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Supplementary Materials

Fly genotypes

R cell RNAi experiments (Fig. 1)

1. w; GMR-GFP, GMR-Gal4/CyO; Dscam?2.10B-LexA, LexAop-myr-tdTomato/TM6B
2. w; GMR-GFP, GMR-Gal4/CyO; Dscam?2.10A4-LexA, LexAop-myr-tdTomato/TM6B
3. w, UAS-Dcr-2; GMR-GFP, GMR-Gal4/CyO; Dscam?2.10A4-LexA, LexAop-myr-
tdTomato/TM6B

4. w, UAS-Dcr-2; GMR-GFP, GMR-Gal4/UAS-mbl-RNAi(v28732); Dscam?2.10A-LexA,

LexAop-myr-tdTomato/~+
5. w, UAS-Dcr-2; GMR-GFP, GMR-Gal4/+; Dscam?2.10A-LexA, LexAop-myr-
tdTomato/UAS-mbl-RNAi(TRiP.JF03264)

mbl whole animal experiments (Fig. 1)

1. w; +; Dscam2.10B-LexA, LexAop-myr-tdTomato/TM6B

2. w, +; Dscam?2.10A4-LexA, LexAop-myr-tdTomato/TM6B

wy mbl*?7/ CyO,GFP; Dscam?2.10A4-LexA, LexAop-myr-tdTomato/TM6B
w; mbIM"%76/Cy0,GFP; Dscam2.104-LexA, LexAop-myr-tdTomato/TM6B
w; mbIM"*"3/Cy0,GFP; Dscam2.104-LexA, LexAop-myr-tdTomato/TM6B
w
w

; mbI"?/ mbI™"°7%: Dscam2.10A-LexA, LexAop-myr-tdTomato/+
X mbM104093 /1 pM1009 76; Dscam?2.10A-LexA, LexAop-myr-tdTomato/+

N AW

mbl ey-FLP MARCM experiments (Fig. 2)

1. w, ey-FLP; FRT42D, Tub-Gal80/FRT42D,; Dscam2.10A-LexA, LexAop-myr-tdTomato,
ActSc-Gal4, UAS-mCDS-GFP/+

2.w, ey-FLP; FRT42D, Tub-Gal80/FRT42D, mbleﬁ; Dscam?2.10A-LexA, LexAop-myr-
tdTomato, Act5c-Gal4, UAS-mCDS-GFP/+

3. w, ey-FLP; FRT42D, Tub-Gal80/FRT42D, mbl*'?’; Dscam2.104-LexA, LexAop-myr-
tdTomato, Act5c-Gal4, UAS-mCDS-GFP/+

mbl expression experiments (Fig. 3)
1. w; UAS-mCD8-GFP/+; mbl"*°_Gal4/+
2. w; UAS-mCD8-GFP/+; mbIM""¥_Gal4/+




3. w; Dac-FLP/+; elav-Gal4/ UAS>stop>myr::smGdP-V5-THS-UAS>stop>myr.:smGdP-
cMyc

4. w; Dac-FLP/+; mbl""**"-Gal4/ UAS>stop>myr::smGdP-V5-THS-
UAS>stop>myr::smGdP-cMyc

5.w; Dac-FLP/+; mbPM_Galq/ UAS>stop>myr::smGdP-V5-THS-
UAS>stop>myr.:smGdP-cMyc

6. w, Dac-FLP/+; Dscam?2.104-Gal4/ UAS>stop>myr::smGdP-V5-THS-
UAS>stop>myr.:smGdP-cMyc

7.w; Dac-FLP/+; Dscam?2.10B-Gal4/ UAS>stop>myr.:smGdP-V5-THS-
UAS>stop>myr::smGdP-cMyc

8. w; +; mbP""*°_Gal4/UAS-GFP.nls

9. w; +; mbl""""¥_Gal4/UAS-GFP.nls

mbl ectopic expression in MBs (Fig. 4)

