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Table S4. Identification of potential splicing regulatory sequences in wild type and V617F mutated JAK2 exon 14 sequences. Twelve different matrices implemented 
in Human Splicing Finder (HSF) 3.0, are presented. 

 
 

Matrice 
 

 

Type of exonic element Position in exon 14 sequence 
(88 nucleotides) 

Sequence motif (WT) Sequence motif (mutant) Variation 

1) ESE finder 

 

ESE 70 TGTGTC 

(Linked protein: SRp55) 

TGTTTCTG 

(Linked protein: SC35) 

Site broken/New site 

2) EIEs 
a
 [3] ESE 68 TATGTG - Site broken 

3) ESRS
b [4] ESE/ESS 70 TGTGTC - Site broken 

4) RESCUE-ESE
c
 hexamers [5] ESE - - - No difference 

5) Enhancers motifs
d
 [6] ESE - - - No difference 

6) PESE 
e
 octamers [7] ESE - - - No difference 

7) FAS-ESS hexamers
f [8] ESS 70 

71 
73 

- TGTTTC/ 
GTTTCT/ 
TTCTGT 

New site 

8) FAS-ESS decamers
f [8] ESS - - - No difference 

9) PESS
g
 octamers [7] ESS 71 - GTTTCTGT New site 

10) IIEs
h [3] ESS 68 

69 
70 
71 
72 
73 

TATGTG 
ATGTGT 
TGTGTC 
GTGTCT 
TGTCTG 
GTCTGT 

TATGTT 
ATGTTT 
TGTTTC 
GTTTCT 
TTTCTG 
TTCTGT 

No difference 

11) hnRNP motifs
i [6] ESS 

(Linked factor: hnRNP-A1) 

68 TATGTG 

(score: 66.19%) 

TATGTT 

(score: 68.10%) 

Variation: 2.88% 

12) Silencer motifs (Sironi et al.) [9] ESS - - - No difference 
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a
 Exon Identity Elements; 

b
 Exonic Splicing Regulatory Sequences (ESE or ESS depending on exonic position); 

c
 Hybrid computational/experimental method; 

d
 Human Splice Finder matrice based on experimental data; 

e
 Predicted Exonic Splicing Enhancers; 

f
 Fluorescence-Activated Screen for Exonic Splicing Silencers; 

g Predicted Exonic Splicing Silencers; 
h
 Intron Identity Elements; 

i
 Human Splice Finder matrice based on experimental data (hnRNP-A1 threshold: 65.476%).	
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