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A B

Supported by spliced oligo-cap cDNAs only

#PAPs #Locus
#Included 

TSS 
positions

#cDNA
clones 
(ave.)

1 (PAP-less) 7108 (51%) 70506 42 

2 3356 (24%) 57299 81 

3 1655 (12%) 37287 119 

4 888 (6%) 25612 152 

5 423 (3%) 15811 164 

6 259 (2%) 10908 156

7 126 (0.9%) 5962 190 

8 77 (0.6%) 4044 157 

9 43 (0.3%) 1782 128 

10 17 (0.1%) 1323 370 

>10 37 (0.3%) 3230 252 

total 13989 233764 77 

Kimura et al. Supplementary Research Data Figure 1AB

#PAPs #Locus
#Included 

TSS 
positions

#cDNA
clones 
(ave.)

1 (PAP-less) 8424 (71%) 116491 58 

2 2249 (19%) 67665 164 

3 771 (6%) 32894 195 

4 288 (2%) 17670 263

5 132 (1%) 9508 316 

6 44(0.4%) 4215 307 

7 24 (0.2%) 2722 505

8 10(0.08%) 1043 331 

9 2(0..02%) 310 529 

10 1 (0.008%) 122 195 

>10 1 (0.008%) 500 858 

total 11946 253140 21 

Supported by ≥ 3 oligo-cap cDNAs only



C Number/Frequency of the PAP-containing genes
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BA

Number of PAP-containing genes
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#Locus
#PAPs

>250bp >2kb

1 (PAP-less) 6189 (42%) 8143 (56%)

2 3706 (25%) 3550 (24%)

3 2045 (14%) 1572 (11%)

4 1158 (8%) 710 (5%)

5 612 (4%) 328 (2%)

6 392 (3%) 160 (1%)

7 211 (1%) 81 (0.6%)

8 130 (0.9%) 40 (0.3%)

9 71 (0.5%) 18 (0.1%)

10 45 (0.3%) 7 (0.05%)

>10 69 (0.5%) 19 (0.5%)

total 14628
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Distance to the adjacent TSS
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Window size: ±a (bp)

cDNA count ≥ b (clone) 

TSS cluster TSS cluster
= Interval (a, b) 

x (bp)

x
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(clone)
(clone)

p= 2.6e-7

“internal” PPR

B
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C p<0.001

#Internal 
PAPs #Locus #Total internal 

PPRs

1 491 491

2 75 150

3 17 51

4 2 8

5 1 5

total 586 705
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