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4 ITP-seq dataset

ITP-seq dataset

Statistics of the ITP reads

total_sequences|noadaptor|contaminant|lowqual (tooshort| toolong| extraO| extral| extra2|MAX_LEN
"°a1' 9036255 799955 1219 700 374 299502 3 2;? 2 333 2 ;22 J 222 44
"°a2' 8154560 407750 1318| 680 813| 154587 * é;f 2 fgg 2 ;25 ? gg; 44
"°a3; 7725561 623037 1065|353 401| 279104 3 ;8; 2 iég 2 :§§ ? ;‘23 44
tcxl' 8384889 714414 1192|685 017| 385537 3 zgi 2 igf 2 Ziz ? gig 44
tcxz' 9120203 498202 1659 513 308| 102 071| ° fgj 2 SS 2 :;S ? g;g 44
tc’; 8490958 1043590 1328|400 697| 187 746 * 8% 2 3;3) 2 ?Z; ? Zg; 44

Virtual inverse toeprint gel
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ITP-seq dataset

Distribution of ITP lengths
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iTP-seq dataset
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Amino-acid enrichment per position

Amino-acid enrichment per

position

tcx vs noa
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Amino-acid enrichment per combination of positions

Amino-acid enrichment per
combination of positions

tcx vs noa
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n Motif: -2:A
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tcx vs noa
p-value
tcx vs noa: -2:A
PQKL-
50 A
40 -
RQKL- PQKI-
(0]
% 30 PQKV.
>
S PGP pQR K-
=} PQKC-
© 20 A
10 4
F K0T
0T

log2FoldChange

adjusted p-value

tcx vs noa: -2:A
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Motif: E:A

tcx vs noa

p-value

tcx vs noa: E:A
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tcx vs noa: E:A
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tcx vs noa

p-value
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tcx vs noa: E:P
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