1. w; +; Dscam2.10A-LexA, LexAop-myr-tdTomato, Act5c-Gal4, UAS-mCDS8-GFP/+

2. w; +; Dscam?2.10B-LexA, LexAop-myr-tdTomato, Act5c-Gal4, UAS-mCDS-GFP/+

3. wy P{EP}mble'El/-ir; Dscam?2.10B-LexA, LexAop-myr-tdTomato, Act5c-Gal4, UAS-mCDS§-
GFP/+

4. w; +; Dscam2.10B-LexA, LexAop-myr-tdTomato, Act5c-Gal4, UAS-mCDS8-GFP/UAS-
mblA

5.w; +; Dscam?2.10B-LexA, LexAop-myr-tdTomato, Act5c-Gal4, UAS-mCDS8-GFP/UAS-
mblB

6. w, +; Dscam?2.10B-LexA, LexAop-myr-tdTomato, Act5c-Gal4, UAS-mCDS8-GFP/UAS-
mblC

7.w; +; Dscam?2.10B-LexA, LexAop-myr-tdTomato, Act5c-Gal4,UAS-mCDS8-GFP/UAS-
MBNLI ;5

8. w, +,; Dscam?2.10B-LexA, LexAop-myr-tdTomato, UAS-mCDS8-GFP/UAS-mblA; OK107-
Gal4/+

9. w, +; Dscam?2.10B-LexA, LexAop-myr-tdTomato, UAS-mCDS8-GFP/UAS-mbIB; OK107-
Gal4/+

10. w, +; Dscam?2.10B-LexA, LexAop-myr-tdTomato, UAS-mCDS8-GFP/UAS-mbIC; OK107-
Gal4/+

11. w; +; Dscam?2.10B-LexA, LexAop-myr-tdTomato, UAS-mCDS8-GFP/UAS-MBNLI ;s;
OK107-Gal4/+




Lamin neuron FlpOut mbl LOF (Fig. 5)

1. w, 27GO5-FLP/(+ or Y); Bl/CyO; Dscam2.10B-Gal4/ UAS>stop>myr::smGdP-V5-THS-
UAS>stop>myr::smGdP-cMyc

2.w, 27GO5-FLP/(+ or Y); Bl/CyO; Dscam?2.104-Gal4/ UAS>stop>myr.:smGdP-V5-THS-
UAS>stop>myr.:smGdP-cMyc

3. w, 27GO5-FLP/(+ or Y); mbI*’*’/ CyO; Dscam?2.104-Gal4/ UAS>stop>myr::smGdP-V3-
THS-UAS>stop>myr.:smGdP-cMyc

4.w, 27GO5-FLP/(+ or Y); mbI™*%/CyO; Dscam2.104-Gal4/ UAS>stop>myr::smGdP-V5-
THS-UAS>stop>myr::smGdP-cMyc

5.w, 27G05-FLP/(+ or Y); mbl*'*’/ mbI™**’%; Dscam2.104-Gal4/ UAS>stop>myr::smGdP-
V5-THS-UAS>stop>myr.:smGdP-cMyc.

6. w, 27G05-FLP/(+ or Y); elav-Gal4/LexAop2>stop>myr::smGdP-V5; Dscam2.10A4-
LexA/TM2.

7.w, 27GO05-FLP/(+ or Y); elav-Gal4/LexAop2>stop>myr::smGdP-V5; Dscam2.10B-
LexA/TM2.

8. w, 27G05-FLP/(+ or Y); elav-Gal4/LexAop2>stop>myr::smGdP-V5; Dscam?2.10B-
LexA/UAS-mbIB.

L1 axonal and dendritic defects (Fig. 5)

1. w, 27G05-FLP/(+ or Y); BL.CyO; Dscam?2.104-Gal4/ UAS>stop>myr::smGdP-V5-THS-
UAS>stop>myr::smGdP-cMyc.

