Supplemental Table 1
EFL-1/DPL-1/LIN-35 regulated genes

Group | Downregulated in efl-1/dpl-1 mutants

Requlation (ctl/mut, 10g2) Expression Pattern Binding Site Analysis
Wormbase ID Name Chro. dpl-1 efl-1 lin-35 Function RNAI In situ pattern EST TTCGCGCC TTTTCCAG
AH6.5 mex-6 Il 1.067 0.994 0.171 RNA metabolism Emb Bmd D medial germline yk38b2 yes no
B0272.1 tbb-4 X 1.033 0.607 0.332 Structural Emb Lvl Pne embryos yk313f12 no no
B0416.4 X 1.074 0.786 0.113 Proteolysis WT no image no ESTs no no
C01G8.1 I 2.161 1.423 0.498 Unknown WT medial germline yk542h7 yes no
C03C10.3 rnr-2 [ 1.987 1.177 0.5 Replication/repair Emb Ste Pvl broad gonad yk78c11 yes yes
C05C10.5 Il 1.123 0.854 0.336 Unknown Emb Him Br medial germline yk91b4 yes no
C07D8.6 X 2.243 2.06 0.395 Metabolism WT proximal germline yk609e5 yes no
C07G2.1 cej-1 Il 15 1.33 0.643 Cell surface WT medial germline yk32f3 yes no
C17E7.9a \% 1.339 0.956 0.137 Unknown WT embryo yk613cl no no
C17F4.5 Il 1.072 0.816 0.556 Proteolysis Sma faint germline yk345h11 yes yes
Cc27C12.3 X 1.303 1.37 0.166 Unknown WT proximal germline yk238b3 yes no
C28C12.2 v 1.512 1.048 0.251 Unknown Emb Him Lv medial germline yk595h12 yes no
C28D4.3 gln-6 v 1.189 1.871 0.191 Metabolism Emb medial germline yk82c9 yes no
C36E8.5 tbb-2 Il 1.022 0.772 0.002 Structural Emb Lva Pn broad gonad/soma  yk120c4 yes no
C45H4.14 \% 1.088 0.884 0.391 Unknown WT medial germline yk108c3 yes no
C50B6.2 Y 1.83 1.526 0.584 Transcription Emb Unc  medial germline yk717g3 yes no
EEEDS8.3 I 1.296 0.9 0.08 Metabolism Emb no image no ESTs no no
FO1F1.12 1l 1.053 0.827 0.367 Metabolism Emb Stp Egl embryos/broad soma yk100f9 yes no
F16H11.3 X 1.609 1.967 0.8  Cell surface WT no image no ESTs yes no
F18A1.7 Il 1.144 1.143 0.187 Unknown Emb medial germline yk595d11 yes no
F26G5.1 \% 1.109 1 0.637 Unknown Emb medial germline yk166d9 yes no
F27C8.6 v 1.317 0.985 0.499 Metabolism Emb medial germline yk585h8 yes yes
F29F11.1 sqv-4 \% 1.067 0.616 0.062 Metabolism Emb proximal germline yk709d5 yes no
F29G9.7 Y 1.348 1.356 0.536 Proteolysis WT no image no ESTs yes no
F31F6.1 X 1.811 1.629 0.374 Unknown WT no image no ESTs yes no
F31F6.2 X 1.938 1.052 0.219 Unknown WT no image no ESTs yes no
F31F6.3 X 1.365 0.931 0.373 Unknown WT no image no ESTs yes no
F33H1.2 gpd-4 Il 1.306 0.786 0.306 Metabolism Emb Gon Lv medial germline yk83e12 no no
