= 3 ? <
% ® © 9% g £
T2 3%% & e
%% %25 < 58
c §e8 B £
o ¢ o9 .. B E 5
% v, et gs 0B D0 .
%z TLE z3.%% S 5
% 3% et 8,320t 3 §SF o5 oF o
e 2 20T €97 5EERp s>- S< 55 B&
% % 2<% ©ow 25_%28 §p =22 88 E£9
% o F o w23 285 82027 sp fx s« g
w8 % 5,02 ©8% 9.5 233°%8 BRgsl < s ¢
e % 29382 s23% (&S5 23,39 85235 £ Q
SR S ) PR R R S
e 7, Leneigaetiizeoos R
o o W& 557
0 %% 0%
007, "N, e
0% 9%, 420" o
K < 2 <
"%, 0 < S BLES W S|
%, R R
G, %y, 950,50 «. & o
%, G %79 , &505% 5 e
O s oG
Yo, 4,50, X 0 5 S S
90, S, 0,700,570 S S @ "
s A )&’
oo % 5 s//l,:os/c;,% 54 18b o 3o 12207 142 86 N \@?ﬁv‘; (o ‘i\‘\d\c@ 5
%14 1e, 1%, A {8 3b 77 19382 W o ?%S\Poﬁeéfv‘"‘ge*w& e
o,V (%6, 5b 10b v o 20
uélgexﬁg%;%eé 4 14189 200 135 %42 i 1/ e 10¢ 328 s ?&“g\k“ :039\\0\;@2@;06\1\;‘ ot
Ay ey 82 128 1@ GRS @0 o
Hogg,, P s D 120 172 183 PR e ¢
R ISy, Yog %8y SV O e
oo, %00, 40t /87 27a 193 113'% s 6 42 121 1% R
? Sseyy - RO 152 108 19 8 189 119 90a°22 4c e %@‘Nﬁm o
e
o 58005 oS0y bde ,Ej’qu’f 188224 203 1ga i ¢ a c.\“@g aece™Y
©00f) by, Nauseoteloy " CYds 095 [ 67b 68 107 198 be 080, some
oues |, U9Sse 0 Uspg A,u 5 52a 31b. 16b \,.“uc\e"e‘,a\r
ose, SISauggaHoUnf oA 196 31a  20b 915 95 9a 151 4b DNAT
dly 8df) 5 6, Uesquy04cioy égau.d 52b ™ 138,08 m 209 17¢ \Tf\\s‘?{wwsNF comple* .
Uodyog UE oy ey EWosoggld 3a 223 q7p SN Sior 4 of membra!
19 Aawosse g eionoeD sa  a7a g 624231 44b 42b 17a ga| ANl componcs
Aunnoe o dWoo” o MG [92 45 M 12a 7c26c| T 15 o ubiaut complex
SelsWwAjod yy Dmaa?:pgaﬁs.a 110 Sa 178 54 117 253 7bsa B Siignal peptidase
SISElsOG:A?)‘l‘{eiaofsfusm:mos‘imwugvj 3b 390 394 25 1;(25 a7p22a1732¢ 50 AR eI ar vesicular exosome
funpoe v sseuN, USIod 1o UotAkas S 36a o 210 * e 181 2! 180 45b Cendoplasmic reticulum membrane
d
xe|dwioo eseuny urejod ;uapuam;%sdv%%v:\)‘ 94b633 s 28 ) % 250 5,0 251 252 E%a{r!:::égg:tmomne biosynthetic process
o TP tr
= B S eDgenese (D) acuy
01dw00 VT o uonenbe: 14, DNA g ransport
h uonduosue S e 14b 14 b 13c o 132139"C qgr o 220 296 20 | P ONA i;;)hg:n;emoval
8 13, n
oo 0000 W oo oG e i 144 S 204213 i
uikzue0lod o 1 “°‘fa‘fswpe\m% o5 48a 20 247 228 g 10027 134 2% SR bonucice, v
apfo 18 ° *a\dwogm“a\\oﬁ ERY 2122 Z zia 35 88b 159 o et ® hosppe
o 3
- Bud 6“\1&% 8 475 156 253 7 61a ERANG Ul 20 Cireeetry Metabo,
oge e 15 256 20a 480 S
X wogxa%en*ue‘-a 15a 15d 106 38a | 24 103b
«@\:} ;e\g}‘,eé‘foxffaé 406 27 38b 41b 103a
O 52 1o\ ofF
VO S T 160404 255 i
© 43 616 708
NN 11a 174
o “‘)\ixﬁ\wo 67a
s < 11b 75b 170
=
e
PR VDD IO
Se2phugtegs
: Fiiint
@ & $ S2=E4E368 8 %%% % %,
$ So 2 8Sp3% 828 888 %22 $822% 0% B RN
& NS 2 3 88% 325 233 T 92%%%% %, B %,
N SS9 52 gig 3 $%% 9% &%% %%
$ FRE o 823 293 &%% 3 %¥LO) % %
o e 22 588 3 2%° z ) %%,
$ $£a¢8 5o 33 % 3 %o °2 -
$ § 3 g5 EE T 9%3 % %
¢ “XF g 3 S 3¢9 %%
) 3 Sd - S 3 % % %
& §L 58 589 g © Y
& g 25 g 83 3 32 2,
& g Q A
§° 233 =% N
& © 3 B
g g 3 27 @
s s 2 & 3
Q < £ .“,'.
