ARS + + ARS ARS ARS

A >
Cl_l_rG 6.07 4L(b 1‘:kb 6.0?. Te_l.5R 521 592|nactlve
B 35 Myc-pole = 35 HA-pola
30 [wr { 30 wr {
3 25 9 25 %
8 20 8 20
[&] [&]
£ 15 £ 15+
° ©
S 10 S 10
5 5
0 E S | 0 r}r}lii . ’_}’-}i-
0 20 40 60 0 20 40 60
(G1) min after release into HU (G1) min after release into HU
C F
35 Myc-pole % HA-pola
30 | mec1a 30| mec1a
g 25 g 25
$ 20 8 20
[&] [&]
£ 15 £ 15
ke ke
o 10 S 10
; M o I M
o Lemme [Tle o LErEll Friem F[in_
0 20 40 60 0 20 40 60
(G1) min after release into HU (G1) min after release into HU
D G
35 Myc-pole 35 HA-pola
30 | mec1A sgs1A 30 | mec1A sgs1A
9 25 @ 25
S 20 $ 20
[&] [&]
£ 15 £ 15
ke ke
S 10 S 10
X ins | fﬁl ﬂﬂ o | o 16l Hffhjfi m{[
o L="mmm o |
0 20 40 60 0 20 40 60
(G1) min after release into HU (G1) min after release into HU

A. Primers were designed to amplify regions in the S. cerevisiae genome corresponding
to the early firing origin ARS607 (stippled bars), and non-origin sites 4 kb (white) and 14
kb (gray) away on Chr 6, and the late firing origin ARS501 (black). The active and inactive
origins (ARS) have been previous described (Raghuraman et al., 2001; Reynolds et al.,
1989). ChIP was performed at 30°C on either Myc-tagged DNA pol ¢ for isogenic B. wild-
type (GA-2448), C. mec1A sml1A (GA-2588), and D. mec1A sml1A sgs1A (GA-2589)
cells or HA-tagged DNA pol a for isogenic E. wild-type (GA-2238), F. mec1A sml1A (GA-
2579), and G. mec1A sml1A sgs1A (GA-2580) cells. The height of the bars represents
the real time PCR signal fold increase over the background signal.
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