(a) 3’ junctions
AAAAAAAAAH 'AGCCAAATGCCT 99%
AAAAAAAAAAABECCAAATGCCT 1%

(b) Full length R2s
283 0 R2

a GTAACTATGACTCTCTI'AP{GGGGATCATGGG

-4

b eTaAcTAAGACTCTCT |GGGGATCATGGG

-17

C GTAqGGGGATCATGGG

0
d GTAACTATGACTCTCTI'AAGGVGAG'I'I'TGlGGGGATCATGGG

0
€ GTAACTATGACTCTCTTAAG GVACTCTCTTAAGGACTCTCTI'EGGGATCATGGG

5’ truncated R2s
283 0 R2

f GTAACTATGACTCTCT EEGGAAGATGCAT

-3

g GTAACTATGACTCTCTT'A GCTAAGACAGA

-8
h GTAACTATGAqECCCTTGGGAGT

[o]
| GTAACTATGACTCTCTTAAGGVCATTAACTAl GACAGACGGAC

288 target site
(c) -10 L 0 +10

Top strand TGAC\4'CTCTTAA GTXGCCAAATG\{:CT
Bottom strand ACTGAGAGAATTCCATCGGTTTACGGA

TGACTCTCTTAAGG _—> 2nd strand synthesis TAGCCAAAT
ACTGAGAGAA7J CCCCTA......... TTTTT|ATCGGTTTA

‘G
¢ I\CDNA




