUTICRLET

B&EE B&EE

CHROM Chromosome (sample name) GT Genotype

POS Position DP Total Depth

REF Reference Base AD Allele Depth

ALT Variant Base AF Allele Frequency
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denovo 7Y ZYURTRICY 7 7 LY AR—REFH
RITSNET,

INE. V77 L REINCK D NATREBRETSE
MTETENET,

I L R— MCZIE,

Ty TINER AT AT EY T 7L RABIIDT T A
VAV NEEELIZRYy h Ry FeARLY YOy
FARTRENET,

CR1310-PL43171-1

Fy b7ZAy bBLUANLYySTAY MIT,
Ty TINERDAYTATEY) T 7L REEFIBDOT Z
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Figure 2.2: Assembly dotplot

hLy SRR

U7 7 LYy AR—ZBIFT TR END ALy FAy bME, 7V TILEAAV T4 777 LV R
BEFNEDT A4 Ay MRRERLTWES, UTFOBITIE, Ty 7 UNEFERIYTA7EY 7 7L R
FoE T, FIFLEICHOT>TEVWHANL Yy PHERTZEITH. PTEVYZAEAAYT 14 7AIICHK 1.5kb
DREFEHIFEEL TVET, COBREHIOEZONDEIRE LTI,

Y7V oEAFEED, BELEY ICHAAEFATULED > AREIFZEIFONE T,

2.4 Reference Based Analysis

A refernce was provided for this sample. Preprocessed reads were aligned to the reference using Minimap2 and coverage along the reference
was calculated using Mosdepth. Figure 2.3 shows the coverage of the reference sequence.

Variants were called using Clair3 and results are saved in the ref_based_analysis folder.

CR1310-PL43171-1_reference

1000
o
g 750
S 500
g
O 250
0
0 2500 5000 7500
Position

Figure 2.3: Coverage along the reference
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NYF7Prh
reference-based analysis 7 # L X —(Cl&. PRV ZIFERAVYT a7 LY
77 LV REGN LT B-HDEEExcel Z7 A EEFNTUVWET, ~ assembly_ab1

_ annotation

" assembly_fasta

UTFiE, &Y 7L TciREINZ 774 ILD—ETT,

~assembly_fastq

Ty 7VEYT7LYRT7AIILEDOE

g Control_asm_vs_ref.var.txt BlEiR " genebank
ATV TP LY RT7 PAILBICE - raw_fastq

Control_vs_ref_base_count.tsv FREET—LB LAY P OEE

- ref_based_analysis

X7 FF A MERAONRY T ha—

Control_vs_ref_vc.tsv JUEEER " sample_reports
D77 LYy RIZEDIDCVCFFEXDNNY 7 variation
== Control_vs_ref_vc.vcf.gz ho— Lkt

 Control_vs_ref_vc.vcf.gz.tbi VCF 7 7 ANVBA YTy O XT7 74

Ty 7Y CHRHEEIN-TRE2ERNTBICIE, vsrefvartt 77 MV ESBTR3Z L E#HELET,
DT 7 A% Excel TR ICIZ. EfE7 7 ANLVERBEL. TOEB 7 7ML Z Excel ~NRZ7 v 7 LTLIEE 0,

B&IE, NSV TPYEF77A00—FIT, BEUMEILOERIF—BRRINTLES,
W OO DIFEMAEDHERIZLUTDEEY TY,

3484-3485 I ClE, Y7 7L Y ROEBENCELEINTVWETHA, TV 7LUERTIEGARHINTLET,

4188-5829 i Tld, U 7 7L v RIIBENGFET 2—AT, AV T4 7121 TOMEEAREKL TWLB Z EAHUR

€ 30-1231967437 _project_report.html

SNTLWET,
4 A | E L c L » | &t | F | ® | H | ] | . L S E |
1 |flag ref start end depth mapq ref_allele ali_allele contig_name contig_start contig_end contig_strand
2 |R CR1310-PL43171-1_reference 0 9253
3|V CR1310-PL43171-1_reference 3484 3485 1 60 c g CR1310-PL43171-1 3484 3485 +
4 |V CR1310-PL43171-1_reference 3485 3486 1 60 t a CR1310-PL43171-1 3485 3486 +
5 |V CR1310-PL43171-1_reference 3486 3487 1 60 g c CR1310-PL43171-1 3486 3487 +
6 |V CR1310-PL43171-1_reference 3487 3488 1 60 t a CR1310-PL43171-1 3487 3488 +
7V CR1310-PL43171-1_reference 3489 3490 1 60 g c CR1310-PL43171-1 3489 3490 +
8 |V CR1310-PL43171-1_reference 3733 3734 1 60 a g CR1310-PL43171-1 3733 3734 +
9 |V CR1310-PL43171-1_reference 3734 3735 1 60 a g CR1310-PL43171-1 3734 3735 +
10|V CR1310-PL43171-1_reference 3735 3736 1 60 g c CR1310-PL43171-1 3735 3736 +
11V CR1310-PL43171-1_reference 3736 3737 1 60 c g CR1310-PL43171-1 3736 3737 +
12 |V CR1310-PL43171-1_reference 4085 4086 1 60 a g CR1310-PL43171-1 4085 4086 +
13 |V CR1310-PL43171-1_reference 4090 4091 1 60 c a CR1310-PL43171-1 4090 4091 +
14V CR1310-PL43171-1_reference 4091 4092 1 60 g c CR1310-PL43171-1 4091 4092 +
15 |V CR1310-PL43171-1_reference 4188 5829 1 60 cggcgeoge - CR1310-PL43171-1 4188 4188 +
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raw_fastq
YU TUNR Ty T EERTERL - T2HE. WmT — :@ sample_reports
Project Report, Sample Report, 3 K T'RAWFASTQ ) — KD & A
SENET,