2. w, 27GO5-FLP/(+ or Y); mbI*'?’/ mbI™""*’%; Dscam2.104-Gal4/ UAS>stop>myr::smGdP-
V5-THS-UAS>stop>myr::smGdP-cMyc.

mbl ey-FLP mosaic experiments (Fig. S1)

1. w, ey-FLP; FRT42D, GMR-myr-GFP/FRT42D,; Dscam?2.10B-LexA, LexAop-myr-
tdTomato, UAS-mCDS-GFP/+

2.w, ey-FLP; FRT42D, GMR-myr-GFP/FRT42D; Dscam?2.10A-LexA, LexAop-myr-
tdTomato, UAS-mCDS8-GFP/+

3.w, ey-FLP; FRT42D, GMR-myr-GFP/FRT42D, Df(2R)154 ; Dscam?2.10A4-LexA, LexAop-
myr-tdTomato, UAS-mCDS8-GFP/~+

4. w, ey-FLP; FRT42D, GMR-myr-GFP/FRT42D, mbleﬁ; Dscam?2.10A-LexA, LexAop-myr-
tdTomato, UAS-mCDS-GFP/+




5. w, ey-FLP; FRT42D, GMR-myr-GFP/FRT42D, mbI"""’%: Dscam2.104-LexA, LexAop-
myr-tdTomato, UAS-mCDS8-GFP/+

mbl expression (Fig. S3)

1. wy mblX'"?2_Lacz

2. w; mbI"!%-Gal4/CyO, UAS-LacZ

3. w; mbI"""°_Gal4/+; UAS-CDS-GFP/+
4. w; mbI™"°_Gal4/UAS-GFP.nls

5. w; mbI"""**"-Gal4/UAS-GFP.nls

MB axon defects (Fig. S5)
Low + +

2. w; +; Dscam2™"/ Dscam2™"

3.w; +; Dscam2A/ Dscam2A

4. w,; +; Dscam2B/ Dscam2B

5. wr mble?7/ mbMI0976

6.w, +; +;, OKI107-Gal4/+

7. w; UAS-mbI-RNAi(v28732)/+

8. w; UAS-mbIl-RNAi(v28732)/+; +; OK107-Gal4/+
9. w; P{EP}mbl***/+

10. w; P{EP}mbI***!/+; +; OK107-Gal4/+
11. w,; +; UAS-mblA/~+

12. w; +; UAS-mblA/+; OK107-Gal4/+

13. w; +; UAS-mblB/~+

14. w; +; UAS-mbIB/+; OK107-Gal4/+

15. w; +; UAS-mbIC/~+

16. w; +; UAS-mbIC/+; OK107-Gal4/+
17.w; +; UAS-MBNLI 35/+

18. w, +; UAS-MBNL13s5/+; OK107-Gal4/+
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Fig. S1. Mbl LOF results in aberrant Dscam?2.10A reporter expression in eye mosaic
clones. (A-F) Eye mosaics of mbl LOF alleles cause de-repression of Dscam?2.104A>tdTom in
R cells. WT mosaic clones (GFP-negative) express Dscam?2.10B>tdTom (A-A4) but not
Dscam?2.104A>tdTom (B,-Bs). Mbl mutant (GFP-negative) clones, Df(2R)BSC154 show
aberrant Dscam2.10A expression in R cells (C;-Cs). (D) mbl*’’ eye clones exhibit de-
repression of Dscam2.10A (red). (E) Clones of a mbl allele that deleted only a portion of all

[M9%97%y 4o not exhibit de-repression of Dscam?2.10A. (F) Quantification of

mbl isoforms (mb
Dscam?2.10>tdTom expression in third instar R cells with mb/ LOF eye mosaic clones. Y-axis
represents the number of optic lobes with R cells positive for tdTom over total number of
optic lobes quantified as a percentage. On the x-axis, the presence of a transgene is indicated

with a grey box.
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Fig. S2. Mbl LOF is associated with increased Dscam2.10A inclusion without affecting
other Dscam? splicing events. (A) Mbl/ LOF (mbl*"?7ImbIM""7%) does not affect other
Dscam? splicing events. Semiquantitative RT-PCR from different genotypes indicated.
Primers amplified the variable region that includes exon 19S/19L or three alternative last

exons (ALE). Percentage of 19L inclusion was calculated by dividing the 19L band by



