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1 ANALYSIS RESULTS

1.1 Results summary

Table 1.1 shows the assembled consensus sequence summary for all samples in this order.

Raw reads were cleaned, downsampled, assembled, polished and trimmed (remove low coverage regions), resulted in the final consensus sequence.
Mote that the consensus sequence will miss up to 25 bp at the beginning andfor end of the linear/PCR product.

Table 1.1: Summary of the analysis results

Project Sample Assembly Status Consensus sequence length
30-1140375569 BI1 Passed 1181
30-1140375569 BI10 Passed 1554
30-1140375569 BI11 Passed 1611

1.2 Raw data summarylZ. RAW U — FICE T 3 T BAFKEHMEATENTLE T,
ZDOFICIE, Y — P BRIEEH RN BLUORKRKY - FEA—ETRRINET, Z<DIHFE. RAW
D— Rz, v 7ILoREE YA XICHEBEL 7,

1.2 Raw data summary

Table 1.2 shows the summary of the raw data.

Table 1.2: Summary of the raw reads statistics

Project Sample Number of raw reads Total Bases Min read length Max read length
30-1140375569 BI1 3941 2695339 115 2501
30-1140375569 BI10 1488 1114701 106 4042
30-1140375569 BI11 1394 1021351 101 3792
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1 SAMPLE INFORMATION

Quote 30-1140375569
Sample BI1

2 ANALYSIS RESULTS

2.1 Results summary

Table 2.1 shows the raw data and the assembled consensus sequence summary. Raw reads were downsampled, assembled, polished and trimmed
(remove low coverage regions) resulted in the final consensus sequence.

Mote that the consensus sequence will miss up to 25 bp at the beginning and/for end of the linear/PCR product.

Table 2.1; Summary of the analysis results

Project Sample Consensus sequence Number of raw Total Min read Max read
length reads Bases length length
30- Bl1 1181 3941 2695339 115 2501
1140375569
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3 DATA QUALITY CONTROL

3.1 RawdataQC

Figure 3.1 shows the length distribution of the raw reads.
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Figure 3.1: Length distribution of the raw reads
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Figure 3.2 shows the quality distribution of the raw reads.
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Figure 3.2: Quality distribution of the raw reads
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3.2 Assembly QC

sequence.

Coverage

Reads used for assembly and polishing were aligned to the final consensus sequence. Figure 3.3 shows the coverage along the polished consensus
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Figure 3.3: Coverage of the polished consensus sequence
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assembly_fasta
assembly_fastq

raw_fastqg

IZHITD [MUOHINERE] & [REEE] oV — FHEoOL
KW REINTWET, AFFIE, ZONEBETOESEEI—ILD
28 (%) ARLTOES, |

sample_reports
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& 30-1140375569-QC.htrml

CHROM POS REF ALT GT DP AD AF

30-1140375569-BI1 218 A G 0711 580 439,136  0.2345
30-1140375569-BI1 545 T C 0/1 750 349,380  0.5067
30-1140375569-BI1 551 C T 0/1 758 596,160  0.2111
30-1140375569-BI1 1009 C T 01 594 299,282  0.4747

base_counttsv 7 7 1 JLICIE, BMUBICBITZ2EREEDOY — P —ETRHEINTWET, F/-. EA
(insertion) &% (deletion) HHAIBICDOWTH, ZNEFNDIFEA - REICHT S U — NEAERR
SnEd,

Position Reference Coverage A T G c N Insertions Top Insert Deletions
1C 216 0 0 0 216 0 0- 0
2C 275 0 0 0 275 0 0 - 0
3C 311 0 0 0 311 0 0- 0
4T 317 1 311 2 3 0 3 G(3) 0
5A 337 337 0 0 0 0 0 - 0
6C 341 0 0 0 341 0 1A(1) 0
7A 348 348 0 0 0 0 0- 0
8 A 348 348 0 0 0 0 0- 0
9A 349 348 0 0 0 0 0- 1

10C 349 1 0 0 345 0 0 - 3
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DQC (REEE) IEMBL TLWEHTA, LHrL. &b —MHAKBIEERIZ, YV TLVRENBRERET
H550ng/ul ITELTWAWI ETT, BENMEWGE, 7477V —FARPICHHFLAEZ 2. HDH N
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Clonal population, Non-clonal population / Poor quality
50 ng/ul sample (low concentration/impurities)
DELIVERABLES: DELIVERABLES:
e FASTQfiles * FASTQfiles
* Read-length and quality report * Read-length and
* Consensus assembly quality report
e Sequence variant report
TEVTLDEK

Name
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L —|ZIZRAWFASTQ U — K & RAW U — REstofIEA &1
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sample_reports

PR RR

variation

@ 30-1140375569-QC.html
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