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Figure S1 No detectable protein is made from spn-E alleles that have premature stop codon mutations.
Protein was isolated from hemizygous ovaries of the genotype spn-E™@n/spn-E£2725, The gel for this western
blot was run for a shorter amount of time than the one shown in Figure 1, in order to keep any truncated
protein that might be expressed on the gel. Additionally this blot was overexposed to try to detect any protein
that may not be expressed highly. The heavy band that runs at the 45kDa marker represents yolk protein
that reacts highly with the IgG present in the serum.

2SI K. M. Ott, T. Nguyen, and C. Navarro



Wildtype

SpnE*+*

SspnE>-17

s p n E'l' 55-55

SpnE®?°

san553

Figure S2 Similar to homozygous spn-E mutant egg chambers, AUB nuage localization is lost in some, but
not all of the spn-E hemizygous mutant egg chambers. Hemizygous mutant ovaries of the genotype spn-
Emutant/spn-EA125 were stained with a-AUB (red) to assess AUB nuage localization. (A) Wildtype ovaries of
the genotype spn-E272%/Balancer show AUB localization around the nurse cell nuclei to the nuage. (B) spn-
E#48 and spn-E%%'7 mutant ovaries, which represent the class of weaker spn-E alleles, show a partial
localization of AUB to the nuage. For the 4-48 allele this is slightly different from what is shown in Figure 2
when the AUB localization phenotype was determined in spn-E homozygous mutant egg chambers. (D, E,
F) In the spn-E alleles, 155-55, 9A9 and 653, AUB is not localized to the nuage and the levels of AUB
protein in the ovary seem to be reduced. This is consistent with what is shown in Figure 2. Scale bars =
20pum.
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Figure S3 Similar to homozygous spn-E mutant egg chambers, dynein motor complex aggregates form and
Gurken is not properly localized in some spn-E hemizygous mutant ovaries. spn-E™@n/spn-E2725 were stained with
o-EGL (A-F, Red) to visualize the dynein motor complex and a-GRK (A’-F’, Green). (A) In wildtype (spn-
E~125/Balancer) EGL localizes to and within the oocyte (A) and GRK forms a tight cresent at the dorsal-anterior
corner of a stage 8-9 oocyte (B). (Egg chamber to the right of each panel). (B,C) In spn-E4*8 and spn-E%*'" no
dynein aggregates form (B,C) and GRK is localized similar to wildtype (B’,C’). These alleles represent the typical
phenotype of the weaker spn-E alleles. (D-F) In spn-E%9, spn-E'%5-%%, and spn-E°%° dynein motor aggregates form
(D-F) and GRK is not localized to the dorsal-anterior corner of the oocyte (D’-F’). These alleles represent the typical
phenotype of the strong spn-E alleles. In the earlier chambers of spn-£7%5-% and spn-£%%3 weak GRK expression is
found within the oocyte (E',F’, arrow).

45| K. M. Ott, T. Nguyen, and C. Navarro



25
20
c
ie)
)
7]
© 15
o
<
L
2 10
©
@
5
0 A
< . <, ey 9 4 6 7 6 6 )
|— DExH Box 4' ZF
Allele

Figure S4 Gypsy retrotransposon levels are slightly elevated in some of the spn-E mutant ovaries.
Quantitative real time RT-PCR for the gypsy retrotransposon. Relative expression was calculated in

comparison to respective RNA levels obtained from heterozygous siblings for each individual allele. All RNA

was normalized to Adh.
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Figure S5 Het-A, IF and Blood retrotransposon levels are elevated in spn-E5%/ spn-E2"?° mutant ovaries.
Quantitative real time RT-PCR for Het-A, IF and Blood retrotransposons. Relative expression was calculated
in comparison to RNA levels obtained from heterozygous siblings for each individual allele. All RNA was
normalized to Adh. Error bars represent standard deviation of two independent real time RT-PCR runs.
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