19L+19S. Percentage of ALE 21A and ALE 21BL inclusion was calculated by dividing
respectively the 21A and 21BL band by 21 A+21BL+21BS (total). (B) Graphs of RT-PCR
data from A and Fig. 1P. Top graph depicts Dscam?2.10A4 inclusion. Middle graph represents
exon 198 inclusion. Bottom graph represents percentage inclusion of different ALEs. Plots
show minimum (bottom line), mean (middle line) and maximum (top line) points, where
individual points depict biological replicates. Dashed line represents mean of control. (C)
Quantitative RT-PCR of mbl LOF mutant (mbl*'?’/mb*""’%) show increased exon 10A
inclusion and decreased exon 10B inclusion. The left graph shows Dscam?2.10 levels
compared to synaptobrevin (nSyb). The middle graph shows Dscam?2.10A levels compared to
Dscam?2.10. The right graph shows Dscam?2.10B levels compared to Dscam?2. Bar graph
format (error bars depict standard error of means). The y-axis is the relative quantity (Rq).
Dashed line represents mean of control. Unpaired t-test was conducted to compare Rq levels

between control and mb/ LOF mutants. ns P> 0.05, * P <0.05, ** P <0.01.
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Fig. S3. Mbl is expressed in R cells, neurons, and glia. (A) Schematic showing the
insertion locations of different mb/ reporters. Translated regions (black) and non-translated
regions (grey) are shown.

(B-D) Mbl is expressed in R cells (red) in third instar eye-discs (ed). The mbl enhancer traps
mbl*""?2_LacZ (B), mbI*""*'-Gal4 (C) and splicing trap reporter mbI"*"*°-Gal4 (D, green)
overlapped with a marker of R cells (24B10).

(E-I) mbIM""3*>GFP.nls is expressed in neurons and muscles. (E;-E;) Representative
confocal image of a mbI"""**>GFP.nls (green) adult brain co-labeled with an ELAV
antibody (red). Dashed lines demarcate GFP(+) cells. Yellow solid arrowheads show GFP(+)
cells that are ELAV(-). (F) Quantification of mb/ in third instar and adult brains where ~90-
100% of GFP(+) cells are also ELAV(+) (black bars). Y-axis represents the number of
GFP(+) cells positive for ELAV quantified as a percentage. (G;-G;) Representative confocal
image of a mbI""""3*>GFP.nls adult brain labeled with a Repo antibody (red). Dashed lines
demarcate GFP(+) cells. White solid arrowheads show GFP(+) cells that are positive for
Repo. (H) Quantification of mb™*"3*>GFP.nls where ~0-10% of mbI"""'**>GFP.nls (+)

cells are also Repo(+).Y-axis represents the number of GFP(+) cells positive for Repo



lMI()()139

quantified as a percentage. (I;-I,) mb >GFP.nls expression is also found in third instar

muscles m4-m8, m12 and m13 (Phalloidin, red).
(J,-J,) Representative confocal image of a mbl""**?’
with an ELAV antibody (red). Dashed lines demarcate GFP(+) cells. (K) Quantification of
mbI""*?’>GFP.nls in third instar and adult brains where ~80-90% of GFP(+) cells are also
ELAV(+). (L-M) In third instar and adult brains, mb!""***’>GFP.nls overlaps minimally

with Repo (red). (Li-L,) Representative confocal image of a mbl"""**’>GFP.nls adult brain

>GFP.nls (green) adult brain co-labeled

labeled with Repo. Dashed lines demarcate GFP(+) cells. White solid arrowheads show
GFP(+) cells that are positive for Repo. (M) Quantification of mb!""**">GFP.nls in third
instar and adult brains where ~10-15% of GFP (+) cells are also Repo(+). (N;-N»)
mbI"""**">GFP nls expression is not detected in third instar muscles m4-m8, m12 and m13

(Phalloidin, red).
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Fig. S4. Mbl expression is cell type specific and correlates with Dscam2.10B. (A)
Quantification of lamina neurons and R7-R8 neurons observed using the intersectional
strategy during development. Two different mbl reporters were used. The transcriptional
reporter labeled L4 cells early in development whereas the splicing trap reporter did not. This
is most likely due to the lower efficiency of the splicing trap given that it produced 5X fewer
L1 clones at 72hr compared to the transcriptional reporter. Green boxes represent detection of
reporter expression at different hours after pupal formation (apf). (B) A plot of the percentage
of L4 lamina neurons over total lamina neurons during development (data from the mb!/
transcriptional reporter).

