>

Rpe65 Lrat
1.5' 0.001 2.0_
” <0.0001 -
< ° <3
=z > = S 1.5
X @ 104----- e R L o o
€ c -+ 5 - °
0.2 o ° S T
g2 © S 104 rten T
> >® iR
- n o = O
K8 D 0.5- (2 00 T o o
(14 5 00 i o s 0.51
(]
0.0 T T = o 0.0
et Tiaoie (3 157 wesks) Control PLX 5622 PLX 5622 Repopulated
3weeks 7 weeks (3to7 weeks)
RIbp1
1.5- 0.202
0.013
<3 o
- 4 g T o
m 2 1.0_ rrer l ...... T ........................
€Ec T °
[<}] 9 (]
>? °
— T
(]
e g i
(V]
0.0 T
Control PLX 5622 PLX 5622 Repopulated
3weeks 7 weeks (3 to 7 weeks)
Mitt Tip1 (201)
1.5- 0.884 2.0
0.003 0.961

0.11
1.5 o

1.0. rees

10477 =
0.5
0.51

Relative mRNA
expression levels
oftfo
o
Relative mRNA
expression levels
oo
o

0.0 0.0

Control PLX 5622 PLX 5622 Repopulated

. R lated
frwberall s g it Control PLX 5622 PLX 5622 Repopulate

3weeks 7 weeks (3to7 weeks)

Figure 8-figure supplement 1. Macrophage depletion-associated changes in RPE genes expression are
ameliorated with macrophage repopulation. Changes in mRNA expression of RPE-specific genes in
sclerochoroidal tissue from the following experimental groups were evaluated with RT-PCR: (1) untreated
age-matched controls, (2) macrophage-depleted for 3 weeks, (3) macrophage-depleted for 7 weeks
(continuous depletion group), and (4) macrophage-depleted for 3 weeks, followed by 4 weeks of
macrophage repopulation (depletion-repopulation group). (A) RPE genes related to visual cycle function
(Rpeb65, Lrat, RIpb1), (B) Mitf, and (C) Tjp1/Zo1, demonstrated decreases with depletion that were
ameliorated or reversed with macrophage repopulation. P values correspond to comparisons relative to
control made using a 1-way ANOVA test, n = 3 to 6 animals each treatment group.
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