Supplementary Information 2

Phasel clones (1,442,236 clones)
v
Clustering of the clones based on 3’ -end sequences (171,144 clusters)
v
Rearraying representative clones (137,929 clusters)
v
Plasmid extraction and insert sizing (success rate; 96%)
Ve
Sequencing by One-pass sequence,
Multi-clone shotgun,
Transposon method
Andfinishedby  PrimerWalking

v * EST assembling; 801 clonesin
Assembling with Phred/Phrap/Consed FANTOM1 assembled together
| with public EST data are included
(EST assembling; 801 clones*) Gapfilling | 'NFATNOMZ2
v
Quality check (>95% of sequences were passed)
v

Submission to FANTOM?2 (60,770 clones)