(C-E) Mb! is not detected in MB neurons that express Dscam?2.10A in adults. (C;-C,)
Dscam?2.104 is expressed in o’’ mushroom body neurons (asterisks) but not the off and y
subsets of MB neurons labeled by Fas2 (red). Neither Dscam2.10B (D;-D,) nor mb! (E,-E;)
are expressed in developing MB neurons. Neurons in the midline express both Dscam?2.10B

and mbl (white arrowhead).
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Fig. SS. Neurons overexpressing mbl phenocopy Dscam? single-isoform mutants. (A-B)
MBs overexpressing mbl exhibit defects associated with Dscam?2 single isoform mutants. (A)
A representative confocal image of control adult aff lobes (red) with clear separation between
the two B-lobes at the midline. (B) A representative confocal image of adult aff lobes from an
animal overexpressing mblA. B-lobe axons inappropriately cross the midline (arrowhead). (C)
Quantification of B-lobe axon midline crossing defects. Numbers in parentheses represent
total number of MBs quantified. Fishers exact test was used to compare genotypes to their
corresponding controls (white bars). ns (not significant) P>0.05, * P<0.05 and ****

P<0.0001.



Table S1. List of tested RNAI lines that did not derepress Dscam2.10A in R cells.

Flybase Number |CG Number |Gene Name | RNAIID
FBgnO0S2062 (0032082 |AZbpt 21208
FBOn026239  [coesT1 GOt w721
FBQU000I14  [CO31762  [aret 44483
FBOn0004se7  [CG108s1  |Bs2 vaB62
FBOn0004se7  [CG10881  [B62 30860
FBQU0037660  [CG18005  [beag 103832
FBgn0015907 [CO13426 bl V2012
FBon001se07r  [caazs bl 105271
FBOO262476  [CG631O  [bru2 50631
FBOn0264001  [CGA37A4  [Bru-d 50734
FBOn0031883  [CG11266 | Caper 56742
FBQn0031883  [CG11260  |Caper 66742
FBgn0022942 ICOT03S Copao V22301
FBO003S136  [Coes0s | Caes 13462
FBOn0035136  [CG6905 | Caes 100300
FBQn003200  [CG10333  [CG10333 18132
FBgn0032600  [CG10333  [G10333 18133
FBgn003277  [cGi0418  [ca10418 105040
FBOUOOIZEN  [Caroas  [CO10M5 104763
FBgn003a314 [COI0TE4  [COA0754 V31346
FBO003s20  [cG1as0  [conaso a8
FBQn003RI20  [CG11360  [CG11360 \as402
FBgn003se2  [cG13z08  [cG13208 56267
FBgn003s162 | CG 13800 (CG13800 V18666
FBOn003S163  [car3e00  [ce13000 108248
FBgn0037220 CO14641 CO14841 vi10607/CyOth
FBO00Ises ol [co1eear 20338
FBQn003NBY  [CG17206  [CG17260 V25243
FBQn003308g  [CG17266  [CG17260 V25244
FBOU0029TE  [Canzrea  [Co17764 V20541
FBgn002a781 [COITTe4  [COATTOL 101004
FBgn0035271 [Co2021 C02021 20679
FBon0031266  [ca2807 o207 V25162
FBOn0037M4  [CG2020  [cG2026 V33589
FBgn0s0122  [caan2z  [ceaonz2 56200
FBOn0031eYt  [caazzs  |ceazs \24726
FBgn0052633 [CGI2633  [COA2633 V35634
FBOn00s2633  [co32633  [Coaz63 V1788
FBgn0031628 |CG3294 CGI2BA