F35C8.7 X 1.197 0.826 0.307 Cell surface WT proximal germline yk90d4 yes no
F35E12.3 Y 1.006 ND 0.229 Proteolysis WT no image no ESTs no no
F40G12.11 \% ND 1.681 ND  Unknown WT proximal germline yk741b2 yes no
F54D11.3 V 1.172 1.72 0.68 Unknown WT no image no ESTs yes no
HO02112.5 v 1 0.624 0.19 Unknown Emb no image no ESTs yes no
KO3H1.1 gln-2 1l 0.853 1.11 0.236 Metabolism Emb medial germline yk66d10 no no
K04C1.5 X 1.241 0.796 0.301 Signaling Emb no image no ESTs yes no
K10B2.3 Il 1.656 1.302 0.587 Cell surface WT no image yk440f3 yes no
K10B3.7 gpd-3 X 1.171 0.653 0.133 Metabolism Emb Gon Sr broad soma yk25698 no no
K10B3.8 gpd-2 X 1.09 0.52 0.054 Metabolism Emb Gon Sr broad soma yk25698 yes no
K12B6.8 \% 1.086 0.933 0.384 Proteolysis WT no image no ESTs yes no
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RO1H2.3 egg-2 i 1.118 0.922 0.704 Cell surface
RO5H5.3 Il 1.126 1.07 0.324 Metabolism
R06C7.4 I 1.804 1.629  0.819 Unknown
R11A5.4 I 0.817 1.029 0.533 Metabolism
R12C12.5 Il 0.91 1.014  0.614 Cell trafficking
TO5F1.2 I 1.783 1.589 0.98 Unknown
T05G5.7 1 1.716 1.072 0.4  Unknown
TO6E6.2a cyb-3 \% 1.972 1.37 0.521 Replication/repair
TO8A9.6 X 1.296 1.065 0.658 Proteolysis
TO9F3.3 gpd-1 Il 1.504 0.799 0.401 Metabolism
T10C6.7 Vv 2.148 2.077  0.759 Proteolysis
T10C6.8 \% 2.014 2.044 1.129 Proteolysis
T11F8.1 v 1.48 1.661  0.577 Unknown
T11F8.3 rme-2 v 2.898 2.271 0.467 Cell surface
T12G3.6 v 1.784 1.399  0.118 Unknown
T19H12.2 \Y, 1.084 0.677 0.142 Unknown
T21C9.13 Vv 1.87 1.294  0.377 Unknown
T21E3.1 I 1.121 0.722 0.293 Signaling
T22F3.3 Vv 1.616 1.746  0.663 Metabolism
T25E12.5 \Y, 1.947 1.248 0.909 Metabolism
VF13D12L.1 Il 1.191 0.93 0.5 Signaling
WO01A8.1 mdt-28 I 1.3 0.958 0.392 Transcription
WO02A2.7 mex-5 v 1.354 1.404  0.613 RNA metabolism
WO02F12.3 \Y, 1.879 1.475 0.58 Unknown
WO03C9.7 mex-1 Il 1.341 1.148 0.631 RNA metabolism
WO05F2.3 I 1.678 1.076  0.717 Unknown
wW06D11.3 X 1.44 0.858 0.111 Unknown
Y102A5C.18 efl-1 \% ND 1.248 -0.084 Transcription
Y43E12A.1 cyb-2.1 v 1.146 0.773 0.423 Replication/repair
Y45F10A.2 puf-3 v 1.435 1.05 0.053 RNA metabolism
Y55D5A.2 1 1.399 1.134 0.44 Unknown
ZC308.4 I 1.634 1.132  -0.066 Unknown
ZC404.8 spn-4 Vv 1.555 1.027  0.073 RNA metabolism
ZC513.6 oma-2 \Y, 1.346 1.24 0.351 RNA metabolism
ZK637.13 1 1.327 1.371  0.484 Unknown
ZK858.3 I 1.347 0.973 0.456 Cell surface
Group Il Commonly downregulated in mutants

