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Set of all possible sequences? Convex but exponentially many
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Remarks
• Consistency 

• No pairwise alignment between reads 

• Linear computational complexity



Numerical Experiments: Heart Tissue

Number of CCS FL Reads 173,566
Number of Transcripts 6,896

Average Length 2,761



Numerical Experiments: Liver Tissue

Number of CCS FL Reads 245,381
Number of Transcripts 6,124

Average Length 2,198



Questions?



Estimating Abundances: Mixture Model

• Isoforms/centroids 

• Abundances 

• Full length reads 

• Mixture model: 

• Maximum likelihood estimation:

s1, s2, . . . , sM

r1, r2, . . . , rN

P (rn; s,⇢) =
MX

m=1

⇢mP (rn | rn from sm)

⇢1, ⇢2, . . . , ⇢M

argmax

⇢

NX

n=1

log

 
MX

m=1

⇢mP (rn | rn from sm)
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