FBOn0031628  [CG3284  [CGIZ4 26111TM0B
FBgn00s3108  [cG33108  [cGInI08 V24906
FBO0031220  [cOM36  |caaeds 56207/Cy0th
FBgn0031482 1CO3542 COIBA2 V26227
FB0031e2  [cosar  |coasez V26229
FBOn0031493  [CG3605  |CGG0s V26250
FBOn00314e3  [CG3805  |cGae0s V26252
FBgn003so7  [co3sen  |coaeen vas27e
FBOn002B474  [cGa1ta  [cadne V26305
FBgn002e474  [caatta  [coante 108898/CyOtD
FBO003sON  [COa268  [COdZ66 V26472
FBOO035HA  [CG4260  [CG4266 V26475
FBQRO01207 (04291 [CAZ91 V21019/TMED
FBO003s016  [codst2  [codeiz V52407
FBORO0IOSO0  [CGAB4D  [CGABG 21962
FBOn0032194  [CG4901 | cadnt 34904
FBgn003a344 | CG5205 CO5206 v107282
FBOn003#1Bz  [CGs72  |CG5T20 V24007
FBgn003so27  [coents  |coBos 65
FBOn003oe)t  [cee2r  [conar 40351
FBgn0030632  [coe22r  [cosar 40352
FBOO00A903  [CGB3G  [CoBIs 31333
FBgn0004903 1COB8354 COBI64 56662
FBgn00asers [cass10 CoBE10 108830
FBOn003S6TS  [CGe10  [ceBe10 31870
FBOn0036a2e  [CGes4 | CoBBY V23CHOM
FBOn003008s  [coessn  |coBon 10143
FBQn00300BS  [CGougn  |CGBOn 56167
FBgn003sarz  [ca7ies  |cories 107147
FBgn003saT2 |CGT185 CGT18S 34H04
FBOU0036TH  [CGTEG  [CGTE V10562
FBgn003s23s  [coTere  |corara 50930
FBon003ase?  [careor  [careor 56370
FBQn0035253  [ca7eT  |caran 101364
FBgn0027567  [caston  [coBion V35344
FBgn0O306sT | CGO565 COBEBS 100440
FBQR00I06NT  |CGONAE  |CGBSES 56364
FBOn0032883  [cG9azs  [copaza 4064
FBQn0032683  [co0azs  |ceena 10410
FBgno01se21  [casaz  [cip V26250
FBOn0015621  [coasaz  [cip V26261
FBgn0263665 | CGA3T38 cpo 26360
FBgnO027073  |CO1B57  [Cpsf100 5089/ TH6B
FBgn0027873__|ca19s7_ |cpanion 50899 TH6B.

no. of animals Flybase Number |CG Number |Gene Name _ |RNAI ID
o FBGOD024608  |COA0110  [Cpst160 v18009
2 FBgn0024688  |CG10110 | Cpsl180 V110671
Ll FBgn0261066  |CG7608 Cpsf?3 V3568
L] FBgn0000377 CGI193 cm v25910
2 FBgn00308a7 CG2261 CatF-60 w3716
“ FBgNDO3UBET CG2261 CatF 60 V100563
o FBgnO027841  [COTBO7 | CsiF-84 v21045iCy Ot
L] FBgn0010220  |CG12766 | DbpdSA V17306
7 FBgn0010221 CG12760 | Dbpd5A v104183
“ FBgn0033160  |CGI1107  |DhxiS w44 110/Cy Oty
L] FBgn0031601 CG305E Dim1 v21268
“ FBQNO260220  |CG42320  |Doa V10086
8 FBGo0020306  CO0BOE  [dom virer
1 FBgnDODDBA2  |CGADSY g 26668
L] FBgn00D1942  |CGROTS elF-4a va2202
(] FBgn0034237 CoAaT8 @lF3-50 32860
2 FBgr0260400 | CGA262 elav 26371
L] FBgn0033850 | CGE107 tand v104186
i FBQNOO3EBS0  |CGI0418 | Gem2 w7372
8 FBGNO036A50  [COA0419 | Gem? w7314
L] FBgn0268139  |CGOAME olo 33608
L] FBgn0260139  |CGOMME oo var7s2
4 FBGNOOD1ITE  |CGBOIG  [hay v41023
“ FBGOO0IA109  [COT2600 | Hel2E vazsst
@ FBOOOTI224  |CO31000  [heph vaaras
o FBgo0011224  CO31000  [beph V110740
1 FBgn0264481 CG10263  |how V137856
& FBgn0264401 CG10203  [how V100776
1 FBgn00D4838  |CGI0377  |Hrb27c, Hipdd |v16040
T FBgROODABIS  (COI037T  |Hrb27c, HipdB 31886
6 FBGRO0D4B38  |COA037T  [Hrb27c, Hipan [33716
& FBRO0DA2IT  |COAZT40  [HIba7F, hipds |v1750
5 FBgn00Da237 CG12748 | Hib8T7F, hipd6 | 62637
L] FBgn0004237 CG12749  |HIbBT7F, hipd6 |31244
a FBgn0001216  |CGOABI Hrb980E.