Regulation (ctl/mut, log2)
Wormbase ID Name Chro. dpl-1 efl-1 lin-35 Function
B0035.8 his-48 v 0.863 1.108 1.104 Replication/repair
B0403.4 tag-320 X 1.465 1.244 1.515 Metabolism

WT no image

Emb medial germline
WT medial germline
WT embryos/broad soma
WT faint germline
WT medial germline
Emb medial germline
Emb Ste Pvl medial germline
WT no image

Emb Gon Lv medial germline
WT no image

WT no image

WT no image

Emb Ste Grcmedial germline
WT broad soma
Emb distal germline
WT medial germline
Emb Ste Lve proximal germline
Emb distal germline
WT medial germline
Emb Lvl Unc faint germline
WT proximal germline
Emb Dpy Ex germline

WT medial germline
Emb Stp Ex| medial germline
WT medial germline
Emb no image

WT broad gonad
Emb Stp Lve medial germline
Emb medial germline
WT no image

WT no image

Emb medial germline
WT medial germline
WT distal germline
WT medial germline

no ESTs
yk115el1l
yk411b9
yk293g1
yk108b10
yk567e3
yk164cll
yk609h2
no ESTs
yk83e12
no ESTs
no ESTs
no ESTs
yk46e4
yk185d7
yk670b10
yk508b5
yk122d7
yk41h6
yk558b4
yk114b5
yk540b10
yk585e12
yk610h12
yk568d5
yk462h7
no ESTs
yk617e4
yk341e8
yk602c3
no ESTs
no ESTs
yk568b11
yk585f5
yk66b9
yk490d4

Expression Pattern

RNAI In situ pattern
Emb Ste Lve broad gonad

Lva Unc embryos/intestine

EST
yk515(3
yk104c5

yes
yes

no
yes
yes
yes
yes

no
yes
yes
yes

no
yes
yes

no
yes
yes
yes
yes
yes
yes
yes

no
yes
yes
yes
yes

no
yes
yes
yes
yes
yes
yes
yes
yes

no
no
no
no
no
no
no
no
yes
no
yes
no
no
no
no
yes
no
yes
no
no
no
no
no
no
no
no
no
no
no
no
no
no
no
no
no
no

Binding Site Analysis

TTCGCGCC TTTTCCAG

yes
no

no
no



CO2E11.1
CO3E10.5

CO7A12.4 pdi-2
C09B8.4
C15H9.6
C17E7.4
C27C12.4
C39D10.7
FO8F3.6
F11G11.2 gst-7
F14D7.2

hsp-3

F17E9.12 his-31
F20H11.5

F25H5.4 eft-2
F27B3.2 acr-21
F35H10.1 his-30
F41C3.5

F42G8.3a pmk-2
F45F2.2 his-39
FA5F2.4 his-7
F48E3.3

FA8E3.4

F54C9.8 puf-5
F54F7.2

F55G1.11 his-60
H02112.6 his-66

H13N06.6 tbh-1
K08H10.1 lea-1
M116.2

R74.3 xbp-1
TO3E6.7 cpl-1
TO3G11.6

T04D3.5

T10C6.10

T10C6.9

Y4C6A.3

Y62H9A.5
Y71H10A.1

ZC373.2

ZK546.15 try-1
ZK813.3

—EIC< =< X XXX XKL

X=XXXZI<< —X<

1.04
1.401
0.8
1.257
0.789
1121
0.782
1.119
1.017
0.61
1.358
0.94
0.965
1.167
0.977
1.001
1.215
0.536
1.127
0.566
0.672
0.4
1.205
1.734
0.568
1.075
0.887
1.259
1.344
0.452
2.726
1.242
0.607
1.344
0.833
1.361
0.408
0.724
0.655
1.075
1.018

1.096
0.904
0.884
1.426
0.865
0.728
0.632
1.523
0.456
0.457
0.929
1.207
1.794
1.208
1.283
1.208
0.974
0.894
1.286
0.981
0.763
1.064
0.568
0.939
1.133
1.19
1.641
0.923
0.881
0.611
2.135
0.915
0.292
0.818
1.184
0.974
1.147
1.02
1.483
0.797
0.809
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0.823
1.073
1.229
1.273
1.095
0.706
1.031
1.403
0.551
1.001
1.062
0.938
1.186
1.37
0.822
1.282
1.033
1.012
1.28
1.032
1.124
0.821
0.593
1.82
1.111
1.064
1.621
0.998
0.881
1.066
2.303
0.858
1.032
0.755
0.799
0.969
0.605
1.158
1.216
0.895
0.887

Proteolysis

Cell surface
Chaperone
Unknown
Chaperone
Unknown
Unknown

Cell surface
Proteolysis
Metabolism

RNA metabolism
Replication/repair
Metabolism
Translation

Cell surface
Replication/repair
Proteolysis
Signaling
Replication/repair
Replication/repair
Metabolism
Proteolysis

RNA metabolism
Unknown
Replication/repair
Replication/repair

Unknown
Metabolism
Chaperone
Proteolysis
Unknown
Unknown
Proteolysis
Proteolysis
Proteolysis
Unknown
Metabolism
Unknown
Proteolysis
Cell surface