s
T : 5 K =
GO MF: : 112 & 11b: RNA Pol. Il Trans. Cofactor Act, (<te®) ;0% AMP-Copendoi Biobn finase Act (4109
. . 36a & 36b: cCAMP-dependent
. Intraciliary Transport Particle A (3.4e-15, H 11a & 11b: Mediator Complex (<10e?" B,
GO CC: ry P ( ) H plex ( ) Protein Kinase Complex(3.1e%;2.8e)
" H 11a & 11b: Transcription Initiation from 36a & 36b: Activation of Protein
GO BP: Intraciliary Retrograde Transport (3.1e) H P 25 " o . .
H RNA Pol. Il Promoter ( <1e?) Kinase A Activity (2.7e7;1.4e”)
'
PFAM: WDA40 (4.7e-4)  11b: Med13_C (1.42e*); Med13_N (1.42¢7) : 36a & 36b: Rlla (2.2e%;1.5¢%)
v v
' '
Cluster 72 + Cluster 1la  Cluster 11b i+ Cluster 36a  Cluster 36b
. MED25 :
WDR35  C140rf179 : MED21  wED15 MED8 .
: : PRKACG AKAP11
' '
' '
\L . i EFCABY
c ' '
' '
IFT140 \ 122 : : PRKAR1B
i ' '
: : VAPB
: i PRKAR2A
' '
: : PRKACA  PRKACB
. .
25a & 25b: Translation Initiation H ' . PR
GO MF: o 6a, 6b, 6c: Transcription Coactivator Activity (2.0e%;5.2e4;2.5¢ 2 4
Factor Activity (6.565;1.56"%2) ' p ity (. ) ' Identical Protein Binding (9.2e*)
GO CC: 25a & 25b: Eukaryotic 43S H 6a: NuA4 Histone Acetyltransferase Cmplx (<1e?) . FHF Complex (<1e)
) Preinitiation Complex (<1e-25) v 6b: Ada2/Gen5/Ada3 Cmplx (<1e); 6c: STAGA Cmplx (<1e?) 4 P
GO BP: 25a .&.2.5?: Formation of Translation g 6b, 6c: Histone H3 Acetylation (<1e?;<1e%) Early to Late Endosome Transport (3.1"%)
. Pre-initiation Complex (<1e?%;3.4e"'%) 1 6a: Histone H2A Acetylation (<1e%); Histone H4 lation (<1e%%) (4.7e72); Lysosome Organization (4.7e"'2)
'
PFAM: 25a & 25b: PCI (2.6e%;2.4e) ' ! HOOK (2.8e)
H SFstas0 TAF9 H
Cluster 25a Cluster 25b i Cluster 6¢ suprih AT, : Cluster 73
' '
' '
: : TNFSF13B
H
: '
' '
H : HOOK1 FAM160A2
' '
' '
: : KT
' '
: : HOOK3 HOOK2
! QPRT PSME3 PSMC3 H
' '
EIF3D PRRC2B v Cluster 6a Cluster 6b