& FBgn0001216  (COOABI HIbGB0E.
1 FBGOO015049  CODBBA  [brg V2283
o FBGNOOD2431  |CGO4BA  [hyd vad675
" FBguO03eH  [CoNr2 s vasas0
L] FBgn0036001 CG1072 Ints11 109408
L] FBgn0O3BET0 | CGE222 Intso v110367
2 FBQND026713  |CGA2604  |N1)GOOOT V31908
& FBGnO026714  [CO32606  |i1)G0008 V31000
2 FBgn00BB4ad CG10688  |2)37CH V31324
7 FBgn0263609  |CGEA3Y H3)T2AD0 w3062
L] FBgr0263600 | CGEEI2 H3)T2AD v110666
& FBgn0035838 | CGT42 idbr v110682
& FBQNO03GEIE | CGTMM2 dbi 66661
L] FBgn00348 4 CG3162 L2 V21379
7 FBgo0034834  [coatez  [us2 V21380
2 FBgn0261067 CGA2T0 LSm1 V28763
Ll FBgn0261067 Co4270 LSm1 w5065
L] FBgn003ME0  |CGI2024  |Lsm11 v108338
& FBgn0061184 CGI1184  |LSm3 66802
L] FBgn0261068  |CG13277  |Lsm? V23662
6 FBgOO011668  [COBO0S | mei 56162
T FBgn0262737 CGT43T mub v28024
FBgn0014388 | CG2025 ol V20043
L] FBgn0015620  |CG10328  |nonA-l w101567
L] FBgn0015620  |CG10328  |nonA-l 62004
Ll FBgn0261616 | CGE119 pADD va2007
4 FBgn00DS648  (CO2183  [Pabp2 V106468
L FBgn0OBBRES  |CGA241 pea va7TH2
L] FBgn0027784 CGO011 P18 v13760
& FBgn0027784 CGE01T P18 v100287
7 FBgn0261119 CGEG10 P19 V108676
L] FBgn0261119 CGE610 P10 w1438
a FBgn0036016 | COTTET Prpd V25540
7 FBgo00364n7  (cosars  [Ppat vas1a1
4] FBgn0036487 CGoaTH Prp31 v103721
& FBgn0033688 | CGBATT P8 v18585
a FBgn0261662 CGA2670  |Ps vA4710
7 FBgn0261662 CGA2670  |Ps V24214
7 FBgn0014870 | CGBGIZ Pai V28080
7 FBgoO014870  coBmz  [pa V28060
L] FBgn0014870  |CGAANZ Psi w105136
L] FBgn0028677 CG12085  |pUtea V100708
“ FBQNOOD3166  |CGOTES pum 36676
7 FBQNO022087  |COABIE  [akisdn 34806
7 FBgn0022086  |CGIGIA akiB8E-1 66160
. FBgOO022005  |COBA1  [akisaE2 B6270CYOt
L] FBgnD022084 CGI6B4 akrS8€-3 55622
5 _FBgn0260944_ [cG17138 [Rbpt 2108368
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FHignOD3I0479
FBGROD30470
FBGRO20043
FBgn0D15778
FBgHOD03261
Fllgn0037707
FHgRODIT707
FBGROD05640
FBgnOD05640
FBign0D11305
FBGR267790
Filgn0D39220