€ 30-1238252628_project_report.html

PRGN EMEIAR M ZFRIBT 2720, Y TETEYZTVICKRBLEERZRET 57-H0H 7L QC IEE
LTUWEEBA, LA L. &b MOAKRBERIE, YV TVEENQDESRETH S 50ng/ul ITEL TUL AW
ETT, BEMEWEGE, 7477V —REPICHAELSEMNT S, H201E+28Y - FEFELAEL
EVWST-IBENEL AL H Y £9, RO Y RV ZERT 57-0. B FIVEMHIIC Qubit X 7= IZRFD
BETREZHE IS L ZEIEELEY,

TROEIZ. 77 UICEH LYy ILics T 2BEARY - FES T ERLTULWET,
—ﬁ\EMTtVfUL%%Lt#/7w®U~FE777TTO

EXOLSICBEERTZXAI RE—IWERTELY I, 77 UNARESICKILT A2ERNH Y £7,
IZ L, U—F#EPDLEL, BBELRAY T4 FHPERINWEWT YT LTlE, 77 VIR T B L
NEZLBonEd,

SO -

1.00-
00-
075~
200
£ £
é o
g 200- =
o
100- 025~
o- II|IIIII|r|I|'uI|I|I = s
0.00-
‘ e - e 20 25 0
Read length end et
#0310 HEICERAG £ 7 4 1 DBBEN, TOBSEY) — F IEEOREICHLTENEN 1Y — FOSAREEATL
BHOIEBICDBNWZ ENDHY EFT, ZODTIE. SRERE I, CO0EOIN Y — FEBLUODHBIET LY 7Y ICIER
TAYTATHEETS S EERLTNET, +ATHY, YU TLBENEN L ERELTOET,
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FERY v —RIEMHEE

Plasmid-EZ T, FERY 2 —REFHOERZICHEAPRSL (insertions/deletions) HIRHINDB Z & Hd )
EQJCIN ZODIZ%S\" . ZUEEHTOEA S REODEEAFERT 5726, variation 7 7 4 V% THERLEE W,
UToBITIE, FRERY —EBOBIDICADN LIBEENTEAINTWSE Z EARINTWET,

I ORDERDI-OIC, ZHEEICOWT Sanger =7V RAEREREL, +oEHNL Yy PEERT B
EEHEELTWET,

TIZ7RY base_count.tsv D Tld, FERY v —REBEIERTEET,
WOD DB THRADAREUEN R oNEITH. BRLMDBEBAHIFHEREIN-DIIAES053 DH T,

| A , &8 | ¢ | b | B | F | G | H | v 7 4 K [ bt |
1 |Contig Position Reference Coverage A T G C N Insertions Top Insertion Deletions
2 |CR1310-PL43171-1 3052 T 776 55 718 0 0 0 10 AAA (2) 3
EICRlMD-PMSl?l-l 3053 T 779 84 6562 1 0 0 267 AAA(50) 12
4 |CR1310-PL43171-1 5054 A 903 569 3 0 0 0 0- 331
5 |CR1310-PL43171-1 5055 A 619 619 0 0 0 0 0- 0
6 |CR1310-PL43171-1 5056 A 666 666 0 0 0 0 0- 0
7 |CR1310-PL43171-1 5057 A 697 697 0 0 0 0 0- 0
8 |CR1310-PL43171-1 5058 A 736 736 0 0 0 0 1T(1) 0
9 |CR1310-PL43171-1 5059 A 762 761 1 0 0 0 3 TITIT(2) 0

E—H 7 ILDvetsv 77 AN TlE, BEEHADPRD ONAIE B053 DAL BRARTINTULET,
TOFv—hCLDE, IES053DEERIIT T, RBEHEL L TTAADH B DEERTHRES
TWET,

4| A | & | ¢ | b | E | F | & | W |
1 (CHROM POS REF ALT GT DP AD AF
2 (CR1310-PL43171-1 BOB3 T TAAA /1 884 80,46 0.052
A FILLERL
GATC, CCAGG, CCTGG (%, E.coli f%%?wmwufvo_ﬂb@%ufi EE O — LI R— A

CaZEABHY, variation 7 7 A L TORERDNME LR ZIHELH Y £9,
—EHY GATC X FILALEBMLICHER 3 2355, variation 7 7 1 )L ETlE, AL GAIEITHE DT 2R IND
(half A/ halfG) Z&HZBEIFonET,
2O L7=BmEICE, BEMEA I HICHERT 57-9H(C. Sanger V= Y RICL B EBMBRIDELHRDE L
"o Ed,

Plasmid-EZ & EESRE VL EhHE
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