WT proximal germline yk523b6
WT spermatheca yk539d3
Emb Lvl Clr broad soma/germline?yk123d1
WT embryos yk736¢2
Emb Ste Dp broad soma/germline? yk37d11
Emb medial germline yk502d2
WT no image no ESTs
WT proximal germline yk43c10
WT medial germline yk267c7
WT proximal germline yk106€e10
Exp medial germline yk502c10
Emb Ste Pvl no image no ESTs
WT no image no ESTs
Emb Ste Pvl broad soma/germline? yk451d11
WT no image no ESTs
Emb Ste Egl no image no ESTs
WT somatic gonad yk557d5
WT no staining yk524d4
Emb Ste Pvl no image no ESTs
Emb Ste Lvé no image no ESTs
WT broad soma/germline? yk112d12
WT embryo image only  yk728d11
WT medial germline yk134g3
WT no image no ESTs
Emb Ste Grcno image yk599g11
Emb Ste Pvl no image no ESTs
WT somatic gonad yk543f3
WT broad gonad/soma  yk43h9
WT nonspecific staining  yk1016d0’
WT intestine yk110e5
Emb Gro Unintestine yk136h7
WT no image yk1520c0!
Lva proximal germline yk602f5
WT no image no ESTs
WT no image no ESTs
WT no image no ESTs
WT spermatheca/embryos yk506a10
Emb proximal germline yk7f1
WT no image yk730al12
WT proximal germline yk241h9
WT spermatheca yk124d10

yes
no
no
no
no
yes
no
no
yes
no
yes
no
no
yes
no
no
no
no
no
no
no
no
yes
yes
no
yes
no
no
no
no
no
yes
no
yes
yes
no
no
no
no
yes
no

yes
no
no
no
no
no
no
no
no
yes
no
no
no
no
no
no
no
no
yes
no
no
no
no
no
no
no
no
no
no
no
yes
no
no
no
no
no
no
yes
no
no
no
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Group Il Variably upregulated in mutants

Regulation (ctl/mut, log?2)

Wormbase ID Name Chro. dpl-1 efl-1 lin-35 Function
B0280.4 odd-1 i -0.759 -1.183 -1.141 Transcription
C01B4.9 Vv ND -0.243  -1.319 Cell surface
CO04F6.3 cht-1 X -1.727 -0.108 -0.784 Proteolysis
co8D8.1 Y, -0.208 ND -1.061 Unknown
C09B8.6 hsp-25 X -0.473 -1.323 -1.732 Chaperone
C09G5.7 Il -1.005 -1.083 -2.601 Unknown
C27F2.2 nca-2 1 -1.105 -0.754 -1.712 Cell surface
C31H1.6a v -1.448 -1.636 0.102 Unknown
C50B6.8 \% -1.305 -0.641  -0.67 Transcription
C54D10.10 Vv -2.479 -2.297 -4.653 Proteolysis
FO8F3.9 \Y, -0.615 -1.337 -0.703 RNA metabolism
F17C8.6 I -1.096 -0.835 -1.677 Cell surface
F28H6.1a akt-2 X -1.071 -0.858 -1.1  Signaling
F35E12.10 Vv ND -1.856 -0.451 Unknown
F36D3.4 \Y, ND -0.332  -1.464 Structural
F36H12.7 msp-19 v -0.543 -1.029 -1.532 Structural
F38E1.10 \Y, -0.566 -1.617 -0.735 Unknown
F40E10.1 hch-1 X -1.402 -0.066 -0.116 Proteolysis
F42A9.1a tag-137 v -0.752 -0.159 -1.158 Signaling
F42E11.4 tni-1 X -0.476 -1.085 -0.931 Structural
F46E10.2 \Y, -1.048 -0.233 -0.074 Unknown
F55C5.9 srh-16 \% ND -1.362 -3.191 Cell surface
F56D1.6 cex-1 Il -0.588 -1.717 -1.489 Signaling
F56G4.2 pes-2 I -1.274 -0.514 -0.997 Proteolysis
F56G4.3 I -1.369 -0.717 -0.907 Proteolysis
F57A10.2 Vv -1.536 -0.523 -1.597 Signaling
JC8.8 v -0.604 -0.541 -1.068 Unknown
K01D12.11 cdr-4 Vv -1.316 -2.877 -0.736 Chaperone
K08C7.3 epi-1 v -0.931 -0.23  -1.184 Cell surface
R13H9.2 msp-57 v -0.428 -0.752 -2.039 Structural
R151.5 toh-2 i -1.32 -1.531 -1.909 Proteolysis
T26F2.2 Vv -1.523 -0.665 -0.454 Unknown
T27E4.8 hsp-16.1 \% -0.41  -2.059 -0.409 Chaperone
T27E4.9 hsp-16.49 V -0.428 -1.621 -0.379 Chaperone
T27E9.2 1 -0.3 -0.428 -1.014 Metabolism
Y19D10A.11 Vv -1.355 -0.311 -1.225 Cell surface
Y46H3A.3 hsp-16.2 \% 0.006 -1.176 0.393 Chaperone
Y55B1AR.1  lec-6 I -0.826 -1.017 -0.738 Metabolism
Y55F3BR.4 v -1.788  -1.15  -1.553 Cell surface

