
 
Relative pos. -----80--------70--------60--------50--------40--------30--------20--------10--------+1 
  |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Genomic seq. TTGGTTTTTTATTCTTAACTTGTTTATTATTCTCTCTTGTTTCTATTTACAAGACACCAATCAAAACAAATAAAACATCATCACAATG   Frequency  TSS (relative pos.) 
 
#01  _________GATTCTTAACTTGTTTATTATTCTCTCTTGTTTCTATTTACAAGACACCAATCAAAACAAATAAAACATCATCACAATG  1 accepted (-75) 
#02  __________________TGGATTTATTATTCTCTCTTGTTTCTATTTACAAGACACCAATCAAAACAAATAAAACATCATCACAATG  1 rejected 
#03  ________________________GATTATTCTCTCTTGTTTCTATCTACAAGACACCAATCAAAACAAATAAAACATCATCACAATG  1 accepted (-60) 
#04  ___________________________GATTCTCTCTTGTTTCTATTTACAAGACACCAATCAAAACAAATAAAACATCATCACAATG  2 accepted (-57) 
#05  _____________________________TTCTCTCTTGTTTCTATTTACAAGACACCAATCAAAACAAATAAAACATCATCACAATG  1 rejected 
#06  _______________________AAATGTGTTGCTCTTGTTTCTATTTACAAGACACCAATCAAAACAAATAAAACATCATCACAATG  1 rejected 
#07  _____________________________________GGTTTCTATTTACAAGACACCAATCAAAACAAATAAAACATCATCACAATG  1 accepted (-47) 
#08  _______________________________________________TTTTGGACACCAATCAAAACAAATAAAACATCATCACAATG  1 accepted (-33) 
#09  ______________________________________________________GACCAATCAAAACAAATAAAACATCATCACAATG 13 accepted (-30) 
#10  _____________________________________________________TGACCAATCAAAACAAATAAAACATCATCACAATG  3 accepted (-30) 
#11  ____________________________________________________TTGACCAATCAAAACAAATAAAACATCATCACAATG  1 accepted (-30) 
#12  _________________________________________________TGGTGGACCAATCAAAACAAATAAAACATCATCACAATG  1 rejected 
#13  ______________________________________TTACCCCTTAAGATTTGACCAATCAAAACAAATAAAACATCATCACAATG  1 rejected 
#14  ____________________________________________________GTGACCAATCAAAACAAATAAAACATCATCACAATG  1 rejected 
#15  _________________________________________________________GAATCAAAACAAATAAAACATCATCACAATG 28 accepted (-27) 
#16  ________________________________________________________TGAATCAAAACAAATAAAACATCATCACAATG  2  accepted (-27) 
#17  _______________________________________________________TTGAATCAAAACAAATAAAACATCATCACAATG  3  accepted (-27) 
#18  _______________________________________________________TGGAATCAAAACAAATAAAACATCATCACAATG  1  accepted (-27) 
#19  __________________________________________________AAATGTGGAATCAAAACAAATAAAACATCATCACAATG  1  rejected 
#20  _________________________________________________AAATGTGTGAATCAAAACAAATAAAACATCATCACAATG  1  rejected 
#21  ___________________________________________________AAATGTGAATCAAAACAAATAAAACATCATCACAATG  1  rejected 
#22  ______________________________________________________ACAGAATCAAAACAAATAAAACATCATCACAATG  1  rejected 
#23  ______________________________________________________CGTGAATCAAAACAAATAAAACATCATCACAATG  1  rejected 
#24  _______________________________________________________GTGAATCAAAACAAATAAAACATCATCACAATG  1  rejected 
#24  ________________________________________________TGGCGGACCNNATCAAAACAAATAAAACATCATCACAATG  1  rejected 
#26  ________________________________________________________________GACAAATAAAACATCATCACAATG  1 accepted (-20) 
#27  ___________________________________________________________________AAATAAAACATCATCACAATG  1  rejected 
#28  ___________________________________________________________________________GATCATCACAATG  2  accepted (-9) 
#29  ______________________________________________________________________________GATCACAATG  3 accepted (-6) 
#30  _____________________________________________________________________________GGATCACAATG  1 accepted (-6) 
 
 
 
 
 

Fig. S1.  Structure of 5′-end of CDC19 cDNA clones.  
Genomic sequence of CDC19 (chr1, 71702 to 71789) is shown on the top. The two most frequently-used TSSs and the initiation codon are 
underlined. Thirty different patterns of the 5′-ends for CDC19 cDNA clones are shown with clone counts. Red and blue letters indicate 
‘typical’ and ‘atypical’ G-cap sequences, respectively. Clones with typical G-cap structures are used for the TSS analysis (see text). 


