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What is articulated transcription starting sites (ATSS) ?

Articulated arm can take various forms.
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Transcription-Starting-Site-Articulations: TSS-A



How can we find TSS-A? - Use correlation info.
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TSS-A is defined as group of TSSs
under the same regulation.



What does the TSS-A show us?

Example; HeliscopeCAGE shows two peaks, active,in different states.
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How is the method working?
Our method splits the regions by the “Factor Analysis (Promax method)”.

te correlation coefficients.
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3. Each cluster are characterized with

factor scores.

Factor Scores (Correlation = 0.260315)
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Many TSS-A are defined on 15t Exons / Promoter regions
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Problem: TSS-A fail 1o describe some Known promoters?

Version # of TSS-A
UPDATEO11 @clustering competition 38,416
UPDATEO11, after improbement 79,906
UPDATEO13 97,941

[Based on 203,514 ENCODO promoters] [Based on 21,188 refgene promoters]
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Summary

1. We define 97,941 TSS-A with using correlation of CAGE tag

expression.

2. TSS-A are defines as differently regulated regions. We showed

that TSS-A can be overlapped.

3. Performance of our method to
improvements.

describe TSS-A are still under
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