RNAI In situ pattern EST TTCGCGCC TTTTCCAG
WT no image no ESTs yes no
WT no image no ESTs yes no
Emb broad gonad yk109d2 no no
WT no image no ESTs no no
WT somatic gonad yk163h9 no no
WT no image no ESTs no no
WT broad soma/embryo  yk24d9 no yes
WT no image yk1304f0z no yes
WT no image no ESTs no no
WT no image no ESTs no no
WT broad gonad yk215all no no
WT no image no ESTs yes yes
WT pharynx/intestine yk232g7 no no
WT no staining yk744h9 no yes
WT spermatheca yk125h12 no no
WT no image yk57h4 no no
WT no image no ESTs no no
WT embryo yk376d4 no no
WT broad gonad yk270f12 yes no
Emb Egl Dp' embryo/posterior somiyk103h4 no no
WT embyro yk572b7 no no
WT no image no ESTs no no
WT no image no ESTs no no
WT no image no ESTs no no
WT no image no ESTs no no
WT proximal germline yk58el no no
WT spermatheca yk702c5 no no
WT intestine yk736g5 no no
Ste Muv Dpy broad soma/vulva/emt yk531d10 no yes
WT no image yk94d8 yes no
WT embryo/intestine yk101h3 no no
WT no image no ESTs no no
WT no image no ESTs no no
WT no image no ESTs no no
Gro no image yk112d7 no no
WT no image no ESTs yes yes
WT no image yk1108c0! no no
WT intestine yk566a11 no no
WT no image yk280e4 no no

Expression Pattern

Binding Site Analysis




Y59E9AR.7
Y67D8A.3
Y82E9BR.16

v
v
i

-0.659 -1.53  -2.902
-1.135 -0.163 -0.262
-1.029 -0.894 -0.641

Group IV Upregulated in lin-35 mutants

Regulation (ctl/mut, log?2)
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Structural
Transcription
Cell trafficking

Wormbase ID Name Chro. dpl-1 efl-1 lin-35 Function
B0336.3 i 0.119 0.126  -1.036 RNA metabolism
B0511.9a I 0.378 0.41 -1.239 Unknown
C06G3.7 trxr-1 v -0.149 -0.087 -1.481 Metabolism
CO8F11.7 v -0.128 -0.016 -1.41 Unknown
C0O9H10.5 Il -0.034 0.072 -1.315 Unknown
C10H11.8 I 0.156 0.146 -1.531 Signaling
C15H11.3 nxf-1 \% ND 0.341 -1.073 RNA metabolism
C15H9.4 X 0.338 0.344 -1.105 Cell surface
C1l7D12.7 I -0.041 0.059 -1.636 Unknown
C17H12.2 v 0.081 0.199 -1.475 Unknown
C26E6.3 i -0.114 -0.149 -1.09 Unknown
C34B7.4 I 0.238 0.343  -1.518 Transcription
C34F6.2 col-178 X 0.314 0.689 -1.108 Structural
C44B7.10 Il 0.215 0.205 -1.197 Metabolism
C48B6.3 I 0.049 0.237 -1.87 Unknown
C49A1.1 I -0.118 -0.032 -1.21 Cell surface
C54G4.8 cyc-1 I -0.204 -0.066 -1.352 Metabolism
C55C2.2 ssp-19 I 0.145 -0.086 -1.347 Unknown
C56G2.15 i -0.128 0.094 -1.376 Transcription
C56G2.1a [} 0.089 0.089 -1.409 RNA metabolism
D2092.5 I 0.179 0.132 -1.16 Unknown