FlgnD1 7467
FBGHOD1 7467
FBGRO005A11
Flgn005411
FRgHODIATI
FBGROD36733
FBign0D30364
FBGRO20564
FBgn0D20565

base Humber |CO Number |Gene Name | RNAI 1D no. of animals.

CO17136  [Rbpt 110008 o
CG1087  [Rbpt-iike 105883 o
61087 [Rbpt-ike 44100 2
c6a2109  [rops 513241Cy0t 4
cooa1z [ 33302168 7
co10270  [Rmez ABO0BTMER o
cot6Tes  [Rnps1 56910 5
co16788  [Rnps1 36560 3
CG6422  [Roxe 100563 5
Co6422  [Roxe va1430 0
cosass  [Rst VZ2186TM3 0
couats  [rump a
coaos  [satn 51750 5
cobaaz  [scas va0560 3
coba42  [sc3s 104078 3
cosads  [sFi 13426 2
cosae7  [sF2 \2TTTSTMY 7
cosae7  [sF2 \2TTTGTMER 4
032423 [shep 43645 a
cot20  [swr 103607 a
coa52  [SmB. vaD567 ]
ces152  [smB V110713 o
co10753  [smD1 VI133TMER 4
Ca10783 SmO1 V31342 4
o1 [smbz i 2
o148 [smbz VI8 4
co1248  [smD2 100850 2
coBa2r  [smb3 35033 5
cotaser  [sme V23560 2
cotasen  [sme \23510/TMEB 6
cot6T92  [smE VI0TBA4/CY Ol

cotarez  [sme 26734 0
co16725  [Sma 100362 4
Coas28  [wnt 51459 ]
Cods28  [ant 56014 5
COBMG  [snRNP.U1TOK V23150 ]
B4 [snRNP-U1-TOK 23181 0
COBASA  [wRNPAUNLGC w2132 o
cobasa  [soRnPuLG  [v22133 5
cooTa2  [sNRPG VaR256 5
cG3Te0  [spx wa04T1 5
cosree  [spx 0472 6
CO16001  [sqd, hrpdD  [va2395 0
CG16901  [sqd, wipan  [31302 10
CG12I [sRmiso 6430 5
CG12I [sRmiso 100751 4
cous?  [smin 51160

o602 [smse 61088 0
o602 [sms4 56264 5
conira  [smex V103416 “
COU4B0  [sepk7o0 ATE 5
CONA00  [srpkion ATEAS 5
Co6753  [stau 31247 5
co17170 [suih V110126 a
CGI010  [sutwa) 25507 o
Caame sujwa) V104718 &
o0 [su 34303 5
CG2007  [sym vauT0 5
617038 [syp 50072 5
617838 [syp V33012 o
co10327  [TBPH asaTt 4
cot0a2r  [TePM V370 5
coter2e fia 2560 o
co10120 [ a2 6868 5
cG10210  [ist V38366 4
CG10210  [ist 108218 o
cosrer  [wu 56307 0
conrer  [su 20056 5
CO1408 u2A v1TIBB/TMEB L)
cotos  [uza 100815 o
cosez  [uzans 110075 5
cossez  [uzatin 20304 7
conoos  [uzafso 24176 0
covas  [uzafso s 0
cosiz  [vavssok  |vazaz “
CGB122  [U4-UB-60K  |v110090 o
cotsse  [upn 43144 7
co10203  [ws 31203 a
cot0204  [we 100226 7
cot [y Jss704 2

Fi 121895




	aav1678_SM
	aav1678_SupplementalMaterial_v1

