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Number of Integrations Estimated by Southern

Figure S1 Number of inserts per line. Southern analysis was performed on 42 representative trapped lines to estimate the
number of inserts per line. A) Representative Southern blot analysis. Lane 1: Positive control containing vector DNA and AB
genomic DNA. Lane 2: Negative control containing AB genomic DNA. Lanes 3-11: Outcrosses lines Tg(DsDELGT4)ws0188
and Tg(DsDELGT4)ws0196 showing multiple integrations per line. B) Estimated number of inserts per line.
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Figure S2 The spatial-temporal distribution of enhancer trap reporter expression. Graphs show the number of lines

expressing GFP in various tissues at 1 dpf, 2 dpf, 3-4 dpf and 5-7 dpf. CNS: central nervous system, MHB: mid-hindbrain
boundary, FMB: forebrain-midbrain boundary.

H. N. B. Quach et al. 35Sl



GFP Enhancer Trap

1dpf 2dpf
3-4dpf 5-7dpf
B branchial arches B somite/muscle M fins M lens
M retina ¥ heart M blood vessel-other M blood vessel-vein
W liver B pancreas M epidermis ¥ cranial cartilage
B pronephric duct B notochord W spinal cord (nt) B otoliths
W hatching gland W |ateral line W intestine B oifactory placode
& mouth B pineal gland ¥ swimming bladder ™ floorplate
¥ Ubiquitous ™ general eye " general CNS ¥ tectum
= MHB “ FMB  septum “ hindbrain
* midbrain ™ forebrain " brain (other)  blood

Figure S3 Dynamic expression of the enhancer trap reporter in various tissues. The pie charts show the relative number of
lines expressing GFP in various tissues at 1 dpf, 2 dpf, 3-4 dpf and 5-7 dpf. CNS: central nervous system, MHB: mid-
hindbrain boundary, FMB: forebrain-midbrain boundary.
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mCherry Protein Trap

1dpf

100
20
80
70
60
50
40
20
20
10

g\\é‘é@&' @@a’i@ﬁéf\‘? \6‘&‘9 6 '&a @éo“-&q’\!@f@("ﬁs\ﬁ
"é@q j@ fdﬁ’»&%&b‘ﬁf& "% °¢ ¢°@6 q‘\ ° P T LS x@@"?

eP"be F&H S as*‘ ¢

2dpf

Number of lines expressing mCherry

%

4

=
(=]
(=]

0
80
70
60
50
40
30

20
10
0 le @ = i
¢ F EE LS 8 E FES IS QIR FSS ST 0@* &
@i;\ f@ff & dﬁ"& °° “°° gs%p“‘ ::d‘?m :\i\g@e&@ S t@' & b 6‘? <

‘é@é‘ S eép-:p@ éé\ <$~° & é\é\ <§’(\

Number of lines expressing mCherry

3-4dpf
113 113

30
20
10
0 m—l-l = [

© ) 4 s 2
K Q&ﬁ%f R “3‘3 asf"° O \0"’@ 3’;‘; SIS

Number of lines expressing mCherry
w
o

é’,{c‘@:@
Lo G

5-7dpf

I

129 129

ing mCherry
[+:]
[=]

of lines
3]
o

10 | _ I

0 d . - = | | . | | - |

: ‘6‘° § o\é‘»& 6\@4"‘\0 @qﬁf@\“&““

e ém& M"o\ Al @ﬁ* IS
M @‘@

d%

Figure S4 The spatial-temporal distribution of protein trap reporter expression. Graphs show the number of lines

expressing mCherry in various tissues at 1 dpf, 2 dpf, 3-4 dpf and 5-7 dpf. CNS: central nervous system, MHB: mid-
hindbrain boundary, FMB: forebrain-midbrain boundary.
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Figure S5 Dynamic expression of the protein trap reporter in various tissues. The pie charts show the relative number of
lines expressing mCherry in various tissues at 1 dpf, 2 dpf, 3-4 dpf and 5-7 dpf. CNS: central nervous system, MHB: mid-

hindbrain boundary, FMB: forebrain-midbrain boundary.
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Figure S6 Cre-lox mediated targeted large deletion. (A) Schematic of a Cre-induced recombination experiment. Cre
recombinase capped mRNA was injected into a batch of one-cell stage embryos harboring two insertions on the same
chromosome. Individual injected embryos were collected for PCR with six pair of primers to detect deletion events in
embryos. In this experiment, the injected embryos carry two insertions Tg(DsDELGT4)ws0310 and Tg(DsDELGT4)ws2629 on
chr21, 25Mb away from each other. (B) PCR results with six pairs of primers shows the expected deletion in embryo 4 (lane
7). Lane 1 shows PCR results of a wild-type embryo for each primer pair, Lane 2 shows PCR positive control for each primer
pair. Lane 3 shows ladders. Lanes 4-9 show PCR products with each primer pair for injected embryos 1-6. Images showing
PCR products from embryo 5 and embryo 6 (lanes 8,9) were cropped from a different part of the same gel.
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Tables S1-

Available for download as Excel files at www.g3journal.org/lookup/suppl/doi:10.1534/g3.114.015842/-/DC1
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Table S18

Table S19

Table S20

$20

DsDELGT4 lines with reporter expression in liver from dayO to day7
DsDELGTA4 lines with reporter expression in pancreas from day0 to day7
DsDELGTA4 lines with reporter expression in intestine from day0 to day7
DsDELGTA4 lines with reporter expression in swim bladder from dayO0 to day7
DsDELGTA4 lines with reporter expression notochord from dayO0 to day7
DsDELGTA4 lines with reporter expression in pronephric duct from day0 to day7
DsDELGT4 lines with reporter expression in skeletal muscle cells from day0 to day7
DsDELGTA4 lines with reporter expression in heart tube from day0 to day7
DsDELGTA4 lines with reporter expression in blood vessels from day0 to day7
DsDELGTA4 lines with reporter expression in blood cells from dayO to day7
DsDELGT4 lines with reporter expression in fin from dayO to day7
DsDELGTA4 Lines with reporter expression in epidermis from dayO to day7
DsDELGTA4 lines with reporter expression in mouth from dayO to day7
DsDELGT4 lines with reporter expression in olfactory placode from dayO to day7
DsDELGT4 lines with reporter expression in cranial cartilage from day0 to day7
DsDELGT4 lines with reporter expression in pineal gland from day0 to day7
DsDELGT4 lines with reporter expression in lateral line from day0 to day7
DsDELGT4 lines with reporter expression in otoliths (ear) from day0 to day7
DsDELGTA4 lines with reporter expression in branchial arches from dayO0 to day7

Gene ontology analysis.
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