DC2.5 \% -0.026 0.047 -1.451 Metabolism
FO2E9.2a lin-28 I 0.061 0.107 -1.749 RNA metabolism
F08G5.4 col-130 v -0.022 0.181 -1.175 Structural
F11A3.2 \% 0.792 0.748 -1.157 Translation
F14F8.4 srz-103 \ -0.06 0.134 -1.182 Cell surface
F22B5.2 eif-3.G Il 0.536 0.402 -1.161 Translation
F26A1.13 i 0.056 0.188 -1.369 Replication/repair
F26A1.14 i 0.057 0.038 -1.644 Replication/repair
F26F2.7 \ 0.171  -0.017 -1.111 Unknown
F31D4.2 \% -0.01 -0.047 -1.49 Unknown
F33H1.4 Il -0.318 -0.256 -1.884 Transcription
F36F12.2 \% 0.105 0.527 -1.129 Unknown
F42G9.1 [} 0.14 -0.066 -1.626 Signaling
F43C1.2b mpk-1 i 0.14 -0.034 -1.244 Signaling

WT proximal germline yk412el
WT no image no ESTs
Emb Lva  faint germline/embryo yk599b8
Expression Pattern
RNAI In situ pattern EST
Bmd Gro  broad gonad yk87el
Emb Ocs faint germline yk340e12
WT broad staining yk457d4
WT no image no ESTs
WT no image no ESTs
Lva Gro no image no ESTs
Emb no image no ESTs
Gro,Sma  noimage no ESTs
WT faint germline yk627a2
WT faint broad gonad yk386a5
Emb broad gonad yk863ell
WT no image no ESTs
WT broad soma yk92a12
WT broad soma/germline? yk20f6
WT faint germline yk487e9
WT no image no ESTs
Emb Ste Pvl distal germline/soma yk609b2
WT spermatheca yk263a8
WT no staining yk425c9
Emb broad gonad/soma  yk14c7
WT embryo image only  yk1234g0:
WT no image no ESTs
Egl faint staining yk401f5
WT intestine/vulva yk204e8
Emb Ste Stg no image yk1359c0!
WT no image no ESTs
Emb Stp Dp germline yk499d6
WT no image no ESTs
WT no image no ESTs
Emb no image yk395f6
WT broad soma yk676h2
Emb Lva Un broad gonad yk367g3
WT no image no ESTs
WT broad gonad yk110g9
Emb Ste Pvl broad gonad yk531h7

no
yes
yes

Binding Site Analysis

no
no
yes

TTCGCGCC TTTTCCAG

no
no
yes
no
no
no
no
yes
no
no
no
no
yes
no
no
yes
no
yes
no
no
yes
yes
yes
no
yes
no
no
no
no
no
yes
no
no
no
yes

yes
yes
no
yes
yes
no
yes
yes
no
yes
no
no
yes
yes
yes
yes
yes
no
no
yes
yes
yes
yes
no
yes
yes
yes
no
yes
yes
yes
no
no
no
yes



F45F2.11
FA8ES.2
F53A2.5
F53H1.4
F53H2.3
F54C1.3
F54H12.1a
F55H2.5
F56C9.1
F56D1.2
F57B9.2
F57F5.5
HO5L14.2
K03D10.3
KO3H1.11
K08C9.2
K11D2.3
M03C11.4
M110.4
R06C1.2
RO6F6.2
RO8H2.3
R144.7
TO7A5.2
TO7C4.8
T23D8.1
WO5H9.3
WO6E11.5
W08G11.3
Y102A5A.1
Y104H12D.3
Y116A8C.36
Y19D10A.10
Y34D9A.11
Y38E10A.22
Y39B6A.20
Y45G12C.7
Y47G6A.10
Y49G5B.1
Y53C10A.3
Y53G8AR.6
Y54E10A.15

dro-1
mes-3
aco-2

gsp-2

ntl-1
pkc-1

unc-101
ifg-1
srh-170
larp-1

ced-9
mom-5

itsn-1
spp-23
asp-1

srd-73
spg-7

cdt-1

0.193
0.17
0.317
0.259
-0.011
0.138
-0.515
0.063
0.198
0.443
0.397
-0.183
0.108
-0.061
0.006
0.015
0.205
0.49
-0.253
-0.384
0.052
0.086
-0.261
0.107
0.11
-0.026
-0.573
0.212
0.348
-0.008
-0.135
0.239
-0.252
-0.049
-0.067
1.113
-0.017
-0.067
-0.094
0.132
0.29
0.428

