sequence length | ref

SV11 115 1]

MS2 122 3’'UTR from the whole mRNA (3569 nt) NCBI acc. no. NC_001417

MS2900 900 from the whole mRNA (3569 nt) NCBI acc. no. NC_001417

KU1 136 3'UTR from the whole mRNA (3486 nt) NCBI acc. no. NC_002250

KUlgs0 950 from the whole mRNA (3486 nt) NCBI acc. no. NC_002250

SAM 184 2]

7SK 319 Fugu rubripes 7SK small nuclear RNA, Genbank acc. no. AJ890104.1

Hok 443 NCBI acc. no. AP000342

C. elegans 16S 697 C. elegans 16S rRNA, CompRNA acc. no. X54252

D. virilis 16S 784 D. virilis 16S rRNA, CompRNA acc. no. X05914

RASSF1 1024 H. sapiens antisense intronic RASSF1 transcript 2 mRNA,
Genbank acc. no. AY545528.1

S. acidocaldarius 16S | 1492 S. acidocaldarius 16S rRNA, CompRNA acc. no. D14876

Table 1: List of sequences used for testing Kinwalker. Accession numbers refer to NCBI, Genbank
or the comparative RNA web [3] site as stated.
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