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Primer Data

Bio Sample

Name

BioSample_1

BioSample_2

BioSample_3

BioSample_4

BioSample_5

BioSample_6

MT_Pool

Primer Name

bc1012_MTF_2_5p--
bc1012_MTF_2_3p

bc1012_MTF_2_5p--
bc1020_MTG_3p

bc1012_MTF_2_5p--
bc1023_MTF_3p

bc1020_MTG_5p--
bc1020_MTG_3p

bc1023_MTF_5p--
bc1012_MTF_2_3p

bc1023_MTF_5p--
bc1023_MTF_3p

No Primer

Primer Read Statistics

ccs

Reads
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2,542,894
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2,413,926
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1,297,327
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Primer Frequency Distribution
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Number of Reads Number of Reads
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Length of Full-length Non-Concatemer Reads (BioSample_4)
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Summary Metrics

Sample Name Number of High-Quality Isoforms Number of Low-Quality Isoforms
BioSample_1 188,270 1,646
BioSample_2 10,811 31

BioSample_3 5,094 6



Sample Name

BioSample_4

BioSample_5

BioSample_6

All Samples

Number of High-Quality Isoforms
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Read Length of Consensus Isoforms (BioSample_3)
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Read Length of Consensus Isoforms (BioSample_6)
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File Downloads

Edit Output File Name Prefix | Example:analysis-MT_Pool-11605
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SMRT Link Log

73 MB
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2MB
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4GB
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34 MB
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https://eee-smrt.gs.washington.edu:8243/SMRTLink/1.0.0/smrt-link/datastore-files/cdf2cbf4-da5c-4fe5-9fa1-6dc35819ee4c/download?prefix=analysis-MT_Pool-11605
https://eee-smrt.gs.washington.edu:8243/SMRTLink/1.0.0/smrt-link/datastore-files/10ea63c6-87c4-4548-8bbc-84745be3daa5/download?prefix=analysis-MT_Pool-11605
https://eee-smrt.gs.washington.edu:8243/SMRTLink/1.0.0/smrt-link/datastore-files/5936debb-0dcc-4f7a-a94d-eba4cac005bd/download?prefix=analysis-MT_Pool-11605
https://eee-smrt.gs.washington.edu:8243/SMRTLink/1.0.0/smrt-link/datastore-files/8a41a9a6-ae65-4bae-8a2e-95cd379c0f70/download?prefix=analysis-MT_Pool-11605
https://eee-smrt.gs.washington.edu:8243/SMRTLink/1.0.0/smrt-link/datastore-files/ed4b9354-2470-41b6-9a44-3ccfdffb4f37/download?prefix=analysis-MT_Pool-11605
https://eee-smrt.gs.washington.edu:8243/SMRTLink/1.0.0/smrt-link/datastore-files/f0d7a136-20d4-4689-a70b-4c4906317797/download?prefix=analysis-MT_Pool-11605
https://eee-smrt.gs.washington.edu:8243/SMRTLink/1.0.0/smrt-link/datastore-files/060621d3-a228-47a6-b087-404bf153c214/download?prefix=analysis-MT_Pool-11605
https://eee-smrt.gs.washington.edu:8243/SMRTLink/1.0.0/smrt-link/datastore-files/4e03e661-d6bc-4a1c-b237-5a0287bd5cf3/download?prefix=analysis-MT_Pool-11605
https://eee-smrt.gs.washington.edu:8243/SMRTLink/1.0.0/smrt-link/datastore-files/919ee095-8455-474c-a9fe-d374b7411d31/download?prefix=analysis-MT_Pool-11605
https://eee-smrt.gs.washington.edu:8243/SMRTLink/1.0.0/smrt-link/datastore-files/347cd486-f6b4-4f5d-b8cc-89ca42fdd5af/download?prefix=analysis-MT_Pool-11605
https://eee-smrt.gs.washington.edu:8243/SMRTLink/1.0.0/smrt-link/datastore-files/a2c3cc9d-b06d-4020-94b5-e8f4a0010d53/download?prefix=analysis-MT_Pool-11605