-0.021
0.184
0.334
0.228
-0.095
0.108
-0.033
0.151
0.348
0.557
0.845
-0.224
0.147
-0.004
-0.067
-0.051
0.091
0.371
-0.264
-0.062
0.02
0.078
0.161
0.483
0.418
-0.116
-0.143
-0.003
0.224
-0.074
-0.068
0.254
-0.25
0.014
-0.08
0.273
0.358
0.013
-0.144
-0.017
0.148
0.43

-1.848
-1.061
-2.286
-1.466
-1.594
-1.421
-1.85
-1.48
-1.635
-1.081
-1.316
-1.241
-1.314
-1.144
-2.252
-1.153
-1.442
-1.762
-1.544
-1.025
-1.213
-1.466
-1.607
-1.491
-1.306
-2.442
-1.544
-1.63
-1.634
-1.961
-1.05
-1.522
-1.312
-1.057
-1.296
-1.321
-1.37
-1.169
-1.095
-1.439
-15
-1.205
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Unknown
Unknown
Transcription
Transcription
Unknown
Transcription
Metabolism
Metabolism
Signaling
Unknown
Transcription
Signaling
Unknown
Transcription
Unknown
Unknown
Cell trafficking
Transcription
Translation
Metabolism
Cell trafficking
Cell surface

RNA metabolism

Unknown
Cell death
Cell surface
Unknown
Unknown
Unknown
Transcription
Metabolism
Cell trafficking
Cell surface
Signaling
Unknown
Proteolysis
Cell surface
Proteolysis
Unknown
Transcription
Transcription

Replication/repair

WT no image

Emb no image

WT no image

WT broad gonad

WT broad gonad/intestine
Stp distal germline
Emb Ste Pvl broad soma

WT no image

Emb Egl Me broad gonad

WT body wall muscle
Emb Ste Ex| broad gonad

WT no staining

WT broad gonad

WT faint germline
Emb no image

Ste spermatheca
Unc faint germline
Emb proximal germline
Emb Ste Pcl broad gonad
Emb Lva distal germline
Emb MIt Sm broad gonad

WT no image

Emb Gro Unno image

WT broad gonad
Emb broad gonad
Emb Egl Bm broad gonad

WT embryo image only
WT no image

WT no image

WT no image

WT embryo image only
WT no image

WT no image

WT no image

WT no image

Ced intestine

WT no image

Emb Ste Lve distal germline
Emb broad gonad
Emb Sma Ly no image

Emb no staining

Emb Ste Pvl proximal germline

no ESTs
yk1570f0z
no ESTs
yk547a6
yk569e3
yk270a10
yk60d11
no ESTs
yk150g8
yk130c8
yk19a2
yk587d2
yk542d3
yk499f7
no ESTs
yk380d10
yk456b2
yk293d10
yk150f8
yk573d7
yk15d5
no ESTs
yk1239f07
yk125e8
yk113b7
yk471e5
yk1316f1C
no ESTs
yk1370b1i
yk430g8
yk1190e1!
yk1635c0:
no ESTs
yk1534d1.
no ESTs
yk101b5
no ESTs
yk282e3
yk252b8
no ESTs
yk571d3
yk593e9

no
no
no
yes
yes
no
yes
no
yes
no
yes
yes
no
no
no
no
yes
no
no
no
no
yes
no
no
no
no
yes
no
no
yes
no
no
no
yes
no
no
yes
no
no
no
yes
yes

