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Yield by Hifi Read Length
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Control Report

Value

NA

NA

NA

Analysis Metric

Number of Control Reads

Control Read Length Mean

Counts

Control Read Concordance Mean

Control Read Concordance Mode

Control Read Length

HQ Region Filtering Evaluation

sroronr 2w pesss
Fred oot HORPohmerase esds

450000

400000

350,000

300,000

200000

150,000

100,000

50,000

G 2000 20000 100000

000 60000
Read Length (bp)

Polymerase Read Length

1,800,000
1,600,000
1,400,000
1,200,000
g 1000000
2 00000
600000
400,000

200000

° o [
Read Length (kb)

Counts

rcesed e e
§

O R N

Polmersse Read angin

Base Yield Density.

2,000,000 et .
1750000
1500000

1,250,000

000,000,

750,00

500,000,

250000

Density (Bases Read per Unit Read Length)

° EIC )
Read Length (kb)

HQ Region Filtering Evaluation

sroronr 2w eses
Pere oot HORPohmerse Resds

450000

400000

350,000

300,000

250000

Reads

200000

150,000

100,000

50,000

c 2000 0000 100000

000 0000 &
Read Length (bp)



Control Polymerase RL
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Adapter Report

Value Analysis Metric
0.00 %  Adapter Dimers (0-10bp) %
0.00 %  Short Inserts (11-100bp) %

213  Local Base Rate

CCS Analysis Report

Value Analysis Metric
2.9  HiFiReads

4.61Gb  HiFi Yield (bp)



Value

158 kb

1,585

1,585

Q36

17

Analysis Metric

HiFi Read Length (mean, bp)

HiFi Read Length (median, bp)

HiFi Read Length N50 (bp)

HiFi Read Quality (median)

HiFi Number of Passes (mean)

HiFi Read Length Summary

Read Length (bp) {1 Reads /I Reads (%) !
=0 2,916,032 100

> 5,000 20 0

=10,000 1 0

> 15,000 0 0

= 20,000 0 0

> 25,000 0 0

= 30,000 0 0

> 35,000 0 0

> 40,000 0 0

HiFi Read Quality Summary

Read Quality (Phre... I Reads I Reads (%) !
= Q20 2,916,032 100

= Q30 2,063,553 71

> Q40 1,084,635 37

= Q50 679,384 23
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Yield by HiFi Read Length
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Read Quality Distribution

Read Quality Distribution
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Raw Data Report

Value

143,305,076,475

7,244,875

19.78 kb

41.25 kb

4.45 kb

8.25 kb

25,352,288,256
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Read Length, bp

Analysis Metric

Polymerase Read Bases

Polymerase Reads

Polymerase Read Length (mean)

Polymerase Read N50

Longest Subread Length (mean)

Longest Subread N50

Unique Molecular Yield

Counts



Polymerase Read Length

Polymerase Read Length
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Base Yield Density

m >=N50
B >= 95th percentile
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Loading Report

Value Analysis Metric
8,014,671  Productive ZMWs
188,934  Productivity 0
7,244,875  Productivity 1

580,862  Productivity 2

Loading Statistics

[ Search ...
Colle... I Total ... II Prod... Il (%) U Prod... Il (%) U Prod... Il
m64307e_... 8,014,671 188,934 2.36 7,244,875 90.39 580,862

HQ Region Filtering Evaluation