yes
no
no
no
yes
yes
no
yes
yes
no
yes
no
yes
yes
no
yes
no
yes
yes
yes
no
yes
yes
no
no
yes
yes
no
yes
yes
no
yes
yes
yes
yes
yes
yes
yes
yes
yes
no
yes
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Y54E10A.2 I -0.067 -0.125 -1.506 Cell surface Emb Pvl Exg germline yk31b12 no no
Y55F3AR.3 v 0.111 -0.02 -1.92 Chaperone Emb Ste Pvl no image yk1601c0t yes no
Y56A3A.31 i 0.078 0.092 -1.144 Unknown WT embryo image only  yk1509e0:! no yes
Y56A3A.6 1 -0.291 -0.149 -1.027 Unknown Ste Pvl Gro faint germline yk531e8 yes yes
Y61A9LA.8 Y 0.267 0.39 -1.322 RNA metabolism WT distal germline yk654a12 yes yes
Y65A5A.3 v -0.139  -0.07  -1.945 Unknown WT no image no ESTs yes yes
Y71H2AM.9 i 0.058 0.036  -1.853 Cell surface WT no image yk1524d0! no yes
Y87G2A.13 I 0.001 0.171  -1.065 Cell surface WT no image yk1666f11 no no
ZK484.4 I 0.134 0.127 -1.171 Unknown Emb Stp broad gonad yk455c4 no yes
ZK795.2 v -0.314 -0.119 -1.036 Unknown WT proximal germline yk206f7 no no
ZK896.9 v 0.229 0.382 -1.075 Cell surface WT no image no ESTs yes yes
Regulated genes not in group
Requlation (ctl/mut, 10g2) Expression Pattern Binding Site Analysis

Wormbase ID Name Chro. dpl-1 efl-1 lin-35 Function RNAI In situ pattern EST TTCGCGCC TTTTCCAG
B0513.4 v 0.268 1.079 0.928 Unknown WT no image yk309c11 ND ND
C02G6.1 Y 1.607 0.169 0.352 Proteolysis WT no image yk1381a0:i ND ND
C02G6.2 \% 1.416 0.326 0.314 Proteolysis WT no image no ESTs ND ND
C03B1.12 Imp-1 X 1.166 0.422 0.126 Metabolism Clr medial germline yk117e4 ND ND
C10H11.10 kca-1 I 1.01 0.395 -0.24 Cell trafficking Lon broad gonad yk560c6 ND ND
C28F5.4 Il 1.882 0.551 0.233 Proteolysis WT no image no ESTs ND ND
C34C6.4 Il 0.021 1.207 0.339 Metabolism Ste broad gonad yk380g5 ND ND
C36E6.5 mic-2 X ND ND -1.148 Structural Egl Lva Slu | body wall muscle yk232e10 ND ND
C43E11.11 I -0.091 0.136 1.97 Cell trafficking Emb Gro  broad gonad yk349a3 ND ND
D2045.1 atx-2 i -1.042  0.439 0.641 RNA metabolism Emb Ste broad gonad yk201d3 ND ND
F44E7.4 \% 2.354 0.474  -0.145 Proteolysis WT broad gonad yk133a3 ND ND
F45B8.1 rgs-11 X 1.175 0.073 0.233 Signaling WT no staining yk81b9 ND ND
F52E1.1 pos-1 \% 2.03 1.807 -0.088 RNA metabolism Emb medial germline yk602f11 ND ND
F53G12.1 rab-11.1 I -1.255 0.08 0.206 Cell trafficking Emb Ste Lvl broad gonad yk604d10 ND ND
MO05B5.4 I -0.126  0.306 1.103 Metabolism WT embryo yk712f2 ND ND
RO9E12.3 Y 0.199 1.423 1.381 Chaperone WT broad gonad yk117d2 ND ND
TO1C3.3 \% 1.804 -0.351 0.364 Proteolysis WT medial germline yk104f4 ND ND
TO3D3.5 \Y -0.363  0.576 1.4  Unknown WT embryo yk526g7 ND ND
TO4H1.2 \% -1.771 0.424 1.186 Translation WT broad gonad yk484e10 ND ND
T05G11.1 Y 1.08 0.115 0.557 Transcription WT no image no ESTs ND ND
T23G7.1 dpl-1 Il 1.608 0.193 0.305 Transcription Emb Stp Pvl broad gonad yk473g5 ND ND
Y18D10A.17 car-1 I -1.152  0.308 0.36 RNA metabolism Emb Stp Slu broad gonad yk575h5 ND ND
Y75B12B.1 \% ND 1.066 -0.214 Unknown WT no image no ESTs ND ND
Y79H2A.11 zyg-8 i -1.026 0.27 0.412 Structural Bmd Dpy Ur broad gonad yk54f7 ND ND

ND - not determined
bold - statistically significant p<0.05, adjusted Z test



